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Supplementary Table 1: GWAS candidate SNPs associated with diverticular disease (with CADD score, Regulome score and eQTL sigmoid colon annotation)

This table shows diverticular disease c andidate SNPs (SNPs which are in LD of any independent lead SNPs) mapped to genomic risk loci with a GWAS p-value 

<1.0×10-5, MAF>0.01. The table is sorted ascending by genomic risk loci and in descending order by Combined Annotation-Dependent Depletion (CADD) score 

as a potential indicator of functional implications. Correspondingly all exonic nonsynonymous SNPs and variant that affect gene expression of candidate genes in 

sigmoid colon tissue (FDR<0.05_eQTL, GTEx_V7 ) as a potential indi cator of functional implications are shown. Th e following table headers are used: uniqID: 

Unique ID of SNPs consisting of chr:position:allele1:allele2 where alleles are al phabetically ordered; rsID : rsID based on dbSNP build 146; chr : chrom osome; 

pos : position on hg19; e ffect_allele : Effect/risk allele ; non_eff ect_allele : Non-e ffect/non-risk ; MAF : Minor allel e frequency computed based on 1000G;  

gwasP : P-value provided in the input GWAS summary statistics file; r2 : The maximum r2 of the SNP with one of the independent significant SNPs; IndSigSNP: 

rsID of the independent significant SNP which has the maximum r2 with the SNP; Genomic locus : Index of the genomic risk loci matching with "Genomic risk 

loci" Supplementary Table 5; nearestGene: The nearest Gene of the SNP based on ANNOVAR annotations; ANNOVAR annotates "consequence" function by 

prioritizing the most deleterious annotation for SNPs which are locating a genomic region where multiple genes are overlapped. Genes are encoded in symbol, if 

it is available otherwise Ensembl ID. Genes include all transcripts from Ensembl gene build 85 including non-protein coding genes and RNAs. eQTL Gene 1 and 

2: Genes affected in expression in sigmoid colon tissue (FDR<0.05_eQTL, GTEx_V7) by candidate SNPs; P_eQTL: nominal p value for cis-eQTL variant. FDR 

eQTL: false discovery rate corrected p value for cis-eQTL variant;  CADD: CADD score which is computed based on 63 annotat ions. The higher the score,  the 

more deleterious the SNP is. 12.37 is the suggested threshold by Kircher et al (2014). RDB : RegulomeDB score which is a categorical score (from 1a to 7). 1a is 

the highest score for SNP s with the most biological evidence to be a regulatory  elem ent. minChrState : The m inimum 15-core chro matin sta te acros s 12 7 

tissue/cell type.  

References used in Supplementary Table 1: 

Kircher M, Witten DM, Jain P, O' Roak BJ, Cooper GM, Shendure J. A general framework  for estimati ng the relative pathogenicit y of human genetic variants. 

Nat Genet. 2014 Mar;46(3):310-5.  

 



DiscoveryLocus  top_lead_SNP_uniqID #candidate SNPs chr pos non_effect_allele effect_allele MAF gwasP  r2 IndSigSNP nearestGene (Genecode) AnnoType Consequence ConsDetail GeneName 2 AnnoType Consequence ConsDetail sigmoid_colon_eqtlMapFilt eQTL Gene 1 p_eQTL FDR<0.05_eQTL eQTL Gene 2 p_eQTL FDR<0.05_eQTL DiscoveryLocus  CADD  RDB  minChrState  CADD top (without pseudogenes)

1 rs10191366 2 144333821 G A 0.2306 5.9e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.1 Transcript INTRONIC intron,nc 0 1 22.4 7 5 top

1 rs780843237 2 144407401 C CAGAGCTCCA 0.3111 2.6e‐28 0.957379 rs11679600 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.2 Transcript INTRONIC intron,nc 0 1 21.3 NA 4

1 rs7607879 2 144289763 T C 0.1809 9.8e‐54 0.972062 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.3 Transcript INTRONIC intron,nc 0 1 20.6 5 4

1 2:144288199_TA_T 2 144288199 T TA 0.1819 4.4e‐53 0.979119 rs6734367 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.4 Transcript INTRONIC intron,nc 0 1 19.79 NA 4

1 rs11685851 2 144339991 G C 0.2306 3.7e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.5 Transcript INTRONIC intron,nc 0 1 19.29 6 1

1 rs10928184 2 144285681 C A 0.2376 1.4e‐09 0.942787 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.6 Transcript INTRONIC intron,nc 0 1 18.55 4 4

1 rs10179961 2 144342661 T C 0.1799 5.1e‐54 0.910392 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.7 Transcript INTRONIC intron,nc 0 1 18.46 5 4

1 rs12612084 2 144178400 C T 0.3797 3.4e‐08 1 rs12612084 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.8 Transcript INTRONIC intron,nc 0 1 18.24 5 4

1 2:144437590_TAAAAAA 2 144437590 T TAAAAAAAAAA0.1839 4.6e‐12 1 2:144437590_TAAAAAAA ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.9 Transcript INTRONIC intron,nc 0 1 17.58 NA 5

1 rs4662338 2 144284096 G A 0.02485 5.6e‐09 1 rs4662338 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.10 Transcript INTRONIC intron,nc 0 1 16.75 5 1

1 2:144370723_TTAAG_T 2 144370723 T TTAAG 0.2575 1.2e‐09 1 rs2678290 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.11 Transcript INTRONIC intron,nc 0 1 16.54 NA 4

1 rs7604660 2 144317029 T A 0.2416 2.3e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.12 Transcript INTRONIC intron,nc 0 1 16.43 4 4

1 rs13412393 2 144342620 C T 0.4105 1.0e‐12 0.99608 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.13 Transcript INTRONIC intron,nc 0 1 16.29 5 4

1 rs950013 2 144386869 C A 0.4433 1.6e‐17 0.691922 rs202167239 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.14 Transcript INTRONIC intron,nc 0 1 16.27 NA 4

1 rs4414623 2 144349971 A G 0.2247 1.3e‐46 0.661851 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.15 Transcript INTRONIC intron,nc 0 1 16.13 6 4

1 rs4325696 2 144332854 C T 0.4085 7.4e‐13 0.988232 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.16 Transcript INTRONIC intron,nc 0 1 15.66 5 4

1 rs13408590 2 144463275 A G 0.03479 6.4e‐09 0.710937 rs138836236 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.17 Transcript INTRONIC intron,nc 0 1 15.31 4 4

1 rs4611598 2 144198216 G A 0.1561 6.9e‐06 0.814491 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.18 Transcript INTRONIC intron,nc 0 1 15.13 6 4

1 rs4233568 2 144329180 A G 0.2227 8.0e‐47 0.670143 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.19 Transcript INTRONIC intron,nc 0 1 14.84 6 4

1 rs13394189 2 144330864 T G 0.2306 5.5e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.20 Transcript INTRONIC intron,nc 0 1 14.67 7 4

1 rs11898289 2 144347805 T C 0.2316 4.5e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.21 Transcript INTRONIC intron,nc 0 1 14.48 7 4

1 rs10928186 2 144310402 A G 0.2416 2.0e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.22 Transcript INTRONIC intron,nc 0 1 14.19 6 2

1 rs4662330 2 144186475 C T 0.159 6.8e‐06 0.808298 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.23 Transcript INTRONIC intron,nc 0 1 13.82 2b 5

1 rs10167657 2 144333705 G C 0.2306 5.0e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.24 Transcript INTRONIC intron,nc 0 1 13.54 6 5

1 rs4146022 2 144379627 A G 0.165 3.3e‐22 1 rs4146022 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.25 Transcript INTRONIC intron,nc 0 1 13.23 7 4

1 rs10803495 2 144352350 A G 0.2247 1.3e‐46 0.661851 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.26 Transcript INTRONIC intron,nc 0 1 12.62 5 4

1 rs12989517 2 144498693 A G 0.3718 3.3e‐22 0.818256 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.27 Transcript INTRONIC intron,nc 0 1 12.34 7 2

1 rs2048957 2 144483781 T A 0.3469 5.5e‐08 0.793872 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.28 Transcript INTRONIC intron,nc 0 1 12.33 5 4

1 rs2731563 2 144389064 C A 0.2107 2.1e‐09 0.970448 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.29 Transcript INTRONIC intron,nc 0 1 12.05 7 4

1 rs62170309 2 144426357 A C 0.07753 2.3e‐19 1 rs62170309 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.30 Transcript INTRONIC intron,nc 0 1 11.74 5 4

1 rs10187194 2 144330021 A T 0.2316 5.6e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.31 Transcript INTRONIC intron,nc 0 1 11.22 5 4

1 rs7606634 2 144329557 T C 0.2306 4.6e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.32 Transcript INTRONIC intron,nc 0 1 11.14 5 4

1 rs10803496 2 144352437 C A 0.2316 8.6e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.33 Transcript INTRONIC intron,nc 0 1 11.03 6 4

1 rs7606067 2 144477751 A G 0.4702 1.4e‐15 1 rs7606067 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.34 Transcript INTRONIC intron,nc 0 1 11.01 5 4

1 rs13412930 2 144316090 A G 0.4215 1.3e‐12 0.90154 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.35 Transcript INTRONIC intron,nc 0 1 10.44 7 4

1 rs5022663 2 144279235 G A 0.2416 3.0e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.36 Transcript INTRONIC intron,nc 0 1 9.928 5 4

1 rs7574623 2 144187417 G A 0.3797 6.5e‐08 0.973042 rs12612084 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.37 Transcript INTRONIC intron,nc 0 1 9.808 3a 5

1 rs10928183 2 144285635 T C 0.2376 1.3e‐09 0.942787 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.38 Transcript INTRONIC intron,nc 0 1 9.693 6 4

1 2:144483993_CA_C 2 144483993 C CA 0.3509 8.9e‐08 0.775243 rs10928197 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.39 Transcript INTRONIC intron,nc 0 1 9.554 NA 4

1 2:144281782_AT_A 2 144281782 A AT 0.1819 2.4e‐51 0.979119 rs6734367 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.40 Transcript INTRONIC intron,nc 0 1 9.514 NA 1

1 rs55938142 2 144428663 A T 0.1362 9.0e‐11 0.678134 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.41 Transcript INTRONIC intron,nc 0 1 9.304 7 4

1 2:144349506_ACT_A 2 144349506 A ACT 0.1789 6.3e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.42 Transcript INTRONIC intron,nc 0 1 9.151 NA 4

1 rs754128738 2 144378949 G GGTTA 0.2883 4.4e‐09 0.79558 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.43 Transcript INTRONIC intron,nc 0 1 8.952 NA 5

1 rs10928197 2 144491308 A G 0.3966 2.4e‐09 1 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.44 Transcript INTRONIC intron,nc 0 1 8.774 7 4

1 rs13005371 2 144490903 T C 0.3708 4.4e‐22 0.822617 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.45 Transcript INTRONIC intron,nc 0 1 8.193 5 4

1 rs17774111 2 144372831 G A 0.2883 4.2e‐09 0.79558 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.46 Transcript INTRONIC intron,nc 0 1 7.981 7 4

1 rs4561605 2 144272150 G C 0.4493 1.1e‐07 0.943893 rs13023244 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.47 Transcript INTRONIC intron,nc 0 1 7.890 4 4

1 rs13428256 2 144338058 G A 0.4085 6.6e‐13 0.988273 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.48 Transcript INTRONIC intron,nc 0 1 7.725 5 4

1 rs10928185 2 144286162 G T 0.2376 1.8e‐09 0.942787 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.49 Transcript INTRONIC intron,nc 0 1 7.706 6 4

1 rs10928188 2 144352681 A G 0.2247 1.3e‐46 0.661851 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.50 Transcript INTRONIC intron,nc 0 1 7.621 7 4

1 2:144425849_CT_C 2 144425849 C CT 0.3032 3.8e‐07 0.735498 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.51 Transcript INTRONIC intron,nc 0 1 7.565 NA 4

1 rs4525633 2 144290686 A T 0.2376 1.3e‐09 0.942787 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.52 Transcript INTRONIC intron,nc 0 1 7.405 7 4

1 rs751129581 2 144400614 T TTAAC 0.2674 5.2e‐09 0.899349 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.53 Transcript INTRONIC intron,nc 0 1 7.310 NA 4

1 rs12465492 2 144477195 A G 0.3519 4.4e‐08 0.757775 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.54 Transcript INTRONIC intron,nc 0 1 7.128 5 4

1 rs4341881 2 144304318 A G 0.1789 6.9e‐55 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.55 Transcript INTRONIC intron,nc 0 1 7.078 7 4

1 2:144323665_AT_A 2 144323665 A AT 0.2614 2.6e‐07 0.848208 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.56 Transcript INTRONIC intron,nc 0 1 7.054 NA 4

1 rs4372823 2 144325926 G A 0.1769 4.3e‐54 0.930538 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.57 Transcript INTRONIC intron,nc 0 1 6.818 7 4

1 rs55886108 2 144496336 T C 0.3489 5.0e‐08 0.800823 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.58 Transcript INTRONIC intron,nc 0 1 6.745 7 4

1 rs568435185 2 144285048 GA G 0.4245 3.2e‐14 0.783544 rs6430036 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.59 Transcript INTRONIC intron,nc 0 1 6.702 NA 4

1 rs9287353 2 144383727 T C 0.325 3.3e‐23 0.889758 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.60 Transcript INTRONIC intron,nc 0 1 6.603 6 4

1 rs13422906 2 144398052 A T 0.1272 1.1e‐10 1 rs13422906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.61 Transcript INTRONIC intron,nc 0 1 6.534 7 4

1 rs6731747 2 144308396 A T 0.1799 5.5e‐55 0.992972 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.62 Transcript INTRONIC intron,nc 0 1 6.515 7 5

1 rs13424103 2 144349706 A C 0.2306 5.8e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.63 Transcript INTRONIC intron,nc 0 1 6.427 6 4

1 rs67995747 2 144276150 G C 0.2455 3.6e‐10 0.994691 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.64 Transcript INTRONIC intron,nc 0 1 6.371 7 4

1 2:144456088_TACA_T 2 144456088 T TACA 0.3509 3.6e‐19 0.742115 rs57881769 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.65 Transcript INTRONIC intron,nc 0 1 6.350 NA 4

1 rs56198134 2 144418034 G A 0.05865 5.1e‐10 0.98282 rs56035453 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.66 Transcript INTRONIC intron,nc 0 1 6.193 7 4

1 rs754735231 2 144412980 T TACTGCCAGAC0.3867 1.3e‐19 0.656998 rs11679600 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.67 Transcript INTRONIC intron,nc 0 1 6.183 NA 4

1 rs13386631 2 144349620 C T 0.2306 6.7e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.68 Transcript INTRONIC intron,nc 0 1 5.766 6 4

1 rs4580333 2 144279702 T C 0.1819 1.6e‐53 0.979119 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.69 Transcript INTRONIC intron,nc 0 1 5.725 7 4

1 rs6430038 2 144358655 T C 0.2306 3.9e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.70 Transcript INTRONIC intron,nc 0 1 5.707 7 4

1 rs145042540 2 144395303 CA C 0.2843 4.3e‐09 0.79963 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.71 Transcript INTRONIC intron,nc 0 1 5.674 NA 4

1 rs17832373 2 144502285 G T 0.3757 4.8e‐22 0.809222 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.72 Transcript INTRONIC intron,nc 0 1 5.631 6 4

1 rs13010737 2 144200043 A G 0.3082 4.3e‐08 0.69567 rs12612084 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.73 Transcript INTRONIC intron,nc 0 1 5.606 5 1

1 rs6708917 2 144271886 A G 0.4404 4.5e‐08 0.991411 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.74 Transcript INTRONIC intron,nc 0 1 5.502 7 4

1 rs4233565 2 144266089 C T 0.4245 3.3e‐06 0.815601 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.75 Transcript INTRONIC intron,nc 0 1 5.377 7 4

1 rs72857992 2 144391281 A C 0.2694 1.1e‐08 0.900067 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.76 Transcript INTRONIC intron,nc 0 1 5.375 5 4

1 rs72859684 2 144489101 A G 0.3469 3.3e‐08 0.80186 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.77 Transcript INTRONIC intron,nc 0 1 5.345 7 5

1 rs10169606 2 144492914 G C 0.3479 4.7e‐08 0.798 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.78 Transcript INTRONIC intron,nc 0 1 5.304 7 4

1 2:144389430_GACTAAT_ 2 144389430 G GACTAAT 0.2097 6.5e‐10 0.976264 rs113195500 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.79 Transcript INTRONIC intron,nc 0 1 5.220 NA 4

1 rs34812477 2 144271452 T C 0.4404 5.9e‐08 1 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.80 Transcript INTRONIC intron,nc 0 1 5.131 5 4

1 rs72858001 2 144397857 A G 0.2058 7.7e‐10 1 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.81 Transcript INTRONIC intron,nc 0 1 5.101 7 4

1 rs7565289 2 144325755 C A 0.2306 7.0e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.82 Transcript INTRONIC intron,nc 0 1 4.992 6 4

1 2:144425198_GTTAAT_G 2 144425198 G GTTAAT 0.05865 6.8e‐10 0.98282 rs56035453 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.83 Transcript INTRONIC intron,nc 0 1 4.976 NA 5

1 rs12467594 2 144270992 T C 0.4394 5.3e‐08 0.995728 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.84 Transcript INTRONIC intron,nc 0 1 4.965 2b 1

1 rs13424620 2 144337087 G A 0.4076 7.3e‐13 0.99218 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.85 Transcript INTRONIC intron,nc 0 1 4.954 5 4

1 2:144306389_AT_A 2 144306389 A AT 0.2416 2.7e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.86 Transcript INTRONIC intron,nc 0 1 4.939 NA 5

1 rs56035453 2 144426786 G A 0.05765 3.1e‐10 1 rs56035453 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.87 Transcript INTRONIC intron,nc 0 1 4.847 6 4

1 rs4662344 2 144348858 C T 0.1789 3.2e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.88 Transcript INTRONIC intron,nc 0 1 4.759 6 4

1 rs6704689 2 144305674 A G 0.1789 9.8e‐55 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.89 Transcript INTRONIC intron,nc 0 1 4.654 5 4

1 rs13415834 2 144313459 C T 0.1988 3.8e‐09 0.75213 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.90 Transcript INTRONIC intron,nc 0 1 4.646 6 4

1 rs13409480 2 144403796 A G 0.4761 1.6e‐25 0.976353 rs202167239 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.91 Transcript INTRONIC intron,nc 0 1 4.611 5 4

1 rs68143744 2 144340629 C T 0.2316 5.4e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.92 Transcript INTRONIC intron,nc 0 1 4.589 5 4

1 rs10209898 2 144286668 T C 0.2386 1.3e‐09 0.937421 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.93 Transcript INTRONIC intron,nc 0 1 4.563 7 4

1 rs13001389 2 144496707 G T 0.3757 2.6e‐21 0.801536 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.94 Transcript INTRONIC intron,nc 0 1 4.557 5 4

1 rs12620809 2 144353732 A G 0.2306 5.8e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.95 Transcript INTRONIC intron,nc 0 1 4.543 7 4

1 rs6724159 2 144275192 A C 0.1809 1.4e‐53 0.986011 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.96 Transcript INTRONIC intron,nc 0 1 4.513 7 4

1 2:144272754_TA_T 2 144272754 T TA 0.4453 6.3e‐09 1 2:144272754_TA_T ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.97 Transcript INTRONIC intron,nc 0 1 4.488 NA 4

1 rs6735262 2 144487963 C T 0.3479 5.4e‐08 0.798 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.98 Transcript INTRONIC intron,nc 0 1 4.461 2b 2

1 rs12691689 2 144428286 T C 0.3091 3.4e‐27 0.88482 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.99 Transcript INTRONIC intron,nc 0 1 4.421 6 4

1 rs6746362 2 144356311 A G 0.2306 3.7e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.100 Transcript INTRONIC intron,nc 0 1 4.386 6 4

1 rs7563343 2 144337145 T C 0.2306 6.4e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.101 Transcript INTRONIC intron,nc 0 1 4.378 4 4

1 rs10803494 2 144205842 A G 0.1571 2.9e‐06 0.807716 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.102 Transcript INTRONIC intron,nc 0 1 4.369 7 4

1 2:144274558_GC_G 2 144274558 G GC 0.4901 2.1e‐22 0.896169 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.103 Transcript INTRONIC intron,nc 0 1 4.340 NA 4

1 rs11405977 2 144337275 GT G 0.2306 3.1e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.104 Transcript INTRONIC intron,nc 0 1 4.309 NA 4

1 rs4662203 2 144155215 G A 0.1551 9.3e‐07 0.781026 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.105 Transcript INTRONIC intron,nc 0 1 4.261 6 4

1 rs202167239 2 144394673 G GC 0.4742 9.4e‐26 1 rs202167239 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.106 Transcript INTRONIC intron,nc 0 1 4.251 NA 4

1 rs28396876 2 144487090 G A 0.3549 5.0e‐08 0.768535 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.107 Transcript INTRONIC intron,nc 0 1 4.165 5 4

1 rs2678290 2 144374203 T C 0.2575 6.2e‐10 1 rs2678290 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.108 Transcript INTRONIC intron,nc 0 1 4.127 5 5

1 rs35825582 2 144248762 A G 0.4811 2.7e‐08 0.632703 rs13023244 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.109 Transcript INTRONIC intron,nc 0 1 4.073 6 4

1 rs35185457 2 144271526 C T 0.4404 3.9e‐08 1 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.110 Transcript INTRONIC intron,nc 0 1 4.024 5 4

1 rs34406675 2 144301488 A G 0.05666 1.4e‐25 1 rs36135964 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.111 Transcript INTRONIC intron,nc 0 1 4.010 4 4

1 rs1996447 2 144450181 G T 0.3579 3.3e‐20 0.748482 rs57881769 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.112 Transcript INTRONIC intron,nc 0 1 4.010 7 2

1 rs12986858 2 144503445 A G 0.4155 8.7e‐20 1 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.113 Transcript INTRONIC intron,nc 0 1 3.934 7 4

1 rs778668931 2 144487969 A ATTTC 0.3718 6.4e‐22 0.818761 rs12986858 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.114 Transcript INTRONIC intron,nc 0 1 3.920 NA 2

1 rs55806812 2 144271332 A C 0.4404 5.5e‐08 1 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.115 Transcript INTRONIC intron,nc 0 1 3.867 5 2

1 rs72992563 2 144400736 G A 0.2674 8.7e‐09 0.899349 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.116 Transcript INTRONIC intron,nc 0 1 3.819 5 4

1 rs11687380 2 144501053 C T 0.3757 6.4e‐22 0.809222 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.117 Transcript INTRONIC intron,nc 0 1 3.778 5 4

1 rs12469628 2 144158418 C T 0.1392 4.4e‐06 0.86585 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.118 Transcript INTRONIC intron,nc 0 1 3.746 6 5

1 rs2731553 2 144373941 C A 0.2594 7.9e‐10 0.98963 rs2678290 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.119 Transcript INTRONIC intron,nc 0 1 3.734 NA 5

1 rs150139292 2 144279355 CT C 0.2396 2.7e‐09 0.952737 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.120 Transcript INTRONIC intron,nc 0 1 3.711 NA 4



1 rs6430037 2 144356694 A T 0.1789 1.4e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.121 Transcript INTRONIC intron,nc 0 1 3.707 6 4

1 rs4233566 2 144272229 A G 0.4493 8.4e‐08 0.943893 rs13023244 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.122 Transcript INTRONIC intron,nc 0 1 3.690 4 4

1 rs56816331 2 144338656 T C 0.2316 5.0e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.123 Transcript INTRONIC intron,nc 0 1 3.610 5 4

1 rs57881769 2 144453432 CA C 0.3022 1.6e‐19 1 rs57881769 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.124 Transcript INTRONIC intron,nc 0 1 3.588 NA 5

1 rs17825609 2 144392595 G A 0.2704 7.7e‐09 0.895411 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.125 Transcript INTRONIC intron,nc 0 1 3.562 7 4

1 rs13001543 2 144417929 A G 0.3082 1.2e‐28 0.952766 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.126 Transcript INTRONIC intron,nc 0 1 3.549 7 4

1 rs3934701 2 144328281 A G 0.1759 2.6e‐54 0.923718 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.127 Transcript INTRONIC intron,nc 0 1 3.438 6 4

1 rs12992706 2 144363659 T C 0.1789 6.6e‐55 0.903565 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.128 Transcript INTRONIC intron,nc 0 1 3.390 7 4

1 rs13427727 2 144350589 A G 0.2306 5.6e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.129 Transcript INTRONIC intron,nc 0 1 3.389 7 4

1 rs112412243 2 144414820 A G 0.1342 3.7e‐11 0.702261 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.130 Transcript INTRONIC intron,nc 0 1 3.379 7 4

1 rs78490412 2 144162825 T C 0.1402 2.6e‐06 0.87297 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.131 Transcript INTRONIC intron,nc 0 1 3.346 6 5

1 rs11692841 2 144291604 C T 0.2386 1.4e‐09 0.937421 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.132 Transcript INTRONIC intron,nc 0 1 3.328 5 4

1 rs60733978 2 144338646 G A 0.2316 5.3e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.133 Transcript INTRONIC intron,nc 0 1 3.312 5 4

1 rs58994850 2 144384494 A G 0.2694 9.6e‐09 0.900067 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.134 Transcript INTRONIC intron,nc 0 1 3.308 6 4

1 rs57898929 2 144409338 G C 0.2783 7.4e‐08 0.82304 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.135 Transcript INTRONIC intron,nc 0 1 3.272 7 4

1 rs6430031 2 144258900 A G 0.1451 9.3e‐06 0.735226 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.136 Transcript INTRONIC intron,nc 0 1 3.259 6 2

1 rs1320137 2 144158328 A G 0.1392 5.6e‐06 0.86585 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.137 Transcript INTRONIC intron,nc 0 1 3.208 NA 5

1 rs7587725 2 144324202 A G 0.2416 2.0e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.138 Transcript INTRONIC intron,nc 0 1 3.168 3a 4

1 rs7571048 2 144302184 G A 0.2406 2.0e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.139 Transcript INTRONIC intron,nc 0 1 3.153 6 4

1 rs6746393 2 144356396 A G 0.2306 3.8e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.140 Transcript INTRONIC intron,nc 0 1 3.121 6 4

1 rs7595012 2 144356358 T C 0.1789 1.4e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.141 Transcript INTRONIC intron,nc 0 1 3.096 7 4

1 rs6708523 2 144306476 A G 0.2416 1.8e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.142 Transcript INTRONIC intron,nc 0 1 3.031 7 4

1 rs2731561 2 144385104 C T 0.2565 1.2e‐10 0.763067 rs2678290 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.143 Transcript INTRONIC intron,nc 0 1 3.030 NA 4

1 rs200345381 2 144423567 A G 0.1789 2.4e‐12 1 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.144 Transcript INTRONIC intron,nc 0 1 3.014 7 5

1 rs77422328 2 144177436 CA C 0.1571 6.3e‐06 0.821779 rs6723640 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.145 Transcript INTRONIC intron,nc 0 1 2.970 NA 5

1 rs139557735 2 144324462 C CT 0.2684 3.9e‐09 0.800648 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.146 Transcript INTRONIC intron,nc 0 1 2.943 NA 4

1 rs4662207 2 144338446 G A 0.1769 1.3e‐54 0.930538 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.147 Transcript INTRONIC intron,nc 0 1 2.904 7 4

1 rs6708654 2 144479508 A G 0.3449 7.5e‐08 0.794975 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.148 Transcript INTRONIC intron,nc 0 1 2.852 6 4

1 rs2731562 2 144383183 A C 0.4791 8.2e‐25 0.972514 rs202167239 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.149 Transcript INTRONIC intron,nc 0 1 2.772 NA 4

1 rs10207679 2 144280518 C G 0.4215 3.7e‐12 0.886682 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.150 Transcript INTRONIC intron,nc 0 1 2.670 5 4

1 rs59030109 2 144417469 T C 0.4523 3.5e‐12 1 rs59030109 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.151 Transcript INTRONIC intron,nc 0 1 2.659 5 4

1 rs1400906 2 144359367 G C 0.4095 6.0e‐13 1 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.152 Transcript INTRONIC intron,nc 0 1 2.618 6 4

1 rs10172890 2 144493822 A C 0.3489 3.6e‐08 0.800823 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.153 Transcript INTRONIC intron,nc 0 1 2.590 6 4

1 2:144305254_CT_C 2 144305254 C CT 0.494 1.4e‐22 1 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.154 Transcript INTRONIC intron,nc 0 1 2.572 NA 4

1 rs28809530 2 144422012 A T 0.3072 6.6e‐28 0.948009 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.155 Transcript INTRONIC intron,nc 0 1 2.540 7 5

1 rs72857975 2 144371873 G A 0.2913 4.4e‐09 0.785286 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.156 Transcript INTRONIC intron,nc 0 1 2.525 6 4

1 rs11695624 2 144177167 A T 0.1571 6.4e‐06 0.821779 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.157 Transcript INTRONIC intron,nc 0 1 2.507 6 5

1 rs12614491 2 144290246 A G 0.4851 6.4e‐21 0.901939 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron RP11‐436D23.158 Transcript INTRONIC intron,nc 0 1 2.507 6 4

1 rs60085570 2 144349183 CT C 0.3767 7.5e‐32 1 rs368217240 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.159 Transcript INTRONIC intron,nc 0 1 2.507 NA 4

1 rs5016238 2 144349312 T C 0.1789 2.3e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.160 Transcript INTRONIC intron,nc 0 1 2.499 6 4

1 rs113817865 2 144445772 GT G 0.2097 8.0e‐07 0.801447 rs200345381 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.161 Transcript INTRONIC intron,nc 0 1 2.488 NA 5

1 rs6722484 2 144291041 C T 0.1809 6.9e‐54 0.986011 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.162 Transcript INTRONIC intron,nc 0 1 2.465 6 4

1 rs57585704 2 144467730 C CT 0.3509 1.1e‐19 0.732196 rs57881769 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.163 Transcript INTRONIC intron,nc 0 1 2.450 NA 4

1 rs2678293 2 144389635 G A 0.2097 8.5e‐10 0.976264 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.164 Transcript INTRONIC intron,nc 0 1 2.404 NA 4

1 rs71423270 2 144207768 T C 0.05368 1.3e‐13 1 rs71423270 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.165 Transcript INTRONIC intron,nc 0 1 2.353 4 4

1 rs6734055 2 144300339 G A 0.3966 8.4e‐15 1 rs6734055 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.166 Transcript INTRONIC intron,nc 0 1 2.334 6 5

1 rs35211584 2 144292118 G A 0.1809 1.9e‐53 0.986011 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.167 Transcript INTRONIC intron,nc 0 1 2.324 6 4

1 rs10211096 2 144339654 G A 0.2227 5.5e‐47 0.670143 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.168 Transcript INTRONIC intron,nc 0 1 2.318 3a 1

1 rs4458149 2 144348155 C T 0.1789 4.4e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.169 Transcript INTRONIC intron,nc 0 1 2.305 6 4

1 rs56151632 2 144274923 T C 0.2465 2.8e‐10 1 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.170 Transcript INTRONIC intron,nc 0 1 2.297 6 4

1 rs55831156 2 144294095 T C 0.2406 2.5e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.171 Transcript INTRONIC intron,nc 0 1 2.276 6 5

1 rs201544413 2 144423600 G C 0.1789 2.7e‐12 1 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.172 Transcript INTRONIC intron,nc 0 1 2.272 7 5

1 rs6430036 2 144356509 A T 0.4085 7.5e‐16 1 rs6430036 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.173 Transcript INTRONIC intron,nc 0 1 2.270 6 4

1 rs7597834 2 144302171 A G 0.1769 8.6e‐55 0.985956 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.174 Transcript INTRONIC intron,nc 0 1 2.243 6 4

1 rs10183266 2 144396272 A C 0.4503 9.0e‐19 0.712538 rs202167239 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.175 Transcript INTRONIC intron,nc 0 1 2.218 6 5

1 rs67182475 2 144344650 T C 0.2306 3.6e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.176 Transcript INTRONIC intron,nc 0 1 2.195 7 4

1 2:144314247:G:T rs6734367 2 144314247 G T 0.1789 4.4e‐55 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.177 Transcript INTRONIC intron,nc 0 1 2.162 6 4

1 rs67356707 2 144400048 A G 0.2038 4.2e‐10 0.97621 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.178 Transcript INTRONIC intron,nc 0 1 2.154 7 4

1 rs11889899 2 144287460 A T 0.4284 2.5e‐14 0.857302 rs6430036 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.179 Transcript INTRONIC intron,nc 0 1 2.146 7 4

1 rs4662339 2 144318832 C T 0.1799 8.4e‐55 0.992972 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.180 Transcript INTRONIC intron,nc 0 1 2.140 6 4

1 rs199767117 2 144376567 A AT 0.1809 2.3e‐21 0.906766 rs4146022 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.181 Transcript INTRONIC intron,nc 0 1 2.113 NA 4

1 rs12472835 2 144270983 T C 0.4404 5.9e‐08 1 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.182 Transcript INTRONIC intron,nc 0 1 2.029 2b 1

1 rs186469296 2 144296147 G T 0.2406 1.5e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.183 Transcript INTRONIC intron,nc 0 1 1.910 7 5

1 rs2890716 2 144151524 A G 0.1531 1.1e‐06 0.780561 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.184 Transcript INTRONIC intron,nc 0 1 1.896 5 4

1 rs10928192 2 144416777 A G 0.1322 2.5e‐11 0.716107 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.185 Transcript INTRONIC intron,nc 0 1 1.880 5 4

1 rs6723640 2 144169816 A G 0.1571 4.5e‐08 1 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.186 Transcript INTRONIC intron,nc 0 1 1.851 7 5

1 rs16822700 2 144362349 C A 0.2306 6.5e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.187 Transcript INTRONIC intron,nc 0 1 1.822 7 1

1 rs10496950 2 144372973 G C 0.2903 4.8e‐09 0.789263 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.188 Transcript INTRONIC intron,nc 0 1 1.775 5 4

1 rs12622927 2 144350510 T C 0.2247 1.2e‐46 0.661851 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.189 Transcript INTRONIC intron,nc 0 1 1.773 6 4

1 rs6733817 2 144300147 G A 0.1789 1.2e‐54 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.190 Transcript INTRONIC intron,nc 0 1 1.668 6 4

1 rs62173064 2 144262540 A G 0.02883 2.8e‐14 1 rs62173064 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.191 Transcript INTRONIC intron,nc 0 1 1.656 7 4

1 2:144344246_AT_A 2 144344246 A AT 0.2376 5.3e‐09 0.860723 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.192 Transcript INTRONIC intron,nc 0 1 1.641 NA 4

1 rs56193965 2 144294011 A G 0.4851 3.1e‐21 0.908809 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron RP11‐436D23.193 Transcript INTRONIC intron,nc 0 1 1.617 6 5

1 rs4416158 2 144322838 A G 0.1799 1.2e‐54 0.992972 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.194 Transcript INTRONIC intron,nc 0 1 1.604 6 4

1 rs28469251 2 144391918 T C 0.3966 2.1e‐20 0.661553 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.195 Transcript INTRONIC intron,nc 0 1 1.581 7 4

1 rs10496952 2 144494759 T G 0.3738 1.3e‐21 0.809588 rs12986858 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.196 Transcript INTRONIC intron,nc 0 1 1.569 5 4

1 rs10171182 2 144417583 G C 0.1789 4.0e‐12 1 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.197 Transcript INTRONIC intron,nc 0 1 1.482 5 4

1 rs4584970 2 144304494 T A 0.1928 6.0e‐49 0.897165 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.198 Transcript INTRONIC intron,nc 0 1 1.464 5 4

1 rs138415489 2 144444786 GA G 0.1113 3.9e‐08 0.799087 rs13422906 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.199 Transcript INTRONIC intron,nc 0 1 1.457 NA 5

1 rs13430960 2 144409949 T C 0.2763 2.2e‐08 0.839919 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.200 Transcript INTRONIC intron,nc 0 1 1.449 7 4

1 rs35078364 2 144269386 G A 0.4394 9.6e‐08 0.995728 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.201 Transcript INTRONIC intron,nc 0 1 1.446 7 4

1 rs73961845 2 144478983 G A 0.3469 4.4e‐08 0.793872 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.202 Transcript INTRONIC intron,nc 0 1 1.425 6 4

1 rs527310833 2 144395971 CA C 0.2485 3.0e‐09 1 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.203 Transcript INTRONIC intron,nc 0 1 1.421 NA 5

1 rs112934638 2 144417459 GT G 0.2773 2.3e‐08 0.82587 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.204 Transcript INTRONIC intron,nc 0 1 1.421 NA 4

1 rs6750487 2 144415905 A G 0.1332 2.6e‐11 0.709141 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.205 Transcript INTRONIC intron,nc 0 1 1.409 7 4

1 rs189215388 2 144443838 T A 0.3161 5.3e‐10 0.987274 rs386651366 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.206 Transcript INTRONIC intron,nc 0 1 1.383 7 5

1 rs6721148 2 144503215 T C 0.3598 1.4e‐06 0.740868 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.207 Transcript INTRONIC intron,nc 0 1 1.381 7 4

1 rs10187634 2 144339410 C G 0.2306 3.8e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.208 Transcript INTRONIC intron,nc 0 1 1.367 5 1

1 rs138836236 2 144491131 AT A 0.04374 2.4e‐09 1 rs138836236 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.209 Transcript INTRONIC intron,nc 0 1 1.361 NA 4

1 rs10204230 2 144270448 C T 0.4523 1.9e‐07 0.948567 rs13023244 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.210 Transcript INTRONIC intron,nc 0 1 1.342 7 4

1 rs13014832 2 144419427 A G 0.3082 3.0e‐28 0.952766 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.211 Transcript INTRONIC intron,nc 0 1 1.327 7 5

1 rs13023244 2 144267567 A G 0.4423 3.0e‐09 1 rs13023244 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.212 Transcript INTRONIC intron,nc 0 1 1.325 7 4

1 rs36135964 2 144298097 T C 0.05666 1.2e‐25 1 rs36135964 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.213 Transcript INTRONIC intron,nc 0 1 1.307 7 5

1 rs56346959 2 144292122 T A 0.1819 3.8e‐53 0.979119 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.214 Transcript INTRONIC intron,nc 0 1 1.303 6 4

1 rs4384716 2 144410583 G T 0.3101 5.4e‐29 0.980995 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.215 Transcript INTRONIC intron,nc 0 1 1.303 5 4

1 rs10928193 2 144416985 T A 0.2078 1.3e‐12 1 rs10928193 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.216 Transcript INTRONIC intron,nc 0 1 1.280 6 4

1 rs10469562 2 144463315 G A 0.3131 2.6e‐07 0.94104 rs386651366 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.217 Transcript INTRONIC intron,nc 0 1 1.263 4 4

1 rs111932220 2 144419377 T C 0.1332 4.9e‐11 0.721206 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.218 Transcript INTRONIC intron,nc 0 1 1.224 6 5

1 rs4662341 2 144342744 T G 0.1799 6.5e‐54 0.910392 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.219 Transcript INTRONIC intron,nc 0 1 1.220 5 4

1 rs12691682 2 144275787 A G 0.4036 3.1e‐08 0.798531 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.220 Transcript INTRONIC intron,nc 0 1 1.211 6 4

1 rs1980207 2 144427710 G C 0.3141 1.1e‐28 0.953316 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.221 Transcript INTRONIC intron,nc 0 1 1.204 7 4

1 rs141782073 2 144383034 TTGC T 0.2863 5.9e‐09 0.787769 rs527310833 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.222 Transcript INTRONIC intron,nc 0 1 1.140 NA 4

1 rs7583825 2 144293163 T C 0.4851 3.4e‐21 0.901939 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron RP11‐436D23.223 Transcript INTRONIC intron,nc 0 1 1.139 7 4

1 rs183713613 2 144420151 T C 0.3479 5.6e‐24 0.796975 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.224 Transcript INTRONIC intron,nc 0 1 1.137 7 5

1 rs141475834 2 144420116 A G 0.2803 3.0e‐08 0.824044 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.225 Transcript INTRONIC intron,nc 0 1 1.121 7 5

1 rs10928194 2 144417212 A G 0.1779 4.2e‐12 0.993591 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.226 Transcript INTRONIC intron,nc 0 1 1.101 6 4

1 rs10180727 2 144416984 A T 0.3062 2.0e‐28 0.943186 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.227 Transcript INTRONIC intron,nc 0 1 1.093 6 4

1 rs71350022 2 144395796 A G 0.3986 1.5e‐20 0.66129 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.228 Transcript INTRONIC intron,nc 0 1 1.089 7 5

1 2:144292120_GA_G 2 144292120 G GA 0.1819 3.8e‐53 0.979119 rs6734367 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.229 Transcript INTRONIC intron,nc 0 1 1.050 NA 4

1 rs9797927 2 144297430 T C 0.1799 5.6e‐54 0.993083 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.230 Transcript INTRONIC intron,nc 0 1 1.041 7 5

1 rs6716352 2 144368257 A G 0.2793 1.1e‐08 1 rs6716352 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.231 Transcript INTRONIC intron,nc 0 1 1.033 7 4

1 rs6430035 2 144331740 T C 0.2316 6.1e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.232 Transcript INTRONIC intron,nc 0 1 1.011 5 4

1 rs2381451 2 144174841 A G 0.1561 5.7e‐06 0.828634 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.233 Transcript INTRONIC intron,nc 0 1 0.986 5 4

1 rs11464621 2 144470372 TA T 0.3857 1.8e‐08 1 rs11464621 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.234 Transcript INTRONIC intron,nc 0 1 0.970 NA 4

1 rs6717596 2 144309049 A G 0.2416 2.0e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.235 Transcript INTRONIC intron,nc 0 1 0.963 6 5

1 rs113195500 2 144395511 T C 0.2058 2.5e‐10 1 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.236 Transcript INTRONIC intron,nc 0 1 0.958 6 4

1 rs80115446 2 144395322 T C 0.4742 3.0e‐25 1 rs202167239 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.237 Transcript INTRONIC intron,nc 0 1 0.951 6 4

1 rs7599016 2 144297339 T C 0.2406 1.6e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.238 Transcript INTRONIC intron,nc 0 1 0.943 6 5

1 rs4662208 2 144338448 C A 0.1769 7.7e‐55 0.930538 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.239 Transcript INTRONIC intron,nc 0 1 0.922 7 4

1 rs7595298 2 144326334 A G 0.2227 1.1e‐46 0.670143 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.240 Transcript INTRONIC intron,nc 0 1 0.907 6 4

1 rs6736984 2 144306481 C A 0.2416 1.9e‐09 0.952657 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.241 Transcript INTRONIC intron,nc 0 1 0.891 6 4



1 rs55769935 2 144299912 A G 0.2386 1.4e‐09 0.95829 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.242 Transcript INTRONIC intron,nc 0 1 0.880 7 4

1 rs4278879 2 144299242 C T 0.1789 1.1e‐54 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.243 Transcript INTRONIC intron,nc 0 1 0.878 7 5

1 rs202214726 2 144422708 T C 0.1322 2.2e‐11 0.728254 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.244 Transcript INTRONIC intron,nc 0 1 0.864 7 5

1 rs10171589 2 144292040 C A 0.1809 7.4e‐54 0.986011 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.245 Transcript INTRONIC intron,nc 0 1 0.844 5 4

1 rs6727288 2 144272138 C T 0.4423 4.1e‐08 0.991473 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.246 Transcript INTRONIC intron,nc 0 1 0.834 4 4

1 2:144404928_TA_T 2 144404928 T TA 0.3976 2.3e‐14 1 2:144404928_TA_T ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.247 Transcript INTRONIC intron,nc 0 1 0.814 NA 4

1 rs4662214 2 144503257 T G 0.2247 3.9e‐08 1 rs4662214 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.248 Transcript INTRONIC intron,nc 0 1 0.799 7 4

1 2:144300304_AAT_A 2 144300304 A AAT 0.4414 3.9e‐11 1 2:144300304_AAT_A ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.249 Transcript INTRONIC intron,nc 0 1 0.727 NA 5

1 rs11679600 2 144394398 A G 0.3101 2.2e‐29 1 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.250 Transcript INTRONIC intron,nc 0 1 0.705 7 4

1 rs112901395 2 144395685 A G 0.2674 6.1e‐09 0.899349 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.251 Transcript INTRONIC intron,nc 0 1 0.692 6 5

1 rs11889721 2 144327950 C T 0.2316 6.9e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.252 Transcript INTRONIC intron,nc 0 1 0.682 7 4

1 rs375077299 2 144419837 A G 0.2763 4.6e‐08 0.839919 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.253 Transcript INTRONIC intron,nc 0 1 0.673 6 5

1 rs142233387 2 144481620 ATGTGTG A 0.4304 1.3e‐12 1 rs142233387 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.254 Transcript INTRONIC intron,nc 0 1 0.647 NA 4

1 rs62173067 2 144296249 A G 0.1779 2.8e‐54 0.992958 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.255 Transcript INTRONIC intron,nc 0 1 0.643 6 5

1 rs60055577 2 144421627 A G 0.2763 5.5e‐08 0.839919 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.256 Transcript INTRONIC intron,nc 0 1 0.573 7 5

1 rs200253396 2 144443833 GGT G 0.3181 4.4e‐10 0.987228 rs386651366 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.257 Transcript INTRONIC intron,nc 0 1 0.563 NA 5

1 rs140150241 2 144228095 TTA T 0.1352 9.4e‐06 0.779117 rs6723640 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.258 Transcript INTRONIC intron,nc 0 1 0.541 NA 5

1 rs56060062 2 144294934 A G 0.4881 3.2e‐21 0.904544 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron RP11‐436D23.259 Transcript INTRONIC intron,nc 0 1 0.541 7 5

1 rs112215115 2 144424226 C T 0.2773 8.2e‐08 0.835539 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.260 Transcript INTRONIC intron,nc 0 1 0.527 6 5

1 rs10170378 2 144334078 T C 0.2237 8.5e‐47 0.665982 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.261 Transcript INTRONIC intron,nc 0 1 0.509 5 5

1 rs10198845 2 144466087 C G 0.3539 2.7e‐20 0.734837 rs57881769 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.262 Transcript INTRONIC intron,nc 0 1 0.509 5 4

1 rs70982881 2 144458242 AAT A 0.3549 4.1e‐20 0.739357 rs57881769 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.263 Transcript INTRONIC intron,nc 0 1 0.475 NA 4

1 rs556741473 2 144490479 GT G 0.3509 6.1e‐13 1 rs556741473 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.264 Transcript INTRONIC intron,nc 0 1 0.472 NA 5

1 rs67555850 2 144345636 A G 0.2306 3.4e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.265 Transcript INTRONIC intron,nc 0 1 0.468 7 4

1 rs34491526 2 144271629 T G 0.4394 5.4e‐08 0.995728 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.266 Transcript INTRONIC intron,nc 0 1 0.465 7 4

1 rs368217240 2 144349201 TC T 0.3767 7.5e‐32 1 rs368217240 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.267 Transcript INTRONIC intron,nc 0 1 0.442 NA 4

1 rs11894012 2 144274527 T G 0.4901 9.4e‐22 0.896169 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron RP11‐436D23.268 Transcript INTRONIC intron,nc 0 1 0.436 6 4

1 rs73964524 2 144272756 C A 0.3728 1.6e‐28 1 rs73964524 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.269 Transcript INTRONIC intron,nc 0 1 0.426 5 4

1 rs10928176 2 144186113 T G 0.1551 9.3e‐06 0.821345 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.270 Transcript INTRONIC intron,nc 0 1 0.425 7 5

1 rs4271708 2 144299018 C A 0.4245 2.6e‐14 0.880546 rs6430036 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.271 Transcript INTRONIC intron,nc 0 1 0.418 6 5

1 rs11684325 2 144344933 T G 0.2306 3.6e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.272 Transcript INTRONIC intron,nc 0 1 0.390 6 4

1 rs73003364 2 144195655 C T 0.1581 6.1e‐06 0.815 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.273 Transcript INTRONIC intron,nc 0 1 0.356 7 4

1 rs11892876 2 144326384 G A 0.4533 1.8e‐12 0.81341 rs1400906 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.274 Transcript INTRONIC intron,nc 0 1 0.353 7 4

1 rs12691688 2 144412839 T C 0.3072 1.9e‐28 0.95751 rs11679600 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.275 Transcript INTRONIC intron,nc 0 1 0.353 5 4

1 rs72994434 2 144414899 C G 0.2763 4.5e‐08 0.838515 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.276 Transcript INTRONIC intron,nc 0 1 0.341 7 4

1 rs6717024 2 144308780 G C 0.1789 4.6e‐55 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.277 Transcript INTRONIC intron,nc 0 1 0.299 7 5

1 rs11677892 2 144430711 G A 0.3678 4.0e‐22 0.707754 rs57881769 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.278 Transcript INTRONIC intron,nc 0 1 0.272 6 4

1 rs36168014 2 144298063 GT G 0.4235 4.0e‐14 0.876594 rs6430036 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.279 Transcript INTRONIC intron,nc 0 1 0.265 NA 5

1 rs76152935 2 144425178 T G 0.1789 6.3e‐12 1 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.280 Transcript INTRONIC intron,nc 0 1 0.260 6 5

1 rs4594385 2 144347994 T C 0.1789 3.0e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.281 Transcript INTRONIC intron,nc 0 1 0.229 7 4

1 rs71404480 2 144344947 AT A 0.05765 1.2e‐24 0.91112 rs36135964 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.282 Transcript INTRONIC intron,nc 0 1 0.198 NA 4

1 rs111878424 2 144461577 G GA 0.3171 2.6e‐09 1 rs111878424 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.283 Transcript INTRONIC intron,nc 0 1 0.185 NA 4

1 rs199504199 2 144296927 GT G 0.4831 2.5e‐21 0.902024 2:144305254_CT_C ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.284 Transcript INTRONIC intron,nc 0 1 0.183 NA 5

1 rs4306665 2 144299411 C G 0.2406 1.9e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.285 Transcript INTRONIC intron,nc 0 1 0.177 5 5

1 rs774442620 2 144300226 A ATT 0.0497 9.8e‐16 1 rs774442620 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.286 Transcript INTRONIC intron,nc 0 1 0.176 NA 5

1 rs4374318 2 144298671 C G 0.1789 7.7e‐55 1 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.287 Transcript INTRONIC intron,nc 0 1 0.165 6 5

1 rs386651366 2 144443839 GGCACACGTCTGTAAG 0.3171 4.0e‐10 1 rs386651366 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.288 Transcript INTRONIC intron,nc 0 1 0.156 NA 5

1 rs10168425 2 144349478 C T 0.1789 2.3e‐54 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.289 Transcript INTRONIC intron,nc 0 1 0.137 6 4

1 rs1533526 2 144370273 G A 0.33 3.2e‐09 0.638782 rs527310833 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.290 Transcript INTRONIC intron,nc 0 1 0.135 6 4

1 rs11894956 2 144336132 A T 0.1789 2.6e‐53 0.917042 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.291 Transcript INTRONIC intron,nc 0 1 0.132 7 4

1 rs138141174 2 144425160 T A 0.3946 9.2e‐23 1 rs138141174 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.292 Transcript INTRONIC intron,nc 0 1 0.114 6 5

1 rs5834968 2 144495827 AT A 0.3489 3.1e‐08 0.793512 rs10928197 ARHGAP15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.293 Transcript INTRONIC intron,nc 0 1 0.113 NA 4

1 rs10187318 2 144339126 C G 0.2316 4.5e‐09 0.891938 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.294 Transcript INTRONIC intron,nc 0 1 0.082 5 2

1 rs35608804 2 144271545 T C 0.4404 3.1e‐08 1 rs35608804 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.295 Transcript INTRONIC intron,nc 0 1 0.065 5 4

1 rs7349383 2 144220881 T C 0.1571 3.1e‐06 0.807716 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.296 Transcript INTRONIC intron,nc 0 1 0.060 7 5

1 rs10469551 2 144310137 G T 0.2127 3.3e‐49 0.846504 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.297 Transcript INTRONIC intron,nc 0 1 0.046 5 2

1 rs7596264 2 144168635 G A 0.1521 6.8e‐08 0.946002 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.298 Transcript INTRONIC intron,nc 0 1 0.044 7 5

1 2:144341098_TG_T 2 144341098 T TG 0.2306 2.9e‐09 0.897371 rs56151632 ARHGAP15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.299 Transcript INTRONIC intron,nc 0 1 0.028 NA 5

1 rs6736741 2 144278534 T C 0.1799 1.2e‐53 0.992972 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.300 Transcript INTRONIC intron,nc 0 1 0.021 5 4

1 rs12612774 2 144281503 C A 0.2406 2.9e‐09 0.958005 rs56151632 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.301 Transcript INTRONIC intron,nc 0 1 0.019 5 1

1 rs10189240 2 144484493 C T 0.3459 3.5e‐08 0.797792 rs10928197 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.302 Transcript INTRONIC intron,nc 0 1 0.015 7 4

1 rs10928187 2 144352544 A G 0.2247 1.3e‐46 0.661851 rs6734367 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.303 Transcript INTRONIC intron,nc 0 1 0.004 7 4

1 rs12105590 2 144383956 C G 0.2127 1.0e‐09 0.947221 rs113195500 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.304 Transcript INTRONIC intron,nc 0 1 0.004 5 4

1 rs72859654 2 144448659 G A 0.2097 1.1e‐06 0.79097 rs200345381 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.305 Transcript INTRONIC intron,nc 0 1 0.004 6 4

1 rs11898671 2 144159905 C A 0.1421 3.0e‐06 0.857269 rs6723640 ARHGAP15 Transcript INTRONIC intron RP11‐436D23.306 Transcript INTRONIC intron,nc 0 1 0.003 7 5

2 rs72760029 1 234357439 A G 0.05765 1.3e‐07 0.645462 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.307 Transcript INTRONIC intron,nc 0 2 9.234 5 5 top

2 rs10910383 1 234352349 A G 0.1511 3.9e‐19 1 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.308 Transcript INTRONIC intron,nc 0 2 7.607 4 1

2 rs11576137 1 234358663 T C 0.0835 1.4e‐09 0.727409 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.309 Transcript INTRONIC intron,nc 0 2 7.174 4 5

2 rs11585538 1 234353505 G A 0.09443 4.9e‐11 0.977649 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.310 Transcript INTRONIC intron,nc 0 2 6.369 5 2

2 1:234356847_AAGAG_A 1 234356847 A AAGAG 0.1581 6.7e‐18 0.933195 rs4920225 SLC35F3 Transcript INTRONIC intron,feature_truncation RP11‐436D23.311 Transcript INTRONIC intron,nc 0 2 6.248 NA 5

2 rs72760031 1 234359056 T C 0.05765 1.5e‐07 0.645462 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.312 Transcript INTRONIC intron,nc 0 2 5.680 3a 4

2 rs72760028 1 234355776 T C 0.05865 1.3e‐07 0.654876 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.313 Transcript INTRONIC intron,nc 0 2 5.384 5 5

2 1:234352899:A:G rs4333882 1 234352899 G A 0.2346 2.5e‐24 1 rs4333882 SLC35F3 Transcript INTRONIC intron RP11‐436D23.314 Transcript INTRONIC intron,nc 0 2 4.464 5 2

2 rs4920225 1 234351328 A G 0.1511 3.0e‐19 1 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.315 Transcript INTRONIC intron,nc 0 2 4.177 5 1

2 rs10910384 1 234353053 C A 0.1859 9.4e‐23 0.786102 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.316 Transcript INTRONIC intron,nc 0 2 3.966 5 2

2 rs10910388 1 234362972 G A 0.161 2.0e‐17 0.927 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.317 Transcript INTRONIC intron,nc 0 2 3.694 5 5

2 rs10910389 1 234364285 A C 0.1024 7.6e‐11 0.896045 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.318 Transcript INTRONIC intron,nc 0 2 3.449 5 5

2 rs72760024 1 234354056 A G 0.05865 1.9e‐07 0.654876 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.319 Transcript INTRONIC intron,nc 0 2 2.588 5 5

2 rs543558 1 234362037 G A 0.2982 2.3e‐12 0.972446 rs650866 SLC35F3 Transcript INTRONIC intron RP11‐436D23.320 Transcript INTRONIC intron,nc 0 2 2.341 NA 2

2 rs10797533 1 234365086 G T 0.163 5.7e‐17 0.913328 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.321 Transcript INTRONIC intron,nc 0 2 2.303 5 5

2 rs10910386 1 234359961 T C 0.163 7.7e‐18 0.901154 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.322 Transcript INTRONIC intron,nc 0 2 2.092 7 4

2 rs72632289 1 234353466 T C 0.09344 4.6e‐11 0.988719 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.323 Transcript INTRONIC intron,nc 0 2 2.056 5 2

2 rs10910385 1 234356159 A G 0.1581 8.6e‐18 0.933195 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.324 Transcript INTRONIC intron,nc 0 2 1.930 5 5

2 rs12239787 1 234355980 A G 0.159 9.4e‐18 0.940971 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.325 Transcript INTRONIC intron,nc 0 2 1.692 7 5

2 rs976582 1 234357921 T A 0.159 2.0e‐17 0.92617 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.326 Transcript INTRONIC intron,nc 0 2 1.666 5 5

2 rs12043975 1 234362706 C T 0.162 6.9e‐17 0.90555 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.327 Transcript INTRONIC intron,nc 0 2 1.665 5 2

2 rs650866 1 234359910 A G 0.3022 1.7e‐12 1 rs650866 SLC35F3 Transcript INTRONIC intron RP11‐436D23.328 Transcript INTRONIC intron,nc 0 2 1.592 7 4

2 rs7520115 1 234353947 A G 0.09344 3.6e‐10 0.989207 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.329 Transcript INTRONIC intron,nc 0 2 1.568 5 2

2 rs12239785 1 234355780 A G 0.1004 1.1e‐10 0.915359 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.330 Transcript INTRONIC intron,nc 0 2 1.516 5 5

2 rs7533838 1 234354244 G A 0.09344 3.4e‐10 0.989207 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.331 Transcript INTRONIC intron,nc 0 2 1.373 5 5

2 rs72760027 1 234355231 A G 0.05865 1.2e‐07 0.654876 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.332 Transcript INTRONIC intron,nc 0 2 1.337 5 5

2 rs72760035 1 234360858 T C 0.05765 1.6e‐07 0.645462 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.333 Transcript INTRONIC intron,nc 0 2 1.302 5 5

2 rs7520297 1 234354170 A G 0.09344 5.7e‐10 0.989207 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.334 Transcript INTRONIC intron,nc 0 2 1.276 5 5

2 rs148620186 1 234363348 C G 0.05765 9.9e‐08 0.645462 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.335 Transcript INTRONIC intron,nc 0 2 1.192 7 5

2 rs4920224 1 234351132 A G 0.09245 7.9e‐12 1 rs4920224 SLC35F3 Transcript INTRONIC intron RP11‐436D23.336 Transcript INTRONIC intron,nc 0 2 0.829 5 1

2 rs147154703 1 234354638 TA T 0.09245 2.5e‐10 1 rs147154703 SLC35F3 Transcript INTRONIC intron,feature_elongation RP11‐436D23.337 Transcript INTRONIC intron,nc 0 2 0.569 NA 5

2 rs510560 1 234363391 G A 0.2992 2.5e‐12 0.96773 rs650866 SLC35F3 Transcript INTRONIC intron RP11‐436D23.338 Transcript INTRONIC intron,nc 0 2 0.519 NA 5

2 rs144356600 1 234354664 A G 0.05964 1.3e‐07 0.642341 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.339 Transcript INTRONIC intron,nc 0 2 0.258 6 5

2 rs113819254 1 234359798 TTTTG T 0.2962 7.9e‐12 0.963393 rs650866 SLC35F3 Transcript INTRONIC intron,feature_elongation RP11‐436D23.340 Transcript INTRONIC intron,nc 0 2 0.210 NA 4

2 rs10910387 1 234361365 C T 0.16 1.9e‐17 0.933947 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.341 Transcript INTRONIC intron,nc 0 2 0.168 7 5

2 rs12043371 1 234363294 C A 0.16 8.0e‐18 0.919222 rs4920225 SLC35F3 Transcript INTRONIC intron RP11‐436D23.342 Transcript INTRONIC intron,nc 0 2 0.161 6 5

2 rs72760025 1 234354220 G A 0.05865 1.9e‐07 0.654876 rs147154703 SLC35F3 Transcript INTRONIC intron RP11‐436D23.343 Transcript INTRONIC intron,nc 0 2 0.106 5 5

2 rs35284802 1 234365007 AT A 0.1054 5.3e‐10 0.868305 rs4920224 SLC35F3 Transcript INTRONIC intron,feature_elongation RP11‐436D23.344 Transcript INTRONIC intron,nc 0 2 0.043 NA 5

3 rs4749041 10 25787906 G C 0.3738 6.0e‐12 0.936202 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.345 Transcript INTRONIC intron,nc 1 GPR158 2.6228e‐07 1.5105e‐05 GPR158 2.6228e‐07 1.5105e‐05 3 17.95 5 5 top

3 rs7068743 10 25787533 T C 0.4493 1.7e‐18 0.803317 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.346 Transcript INTRONIC intron,nc 1 GPR158 1.14208e‐06 1.5105e‐05 GPR158 1.14208e‐06 1.5105e‐05 3 16.75 5 5

3 rs4747523 10 25787892 A G 0.4364 1.5e‐18 0.850329 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.347 Transcript INTRONIC intron,nc 1 GPR158 1.14208e‐06 1.5105e‐05 GPR158 1.14208e‐06 1.5105e‐05 3 14.12 5 5

3 rs11014617 10 25863008 A G 0.4284 6.4e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.348 Transcript INTRONIC intron,nc 0 3 13.09 6 5

3 rs12770449 10 25756999 A T 0.1332 8.1e‐09 0.80634 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.349 Transcript INTRONIC intron,nc 1 GPR158 1.48021e‐06 1.5105e‐05 GPR158 1.48021e‐06 1.5105e‐05 3 12.48 5 4

3 rs10741087 10 25729644 C A 0.163 2.3e‐08 0.899667 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.350 Transcript INTRONIC intron,nc 0 3 12.38 6 1

3 rs1592137 10 25742991 T C 0.4622 1.7e‐08 0.819659 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.351 Transcript INTRONIC intron,nc 1 GPR158 1.90511e‐07 1.5105e‐05 GPR158 1.90511e‐07 1.5105e‐05 3 12.34 5 5

3 rs2480349 10 25756144 A C 0.497 5.9e‐09 0.964711 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.352 Transcript INTRONIC intron,nc 1 GPR158 6.18678e‐08 1.5105e‐05 GPR158 6.18678e‐08 1.5105e‐05 3 12.33 NA 4

3 rs12221280 10 25825994 G A 0.3559 2.7e‐11 0.773948 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.353 Transcript INTRONIC intron,nc 0 3 11.53 7 5

3 rs7072700 10 25788635 A G 0.4364 1.5e‐18 0.864856 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.354 Transcript INTRONIC intron,nc 1 GPR158 7.0251e‐07 1.5105e‐05 GPR158 7.0251e‐07 1.5105e‐05 3 11.30 6 4

3 rs2987840 10 25782229 T G 0.4742 2.1e‐08 0.778285 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.355 Transcript INTRONIC intron,nc 1 GPR158 1.17169e‐07 1.5105e‐05 GPR158 1.17169e‐07 1.5105e‐05 3 11.23 4 1

3 rs75525943 10 25845837 T G 0.337 1.8e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.356 Transcript INTRONIC intron,nc 0 3 11.16 4 7

3 10:25852620_CA_C 10 25852620 C CA 0.337 1.7e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.357 Transcript INTRONIC intron,nc 0 3 9.832 NA 5

3 rs4749042 10 25791017 G A 0.3887 5.4e‐12 1 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.358 Transcript INTRONIC intron,nc 1 GPR158 8.90652e‐09 1.5105e‐05 GPR158 8.90652e‐09 1.5105e‐05 3 9.784 5 1

3 rs56137405 10 25663559 A G 0.2634 1.8e‐06 0.827037 rs10741077 GPR158 Transcript INTRONIC intron RP11‐436D23.359 Transcript INTRONIC intron,nc 0 3 9.559 7 9

3 rs3005194 10 25768556 G C 0.499 5.2e‐09 0.949585 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.360 Transcript INTRONIC intron,nc 1 GPR158 1.17681e‐07 1.5105e‐05 GPR158 1.17681e‐07 1.5105e‐05 3 9.119 7 5

3 rs12268257 10 25864681 T C 0.1451 4.5e‐11 1 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.361 Transcript INTRONIC intron,nc 0 3 8.979 7 5

3 rs10828829 10 25863030 C T 0.4274 6.8e‐09 0.996003 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.362 Transcript INTRONIC intron,nc 0 3 8.562 6 5



3 rs781764957 10 25823815 C CAGCAGTTCTT 0.4235 7.6e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.363 Transcript INTRONIC intron,nc 1 GPR158 3.95048e‐06 1.5105e‐05 GPR158 3.95048e‐06 1.5105e‐05 3 8.044 NA 5

3 10:25816032_CAT_C 10 25816032 C CAT 0.4394 3.5e‐22 0.972686 rs7077800 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.364 Transcript INTRONIC intron,nc 1 GPR158 3.62414e‐08 1.5105e‐05 GPR158 3.62414e‐08 1.5105e‐05 3 7.897 NA 5

3 rs1620326 10 25754781 T C 0.4642 1.3e‐08 0.831743 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.365 Transcript INTRONIC intron,nc 1 GPR158 6.25301e‐07 1.5105e‐05 GPR158 6.25301e‐07 1.5105e‐05 3 7.772 4 1

3 rs57470110 10 25761925 C A 0.16 1.2e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.366 Transcript INTRONIC intron,nc 0 3 7.599 7 5

3 rs4749043 10 25822360 G A 0.3459 8.8e‐11 0.782767 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.367 Transcript INTRONIC intron,nc 1 GPR158 2.25228e‐07 1.5105e‐05 GPR158 2.25228e‐07 1.5105e‐05 3 7.557 7 5

3 rs1414041 10 25853521 T C 0.4076 8.7e‐10 0.906167 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.368 Transcript INTRONIC intron,nc 0 3 7.546 5 1

3 10:25820555_GTAT_G 10 25820555 G GTAT 0.4274 6.7e‐19 0.928023 rs7077800 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.369 Transcript INTRONIC intron,nc 1 GPR158 1.83554e‐07 1.5105e‐05 GPR158 1.83554e‐07 1.5105e‐05 3 7.411 NA 5

3 rs35299745 10 25759885 CT C 0.16 6.9e‐11 1 rs577171310 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.370 Transcript INTRONIC intron,nc 0 3 7.344 NA 5

3 rs755941566 10 25850645 G GTTAATA 0.337 1.9e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.371 Transcript INTRONIC intron,nc 0 3 7.296 NA 5

3 rs4749051 10 25869789 G T 0.4473 2.4e‐10 0.928082 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.372 Transcript INTRONIC intron,nc 0 3 7.253 7 5

3 10:25698174_CTCTG_C 10 25698174 C CTCTG 0.1352 3.4e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.373 Transcript INTRONIC intron,nc 0 3 7.230 NA 7

3 rs7091908 10 25825529 A C 0.3867 4.0e‐12 0.816306 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.374 Transcript INTRONIC intron,nc 0 3 7.228 7 5

3 rs11014597 10 25830127 G A 0.4056 4.3e‐06 0.740488 rs1029179 GPR158 Transcript INTRONIC intron RP11‐436D23.375 Transcript INTRONIC intron,nc 0 3 7.222 7 5

3 rs11818706 10 25883475 T C 0.1799 3.7e‐06 0.759262 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.376 Transcript INTRONIC intron,nc 0 3 7.134 6 5

3 rs1361634 10 25755801 A C 0.4781 3.5e‐07 0.861567 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.377 Transcript INTRONIC intron,nc 1 GPR158 1.34231e‐09 1.5105e‐05 GPR158 1.34231e‐09 1.5105e‐05 3 7.087 NA 2

3 rs11014546 10 25716511 G T 0.1352 4.8e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.378 Transcript INTRONIC intron,nc 0 3 6.952 6 9

3 rs5783938 10 25792285 CA C 0.3708 7.5e‐12 0.93278 rs4749042 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.379 Transcript INTRONIC intron,nc 1 GPR158 5.08301e‐09 1.5105e‐05 GPR158 5.08301e‐09 1.5105e‐05 3 6.828 NA 5

3 rs34832714 10 25846833 A C 0.337 2.1e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.380 Transcript INTRONIC intron,nc 0 3 6.725 5 7

3 rs11014610 10 25855809 A T 0.4245 1.3e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.381 Transcript INTRONIC intron,nc 0 3 6.721 5 5

3 rs11372312 10 25788138 CA C 0.3748 4.1e‐12 0.939739 rs4749042 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.382 Transcript INTRONIC intron,nc 1 GPR158 4.4196e‐07 1.5105e‐05 GPR158 4.4196e‐07 1.5105e‐05 3 6.697 NA 5

3 rs824588 10 25753080 A G 0.497 9.1e‐09 0.964711 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.383 Transcript INTRONIC intron,nc 1 GPR158 2.15921e‐07 1.5105e‐05 GPR158 2.15921e‐07 1.5105e‐05 3 6.627 NA 5

3 rs10828830 10 25863763 A G 0.4284 6.5e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.384 Transcript INTRONIC intron,nc 0 3 6.620 7 5

3 rs368333253 10 25863075 C CAAAA 0.3151 1.7e‐08 1 rs368333253 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.385 Transcript INTRONIC intron,nc 0 3 6.608 NA 5

3 rs11014611 10 25856412 G A 0.338 2.2e‐06 0.725515 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.386 Transcript INTRONIC intron,nc 0 3 6.417 7 5

3 rs11014564 10 25732995 G T 0.165 1.0e‐08 0.924635 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.387 Transcript INTRONIC intron,nc 0 3 6.239 4 9

3 rs1773637 10 25766964 A G 0.499 8.0e‐09 0.949413 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.388 Transcript INTRONIC intron,nc 1 GPR158 9.56353e‐08 1.5105e‐05 GPR158 9.56353e‐08 1.5105e‐05 3 5.867 7 5

3 rs7075106 10 25761436 A T 0.16 1.7e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.389 Transcript INTRONIC intron,nc 0 3 5.808 7 5

3 rs10741092 10 25814527 T G 0.3608 2.9e‐13 0.889982 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.390 Transcript INTRONIC intron,nc 1 GPR158 1.05109e‐08 1.5105e‐05 GPR158 1.05109e‐08 1.5105e‐05 3 5.716 7 5

3 rs4749040 10 25787775 A G 0.4364 1.4e‐18 0.864856 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.391 Transcript INTRONIC intron,nc 1 GPR158 1.14208e‐06 1.5105e‐05 GPR158 1.14208e‐06 1.5105e‐05 3 5.607 5 5

3 rs36069235 10 25884380 A G 0.1829 3.2e‐06 0.738558 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.392 Transcript INTRONIC intron,nc 0 3 5.459 7 5

3 rs10828808 10 25732083 G A 0.161 3.9e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.393 Transcript INTRONIC intron,nc 0 3 5.457 7 9

3 rs11014562 10 25732966 G A 0.1412 4.0e‐08 0.824647 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.394 Transcript INTRONIC intron,nc 0 3 5.453 5 9

3 rs4630196 10 25767730 G C 0.498 3.3e‐09 0.938591 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.395 Transcript INTRONIC intron,nc 1 GPR158 7.0647e‐06 1.5105e‐05 GPR158 7.0647e‐06 1.5105e‐05 3 5.450 6 5

3 rs35650576 10 25833267 A T 0.328 3.0e‐08 0.692058 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.396 Transcript INTRONIC intron,nc 0 3 5.450 7 5

3 10:25791541_CA_C 10 25791541 C CA 0.3718 7.4e‐12 0.936438 rs4749042 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.397 Transcript INTRONIC intron,nc 1 GPR158 3.23567e‐09 1.5105e‐05 GPR158 3.23567e‐09 1.5105e‐05 3 5.399 NA 5

3 rs10741093 10 25814587 A G 0.4801 2.8e‐20 0.840593 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.398 Transcript INTRONIC intron,nc 1 GPR158 8.74983e‐07 1.5105e‐05 GPR158 8.74983e‐07 1.5105e‐05 3 5.216 7 5

3 rs76768395 10 25760406 C T 0.1342 8.2e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.399 Transcript INTRONIC intron,nc 1 GPR158 2.30673e‐06 1.5105e‐05 GPR158 2.30673e‐06 1.5105e‐05 3 5.069 6 5

3 rs138444360 10 25775741 CTT C 0.5 1.6e‐08 0.938256 rs824589 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.400 Transcript INTRONIC intron,nc 0 3 5.066 NA 5

3 rs201554206 10 25739908 G T 0.1581 3.2e‐11 1 rs201554206 GPR158 Transcript INTRONIC intron RP11‐436D23.401 Transcript INTRONIC intron,nc 0 3 5.032 6 5

3 rs11014554 10 25724391 A C 0.1352 6.7e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.402 Transcript INTRONIC intron,nc 0 3 4.967 6 9

3 rs9299793 10 25875717 G A 0.4722 2.6e‐12 0.823293 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.403 Transcript INTRONIC intron,nc 0 3 4.909 6 8

3 rs7905216 10 25714197 G C 0.1352 5.0e‐06 0.740608 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.404 Transcript INTRONIC intron,nc 0 3 4.780 7 9

3 rs67290477 10 25763679 T G 0.1342 7.2e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.405 Transcript INTRONIC intron,nc 1 GPR158 3.21919e‐06 1.5105e‐05 GPR158 3.21919e‐06 1.5105e‐05 3 4.760 7 5

3 rs4097489 10 25786582 A C 0.4503 5.7e‐19 0.806553 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.406 Transcript INTRONIC intron,nc 1 GPR158 1.17858e‐06 1.5105e‐05 GPR158 1.17858e‐06 1.5105e‐05 3 4.718 NA 5

3 rs11014565 10 25733319 A G 0.2038 2.3e‐06 0.736777 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.407 Transcript INTRONIC intron,nc 0 3 4.687 6 1

3 rs7903336 10 25847478 T C 0.4006 7.8e‐11 0.934793 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.408 Transcript INTRONIC intron,nc 0 3 4.681 7 5

3 rs7100629 10 25834926 A T 0.4205 3.4e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.409 Transcript INTRONIC intron,nc 0 3 4.672 6 5

3 rs4749038 10 25786799 G A 0.4513 1.3e‐18 0.810639 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.410 Transcript INTRONIC intron,nc 1 GPR158 7.0251e‐07 1.5105e‐05 GPR158 7.0251e‐07 1.5105e‐05 3 4.662 7 5

3 rs10508696 10 25764571 A T 0.16 1.4e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.411 Transcript INTRONIC intron,nc 0 3 4.633 6 5

3 rs10082439 10 25832211 G A 0.3976 1.4e‐11 0.861839 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.412 Transcript INTRONIC intron,nc 0 3 4.550 6 5

3 rs12780774 10 25847609 G A 0.339 2.3e‐06 0.728655 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.413 Transcript INTRONIC intron,nc 0 3 4.550 7 5

3 rs7903204 10 25847380 A C 0.4175 8.1e‐13 1 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.414 Transcript INTRONIC intron,nc 0 3 4.504 6 5

3 rs4747524 10 25788015 G A 0.4364 1.4e‐18 0.864856 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.415 Transcript INTRONIC intron,nc 1 GPR158 7.0251e‐07 1.5105e‐05 GPR158 7.0251e‐07 1.5105e‐05 3 4.476 5 5

3 rs34049159 10 25732671 CT C 0.159 9.5e‐09 0.922966 rs12764415 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.416 Transcript INTRONIC intron,nc 0 3 4.456 NA 9

3 rs4747537 10 25869895 G A 0.4473 1.4e‐10 0.928082 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.417 Transcript INTRONIC intron,nc 0 3 4.395 7 5

3 rs11014563 10 25732968 G A 0.165 8.5e‐09 0.924635 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.418 Transcript INTRONIC intron,nc 0 3 4.346 5 9

3 rs3005189 10 25778948 A G 0.493 9.2e‐08 0.918586 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.419 Transcript INTRONIC intron,nc 1 GPR158 8.98481e‐07 1.5105e‐05 GPR158 8.98481e‐07 1.5105e‐05 3 4.276 NA 5

3 rs3005181 10 25784588 C T 0.4732 1.2e‐08 0.775677 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.420 Transcript INTRONIC intron,nc 1 GPR158 2.25953e‐08 1.5105e‐05 GPR158 2.25953e‐08 1.5105e‐05 3 4.240 NA 5

3 rs11014576 10 25769325 T C 0.16 1.2e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.421 Transcript INTRONIC intron,nc 0 3 4.203 7 5

3 rs11014619 10 25864050 C G 0.3598 2.3e‐07 0.770589 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.422 Transcript INTRONIC intron,nc 0 3 4.182 6 5

3 rs5001528 10 25818515 G T 0.4781 7.3e‐20 0.832764 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.423 Transcript INTRONIC intron,nc 1 GPR158 5.24475e‐07 1.5105e‐05 GPR158 5.24475e‐07 1.5105e‐05 3 4.175 7 5

3 rs7914182 10 25979791 T C 0.4642 4.7e‐06 0.608787 rs200901664 HIRAP1 Intergenic UPSTREAM upstream RP11‐436D23.424 Transcript INTRONIC intron,nc 0 3 4.079 6 5

3 rs17527895 10 25775742 T A 0.5 1.4e‐08 0.938256 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.425 Transcript INTRONIC intron,nc 1 GPR158 6.19548e‐07 1.5105e‐05 GPR158 6.19548e‐07 1.5105e‐05 3 4.074 6 5

3 rs1855673 10 25833758 G T 0.3996 6.0e‐12 0.861989 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.426 Transcript INTRONIC intron,nc 0 3 3.995 NA 5

3 rs1335193 10 25862106 T C 0.4284 6.5e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.427 Transcript INTRONIC intron,nc 0 3 3.990 7 5

3 rs11014561 10 25731770 A G 0.1421 1.7e‐07 0.805712 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.428 Transcript INTRONIC intron,nc 0 3 3.955 7 7

3 rs7902319 10 25847416 A G 0.4175 8.5e‐13 1 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.429 Transcript INTRONIC intron,nc 0 3 3.949 6 5

3 rs6482495 10 25852870 C T 0.338 2.7e‐06 0.725515 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.430 Transcript INTRONIC intron,nc 0 3 3.923 7 5

3 rs4431923 10 25718331 A G 0.1352 5.4e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.431 Transcript INTRONIC intron,nc 0 3 3.917 6 9

3 rs577171310 10 25762148 GT G 0.16 5.0e‐11 1 rs577171310 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.432 Transcript INTRONIC intron,nc 0 3 3.915 NA 5

3 rs10764558 10 25837524 G A 0.4215 4.2e‐12 0.95232 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.433 Transcript INTRONIC intron,nc 0 3 3.825 6 5

3 rs1855671 10 25855097 G T 0.4235 1.1e‐11 0.960249 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.434 Transcript INTRONIC intron,nc 0 3 3.817 5 5

3 rs2211344 10 25768054 G T 0.499 6.2e‐09 0.942155 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.435 Transcript INTRONIC intron,nc 1 GPR158 5.96345e‐08 1.5105e‐05 GPR158 5.96345e‐08 1.5105e‐05 3 3.800 7 5

3 rs1773636 10 25765688 T C 0.497 6.5e‐09 0.95685 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.436 Transcript INTRONIC intron,nc 1 GPR158 4.66069e‐07 1.5105e‐05 GPR158 4.66069e‐07 1.5105e‐05 3 3.763 7 5

3 rs12773262 10 25724744 A G 0.1352 6.4e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.437 Transcript INTRONIC intron,nc 0 3 3.756 6 9

3 rs824589 10 25753349 T C 0.4901 1.2e‐09 1 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.438 Transcript INTRONIC intron,nc 1 GPR158 7.83554e‐06 1.5105e‐05 GPR158 7.83554e‐06 1.5105e‐05 3 3.745 NA 5

3 rs7097392 10 25823553 A C 0.4235 9.1e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.439 Transcript INTRONIC intron,nc 1 GPR158 1.11572e‐05 1.5105e‐05 GPR158 1.11572e‐05 1.5105e‐05 3 3.734 7 5

3 rs10741077 10 25639985 A C 0.2753 4.9e‐08 1 rs10741077 GPR158 Transcript INTRONIC intron RP11‐436D23.440 Transcript INTRONIC intron,nc 0 3 3.658 7 5

3 rs7094025 10 25862766 A G 0.4453 1.2e‐10 0.935211 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.441 Transcript INTRONIC intron,nc 0 3 3.546 7 5

3 rs12246035 10 25863270 T C 0.4284 9.3e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.442 Transcript INTRONIC intron,nc 0 3 3.543 6 5

3 rs2987835 10 25774134 G A 0.4901 1.4e‐08 0.895296 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.443 Transcript INTRONIC intron,nc 1 GPR158 3.50631e‐07 1.5105e‐05 GPR158 3.50631e‐07 1.5105e‐05 3 3.535 7 5

3 rs2987836 10 25774337 A G 0.492 1.4e‐08 0.902244 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.444 Transcript INTRONIC intron,nc 1 GPR158 3.48256e‐07 1.5105e‐05 GPR158 3.48256e‐07 1.5105e‐05 3 3.520 6 5

3 rs10399962 10 25730280 T C 0.161 3.3e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.445 Transcript INTRONIC intron,nc 0 3 3.437 5 1

3 rs4550137 10 25829205 A T 0.4583 3.5e‐08 0.91952 rs1029179 GPR158 Transcript INTRONIC intron RP11‐436D23.446 Transcript INTRONIC intron,nc 0 3 3.434 6 5

3 rs7097106 10 25823371 T C 0.4235 9.6e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.447 Transcript INTRONIC intron,nc 1 GPR158 7.67224e‐06 1.5105e‐05 GPR158 7.67224e‐06 1.5105e‐05 3 3.428 6 5

3 rs12356315 10 25735631 C T 0.1382 1.4e‐08 0.857405 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.448 Transcript INTRONIC intron,nc 0 3 3.386 5 9

3 rs6482493 10 25847149 T C 0.3996 9.0e‐11 0.930972 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.449 Transcript INTRONIC intron,nc 0 3 3.385 6 7

3 rs2987834 10 25773997 A G 0.492 1.4e‐08 0.902244 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.450 Transcript INTRONIC intron,nc 1 GPR158 3.44311e‐07 1.5105e‐05 GPR158 3.44311e‐07 1.5105e‐05 3 3.343 6 5

3 rs7922752 10 25847527 C T 0.4175 8.4e‐13 1 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.451 Transcript INTRONIC intron,nc 0 3 3.331 6 5

3 rs10764556 10 25819990 C T 0.4463 8.3e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.452 Transcript INTRONIC intron,nc 1 GPR158 3.69766e‐07 1.5105e‐05 GPR158 3.69766e‐07 1.5105e‐05 3 3.330 7 5

3 rs368904156 10 25896014 T TTG 0.1829 4.1e‐08 1 rs368904156 GPR158 Intergenic DOWNSTREAM downstream RP11‐436D23.453 Transcript INTRONIC intron,nc 0 3 3.329 NA 14

3 rs66516873 10 25763613 A G 0.16 1.3e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.454 Transcript INTRONIC intron,nc 0 3 3.322 7 5

3 rs12764415 10 25734059 T C 0.161 7.4e‐10 1 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.455 Transcript INTRONIC intron,nc 0 3 3.321 6 9

3 rs1335209 10 25821559 T A 0.4463 9.5e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.456 Transcript INTRONIC intron,nc 1 GPR158 1.47569e‐07 1.5105e‐05 GPR158 1.47569e‐07 1.5105e‐05 3 3.298 7 5

3 rs11014580 10 25790197 A G 0.3728 1.2e‐11 0.932502 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.457 Transcript INTRONIC intron,nc 1 GPR158 6.66925e‐09 1.5105e‐05 GPR158 6.66925e‐09 1.5105e‐05 3 3.285 7 5

3 rs1887925 10 25792709 C T 0.3907 3.8e‐14 0.87874 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.458 Transcript INTRONIC intron,nc 1 GPR158 1.71597e‐08 1.5105e‐05 GPR158 1.71597e‐08 1.5105e‐05 3 3.275 NA 5

3 rs10828815 10 25811764 C T 0.3608 6.8e‐13 0.889801 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.459 Transcript INTRONIC intron,nc 1 GPR158 8.58539e‐10 1.5105e‐05 GPR158 8.58539e‐10 1.5105e‐05 3 3.255 6 5

3 rs11014560 10 25731764 T C 0.161 3.5e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.460 Transcript INTRONIC intron,nc 0 3 3.239 7 7

3 rs702980 10 25762768 T C 0.497 6.6e‐09 0.95685 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.461 Transcript INTRONIC intron,nc 1 GPR158 2.22963e‐07 1.5105e‐05 GPR158 2.22963e‐07 1.5105e‐05 3 3.232 NA 5

3 rs1329257 10 25780514 A C 0.4751 2.0e‐08 0.781748 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.462 Transcript INTRONIC intron,nc 1 GPR158 1.39291e‐08 1.5105e‐05 GPR158 1.39291e‐08 1.5105e‐05 3 3.197 NA 5

3 rs1329252 10 25791843 G T 0.4672 3.4e‐19 0.879121 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.463 Transcript INTRONIC intron,nc 1 GPR158 1.91046e‐05 1.5105e‐05 GPR158 1.91046e‐05 1.5105e‐05 3 3.183 7 5

3 rs11014553 10 25724277 G A 0.1352 7.5e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.464 Transcript INTRONIC intron,nc 0 3 3.169 7 9

3 rs1335194 10 25862191 A G 0.4264 4.9e‐09 0.99203 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.465 Transcript INTRONIC intron,nc 0 3 3.149 6 5

3 rs10508695 10 25764413 T C 0.16 1.5e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.466 Transcript INTRONIC intron,nc 0 3 3.064 7 5

3 rs4749039 10 25787306 C T 0.4503 3.6e‐18 0.80739 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.467 Transcript INTRONIC intron,nc 1 GPR158 3.20084e‐07 1.5105e‐05 GPR158 3.20084e‐07 1.5105e‐05 3 2.978 2b 5

3 rs12770880 10 25757238 A T 0.1332 7.2e‐09 0.80634 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.468 Transcript INTRONIC intron,nc 1 GPR158 1.48021e‐06 1.5105e‐05 GPR158 1.48021e‐06 1.5105e‐05 3 2.926 6 2

3 rs4749049 10 25864482 A G 0.4463 1.7e‐10 0.931507 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.469 Transcript INTRONIC intron,nc 0 3 2.922 4 5

3 rs34884470 10 25884378 T A 0.1829 3.2e‐06 0.738558 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.470 Transcript INTRONIC intron,nc 0 3 2.904 6 5

3 rs2487819 10 25757452 T A 0.5 7.3e‐09 0.945762 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.471 Transcript INTRONIC intron,nc 1 GPR158 9.56353e‐08 1.5105e‐05 GPR158 9.56353e‐08 1.5105e‐05 3 2.903 6 5

3 10:25769477_GC_G 10 25769477 G GC 0.5 1.3e‐08 0.945762 rs824589 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.472 Transcript INTRONIC intron,nc 1 GPR158 2.12144e‐07 1.5105e‐05 GPR158 2.12144e‐07 1.5105e‐05 3 2.859 NA 5

3 rs4749046 10 25839446 G A 0.4225 4.2e‐12 0.956265 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.473 Transcript INTRONIC intron,nc 0 3 2.859 7 5

3 rs4237371 10 25865861 G A 0.4473 2.1e‐10 0.928082 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.474 Transcript INTRONIC intron,nc 0 3 2.843 7 5

3 10:25830528_C_CA 10 25830528 CA C 0.3042 3.6e‐06 0.633797 rs7903204 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.475 Transcript INTRONIC intron,nc 0 3 2.840 NA 5

3 rs34673593 10 25741140 AAT A 0.159 6.7e‐10 0.933626 rs201554206 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.476 Transcript INTRONIC intron,nc 1 GPR158 1.73622e‐05 1.5105e‐05 GPR158 1.73622e‐05 1.5105e‐05 3 2.798 NA 5

3 rs10764536 10 25664471 A G 0.2674 1.6e‐06 0.819395 rs10741077 GPR158 Transcript INTRONIC intron RP11‐436D23.477 Transcript INTRONIC intron,nc 0 3 2.789 6 9

3 rs10741095 10 25874762 G A 0.4722 2.6e‐12 0.823293 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.478 Transcript INTRONIC intron,nc 0 3 2.761 6 4

3 rs7476924 10 25834125 A T 0.4205 3.5e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.479 Transcript INTRONIC intron,nc 0 3 2.755 6 5

3 rs1414052 10 25845329 C T 0.4245 1.3e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.480 Transcript INTRONIC intron,nc 0 3 2.664 6 7

3 rs10047266 10 25811835 G T 0.4791 5.5e‐20 0.836672 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.481 Transcript INTRONIC intron,nc 1 GPR158 1.66287e‐05 1.5105e‐05 GPR158 1.66287e‐05 1.5105e‐05 3 2.628 NA 5

3 rs9645526 10 25850912 G A 0.337 2.3e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.482 Transcript INTRONIC intron,nc 0 3 2.625 5 5

3 rs10828817 10 25822944 G A 0.4264 1.1e‐18 0.901976 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.483 Transcript INTRONIC intron,nc 1 GPR158 5.1641e‐06 1.5105e‐05 GPR158 5.1641e‐06 1.5105e‐05 3 2.609 7 5



3 rs1928365 10 25782764 C T 0.4732 1.5e‐08 0.775677 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.484 Transcript INTRONIC intron,nc 1 GPR158 5.47339e‐08 1.5105e‐05 GPR158 5.47339e‐08 1.5105e‐05 3 2.587 NA 1

3 rs11014547 10 25717594 T C 0.1352 6.4e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.485 Transcript INTRONIC intron,nc 0 3 2.560 6 9

3 rs7084736 10 25823792 G A 0.4235 6.8e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.486 Transcript INTRONIC intron,nc 1 GPR158 3.95048e‐06 1.5105e‐05 GPR158 3.95048e‐06 1.5105e‐05 3 2.550 5 5

3 rs6482488 10 25790182 C T 0.4821 1.1e‐16 0.942104 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.487 Transcript INTRONIC intron,nc 1 GPR158 1.73728e‐05 1.5105e‐05 GPR158 1.73728e‐05 1.5105e‐05 3 2.545 7 5

3 rs3005182 10 25784552 A G 0.4732 1.3e‐08 0.775677 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.488 Transcript INTRONIC intron,nc 1 GPR158 2.25669e‐08 1.5105e‐05 GPR158 2.25669e‐08 1.5105e‐05 3 2.538 NA 5

3 rs11014543 10 25713843 G T 0.1352 3.9e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.489 Transcript INTRONIC intron,nc 0 3 2.524 7 9

3 rs10082450 10 25832059 A T 0.3708 3.1e‐10 0.772964 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.490 Transcript INTRONIC intron,nc 0 3 2.518 6 5

3 rs983089 10 25827593 A G 0.3131 1.9e‐06 0.651269 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.491 Transcript INTRONIC intron,nc 0 3 2.445 NA 5

3 rs12768816 10 25761513 T C 0.1342 7.1e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.492 Transcript INTRONIC intron,nc 1 GPR158 1.67232e‐06 1.5105e‐05 GPR158 1.67232e‐06 1.5105e‐05 3 2.395 7 5

3 rs11014559 10 25731702 T C 0.161 3.5e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.493 Transcript INTRONIC intron,nc 0 3 2.330 6 7

3 rs12770990 10 25734412 C T 0.16 1.6e‐09 0.993516 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.494 Transcript INTRONIC intron,nc 0 3 2.306 6 9

3 rs6482490 10 25823294 T C 0.4235 4.9e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.495 Transcript INTRONIC intron,nc 1 GPR158 6.71513e‐06 1.5105e‐05 GPR158 6.71513e‐06 1.5105e‐05 3 2.299 7 5

3 rs4545439 10 25743352 T C 0.1322 1.9e‐09 0.771189 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.496 Transcript INTRONIC intron,nc 1 GPR158 7.37893e‐06 1.5105e‐05 GPR158 7.37893e‐06 1.5105e‐05 3 2.283 7 5

3 rs10828807 10 25731823 T C 0.161 3.9e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.497 Transcript INTRONIC intron,nc 0 3 2.257 7 9

3 rs1329255 10 25781407 A G 0.4742 2.1e‐08 0.778285 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.498 Transcript INTRONIC intron,nc 1 GPR158 7.65718e‐09 1.5105e‐05 GPR158 7.65718e‐09 1.5105e‐05 3 2.193 NA 5

3 rs7898963 10 25884742 G A 0.1789 4.9e‐06 0.751956 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.499 Transcript INTRONIC intron,nc 0 3 2.167 6 5

3 rs10218916 10 25833999 T C 0.4205 3.0e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.500 Transcript INTRONIC intron,nc 0 3 2.162 7 5

3 rs12415532 10 25747511 C T 0.1431 8.8e‐09 0.845592 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.501 Transcript INTRONIC intron,nc 1 GPR158 1.7015e‐05 1.5105e‐05 GPR158 1.7015e‐05 1.5105e‐05 3 2.149 7 5

3 10:25911676_GT_G 10 25911676 G GT 0.2356 1.6e‐09 1 10:25911676_GT_G Intergenic INTERGENIC intergenic RP11‐436D23.502 Transcript INTRONIC intron,nc 0 3 2.085 NA 9

3 rs34488146 10 25746371 CT C 0.1372 3.0e‐09 0.774853 rs577171310 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.503 Transcript INTRONIC intron,nc 1 GPR158 3.85648e‐08 1.5105e‐05 GPR158 3.85648e‐08 1.5105e‐05 3 2.082 NA 5

3 rs57048226 10 25772005 A G 0.1581 5.4e‐11 0.984871 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.504 Transcript INTRONIC intron,nc 0 3 2.052 6 5

3 rs4097490 10 25786532 G A 0.4901 2.1e‐13 0.636684 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.505 Transcript INTRONIC intron,nc 1 GPR158 2.52567e‐06 1.5105e‐05 GPR158 2.52567e‐06 1.5105e‐05 3 2.037 5 5

3 rs12259696 10 25699841 C T 0.1352 3.9e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.506 Transcript INTRONIC intron,nc 0 3 2.013 6 4

3 rs2095458 10 25901965 C A 0.1799 3.7e‐06 0.759262 rs12268257 Intergenic INTERGENIC intergenic RP11‐436D23.507 Transcript INTRONIC intron,nc 0 3 1.969 NA 9

3 rs3005191 10 25776176 G A 0.492 1.2e‐08 0.902244 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.508 Transcript INTRONIC intron,nc 1 GPR158 2.12416e‐07 1.5105e‐05 GPR158 2.12416e‐07 1.5105e‐05 3 1.968 NA 5

3 rs10764543 10 25697921 C T 0.1352 4.9e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.509 Transcript INTRONIC intron,nc 0 3 1.965 5 7

3 rs10828816 10 25821273 G A 0.4463 9.1e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.510 Transcript INTRONIC intron,nc 1 GPR158 1.13868e‐07 1.5105e‐05 GPR158 1.13868e‐07 1.5105e‐05 3 1.917 3b 5

3 rs4747531 10 25865513 A G 0.338 4.3e‐06 0.704343 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.511 Transcript INTRONIC intron,nc 0 3 1.917 7 5

3 rs2987833 10 25773608 A G 0.5 1.6e‐08 0.938256 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.512 Transcript INTRONIC intron,nc 1 GPR158 1.47901e‐07 1.5105e‐05 GPR158 1.47901e‐07 1.5105e‐05 3 1.903 6 5

3 rs7080997 10 25823569 G A 0.4235 1.0e‐18 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.513 Transcript INTRONIC intron,nc 1 GPR158 7.6997e‐06 1.5105e‐05 GPR158 7.6997e‐06 1.5105e‐05 3 1.896 7 5

3 rs35301889 10 25821234 TG T 0.4463 1.2e‐21 1 rs7077800 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.514 Transcript INTRONIC intron,nc 1 GPR158 1.77468e‐07 1.5105e‐05 GPR158 1.77468e‐07 1.5105e‐05 3 1.855 NA 5

3 rs1335198 10 25838771 T C 0.336 9.5e‐07 0.719281 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.515 Transcript INTRONIC intron,nc 0 3 1.848 NA 5

3 rs1360123 10 25773094 G A 0.5 1.2e‐08 0.938256 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.516 Transcript INTRONIC intron,nc 1 GPR158 6.43644e‐08 1.5105e‐05 GPR158 6.43644e‐08 1.5105e‐05 3 1.842 NA 5

3 rs57182847 10 25857067 GA G 0.4245 1.5e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.517 Transcript INTRONIC intron,nc 0 3 1.842 NA 5

3 rs12358447 10 25699776 C T 0.1352 3.3e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.518 Transcript INTRONIC intron,nc 0 3 1.813 6 4

3 rs7908793 10 25917499 G A 0.1859 1.5e‐06 0.733673 rs12268257 Intergenic INTERGENIC intergenic RP11‐436D23.519 Transcript INTRONIC intron,nc 0 3 1.810 7 5

3 rs2480348 10 25756387 A C 0.497 6.1e‐09 0.964711 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.520 Transcript INTRONIC intron,nc 1 GPR158 6.18678e‐08 1.5105e‐05 GPR158 6.18678e‐08 1.5105e‐05 3 1.809 NA 4

3 rs7084979 10 25766060 A G 0.16 1.1e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.521 Transcript INTRONIC intron,nc 0 3 1.798 6 5

3 rs11014591 10 25810281 A G 0.3777 1.7e‐15 0.829634 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.522 Transcript INTRONIC intron,nc 1 GPR158 2.41204e‐09 1.5105e‐05 GPR158 2.41204e‐09 1.5105e‐05 3 1.794 7 5

3 rs72790305 10 25863192 A C 0.4294 5.7e‐09 0.996024 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.523 Transcript INTRONIC intron,nc 0 3 1.775 6 5

3 rs962696 10 25821826 G A 0.4463 1.8e‐21 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.524 Transcript INTRONIC intron,nc 1 GPR158 6.14784e‐08 1.5105e‐05 GPR158 6.14784e‐08 1.5105e‐05 3 1.768 NA 5

3 rs7913399 10 25844391 G C 0.4225 1.1e‐11 0.956265 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.525 Transcript INTRONIC intron,nc 0 3 1.748 7 5

3 rs1410931 10 25756895 A G 0.498 5.4e‐09 0.960939 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.526 Transcript INTRONIC intron,nc 1 GPR158 1.34261e‐07 1.5105e‐05 GPR158 1.34261e‐07 1.5105e‐05 3 1.730 5 4

3 rs10828818 10 25836095 T C 0.4215 3.4e‐12 0.95232 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.527 Transcript INTRONIC intron,nc 0 3 1.725 6 1

3 rs1981117 10 25834481 C T 0.4205 3.2e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.528 Transcript INTRONIC intron,nc 0 3 1.705 NA 5

3 rs4747536 10 25869857 T A 0.3897 2.6e‐06 0.73694 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.529 Transcript INTRONIC intron,nc 0 3 1.678 6 5

3 rs17557021 10 25857681 C T 0.338 2.4e‐06 0.725515 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.530 Transcript INTRONIC intron,nc 0 3 1.632 7 5

3 rs1335208 10 25821637 A G 0.4463 1.1e‐21 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.531 Transcript INTRONIC intron,nc 1 GPR158 1.23618e‐07 1.5105e‐05 GPR158 1.23618e‐07 1.5105e‐05 3 1.631 NA 5

3 rs824609 10 25769846 A G 0.5 9.7e‐09 0.945762 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.532 Transcript INTRONIC intron,nc 1 GPR158 9.56353e‐08 1.5105e‐05 GPR158 9.56353e‐08 1.5105e‐05 3 1.613 NA 4

3 rs4459183 10 25818777 A G 0.3608 3.5e‐13 0.889801 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.533 Transcript INTRONIC intron,nc 1 GPR158 3.0185e‐09 1.5105e‐05 GPR158 3.0185e‐09 1.5105e‐05 3 1.603 7 5

3 rs7086249 10 25811435 C T 0.4374 1.7e‐22 0.964913 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.534 Transcript INTRONIC intron,nc 1 GPR158 2.27643e‐08 1.5105e‐05 GPR158 2.27643e‐08 1.5105e‐05 3 1.574 4 5

3 rs12763436 10 25757095 T G 0.1332 7.2e‐09 0.80634 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.535 Transcript INTRONIC intron,nc 1 GPR158 1.41754e‐06 1.5105e‐05 GPR158 1.41754e‐06 1.5105e‐05 3 1.572 7 4

3 rs17556478 10 25845754 T C 0.337 2.1e‐06 0.72239 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.536 Transcript INTRONIC intron,nc 0 3 1.566 4 7

3 rs4237373 10 25867396 T C 0.4473 2.2e‐10 0.928082 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.537 Transcript INTRONIC intron,nc 0 3 1.558 5 5

3 rs34874972 10 25863212 T C 0.4284 1.9e‐09 1 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.538 Transcript INTRONIC intron,nc 0 3 1.540 6 5

3 rs4749047 10 25844642 T G 0.4225 1.2e‐11 0.956265 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.539 Transcript INTRONIC intron,nc 0 3 1.516 7 5

3 rs34268930 10 25770142 GT G 0.5 1.1e‐08 0.945762 rs824589 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.540 Transcript INTRONIC intron,nc 1 GPR158 9.56353e‐08 1.5105e‐05 GPR158 9.56353e‐08 1.5105e‐05 3 1.507 NA 4

3 rs35040580 10 25821917 TAA T 0.3678 1.5e‐12 0.861232 rs4749042 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.541 Transcript INTRONIC intron,nc 1 GPR158 1.25513e‐08 1.5105e‐05 GPR158 1.25513e‐08 1.5105e‐05 3 1.487 NA 5

3 rs10508699 10 25821161 G A 0.4463 8.5e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.542 Transcript INTRONIC intron,nc 1 GPR158 1.14789e‐07 1.5105e‐05 GPR158 1.14789e‐07 1.5105e‐05 3 1.461 6 5

3 rs11014604 10 25841678 C T 0.334 9.1e‐07 0.713947 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.543 Transcript INTRONIC intron,nc 0 3 1.451 5 5

3 rs11014632 10 25877651 G A 0.4722 2.8e‐12 0.823293 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.544 Transcript INTRONIC intron,nc 0 3 1.448 7 5

3 rs3005185 10 25784307 T C 0.4742 1.3e‐08 0.778285 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.545 Transcript INTRONIC intron,nc 1 GPR158 6.4484e‐08 1.5105e‐05 GPR158 6.4484e‐08 1.5105e‐05 3 1.429 NA 5

3 rs983090 10 25827416 C T 0.329 6.4e‐08 0.687145 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.546 Transcript INTRONIC intron,nc 0 3 1.429 NA 5

3 10:25779619_CATT_C 10 25779619 C CATT 0.1402 1.7e‐09 0.70016 rs577171310 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.547 Transcript INTRONIC intron,nc 0 3 1.404 NA 5

3 rs11014541 10 25713454 G T 0.1342 6.2e‐06 0.746266 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.548 Transcript INTRONIC intron,nc 0 3 1.392 7 15

3 rs7089568 10 25779351 T C 0.1262 1.3e‐08 0.759776 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.549 Transcript INTRONIC intron,nc 1 GPR158 6.74828e‐06 1.5105e‐05 GPR158 6.74828e‐06 1.5105e‐05 3 1.385 7 5

3 rs2184519 10 25814250 G A 0.4821 3.4e‐20 0.83351 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.550 Transcript INTRONIC intron,nc 1 GPR158 2.66664e‐06 1.5105e‐05 GPR158 2.66664e‐06 1.5105e‐05 3 1.374 NA 5

3 rs1414042 10 25853581 C G 0.4165 1.1e‐12 0.995965 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.551 Transcript INTRONIC intron,nc 0 3 1.374 5 1

3 rs3886350 10 25786147 T A 0.4384 7.5e‐08 0.775594 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.552 Transcript INTRONIC intron,nc 1 GPR158 5.78733e‐09 1.5105e‐05 GPR158 5.78733e‐09 1.5105e‐05 3 1.361 5 5

3 rs7096556 10 25823660 A G 0.4145 2.5e‐16 0.860189 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.553 Transcript INTRONIC intron,nc 1 GPR158 8.65388e‐06 1.5105e‐05 GPR158 8.65388e‐06 1.5105e‐05 3 1.347 6 5

3 rs67616835 10 25771084 T G 0.1342 7.7e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.554 Transcript INTRONIC intron,nc 1 GPR158 1.16915e‐06 1.5105e‐05 GPR158 1.16915e‐06 1.5105e‐05 3 1.340 7 5

3 rs702977 10 25759959 G A 0.493 5.1e‐09 0.972528 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.555 Transcript INTRONIC intron,nc 1 GPR158 5.33316e‐07 1.5105e‐05 GPR158 5.33316e‐07 1.5105e‐05 3 1.339 NA 5

3 rs4747522 10 25787705 C G 0.3728 9.8e‐12 0.940277 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.556 Transcript INTRONIC intron,nc 1 GPR158 8.90652e‐09 1.5105e‐05 GPR158 8.90652e‐09 1.5105e‐05 3 1.317 3a 5

3 rs1932148 10 25817666 T C 0.3598 4.0e‐13 0.894076 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.557 Transcript INTRONIC intron,nc 1 GPR158 2.86784e‐09 1.5105e‐05 GPR158 2.86784e‐09 1.5105e‐05 3 1.303 NA 5

3 rs1335192 10 25854738 C T 0.4245 1.3e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.558 Transcript INTRONIC intron,nc 0 3 1.291 5 5

3 rs5783940 10 25821669 TAAA T 0.3787 4.6e‐15 0.810225 rs4749042 GPR158 Transcript INTRONIC intron,feature_elongation RP11‐436D23.559 Transcript INTRONIC intron,nc 0 3 1.278 NA 5

3 rs1335199 10 25835725 C A 0.4215 2.3e‐12 0.952125 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.560 Transcript INTRONIC intron,nc 0 3 1.152 NA 5

3 rs10828793 10 25698931 C A 0.1352 3.8e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.561 Transcript INTRONIC intron,nc 0 3 1.072 6 5

3 rs943985 10 25793302 G C 0.4513 2.0e‐21 0.927076 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.562 Transcript INTRONIC intron,nc 1 GPR158 5.01199e‐07 1.5105e‐05 GPR158 5.01199e‐07 1.5105e‐05 3 1.069 6 5

3 rs7082952 10 25790330 T C 0.4682 3.4e‐17 1 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.563 Transcript INTRONIC intron,nc 1 GPR158 1.34594e‐05 1.5105e‐05 GPR158 1.34594e‐05 1.5105e‐05 3 1.056 7 5

3 rs12766947 10 25759994 C T 0.16 1.2e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.564 Transcript INTRONIC intron,nc 0 3 1.056 6 5

3 rs1536836 10 25790844 G A 0.4692 2.9e‐16 0.996263 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.565 Transcript INTRONIC intron,nc 0 3 1.032 NA 1

3 rs7916432 10 25910479 A C 0.3817 7.4e‐06 0.904993 rs11498419 Intergenic INTERGENIC intergenic RP11‐436D23.566 Transcript INTRONIC intron,nc 0 3 1.026 6 9

3 rs2987839 10 25778908 C T 0.493 8.0e‐08 0.918586 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.567 Transcript INTRONIC intron,nc 1 GPR158 3.61156e‐07 1.5105e‐05 GPR158 3.61156e‐07 1.5105e‐05 3 1.019 7 5

3 rs1932150 10 25814295 A G 0.3598 6.8e‐13 0.894076 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.568 Transcript INTRONIC intron,nc 1 GPR158 2.50072e‐09 1.5105e‐05 GPR158 2.50072e‐09 1.5105e‐05 3 1.007 NA 5

3 rs1069531 10 25761576 A G 0.497 1.0e‐08 0.95685 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.569 Transcript INTRONIC intron,nc 1 GPR158 1.00491e‐07 1.5105e‐05 GPR158 1.00491e‐07 1.5105e‐05 3 1.004 7 5

3 rs4747525 10 25803988 G A 0.3887 5.6e‐12 0.99222 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.570 Transcript INTRONIC intron,nc 1 GPR158 3.36044e‐07 1.5105e‐05 GPR158 3.36044e‐07 1.5105e‐05 3 0.993 7 5

3 rs11014590 10 25810266 T C 0.3608 4.2e‐13 0.897578 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.571 Transcript INTRONIC intron,nc 1 GPR158 2.50556e‐09 1.5105e‐05 GPR158 2.50556e‐09 1.5105e‐05 3 0.989 7 5

3 rs11498419 10 25912702 A C 0.3946 4.1e‐10 1 rs11498419 Intergenic INTERGENIC intergenic RP11‐436D23.572 Transcript INTRONIC intron,nc 0 3 0.981 7 15

3 rs3005184 10 25784375 C T 0.4732 3.4e‐08 0.775677 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.573 Transcript INTRONIC intron,nc 1 GPR158 1.17442e‐08 1.5105e‐05 GPR158 1.17442e‐08 1.5105e‐05 3 0.958 NA 5

3 rs1536837 10 25790618 C G 0.4831 4.6e‐17 0.946079 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.574 Transcript INTRONIC intron,nc 1 GPR158 1.34594e‐05 1.5105e‐05 GPR158 1.34594e‐05 1.5105e‐05 3 0.953 7 1

3 rs11014618 10 25863157 T A 0.4284 6.7e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.575 Transcript INTRONIC intron,nc 0 3 0.938 7 5

3 rs3005187 10 25782045 C G 0.4742 2.0e‐08 0.778285 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.576 Transcript INTRONIC intron,nc 1 GPR158 1.03652e‐07 1.5105e‐05 GPR158 1.03652e‐07 1.5105e‐05 3 0.916 4 2

3 rs6482489 10 25798685 G A 0.4523 2.1e‐19 0.934838 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.577 Transcript INTRONIC intron,nc 1 GPR158 3.7446e‐06 1.5105e‐05 GPR158 3.7446e‐06 1.5105e‐05 3 0.894 7 5

3 rs7080594 10 25809842 G T 0.4642 4.9e‐20 0.888999 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.578 Transcript INTRONIC intron,nc 0 3 0.891 5 5

3 rs34548370 10 25898865 T C 0.1799 3.2e‐06 0.759262 rs12268257 Intergenic INTERGENIC intergenic RP11‐436D23.579 Transcript INTRONIC intron,nc 0 3 0.883 7 9

3 rs7919640 10 25841457 C T 0.4205 4.4e‐12 0.948 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.580 Transcript INTRONIC intron,nc 0 3 0.866 7 5

3 rs10828810 10 25788668 T C 0.3718 1.2e‐11 0.936594 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.581 Transcript INTRONIC intron,nc 1 GPR158 6.66925e‐09 1.5105e‐05 GPR158 6.66925e‐09 1.5105e‐05 3 0.843 5 4

3 rs10508700 10 25821318 C T 0.4463 3.6e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.582 Transcript INTRONIC intron,nc 1 GPR158 1.49208e‐06 1.5105e‐05 GPR158 1.49208e‐06 1.5105e‐05 3 0.814 5 5

3 rs1329256 10 25781070 G A 0.4742 1.9e‐08 0.778285 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.583 Transcript INTRONIC intron,nc 1 GPR158 7.08357e‐09 1.5105e‐05 GPR158 7.08357e‐09 1.5105e‐05 3 0.810 NA 5

3 10:25819228:C:T rs7077800 10 25819228 T C 0.4463 1.7e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.584 Transcript INTRONIC intron,nc 1 GPR158 1.06942e‐06 1.5105e‐05 GPR158 1.06942e‐06 1.5105e‐05 3 0.802 7 1

3 rs2184518 10 25814251 T C 0.4821 3.5e‐20 0.83351 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.585 Transcript INTRONIC intron,nc 1 GPR158 2.66664e‐06 1.5105e‐05 GPR158 2.66664e‐06 1.5105e‐05 3 0.802 NA 5

3 rs11014595 10 25822949 C A 0.4235 1.7e‐18 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.586 Transcript INTRONIC intron,nc 1 GPR158 4.31321e‐06 1.5105e‐05 GPR158 4.31321e‐06 1.5105e‐05 3 0.790 6 5

3 rs824610 10 25769785 A G 0.5 9.4e‐09 0.945762 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.587 Transcript INTRONIC intron,nc 1 GPR158 2.12144e‐07 1.5105e‐05 GPR158 2.12144e‐07 1.5105e‐05 3 0.786 NA 4

3 rs3005193 10 25774967 A G 0.5 1.4e‐08 0.938256 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.588 Transcript INTRONIC intron,nc 1 GPR158 4.03876e‐08 1.5105e‐05 GPR158 4.03876e‐08 1.5105e‐05 3 0.773 NA 5

3 rs117411103 10 25760765 A G 0.16 1.4e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.589 Transcript INTRONIC intron,nc 0 3 0.766 7 5

3 rs7901206 10 25844131 C T 0.4225 1.1e‐11 0.956265 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.590 Transcript INTRONIC intron,nc 0 3 0.756 7 5

3 rs11014589 10 25810258 A G 0.3777 1.3e‐15 0.829634 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.591 Transcript INTRONIC intron,nc 1 GPR158 7.42644e‐09 1.5105e‐05 GPR158 7.42644e‐09 1.5105e‐05 3 0.736 7 5

3 rs12413446 10 25761805 C A 0.1342 6.5e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.592 Transcript INTRONIC intron,nc 1 GPR158 2.29448e‐06 1.5105e‐05 GPR158 2.29448e‐06 1.5105e‐05 3 0.735 6 5

3 rs7085111 10 25766117 C G 0.16 1.6e‐10 1 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.593 Transcript INTRONIC intron,nc 0 3 0.700 7 5

3 rs1414043 10 25853669 C T 0.4245 1.2e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.594 Transcript INTRONIC intron,nc 0 3 0.656 7 1

3 rs11812381 10 25911640 C T 0.1799 4.0e‐06 0.759262 rs12268257 Intergenic INTERGENIC intergenic RP11‐436D23.595 Transcript INTRONIC intron,nc 0 3 0.653 6 9

3 rs10082438 10 25832061 T A 0.3976 1.8e‐10 0.861839 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.596 Transcript INTRONIC intron,nc 0 3 0.651 6 5

3 rs5783946 10 25894237 ACT A 0.3837 1.4e‐09 0.938642 rs11498419 GPR158 Intergenic DOWNSTREAM downstream RP11‐436D23.597 Transcript INTRONIC intron,nc 0 3 0.650 NA 5

3 rs943984 10 25793569 C G 0.3738 7.2e‐12 0.936029 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.598 Transcript INTRONIC intron,nc 1 GPR158 7.74171e‐08 1.5105e‐05 GPR158 7.74171e‐08 1.5105e‐05 3 0.629 5 5

3 rs12259043 10 25697570 T G 0.1362 3.9e‐06 0.745372 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.599 Transcript INTRONIC intron,nc 0 3 0.606 7 5

3 rs4537661 10 25740932 C G 0.04175 2.3e‐08 1 rs4537661 GPR158 Transcript INTRONIC intron RP11‐436D23.600 Transcript INTRONIC intron,nc 0 3 0.596 6 5

3 rs7100942 10 25823753 A C 0.4235 5.9e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.601 Transcript INTRONIC intron,nc 1 GPR158 4.30438e‐06 1.5105e‐05 GPR158 4.30438e‐06 1.5105e‐05 3 0.592 5 5

3 rs10741094 10 25853859 C T 0.4245 1.2e‐11 0.964418 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.602 Transcript INTRONIC intron,nc 0 3 0.584 6 5

3 10:25731137_GT_G 10 25731137 G GT 0.161 3.4e‐08 0.911658 rs12764415 GPR158 Transcript INTRONIC intron,feature_truncation RP11‐436D23.603 Transcript INTRONIC intron,nc 0 3 0.570 NA 1

3 rs1958948 10 25714391 G A 0.1352 5.0e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.604 Transcript INTRONIC intron,nc 0 3 0.563 7 9



3 rs10764538 10 25666308 C T 0.2744 6.5e‐06 0.799933 rs10741077 GPR158 Transcript INTRONIC intron RP11‐436D23.605 Transcript INTRONIC intron,nc 0 3 0.557 6 9

3 rs824608 10 25770508 A G 0.499 8.3e‐09 0.949413 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.606 Transcript INTRONIC intron,nc 1 GPR158 9.56353e‐08 1.5105e‐05 GPR158 9.56353e‐08 1.5105e‐05 3 0.550 NA 4

3 rs35018399 10 25832508 T C 0.3121 7.4e‐07 0.656295 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.607 Transcript INTRONIC intron,nc 0 3 0.547 6 5

3 rs2987838 10 25778873 T C 0.493 7.9e‐08 0.918586 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.608 Transcript INTRONIC intron,nc 1 GPR158 5.58118e‐07 1.5105e‐05 GPR158 5.58118e‐07 1.5105e‐05 3 0.533 7 5

3 rs1029179 10 25826383 G A 0.4732 1.1e‐09 1 rs1029179 GPR158 Transcript INTRONIC intron RP11‐436D23.609 Transcript INTRONIC intron,nc 0 3 0.527 NA 5

3 rs1556665 10 25826486 A C 0.3887 5.5e‐13 0.876812 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.610 Transcript INTRONIC intron,nc 0 3 0.522 NA 5

3 rs1932149 10 25817558 C A 0.3608 1.0e‐12 0.889801 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.611 Transcript INTRONIC intron,nc 1 GPR158 1.51908e‐09 1.5105e‐05 GPR158 1.51908e‐09 1.5105e‐05 3 0.519 NA 5

3 rs6482494 10 25849067 T C 0.4165 1.0e‐12 0.995965 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.612 Transcript INTRONIC intron,nc 0 3 0.505 6 5

3 rs7478285 10 25818933 G T 0.4781 4.3e‐20 0.832764 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.613 Transcript INTRONIC intron,nc 1 GPR158 6.18545e‐06 1.5105e‐05 GPR158 6.18545e‐06 1.5105e‐05 3 0.452 7 5

3 rs4623781 10 25803024 T A 0.3907 1.1e‐14 0.870985 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.614 Transcript INTRONIC intron,nc 1 GPR158 8.70062e‐09 1.5105e‐05 GPR158 8.70062e‐09 1.5105e‐05 3 0.438 6 5

3 rs1335200 10 25835632 G A 0.4205 1.9e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.615 Transcript INTRONIC intron,nc 0 3 0.420 NA 5

3 rs1958947 10 25714311 C A 0.1352 4.9e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.616 Transcript INTRONIC intron,nc 0 3 0.419 6 9

3 rs12778509 10 25758495 C T 0.161 2.3e‐10 0.992435 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.617 Transcript INTRONIC intron,nc 0 3 0.410 6 5

3 rs374668777 10 25940019 A G 0.4225 3.6e‐07 0.95822 rs200901664 GPN3P1 Intergenic UPSTREAM upstream RP11‐436D23.618 Transcript INTRONIC intron,nc 0 3 0.406 7 14

3 rs952600 10 25820595 C G 0.4463 7.9e‐22 1 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.619 Transcript INTRONIC intron,nc 1 GPR158 3.54859e‐07 1.5105e‐05 GPR158 3.54859e‐07 1.5105e‐05 3 0.404 5 5

3 rs11014558 10 25728493 T G 0.16 2.4e‐08 0.89313 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.620 Transcript INTRONIC intron,nc 0 3 0.385 7 1

3 rs4747530 10 25836449 C T 0.4205 3.2e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.621 Transcript INTRONIC intron,nc 0 3 0.379 4 1

3 rs34839106 10 25863214 C T 0.4294 2.5e‐09 0.996024 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.622 Transcript INTRONIC intron,nc 0 3 0.345 6 5

3 rs2987832 10 25772386 G C 0.499 7.7e‐09 0.941848 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.623 Transcript INTRONIC intron,nc 1 GPR158 5.96345e‐08 1.5105e‐05 GPR158 5.96345e‐08 1.5105e‐05 3 0.336 7 5

3 rs7097224 10 25823397 T C 0.4235 8.1e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.624 Transcript INTRONIC intron,nc 1 GPR158 7.6669e‐06 1.5105e‐05 GPR158 7.6669e‐06 1.5105e‐05 3 0.315 7 5

3 rs79722187 10 25761466 A T 0.1342 9.3e‐09 0.813053 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.625 Transcript INTRONIC intron,nc 1 GPR158 1.16915e‐06 1.5105e‐05 GPR158 1.16915e‐06 1.5105e‐05 3 0.298 7 5

3 rs35488334 10 25832698 T C 0.3121 7.2e‐07 0.656295 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.626 Transcript INTRONIC intron,nc 0 3 0.295 7 5

3 rs16925850 10 25725491 T G 0.1332 7.7e‐06 0.740665 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.627 Transcript INTRONIC intron,nc 0 3 0.288 5 7

3 rs35912786 10 25884376 C G 0.1829 4.8e‐06 0.738558 rs12268257 GPR158 Transcript INTRONIC intron RP11‐436D23.628 Transcript INTRONIC intron,nc 0 3 0.287 6 5

3 rs9787455 10 25809588 C G 0.3757 6.4e‐13 0.942965 rs4749042 GPR158 Transcript INTRONIC intron RP11‐436D23.629 Transcript INTRONIC intron,nc 0 3 0.217 5 5

3 rs3923088 10 25815417 A G 0.4801 4.2e‐20 0.840593 rs7082952 GPR158 Transcript INTRONIC intron RP11‐436D23.630 Transcript INTRONIC intron,nc 1 GPR158 8.74983e‐07 1.5105e‐05 GPR158 8.74983e‐07 1.5105e‐05 3 0.175 NA 5

3 rs7080715 10 25823344 G A 0.4235 8.2e‐19 0.898421 rs7077800 GPR158 Transcript INTRONIC intron RP11‐436D23.631 Transcript INTRONIC intron,nc 1 GPR158 6.88908e‐06 1.5105e‐05 GPR158 6.88908e‐06 1.5105e‐05 3 0.169 7 5

3 rs824607 10 25770758 C G 0.498 6.1e‐09 0.953251 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.632 Transcript INTRONIC intron,nc 1 GPR158 3.68579e‐07 1.5105e‐05 GPR158 3.68579e‐07 1.5105e‐05 3 0.161 7 4

3 rs4145858 10 25837239 G A 0.335 7.7e‐07 0.7179 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.633 Transcript INTRONIC intron,nc 0 3 0.151 7 5

3 rs12765005 10 25734311 G C 0.16 1.4e‐09 0.993516 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.634 Transcript INTRONIC intron,nc 0 3 0.137 6 9

3 rs4749034 10 25762095 A G 0.498 1.0e‐08 0.960939 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.635 Transcript INTRONIC intron,nc 0 3 0.131 7 5

3 rs10828831 10 25863828 T C 0.4284 7.3e‐09 0.992006 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.636 Transcript INTRONIC intron,nc 0 3 0.130 6 5

3 rs9919420 10 25832727 C A 0.3976 4.4e‐12 0.861839 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.637 Transcript INTRONIC intron,nc 0 3 0.128 6 5

3 rs11014540 10 25713453 G A 0.1342 5.5e‐06 0.746266 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.638 Transcript INTRONIC intron,nc 0 3 0.122 7 15

3 rs16925877 10 25734474 C G 0.1402 7.7e‐09 0.869219 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.639 Transcript INTRONIC intron,nc 0 3 0.110 7 9

3 rs200901664 10 25940015 A G 0.4205 6.1e‐09 1 rs200901664 GPN3P1 Intergenic UPSTREAM upstream RP11‐436D23.640 Transcript INTRONIC intron,nc 0 3 0.089 7 14

3 rs4408231 10 25767625 T C 0.5 6.1e‐09 0.945762 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.641 Transcript INTRONIC intron,nc 1 GPR158 5.96345e‐08 1.5105e‐05 GPR158 5.96345e‐08 1.5105e‐05 3 0.080 7 5

3 rs7090998 10 25825585 C G 0.3867 1.3e‐11 0.816306 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.642 Transcript INTRONIC intron,nc 0 3 0.077 7 5

3 rs1590833 10 25742717 A G 0.1402 2.8e‐09 0.825495 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.643 Transcript INTRONIC intron,nc 0 3 0.062 5 5

3 rs7086959 10 25761445 C G 0.159 1.4e‐10 0.992415 rs577171310 GPR158 Transcript INTRONIC intron RP11‐436D23.644 Transcript INTRONIC intron,nc 0 3 0.054 7 5

3 rs7908088 10 25910837 C T 0.1799 3.2e‐06 0.759262 rs12268257 Intergenic INTERGENIC intergenic RP11‐436D23.645 Transcript INTRONIC intron,nc 0 3 0.034 6 14

3 rs11014530 10 25699152 C T 0.1352 4.1e‐06 0.751895 rs12764415 GPR158 Transcript INTRONIC intron RP11‐436D23.646 Transcript INTRONIC intron,nc 0 3 0.032 7 5

3 rs3802512 10 25890341 T C 0.1799 3.6e‐06 0.759262 rs12268257 GPR158 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.647 Transcript INTRONIC intron,nc 0 3 0.031 4 4

3 rs10218998 10 25833883 G A 0.4205 3.1e‐12 0.948192 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.648 Transcript INTRONIC intron,nc 0 3 0.030 7 5

3 rs10764557 10 25829549 T G 0.3946 1.1e‐11 0.850426 rs7903204 GPR158 Transcript INTRONIC intron RP11‐436D23.649 Transcript INTRONIC intron,nc 0 3 0.025 6 5

3 rs1621310 10 25767447 C G 0.499 5.2e‐09 0.949413 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.650 Transcript INTRONIC intron,nc 0 3 0.021 7 5

3 rs3123901 10 25746115 C G 0.4662 2.2e‐08 0.827885 rs824589 GPR158 Transcript INTRONIC intron RP11‐436D23.651 Transcript INTRONIC intron,nc 0 3 0.020 7 5

3 rs10828832 10 25863964 C A 0.4016 7.2e‐11 0.867916 rs34874972 GPR158 Transcript INTRONIC intron RP11‐436D23.652 Transcript INTRONIC intron,nc 0 3 0.011 7 5

3 rs10828833 10 25888180 G A 0.3956 5.3e‐10 0.979269 rs11498419 GPR158 CodingTranscript NON_SYNONYMOUS missense RP11‐436D23.653 Transcript INTRONIC intron,nc 0 3 0.002 7 4

4 rs73132531 3 15416027 G T 0.1531 1.4e‐08 0.985596 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.654 Transcript INTRONIC intron,nc 0 4 21.4 5 5

4 3:15502681:G:T rs7609897 3 15502681 T G 0.2416 5.6e‐22 1 rs7609897 COLQ Transcript INTRONIC intron RP11‐436D23.655 Transcript INTRONIC intron,nc 0 4 13.37 4 4 top

4 rs112130382 3 15416092 T C 0.1004 5.7e‐08 0.644144 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.656 Transcript INTRONIC intron,nc 0 4 11.09 5 5

4 rs73132519 3 15410437 G A 0.1024 8.7e‐08 0.669956 rs7632242 RegulatoryFeature REGULATORY regulatory RP11‐436D23.657 Transcript INTRONIC intron,nc 0 4 9.137 2b 5

4 rs59999594 3 15420987 G A 0.1004 4.3e‐08 0.644144 rs7632242 METTL6 Intergenic DOWNSTREAM downstream RP11‐436D23.658 Transcript INTRONIC intron,nc 0 4 6.492 5 5

4 rs4684248 3 15529115 G T 0.165 4.3e‐08 1 rs4684248 COLQ Transcript INTRONIC intron RP11‐436D23.659 Transcript INTRONIC intron,nc 0 4 6.467 7 4

4 rs7623193 3 15406508 A G 0.1501 4.2e‐08 0.949907 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.660 Transcript INTRONIC intron,nc 0 4 5.068 7 5

4 rs2290536 3 15469001 C A 0.1769 6.0e‐06 0.648547 rs4684248 EAF1 Transcript 5PRIME_UTR 5_prime_UTR RP11‐436D23.661 Transcript INTRONIC intron,nc 0 4 4.890 NA 1

4 rs61203721 3 15419644 T C 0.1024 4.7e‐08 0.655552 rs7632242 RegulatoryFeature REGULATORY regulatory RP11‐436D23.662 Transcript INTRONIC intron,nc 0 4 4.864 2b 1

4 rs61267703 3 15414357 T C 0.1004 8.6e‐08 0.644144 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.663 Transcript INTRONIC intron,nc 0 4 4.497 5 5

4 rs17041081 3 15411582 G A 0.1501 2.8e‐08 0.978588 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.664 Transcript INTRONIC intron,nc 0 4 4.426 7 5

4 rs79619865 3 15423021 G T 0.1004 3.1e‐08 0.644144 rs7632242 METTL6 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.665 Transcript INTRONIC intron,nc 0 4 4.147 3a 5

4 3:15408436_CAGT_C 3 15408436 C CAGT 0.1511 3.1e‐08 0.985662 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.666 Transcript INTRONIC intron,nc 0 4 3.501 NA 5

4 rs7645995 3 15486118 C T 0.171 4.7e‐06 0.661017 rs4684248 EAF1‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.667 Transcript INTRONIC intron,nc 0 4 3.491 5 4

4 rs7632242 3 15409406 T C 0.1531 1.3e‐08 1 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.668 Transcript INTRONIC intron,nc 0 4 3.243 5 5

4 rs9853193 3 15462358 C T 0.1769 5.6e‐06 0.648547 rs4684248 METTL6 Transcript INTRONIC intron RP11‐436D23.669 Transcript INTRONIC intron,nc 0 4 2.881 6 4

4 rs6807185 3 15413920 T A 0.1501 3.3e‐08 0.978588 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.670 Transcript INTRONIC intron,nc 0 4 2.422 5 5

4 3:15415744_CTT_C 3 15415744 C CTT 0.1044 6.0e‐08 0.65279 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.671 Transcript INTRONIC intron,nc 0 4 2.403 NA 5

4 rs6766086 3 15410365 G A 0.1541 1.9e‐08 0.992837 rs7632242 RegulatoryFeature REGULATORY regulatory RP11‐436D23.672 Transcript INTRONIC intron,nc 0 4 2.372 4 5

4 rs58885740 3 15405707 A G 0.1481 9.4e‐08 0.935659 rs7632242 RegulatoryFeature REGULATORY regulatory RP11‐436D23.673 Transcript INTRONIC intron,nc 0 4 2.211 4 5

4 rs2016532 3 15406104 A C 0.1481 9.0e‐08 0.935659 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.674 Transcript INTRONIC intron,nc 0 4 2.196 NA 5

4 rs73132524 3 15412966 C T 0.1501 2.9e‐08 0.978588 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.675 Transcript INTRONIC intron,nc 0 4 1.645 5 5

4 rs6770418 3 15404794 A G 0.1471 2.8e‐07 0.790855 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.676 Transcript INTRONIC intron,nc 0 4 1.207 7 5

4 rs6770364 3 15404937 T C 0.159 5.5e‐08 0.863834 rs7632242 Intergenic INTERGENIC intergenic RP11‐436D23.677 Transcript INTRONIC intron,nc 0 4 1.000 6 5

4 rs113195815 3 15418919 TAC T 0.1004 8.7e‐08 0.644144 rs7632242 METTL6 Intergenic DOWNSTREAM downstream RP11‐436D23.678 Transcript INTRONIC intron,nc 0 4 0.820 NA 5

4 rs57597951 3 15419824 G T 0.1004 4.8e‐08 0.644144 rs7632242 RegulatoryFeature REGULATORY regulatory RP11‐436D23.679 Transcript INTRONIC intron,nc 0 4 0.661 2a 1

4 rs17041098 3 15421146 G C 0.1004 4.1e‐08 0.644144 rs7632242 METTL6 Intergenic DOWNSTREAM downstream RP11‐436D23.680 Transcript INTRONIC intron,nc 0 4 0.284 5 5

4 rs6793996 3 15592839 A G 0.498 8.8e‐09 1 rs6793996 Intergenic INTERGENIC intergenic RP11‐436D23.681 Transcript INTRONIC intron,nc 0 4 0.058 5 4

4 rs73132526 3 15413309 C T 0.1501 3.0e‐08 0.978588 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.682 Transcript INTRONIC intron,nc 0 4 0.028 7 5

4 rs7647496 3 15412735 G A 0.1501 2.8e‐08 0.978588 rs7632242 HMGN2P7 (pseudogene) Intergenic DOWNSTREAM downstream RP11‐436D23.683 Transcript INTRONIC intron,nc 0 4 0.023 6 5

4 rs6766406 3 15470856 C A 0.2266 2.4e‐10 1 rs6766406 EAF1 Transcript INTRONIC intron RP11‐436D23.684 Transcript INTRONIC intron,nc 0 4 0.010 6 1

5 rs6724998 2 56196423 C T 0.3767 1.3e‐06 0.789972 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.685 Transcript INTRONIC intron,nc 0 5 19.13 5 5 top

5 rs6752931 2 56004219 T G 0.2157 8.3e‐06 0.681429 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.686 Transcript INTRONIC intron,nc 0 5 18.85 5 5

5 rs7422809 2 56176031 C T 0.3668 2.0e‐06 0.737992 2:56191019_TA_T RN7SKP208 Intergenic DOWNSTREAM downstream RP11‐436D23.687 Transcript INTRONIC intron,nc 0 5 18.53 5 5

5 2:56116193_TTGATTCTT 2 56116193 T TTGATTCTTGG 0.08449 9.0e‐12 1 2:56116193_TTGATTCTTGEFEMP1 Transcript INTRONIC intron,feature_truncation RP11‐436D23.688 Transcript INTRONIC intron,nc 0 5 16.36 NA 2 top

5 rs4146922 2 56067182 A T 0.2038 7.2e‐07 0.839882 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.689 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 15.26 5 2

5 rs3791679 2 56096892 G A 0.2286 2.3e‐11 1 rs59985551 EFEMP1 Transcript INTRONIC intron RP11‐436D23.690 Transcript INTRONIC intron,nc 0 5 14.94 NA 2

5 rs58680090 2 56080379 A T 0.2048 5.0e‐07 0.855185 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.691 Transcript INTRONIC intron,nc 1 RPS27A 3.70575e‐05 0.0081485 RPS27A 3.70575e‐05 0.0081485 5 14.74 6 5

5 rs1344732 2 56029071 A C 0.2734 8.2e‐08 0.617258 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.692 Transcript INTRONIC intron,nc 0 5 14.09 7 7

5 rs7596872 2 56128091 A C 0.08449 1.7e‐10 0.974073 2:56116193_TTGATTCTTGEFEMP1 Transcript INTRONIC intron RP11‐436D23.693 Transcript INTRONIC intron,nc 0 5 13.40 7 4

5 rs3762515 2 56150864 T C 0.08549 3.1e‐10 0.886525 2:56116193_TTGATTCTTGEFEMP1 Transcript 5PRIME_UTR 5_prime_UTR RP11‐436D23.694 Transcript INTRONIC intron,nc 0 5 13.11 NA 1

5 rs7563032 2 56068441 T C 0.2038 7.1e‐07 0.839882 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.695 Transcript INTRONIC intron,nc 1 RPS27A 3.25548e‐05 0.0081485 RPS27A 3.25548e‐05 0.0081485 5 13.10 7 5

5 rs6545520 2 56024690 C A 0.3598 2.9e‐06 0.773895 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.696 Transcript INTRONIC intron,nc 0 5 11.96 7 9

5 rs59556444 2 56014889 A T 0.2078 1.1e‐06 0.807604 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.697 Transcript INTRONIC intron,nc 0 5 11.83 7 5

5 2:56215657_AAGGAATG 2 56215657 A AAGGAATG 0.0497 4.8e‐10 0.922293 rs74735775 AC011306.2 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.698 Transcript INTRONIC intron,nc 0 5 11.73 NA 1

5 2:56191019_TA_T 2 56191019 T TA 0.4205 2.6e‐08 1 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.699 Transcript INTRONIC intron,nc 0 5 11.70 NA 5

5 rs7591694 2 56072109 C T 0.2038 4.5e‐07 0.839882 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.700 Transcript INTRONIC intron,nc 1 RPS27A 2.47018e‐05 0.0081485 RPS27A 2.47018e‐05 0.0081485 5 11.62 7 5

5 rs6545517 2 56024335 G A 0.3608 2.9e‐06 0.769624 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.701 Transcript INTRONIC intron,nc 0 5 11.59 6 9

5 rs11691401 2 56025745 A C 0.3579 2.7e‐06 0.774522 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.702 Transcript INTRONIC intron,nc 0 5 11.52 7 14

5 rs80028351 2 56161869 T C 0.1113 1.8e‐07 0.636089 2:56116193_TTGATTCTTGGCCTCCCTCCC_T Intergenic INTERGENIC intergenic RP11‐436D23.703 Transcript INTRONIC intron,nc 0 5 10.99 7 7

5 rs113481311 2 56152585 A G 0.09245 7.6e‐10 0.765694 2:56116193_TTGATTCTTGEFEMP1 Intergenic UPSTREAM upstream RP11‐436D23.704 Transcript INTRONIC intron,nc 0 5 10.94 7 5

5 rs7587568 2 56025545 C G 0.3588 2.7e‐06 0.778183 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.705 Transcript INTRONIC intron,nc 0 5 10.51 6 14

5 rs12615158 2 56032999 T C 0.2376 3.6e‐08 0.759534 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.706 Transcript INTRONIC intron,nc 0 5 10.32 5 2

5 rs59985551 2 56106928 T C 0.2286 2.1e‐11 1 rs59985551 EFEMP1 Transcript INTRONIC intron RP11‐436D23.707 Transcript INTRONIC intron,nc 0 5 9.772 5 4

5 rs3791675 2 56111309 T C 0.2306 3.5e‐10 0.989347 rs59985551 EFEMP1 Transcript INTRONIC intron RP11‐436D23.708 Transcript INTRONIC intron,nc 0 5 9.561 5 5

5 rs6723018 2 56067567 C T 0.1312 2.0e‐08 0.985078 rs76799392 Intergenic INTERGENIC intergenic RP11‐436D23.709 Transcript INTRONIC intron,nc 0 5 9.120 6 2

5 rs11125602 2 56039314 T A 0.2038 2.0e‐06 0.840239 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.710 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 9.111 7 5

5 rs7590753 2 55996131 G C 0.2127 2.8e‐06 0.693361 rs59985551 RegulatoryFeature REGULATORY regulatory RP11‐436D23.711 Transcript INTRONIC intron,nc 0 5 8.944 7 5

5 rs12464737 2 56029838 T G 0.2028 1.8e‐06 0.824722 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.712 Transcript INTRONIC intron,nc 1 RPS27A 3.08364e‐05 0.0081485 RPS27A 3.08364e‐05 0.0081485 5 8.940 6 5

5 rs10192259 2 56200747 T C 0.3956 1.6e‐06 0.839398 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.713 Transcript INTRONIC intron,nc 0 5 8.758 6 5

5 rs1583266 2 56201470 A C 0.3956 1.1e‐06 0.839398 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.714 Transcript INTRONIC intron,nc 0 5 7.758 5 5

5 2:56180552_CT_C 2 56180552 C CT 0.3479 3.6e‐06 0.688712 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.715 Transcript INTRONIC intron,nc 0 5 7.319 NA 1

5 rs7426380 2 56095010 G A 0.4632 8.3e‐06 0.73564 rs11125608 EFEMP1 Transcript INTRONIC intron RP11‐436D23.716 Transcript INTRONIC intron,nc 0 5 7.158 3a 4

5 rs1985163 2 56030504 G A 0.2028 1.8e‐06 0.835526 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.717 Transcript INTRONIC intron,nc 1 RPS27A 1.32987e‐05 0.0081485 RPS27A 1.32987e‐05 0.0081485 5 7.105 6 5

5 rs724539 2 56191777 C G 0.3936 9.4e‐07 0.854927 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.718 Transcript INTRONIC intron,nc 0 5 6.952 5 5

5 rs753446737 2 56115469 C CTT 0.2425 8.1e‐08 0.725164 rs59985551 EFEMP1 Transcript INTRONIC intron,feature_truncation RP11‐436D23.719 Transcript INTRONIC intron,nc 0 5 6.888 NA 5

5 rs11899380 2 56079609 A G 0.1233 4.6e‐19 1 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.720 Transcript INTRONIC intron,nc 0 5 6.874 7 5

5 rs11125608 2 56095104 G T 0.3917 8.9e‐10 1 rs11125608 EFEMP1 Transcript INTRONIC intron RP11‐436D23.721 Transcript INTRONIC intron,nc 0 5 6.808 4 4

5 2:56027377_TATA_T 2 56027377 T TATA 0.3579 5.2e‐06 0.774522 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.722 Transcript INTRONIC intron,nc 0 5 6.783 NA 14

5 rs7561395 2 56187385 A T 0.3459 2.4e‐06 0.6802 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.723 Transcript INTRONIC intron,nc 0 5 6.731 4 5

5 rs6545521 2 56027225 G T 0.3588 2.5e‐06 0.770217 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.724 Transcript INTRONIC intron,nc 0 5 6.555 7 14

5 rs376096585 2 56094578 CT C 0.2167 9.0e‐11 0.851286 rs59985551 EFEMP1 Transcript INTRONIC intron,feature_elongation RP11‐436D23.725 Transcript INTRONIC intron,nc 0 5 6.482 NA 4



5 rs74938797 2 56189500 T C 0.3708 2.7e‐06 0.758918 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.726 Transcript INTRONIC intron,nc 0 5 6.319 7 5

5 rs1897478 2 56201773 T C 0.3956 2.0e‐06 0.839398 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.727 Transcript INTRONIC intron,nc 0 5 6.165 7 5

5 rs7561417 2 56187437 G T 0.3459 2.5e‐06 0.6802 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.728 Transcript INTRONIC intron,nc 0 5 5.972 7 5

5 2:56027013_CAAAACA_ 2 56027013 C CAAAACA 0.3588 3.7e‐06 0.762251 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.729 Transcript INTRONIC intron,nc 0 5 5.763 NA 14

5 rs1946545 2 56036435 G A 0.2078 2.0e‐06 0.818389 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.730 Transcript INTRONIC intron,nc 1 RPS27A 1.06267e‐05 0.0081485 RPS27A 1.06267e‐05 0.0081485 5 5.110 7 5

5 rs62167688 2 56009382 A C 0.2127 3.7e‐06 0.693361 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.731 Transcript INTRONIC intron,nc 0 5 5.100 7 2

5 rs4233964 2 56135497 C T 0.1083 3.7e‐06 0.720693 2:56116193_TTGATTCTTGEFEMP1 Transcript INTRONIC intron RP11‐436D23.732 Transcript INTRONIC intron,nc 0 5 4.926 7 4

5 rs1897112 2 56115468 C A 0.2127 2.7e‐09 0.787917 rs59985551 EFEMP1 Transcript INTRONIC intron RP11‐436D23.733 Transcript INTRONIC intron,nc 0 5 4.746 3a 5

5 rs60822466 2 56025773 T C 0.2087 2.2e‐06 0.792733 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.734 Transcript INTRONIC intron,nc 1 RPS27A 1.32081e‐05 0.0081485 RPS27A 1.32081e‐05 0.0081485 5 4.740 7 14

5 rs2009262 2 56012214 C T 0.2107 5.2e‐07 0.821898 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.735 Transcript INTRONIC intron,nc 0 5 4.504 7 5

5 rs3972318 2 56191202 G A 0.3499 3.6e‐06 0.696582 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.736 Transcript INTRONIC intron,nc 0 5 4.465 6 5

5 2:56042850_TTGAAA_T 2 56042850 T TTGAAA 0.2028 2.9e‐07 0.835526 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.737 Transcript INTRONIC intron,nc 0 5 4.448 NA 5

5 rs17278665 2 56095994 G C 0.1759 1.4e‐15 0.643053 rs1802575 EFEMP1 Transcript INTRONIC intron RP11‐436D23.738 Transcript INTRONIC intron,nc 0 5 4.422 6 4

5 rs17369434 2 56004396 G A 0.07256 8.4e‐11 1 rs17369379 Intergenic INTERGENIC intergenic RP11‐436D23.739 Transcript INTRONIC intron,nc 0 5 4.382 5 5

5 rs76032374 2 56058356 G A 0.1243 1.6e‐17 0.935609 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.740 Transcript INTRONIC intron,nc 0 5 4.336 6 5

5 rs732132 2 56011881 T C 0.2773 5.2e‐08 0.601224 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.741 Transcript INTRONIC intron,nc 0 5 4.271 6 5

5 rs6714513 2 56035076 C T 0.3817 5.6e‐06 0.905297 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.742 Transcript INTRONIC intron,nc 0 5 4.264 7 5

5 rs144792259 2 56061945 T C 0.1292 6.3e‐09 1 rs76799392 Intergenic INTERGENIC intergenic RP11‐436D23.743 Transcript INTRONIC intron,nc 0 5 4.221 7 5

5 rs4671260 2 56026374 C T 0.3579 2.8e‐06 0.766554 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.744 Transcript INTRONIC intron,nc 0 5 4.168 6 14

5 rs12472832 2 56200573 A G 0.3956 1.7e‐06 0.839398 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.745 Transcript INTRONIC intron,nc 0 5 4.124 7 5

5 rs1432561 2 56188648 T G 0.3459 2.9e‐06 0.67907 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.746 Transcript INTRONIC intron,nc 0 5 4.044 NA 5

5 rs113192127 2 55998449 CCA C 0.2296 5.5e‐09 1 rs113192127 Intergenic INTERGENIC intergenic RP11‐436D23.747 Transcript INTRONIC intron,nc 0 5 4.031 NA 5

5 rs4347871 2 56058765 A C 0.2038 8.6e‐07 0.839882 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.748 Transcript INTRONIC intron,nc 1 RPS27A 2.46649e‐05 0.0081485 RPS27A 2.46649e‐05 0.0081485 5 4.018 7 5

5 rs62167689 2 56009480 T A 0.2127 1.6e‐06 0.693361 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.749 Transcript INTRONIC intron,nc 0 5 3.943 6 5

5 rs724540 2 56191794 G A 0.3936 9.5e‐07 0.854927 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.750 Transcript INTRONIC intron,nc 0 5 3.695 5 5

5 rs6712017 2 56029444 C T 0.3539 2.9e‐06 0.79089 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.751 Transcript INTRONIC intron,nc 0 5 3.650 5 7

5 rs1432560 2 56188956 T G 0.3489 2.6e‐06 0.687082 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.752 Transcript INTRONIC intron,nc 0 5 3.642 NA 5

5 rs2052933 2 56028107 G T 0.3588 2.7e‐06 0.770217 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.753 Transcript INTRONIC intron,nc 0 5 3.527 3a 2

5 rs34552760 2 56189503 G A 0.3708 1.2e‐06 0.758918 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.754 Transcript INTRONIC intron,nc 0 5 3.525 6 5

5 rs6733889 2 56199062 C T 0.3767 1.2e‐06 0.789972 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.755 Transcript INTRONIC intron,nc 0 5 3.391 7 5

5 rs6757057 2 56035338 A G 0.3569 4.0e‐06 0.793695 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.756 Transcript INTRONIC intron,nc 0 5 3.063 5 5

5 rs9752731 2 56016598 C T 0.3598 4.3e‐06 0.773895 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.757 Transcript INTRONIC intron,nc 0 5 2.929 6 14

5 rs4635565 2 56200365 A C 0.3946 1.6e‐06 0.843842 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.758 Transcript INTRONIC intron,nc 0 5 2.833 6 5

5 rs1465685 2 56186471 A G 0.3658 2.5e‐06 0.736345 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.759 Transcript INTRONIC intron,nc 0 5 2.825 NA 5

5 rs112485479 2 56059103 T C 0.2038 6.7e‐07 0.839882 rs59985551 RegulatoryFeature REGULATORY regulatory RP11‐436D23.760 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 2.785 7 5

5 rs58027672 2 56028127 T C 0.2107 2.2e‐06 0.782103 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.761 Transcript INTRONIC intron,nc 1 RPS27A 1.73563e‐05 0.0081485 RPS27A 1.73563e‐05 0.0081485 5 2.749 4 2

5 rs4991004 2 55994682 G C 0.1093 2.0e‐13 0.910513 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.762 Transcript INTRONIC intron,nc 0 5 2.506 5 4

5 rs78857879 2 56135099 A G 0.08151 2.5e‐10 0.961129 2:56116193_TTGATTCTTGEFEMP1 Transcript INTRONIC intron RP11‐436D23.763 Transcript INTRONIC intron,nc 0 5 2.503 3a 4

5 rs17047234 2 56013061 C A 0.2286 2.1e‐08 0.725268 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.764 Transcript INTRONIC intron,nc 1 RPS27A 3.67936e‐05 0.0081485 RPS27A 3.67936e‐05 0.0081485 5 2.437 6 5

5 rs10189592 2 56023960 G A 0.3588 2.9e‐06 0.778183 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.765 Transcript INTRONIC intron,nc 0 5 2.426 6 9

5 rs17369379 2 55992212 T C 0.07256 8.2e‐11 1 rs17369379 Intergenic INTERGENIC intergenic RP11‐436D23.766 Transcript INTRONIC intron,nc 0 5 2.396 7 5

5 rs10187329 2 56061813 C T 0.06561 1.1e‐10 1 rs10187329 Intergenic INTERGENIC intergenic RP11‐436D23.767 Transcript INTRONIC intron,nc 0 5 2.391 7 5

5 rs181661155 2 56089108 A G 0.1274 6.4e‐19 1 rs1802575 RegulatoryFeature REGULATORY regulatory RP11‐436D23.768 Transcript INTRONIC intron,nc 0 5 2.365 3a 2

5 rs201407787 2 56071109 T C 0.1233 1.3e‐17 0.943901 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.769 Transcript INTRONIC intron,nc 0 5 2.335 6 2

5 rs1346790 2 56091871 T C 0.3787 1.0e‐06 0.941333 rs11125608 EFEMP1 Intergenic DOWNSTREAM downstream RP11‐436D23.770 Transcript INTRONIC intron,nc 0 5 2.315 NA 4

5 rs2868984 2 56191369 A G 0.3936 1.2e‐06 0.854927 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.771 Transcript INTRONIC intron,nc 0 5 2.191 7 5

5 rs4672080 2 56188553 G T 0.3489 3.3e‐06 0.687082 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.772 Transcript INTRONIC intron,nc 0 5 2.188 4 5

5 rs76799392 2 56067238 A G 0.1292 6.3e‐09 1 rs76799392 Intergenic INTERGENIC intergenic RP11‐436D23.773 Transcript INTRONIC intron,nc 0 5 2.113 5 2

5 rs80172616 2 56189501 G A 0.3708 1.9e‐06 0.758918 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.774 Transcript INTRONIC intron,nc 0 5 2.110 6 5

5 rs11893573 2 56007034 C T 0.2058 3.6e‐06 0.728776 rs59985551 RegulatoryFeature REGULATORY regulatory RP11‐436D23.775 Transcript INTRONIC intron,nc 0 5 2.101 4 1

5 rs7560657 2 56032652 T C 0.2078 2.7e‐06 0.818389 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.776 Transcript INTRONIC intron,nc 1 RPS27A 1.06267e‐05 0.0081485 RPS27A 1.06267e‐05 0.0081485 5 2.086 7 2

5 rs57599458 2 56027098 T C 0.3579 3.0e‐06 0.774522 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.777 Transcript INTRONIC intron,nc 0 5 2.083 7 14

5 rs13395798 2 56007636 T C 0.1193 7.0e‐10 1 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.778 Transcript INTRONIC intron,nc 0 5 1.980 7 2

5 rs6724369 2 56034573 T A 0.2078 2.4e‐06 0.818389 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.779 Transcript INTRONIC intron,nc 1 RPS27A 1.06267e‐05 0.0081485 RPS27A 1.06267e‐05 0.0081485 5 1.954 7 5

5 rs10496052 2 56010473 C T 0.2127 3.6e‐07 0.811677 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.780 Transcript INTRONIC intron,nc 0 5 1.940 NA 5

5 rs10185077 2 56198112 T G 0.3808 1.0e‐06 0.847412 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.781 Transcript INTRONIC intron,nc 0 5 1.901 NA 5

5 rs1346789 2 56092052 C T 0.2048 4.2e‐07 0.855185 rs59985551 RegulatoryFeature REGULATORY regulatory RP11‐436D23.782 Transcript INTRONIC intron,nc 0 5 1.881 NA 5

5 rs1430189 2 56031285 A G 0.3549 4.2e‐06 0.786486 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.783 Transcript INTRONIC intron,nc 0 5 1.878 1f 5

5 rs10167227 2 56004781 T C 0.1093 1.5e‐13 0.910513 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.784 Transcript INTRONIC intron,nc 0 5 1.862 6 5

5 rs1430190 2 56031305 G C 0.2753 1.1e‐07 0.604007 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.785 Transcript INTRONIC intron,nc 0 5 1.842 5 5

5 2:56093204:C:G rs1802575 2 56093204 C G 0.1233 3.7e‐19 1 rs1802575 EFEMP1 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.786 Transcript INTRONIC intron,nc 0 5 1.823 6 4

5 2:56127099_AT_A 2 56127099 A AT 0.0825 4.2e‐11 0.974025 2:56116193_TTGATTCTTGEFEMP1 Transcript INTRONIC intron,feature_truncation RP11‐436D23.787 Transcript INTRONIC intron,nc 0 5 1.812 NA 4

5 rs4146921 2 56067484 G C 0.2038 6.2e‐07 0.839882 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.788 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 1.635 7 2

5 rs4453721 2 56200190 A G 0.3678 3.6e‐06 0.74259 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.789 Transcript INTRONIC intron,nc 0 5 1.635 7 5

5 rs13429677 2 55997548 G C 0.1093 1.2e‐13 0.910513 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.790 Transcript INTRONIC intron,nc 0 5 1.554 7 5

5 rs1346794 2 55994276 G C 0.2127 1.4e‐06 0.693361 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.791 Transcript INTRONIC intron,nc 0 5 1.553 5 4

5 rs6733881 2 56199047 C T 0.3767 1.4e‐06 0.789972 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.792 Transcript INTRONIC intron,nc 0 5 1.521 6 5

5 rs112020375 2 56027177 TAA T 0.3847 6.2e‐06 0.877571 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.793 Transcript INTRONIC intron,nc 0 5 1.473 NA 14

5 rs146607714 2 56021134 G A 0.2087 1.3e‐06 0.812933 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.794 Transcript INTRONIC intron,nc 1 RPS27A 3.57458e‐05 0.0081485 RPS27A 3.57458e‐05 0.0081485 5 1.438 6 9

5 rs7602099 2 56020223 G T 0.3847 5.7e‐06 0.885579 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.795 Transcript INTRONIC intron,nc 0 5 1.361 7 9

5 rs6545519 2 56024634 T C 0.3579 3.1e‐06 0.774522 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.796 Transcript INTRONIC intron,nc 0 5 1.275 6 9

5 rs6734652 2 56024899 A G 0.3857 5.9e‐06 0.889553 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.797 Transcript INTRONIC intron,nc 0 5 1.258 6 9

5 rs6721145 2 56183542 G A 0.3996 5.2e‐08 0.8188 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.798 Transcript INTRONIC intron,nc 0 5 1.201 7 5

5 rs74735775 2 56226442 A G 0.04573 3.4e‐10 1 rs74735775 AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.799 Transcript INTRONIC intron,nc 0 5 1.129 5 5

5 rs7601401 2 56004592 T C 0.2177 9.6e‐06 0.673415 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.800 Transcript INTRONIC intron,nc 0 5 1.118 7 5

5 rs1985162 2 56030445 A C 0.2744 7.2e‐08 0.607451 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.801 Transcript INTRONIC intron,nc 0 5 1.114 6 5

5 rs6545518 2 56024486 T C 0.3598 2.8e‐06 0.773895 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.802 Transcript INTRONIC intron,nc 0 5 1.109 6 9

5 rs11899888 2 56102744 G A 0.167 1.4e‐16 0.674602 rs1802575 EFEMP1 Transcript INTRONIC intron RP11‐436D23.803 Transcript INTRONIC intron,nc 0 5 1.034 2b 4

5 rs12052960 2 56016361 T C 0.3598 4.3e‐06 0.773895 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.804 Transcript INTRONIC intron,nc 0 5 1.005 7 14

5 rs144463004 2 56021133 T C 0.2078 1.2e‐06 0.818389 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.805 Transcript INTRONIC intron,nc 1 RPS27A 3.57458e‐05 0.0081485 RPS27A 3.57458e‐05 0.0081485 5 1.001 6 9

5 rs55805406 2 56199556 G A 0.3936 1.9e‐06 0.847689 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.806 Transcript INTRONIC intron,nc 0 5 0.994 7 5

5 rs10207635 2 56040035 T A 0.1243 8.9e‐18 0.935609 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.807 Transcript INTRONIC intron,nc 0 5 0.974 6 5

5 rs77310760 2 56178040 G C 0.05169 3.7e‐09 0.887464 rs74735775 RN7SKP208 Intergenic DOWNSTREAM downstream RP11‐436D23.808 Transcript INTRONIC intron,nc 0 5 0.972 7 5

5 rs62164463 2 56046214 G A 0.2038 2.0e‐06 0.840239 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.809 Transcript INTRONIC intron,nc 0 5 0.964 7 5

5 rs10199082 2 56040099 C T 0.1243 1.3e‐17 0.935609 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.810 Transcript INTRONIC intron,nc 0 5 0.900 7 5

5 rs10174335 2 56024096 T A 0.3588 3.0e‐06 0.778183 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.811 Transcript INTRONIC intron,nc 0 5 0.869 6 9

5 rs10496053 2 56010255 C T 0.08847 8.0e‐08 0.734053 rs17369379 Intergenic INTERGENIC intergenic RP11‐436D23.812 Transcript INTRONIC intron,nc 0 5 0.853 NA 5

5 rs2278366 2 56194133 G T 0.3499 4.6e‐06 0.696582 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.813 Transcript INTRONIC intron,nc 0 5 0.852 6 5

5 rs11888023 2 56006985 C G 0.1093 1.7e‐13 0.910513 rs13395798 RegulatoryFeature REGULATORY regulatory RP11‐436D23.814 Transcript INTRONIC intron,nc 0 5 0.838 2b 2

5 2:56072695_AT_A 2 56072695 A AT 0.4493 9.0e‐13 1 2:56072695_AT_A Intergenic INTERGENIC intergenic RP11‐436D23.815 Transcript INTRONIC intron,nc 0 5 0.836 NA 5

5 rs12053302 2 56016275 C T 0.2078 2.1e‐06 0.807604 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.816 Transcript INTRONIC intron,nc 0 5 0.831 6 14

5 rs1367225 2 56032552 C T 0.2763 5.5e‐08 0.602588 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.817 Transcript INTRONIC intron,nc 0 5 0.786 7 2

5 rs62167713 2 56028084 T C 0.2068 2.1e‐06 0.802897 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.818 Transcript INTRONIC intron,nc 1 RPS27A 3.57458e‐05 0.0081485 RPS27A 3.57458e‐05 0.0081485 5 0.763 5 2

5 rs10496051 2 56034335 A C 0.2028 1.9e‐06 0.835147 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.819 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 0.748 NA 5

5 rs11694967 2 55992140 C G 0.1083 1.4e‐13 0.883851 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.820 Transcript INTRONIC intron,nc 0 5 0.727 7 5

5 rs6704991 2 56179759 C A 0.3489 1.7e‐06 0.693161 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.821 Transcript INTRONIC intron,nc 0 5 0.696 3a 1

5 2:55989737_CCCTTTCTT 2 55989737 C CCCTTTCTT 0.2058 1.1e‐06 0.719114 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.822 Transcript INTRONIC intron,nc 0 5 0.675 NA 5

5 rs75439645 2 56048944 A G 0.1233 6.0e‐18 0.925561 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.823 Transcript INTRONIC intron,nc 0 5 0.668 7 5

5 rs1583267 2 56201626 A G 0.3956 1.8e‐06 0.839398 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc RP11‐436D23.824 Transcript INTRONIC intron,nc 0 5 0.663 7 5

5 rs13384182 2 55994057 T G 0.1083 1.1e‐13 0.883851 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.825 Transcript INTRONIC intron,nc 0 5 0.637 6 4

5 rs146896516 2 56152750 A C 0.09245 7.6e‐10 0.765694 2:56116193_TTGATTCTTGEFEMP1 Intergenic UPSTREAM upstream RP11‐436D23.826 Transcript INTRONIC intron,nc 0 5 0.561 6 5

5 rs62167711 2 56024665 A G 0.2068 1.5e‐06 0.813099 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.827 Transcript INTRONIC intron,nc 1 RPS27A 3.57458e‐05 0.0081485 RPS27A 3.57458e‐05 0.0081485 5 0.525 6 9

5 rs13404167 2 55997576 G A 0.1083 1.2e‐13 0.901639 rs13395798 Intergenic INTERGENIC intergenic RP11‐436D23.828 Transcript INTRONIC intron,nc 0 5 0.519 6 5

5 rs11125611 2 56173907 T A 0.3658 1.9e‐06 0.735356 2:56191019_TA_T RN7SKP208 Intergenic DOWNSTREAM downstream RP11‐436D23.829 Transcript INTRONIC intron,nc 0 5 0.487 7 5

5 rs9309272 2 56095366 T G 0.1233 6.4e‐19 1 rs1802575 EFEMP1 Transcript INTRONIC intron RP11‐436D23.830 Transcript INTRONIC intron,nc 0 5 0.474 5 4

5 rs1985160 2 56030431 T C 0.2744 6.6e‐08 0.607451 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.831 Transcript INTRONIC intron,nc 0 5 0.472 6 5

5 rs1430202 2 56072501 A G 0.2048 2.0e‐06 0.834174 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.832 Transcript INTRONIC intron,nc 1 RPS27A 1.76159e‐05 0.0081485 RPS27A 1.76159e‐05 0.0081485 5 0.470 7 5

5 rs144603191 2 56155370 A G 0.1054 1.6e‐07 0.65995 2:56116193_TTGATTCTTGEFEMP1 Intergenic UPSTREAM upstream RP11‐436D23.833 Transcript INTRONIC intron,nc 0 5 0.461 6 13

5 rs7588311 2 56020194 A G 0.2773 9.9e‐08 0.601224 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.834 Transcript INTRONIC intron,nc 0 5 0.429 6 15

5 rs17369648 2 56082575 T C 0.2406 1.2e‐06 0.675075 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.835 Transcript INTRONIC intron,nc 0 5 0.381 6 5

5 rs6753814 2 56034990 C G 0.3579 2.4e‐06 0.789344 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.836 Transcript INTRONIC intron,nc 0 5 0.360 6 5

5 rs41393947 2 56011517 A G 0.1312 6.7e‐14 0.825685 rs1802575 Intergenic INTERGENIC intergenic RP11‐436D23.837 Transcript INTRONIC intron,nc 0 5 0.317 NA 5

5 rs7560839 2 56025622 G A 0.3588 3.2e‐06 0.778183 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.838 Transcript INTRONIC intron,nc 0 5 0.292 7 14

5 rs5831384 2 56027771 GT G 0.3598 3.8e‐06 0.773895 rs11125608 Intergenic INTERGENIC intergenic RP11‐436D23.839 Transcript INTRONIC intron,nc 0 5 0.232 NA 7

5 rs150689998 2 56045307 T C 0.2038 2.1e‐06 0.840239 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.840 Transcript INTRONIC intron,nc 1 RPS27A 2.24491e‐05 0.0081485 RPS27A 2.24491e‐05 0.0081485 5 0.190 7 5

5 rs11400437 2 56157185 GT G 0.1083 1.9e‐07 0.608878 2:56116193_TTGATTCTTGGCCTCCCTCCC_T Intergenic INTERGENIC intergenic RP11‐436D23.841 Transcript INTRONIC intron,nc 0 5 0.166 NA 7

5 rs3217369 2 56194085 TGCAGTGACTG T 0.3499 3.2e‐06 0.696582 2:56191019_TA_T AC011306.2 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.842 Transcript INTRONIC intron,nc 0 5 0.120 NA 5

5 rs11125604 2 56042208 A G 0.2028 1.8e‐06 0.835526 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.843 Transcript INTRONIC intron,nc 0 5 0.117 6 5

5 rs6730839 2 56048107 C G 0.1869 1.6e‐07 0.732276 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.844 Transcript INTRONIC intron,nc 0 5 0.073 6 14

5 rs6545531 2 56183756 G C 0.3658 2.3e‐06 0.736345 2:56191019_TA_T RP11‐481J13.1 Transcript INTRONIC intron,nc RP11‐436D23.845 Transcript INTRONIC intron,nc 0 5 0.055 6 5

5 rs11125606 2 56076834 C T 0.2416 1.4e‐06 0.672468 rs59985551 Intergenic INTERGENIC intergenic RP11‐436D23.846 Transcript INTRONIC intron,nc 0 5 0.034 6 5



6 rs12288512 11 27747671 A G 0.1799 1.1e‐16 1 rs17309930 RP11‐587D21.4 Transcript INTRONIC intron,nc RP11‐436D23.847 Transcript INTRONIC intron,nc 0 6 19.83 5 13 top

6 11:27748493:A:C rs17309930 11 27748493 A C 0.1799 6.8e‐17 1 rs17309930 RP11‐587D21.4 Transcript INTRONIC intron,nc RP11‐436D23.848 Transcript INTRONIC intron,nc 0 6 18.82 5 13

6 rs12273363 11 27744859 C T 0.1799 1.2e‐16 1 rs17309930 RP11‐587D21.4 Transcript INTRONIC intron,nc RP11‐436D23.849 Transcript INTRONIC intron,nc 0 6 17.34 4 1

6 rs11030119 11 27728102 A G 0.2823 1.1e‐16 0.990895 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.850 Transcript INTRONIC intron,nc 0 6 16.17 4 5 top

6 rs12269837 11 27593570 G A 0.2058 6.1e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.851 Transcript INTRONIC intron,nc 0 6 15.87 6 5

6 rs56133711 11 27723334 A G 0.2296 8.7e‐15 0.754021 rs17309930 RP11‐587D21.4 Transcript INTRONIC intron,nc RP11‐436D23.852 Transcript INTRONIC intron,nc 0 6 15.30 2b 1

6 rs1519480 11 27675712 T C 0.2952 1.3e‐12 0.866012 rs962369 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.853 Transcript INTRONIC intron,nc 0 6 14.71 4 4

6 rs1013402 11 27712381 G A 0.2903 9.3e‐15 0.956415 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.854 Transcript INTRONIC intron,nc 0 6 14.17 NA 4

6 rs35177044 11 27477864 AAC A 0.2316 8.4e‐07 0.83884 rs35288664 LGR4 Transcript INTRONIC intron,feature_elongation RP11‐436D23.855 Transcript INTRONIC intron,nc 0 6 12.28 NA 1

6 rs7127239 11 27547379 C A 0.2038 2.7e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.856 Transcript INTRONIC intron,nc 0 6 11.63 5 5

6 rs11030102 11 27681596 G C 0.2336 2.4e‐14 0.738887 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.857 Transcript INTRONIC intron,nc 0 6 11.41 7 4

6 rs61888800 11 27722278 T G 0.2286 7.6e‐15 0.748074 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.858 Transcript INTRONIC intron,nc 0 6 10.73 2b 1

6 rs35288664 11 27595442 TA T 0.2207 1.1e‐08 1 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.859 Transcript INTRONIC intron,nc 0 6 10.31 NA 5

6 rs7944119 11 27722298 T G 0.2873 5.2e‐15 0.95139 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.860 Transcript INTRONIC intron,nc 0 6 9.509 4 1

6 rs925946 11 27667202 G T 0.2853 4.0e‐14 0.906267 rs962369 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.861 Transcript INTRONIC intron,nc 0 6 8.645 3a 1

6 rs11500197 11 27707409 A G 0.2286 9.5e‐15 0.738342 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.862 Transcript INTRONIC intron,nc 0 6 8.032 7 5

6 11:27579379_TA_T 11 27579379 T TA 0.2058 7.1e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.863 Transcript INTRONIC intron,nc 0 6 7.745 NA 5

6 rs4517468 11 27688286 T A 0.3032 1.7e‐13 0.90496 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.864 Transcript INTRONIC intron,nc 0 6 7.039 7 5

6 rs10767647 11 27567392 A G 0.2078 2.5e‐07 0.90286 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.865 Transcript INTRONIC intron,nc 0 6 6.479 5 5

6 rs2353487 11 27690399 T C 0.3032 1.2e‐13 0.90496 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.866 Transcript INTRONIC intron,nc 0 6 6.355 7 5

6 rs10835211 11 27701365 A G 0.2276 9.1e‐15 0.742163 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.867 Transcript INTRONIC intron,nc 0 6 6.312 5 4

6 rs11030067 11 27620932 T C 0.2058 7.7e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.868 Transcript INTRONIC intron,nc 0 6 6.306 4 5

6 rs12419462 11 27623309 A G 0.2058 5.2e‐08 0.903422 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.869 Transcript INTRONIC intron,nc 0 6 6.248 6 5

6 rs11030088 11 27646247 A G 0.2266 3.5e‐13 0.726938 11:27670231_CT_C BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.870 Transcript INTRONIC intron,nc 0 6 5.972 5 4

6 rs4923454 11 27594129 G A 0.2058 6.0e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.871 Transcript INTRONIC intron,nc 0 6 5.688 7 5

6 11:27670231_CT_C 11 27670231 C CT 0.2813 4.2e‐13 1 11:27670231_CT_C BDNF‐AS Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.872 Transcript INTRONIC intron,nc 0 6 4.974 NA 5

6 11:27607724_CT_C 11 27607724 C CT 0.2734 3.8e‐07 0.736639 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.873 Transcript INTRONIC intron,nc 0 6 4.791 NA 5

6 11:27716133_CT_C 11 27716133 C CT 0.2614 8.2e‐10 1 11:27716133_CT_C BDNF Transcript INTRONIC intron,feature_truncation RP11‐436D23.874 Transcript INTRONIC intron,nc 0 6 4.544 NA 2

6 rs6484306 11 27517670 C T 0.2197 4.0e‐06 0.873404 rs35288664 LIN7C Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.875 Transcript INTRONIC intron,nc 0 6 4.097 6 4

6 rs1038659 11 27549330 G T 0.2286 9.4e‐07 0.929209 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.876 Transcript INTRONIC intron,nc 0 6 3.972 7 5

6 rs1131924 11 27516789 T C 0.2157 1.7e‐07 0.830863 rs35288664 LIN7C Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.877 Transcript INTRONIC intron,nc 0 6 3.699 NA 4

6 rs10767646 11 27559744 C T 0.2187 6.7e‐08 0.989661 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.878 Transcript INTRONIC intron,nc 0 6 3.464 7 5

6 rs11030075 11 27627296 G C 0.2197 1.2e‐08 0.984392 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.879 Transcript INTRONIC intron,nc 0 6 3.359 7 5

6 rs6484308 11 27521802 G T 0.2038 2.9e‐07 0.904044 rs35288664 LIN7C Transcript INTRONIC intron RP11‐436D23.880 Transcript INTRONIC intron,nc 0 6 3.356 6 4

6 11:27683544_CTTGTT_C 11 27683544 C CTTGTT 0.3042 6.6e‐13 0.901713 rs962369 BDNF Transcript INTRONIC intron,feature_truncation RP11‐436D23.881 Transcript INTRONIC intron,nc 0 6 3.290 NA 4

6 rs10767658 11 27672252 G C 0.2853 4.5e‐14 0.906267 rs962369 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.882 Transcript INTRONIC intron,nc 0 6 3.172 7 5

6 rs17309874 11 27667236 A G 0.2346 2.9e‐13 0.712727 11:27670231_CT_C BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.883 Transcript INTRONIC intron,nc 0 6 3.127 5 1

6 rs12577586 11 27600435 C T 0.2197 2.4e‐08 0.994811 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.884 Transcript INTRONIC intron,nc 0 6 2.785 7 5

6 rs11030121 11 27736207 T C 0.2942 4.4e‐15 0.948191 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.885 Transcript INTRONIC intron,nc 0 6 2.698 6 5

6 rs6484311 11 27531764 A G 0.2038 3.5e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.886 Transcript INTRONIC intron,nc 0 6 2.679 4 5

6 rs10734393 11 27557090 G A 0.2276 4.5e‐07 0.944135 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.887 Transcript INTRONIC intron,nc 0 6 2.634 7 5

6 rs7125904 11 27543003 G T 0.2038 2.7e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.888 Transcript INTRONIC intron,nc 0 6 2.383 6 5

6 rs10835201 11 27618265 G A 0.2197 1.9e‐08 0.994811 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.889 Transcript INTRONIC intron,nc 0 6 2.329 5 4

6 rs7127507 11 27714884 C T 0.3002 2.5e‐13 0.916906 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.890 Transcript INTRONIC intron,nc 0 6 2.324 6 3

6 rs7481311 11 27583129 C T 0.2058 8.6e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.891 Transcript INTRONIC intron,nc 0 6 2.182 7 5

6 rs12786130 11 27505954 T C 0.2167 5.4e‐07 0.798082 rs35288664 RP11‐159H22.1 Intergenic DOWNSTREAM downstream RP11‐436D23.892 Transcript INTRONIC intron,nc 0 6 2.173 7 5

6 rs11030105 11 27690566 G T 0.2346 1.7e‐14 0.737467 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.893 Transcript INTRONIC intron,nc 0 6 2.172 7 5

6 rs12361806 11 27619569 A G 0.2058 7.8e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.894 Transcript INTRONIC intron,nc 0 6 2.009 6 5

6 rs73430670 11 27615630 G A 0.2296 2.0e‐07 0.944813 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.895 Transcript INTRONIC intron,nc 0 6 1.998 5 5

6 rs10835197 11 27607543 T C 0.2058 9.0e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.896 Transcript INTRONIC intron,nc 0 6 1.970 6 5

6 rs7107410 11 27551388 C T 0.2028 2.3e‐07 0.899201 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.897 Transcript INTRONIC intron,nc 0 6 1.935 6 5

6 rs112842656 11 27691085 C T 0.3091 3.9e‐14 0.883157 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.898 Transcript INTRONIC intron,nc 0 6 1.873 6 5

6 rs11030107 11 27694835 G A 0.2346 2.4e‐14 0.737467 rs17309930 BDNF Transcript INTRONIC intron RP11‐436D23.899 Transcript INTRONIC intron,nc 0 6 1.828 2b 2

6 rs4922787 11 27507902 T G 0.2177 6.7e‐07 0.802857 rs35288664 RP11‐159H22.1 Intergenic DOWNSTREAM downstream RP11‐436D23.900 Transcript INTRONIC intron,nc 0 6 1.669 5 5

6 rs73430668 11 27613419 T C 0.2058 8.7e‐08 0.913798 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.901 Transcript INTRONIC intron,nc 0 6 1.650 7 5

6 rs6484314 11 27550199 G A 0.2038 2.6e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.902 Transcript INTRONIC intron,nc 0 6 1.586 6 5

6 rs1038660 11 27549392 C A 0.2038 2.6e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.903 Transcript INTRONIC intron,nc 0 6 1.583 6 5

6 rs10835190 11 27544647 T C 0.2286 9.5e‐07 0.929209 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.904 Transcript INTRONIC intron,nc 0 6 1.562 6 5

6 rs1352479 11 27593899 T A 0.2346 2.2e‐07 0.921577 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.905 Transcript INTRONIC intron,nc 0 6 1.558 5 5

6 rs10767657 11 27668794 C A 0.2853 4.1e‐14 0.906267 rs962369 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.906 Transcript INTRONIC intron,nc 0 6 1.480 7 5

6 rs962369 11 27734420 C T 0.2823 1.0e‐16 1 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.907 Transcript INTRONIC intron,nc 0 6 1.325 NA 5

6 11:27589814_CTT_C 11 27589814 C CTT 0.2316 3.7e‐07 0.785447 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.908 Transcript INTRONIC intron,nc 0 6 1.273 NA 5

6 rs11030112 11 27705188 A G 0.2873 2.2e‐15 0.943006 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.909 Transcript INTRONIC intron,nc 0 6 1.195 6 5

6 rs1873078 11 27548003 G C 0.2038 2.6e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.910 Transcript INTRONIC intron,nc 0 6 1.135 6 5

6 rs12787847 11 27506050 C T 0.2157 5.3e‐07 0.811861 rs35288664 RP11‐159H22.1 Intergenic DOWNSTREAM downstream RP11‐436D23.911 Transcript INTRONIC intron,nc 0 6 1.081 6 5

6 rs141078087 11 27631005 AT A 0.2058 2.7e‐08 0.903422 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.912 Transcript INTRONIC intron,nc 0 6 0.965 NA 5

6 rs4923451 11 27545230 T G 0.2286 1.0e‐06 0.929209 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.913 Transcript INTRONIC intron,nc 0 6 0.945 6 5

6 rs11030108 11 27695464 G A 0.2913 5.2e‐15 0.926441 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.914 Transcript INTRONIC intron,nc 0 6 0.934 6 2

6 rs2352802 11 27547826 A G 0.2038 2.8e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.915 Transcript INTRONIC intron,nc 0 6 0.904 5 5

6 rs151336878 11 27523164 TGAAGTTAAAATTTCT 0.2286 4.3e‐07 0.929209 rs35288664 LIN7C Transcript INTRONIC intron,feature_elongation RP11‐436D23.916 Transcript INTRONIC intron,nc 0 6 0.852 NA 4

6 rs1808124 11 27686904 C T 0.3022 1.7e‐13 0.908921 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.917 Transcript INTRONIC intron,nc 0 6 0.821 6 2

6 rs12292980 11 27734349 A G 0.2942 4.2e‐15 0.948191 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.918 Transcript INTRONIC intron,nc 0 6 0.784 6 5

6 rs12790913 11 27511998 G A 0.2157 5.3e‐07 0.8216 rs35288664 LIN7C Intergenic DOWNSTREAM downstream RP11‐436D23.919 Transcript INTRONIC intron,nc 0 6 0.661 6 4

6 rs11030034 11 27516785 G C 0.2207 4.1e‐08 0.807712 rs35288664 LIN7C Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.920 Transcript INTRONIC intron,nc 0 6 0.551 6 4

6 rs562883881 11 27609011 AT A 0.2336 5.0e‐07 0.853014 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.921 Transcript INTRONIC intron,nc 0 6 0.538 NA 5

6 rs10767645 11 27544739 G T 0.2038 2.8e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.922 Transcript INTRONIC intron,nc 0 6 0.306 6 5

6 rs4923450 11 27538024 T C 0.2286 9.4e‐07 0.929209 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.923 Transcript INTRONIC intron,nc 0 6 0.229 6 5

6 rs1401635 11 27693991 G C 0.2913 2.5e‐15 0.926441 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.924 Transcript INTRONIC intron,nc 0 6 0.180 7 4

6 rs10767659 11 27686196 T G 0.3032 1.5e‐13 0.90496 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.925 Transcript INTRONIC intron,nc 0 6 0.118 6 5

6 rs7124442 11 27677041 T C 0.2932 1.8e‐12 0.874181 rs962369 BDNF Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.926 Transcript INTRONIC intron,nc 0 6 0.069 7 4

6 rs61888762 11 27709630 G C 0.2913 4.2e‐15 0.952529 rs962369 BDNF Transcript INTRONIC intron RP11‐436D23.927 Transcript INTRONIC intron,nc 0 6 0.056 3a 2

6 rs4409780 11 27532234 C T 0.2038 3.1e‐07 0.904044 rs35288664 BDNF‐AS Transcript INTRONIC intron,nc RP11‐436D23.928 Transcript INTRONIC intron,nc 0 6 0.019 2b 5

6 11:27679010_GT_G 11 27679010 G GT 0.3032 2.5e‐13 0.90496 rs962369 BDNF Transcript 3PRIME_UTR 3_prime_UTR,feature_truncation RP11‐436D23.929 Transcript INTRONIC intron,nc 0 6 0.002 NA 4

7 rs12976534 19 38743962 G A 0.495 2.3e‐16 0.995752 rs4802297 PPP1R14A Transcript INTRONIC intron RP11‐436D23.930 Transcript INTRONIC intron,nc 1 PPP1R14A 5.45618e‐39 4.70966e‐32 PPP1R14A 5.45618e‐39 4.70966e‐32 7 19.28 4 1 top

7 rs3786870 19 38755864 T C 0.2087 6.8e‐08 1 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.931 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 12.48 1f 1 top

7 rs58363960 19 38744385 A T 0.161 1.6e‐06 0.67434 rs7253245 PPP1R14A Transcript INTRONIC intron RP11‐436D23.932 Transcript INTRONIC intron,nc 1 PPP1R14A 1.2856e‐06 4.70966e‐32 PPP1R14A 1.2856e‐06 4.70966e‐32 7 9.685 4 1

7 rs12981216 19 38740925 T C 0.4543 1.1e‐13 0.809024 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.933 Transcript INTRONIC intron,nc 1 PPP1R14A 4.26742e‐27 4.70966e‐32 PPP1R14A 4.26742e‐27 4.70966e‐32 7 9.143 6 5

7 rs8100395 19 38747117 G A 0.4911 5.0e‐16 0.978996 rs4802297 PPP1R14A Transcript 5PRIME_UTR 5_prime_UTR RP11‐436D23.934 Transcript INTRONIC intron,nc 1 PPP1R14A 5.42678e‐38 4.70966e‐32 PPP1R14A 5.42678e‐38 4.70966e‐32 7 9.000 2b 1

7 rs7247241 19 38747272 C T 0.4911 5.2e‐16 0.978996 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.935 Transcript INTRONIC intron,nc 1 PPP1R14A 8.92068e‐38 4.70966e‐32 PPP1R14A 8.92068e‐38 4.70966e‐32 7 8.974 4 1

7 rs17526168 19 38755092 G C 0.2087 5.3e‐08 1 rs7253245 RegulatoryFeature REGULATORY regulatory RP11‐436D23.936 Transcript INTRONIC intron,nc 1 PPP1R14A 1.89477e‐07 4.70966e‐32 PPP1R14A 1.89477e‐07 4.70966e‐32 7 8.868 1b 1

7 rs4803934 19 38746567 G C 0.4901 4.8e‐16 0.974813 rs4802297 PPP1R14A Transcript INTRONIC intron RP11‐436D23.937 Transcript INTRONIC intron,nc 1 PPP1R14A 5.45618e‐39 4.70966e‐32 PPP1R14A 5.45618e‐39 4.70966e‐32 7 8.699 3a 1

7 rs17554839 19 38754988 A G 0.2087 5.2e‐08 1 rs7253245 RegulatoryFeature REGULATORY regulatory RP11‐436D23.938 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 8.548 4 1

7 rs2060243 19 38773966 G A 0.4185 1.0e‐07 0.930172 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.939 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 7.790 5 4

7 rs1046773 19 38755406 G C 0.2087 6.0e‐08 1 rs7253245 SPINT2 Transcript 5PRIME_UTR 5_prime_UTR RP11‐436D23.940 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 7.245 1f 1

7 19:38748684_CA_C 19 38748684 C CA 0.4493 9.2e‐12 0.665048 rs4802297 SPINT2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.941 Transcript INTRONIC intron,nc 0 7 6.554 NA 5

7 rs75320625 19 38752266 C A 0.161 1.3e‐06 0.684728 rs7253245 SPINT2 Intergenic UPSTREAM upstream RP11‐436D23.942 Transcript INTRONIC intron,nc 1 PPP1R14A 5.78824e‐06 4.70966e‐32 PPP1R14A 5.78824e‐06 4.70966e‐32 7 5.800 5 5

7 19:38735458_AAATC_A 19 38735458 A AAATC 0.16 1.9e‐06 0.668072 rs7253245 SPINT2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.943 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 5.739 NA 5

7 rs34582151 19 38750100 C G 0.4602 2.4e‐13 0.797486 rs4802297 PPP1R14A Intergenic UPSTREAM upstream RP11‐436D23.944 Transcript INTRONIC intron,nc 1 PPP1R14A 1.20754e‐25 4.70966e‐32 PPP1R14A 1.20754e‐25 4.70966e‐32 7 5.145 5 5

7 rs12610267 19 38744733 G A 0.493 3.9e‐16 0.987271 rs4802297 PPP1R14A Transcript INTRONIC intron RP11‐436D23.945 Transcript INTRONIC intron,nc 1 PPP1R14A 5.45618e‐39 4.70966e‐32 PPP1R14A 5.45618e‐39 4.70966e‐32 7 4.844 4 1

7 rs4802324 19 38785094 A C 0.3449 2.3e‐06 0.657928 rs36035956 CTB‐102L5.4 Transcript INTRONIC intron RP11‐436D23.946 Transcript INTRONIC intron,nc 1 PPP1R14A 2.5747e‐09 4.70966e‐32 C19orf33 1.22398e‐05 5.55572e‐09 7 4.353 5 4

7 rs74999202 19 38746037 C T 0.159 2.3e‐06 0.686594 rs7253245 PPP1R14A Transcript INTRONIC intron RP11‐436D23.947 Transcript INTRONIC intron,nc 1 PPP1R14A 9.12147e‐07 4.70966e‐32 PPP1R14A 9.12147e‐07 4.70966e‐32 7 4.270 4 1

7 rs12974417 19 38725859 C T 0.3907 1.8e‐06 0.784815 rs7253820 Intergenic INTERGENIC intergenic RP11‐436D23.948 Transcript INTRONIC intron,nc 1 PPP1R14A 8.74644e‐14 4.70966e‐32 PPP1R14A 8.74644e‐14 4.70966e‐32 7 4.185 5 5

7 rs1006140 19 38778915 G A 0.4205 1.2e‐07 0.929611 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.949 Transcript INTRONIC intron,nc 1 PPP1R14A 1.9185e‐13 4.70966e‐32 PPP1R14A 1.9185e‐13 4.70966e‐32 7 4.051 5 2

7 rs56219560 19 38757012 A C 0.2087 7.6e‐08 1 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.950 Transcript INTRONIC intron,nc 1 PPP1R14A 8.61099e‐07 4.70966e‐32 PPP1R14A 8.61099e‐07 4.70966e‐32 7 3.992 3a 1

7 rs7249688 19 38753676 C A 0.2117 4.1e‐08 0.980739 rs7253245 RegulatoryFeature REGULATORY regulatory RP11‐436D23.951 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 3.982 4 5

7 rs1036233 19 38728214 G A 0.3708 9.8e‐06 0.654653 rs7253820 Intergenic INTERGENIC intergenic RP11‐436D23.952 Transcript INTRONIC intron,nc 0 7 3.870 6 5

7 rs8101725 19 38765072 T C 0.4175 9.9e‐08 0.934295 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.953 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 3.513 7 2

7 rs3786878 19 38761733 T C 0.4155 9.5e‐08 0.926919 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.954 Transcript INTRONIC intron,nc 1 PPP1R14A 6.08808e‐13 4.70966e‐32 PPP1R14A 6.08808e‐13 4.70966e‐32 7 3.429 3a 2

7 rs1821284 19 38783581 T C 0.3419 2.3e‐06 0.665672 rs36035956 CTB‐102L5.4 Transcript INTRONIC intron RP11‐436D23.955 Transcript INTRONIC intron,nc 1 PPP1R14A 1.03741e‐08 4.70966e‐32 C19orf33 4.4861e‐06 5.55572e‐09 7 3.198 5 4

7 rs3826896 19 38773522 C T 0.4185 9.9e‐08 0.930172 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.956 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 2.926 5 4

7 rs4803899 19 38727640 T A 0.4831 9.5e‐13 0.744194 rs7253820 Intergenic INTERGENIC intergenic RP11‐436D23.957 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68528e‐27 4.70966e‐32 PPP1R14A 1.68528e‐27 4.70966e‐32 7 2.885 1f 5

7 rs10048529 19 38763005 A G 0.4155 1.0e‐07 0.926919 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.958 Transcript INTRONIC intron,nc 1 PPP1R14A 6.33941e‐12 4.70966e‐32 PPP1R14A 6.33941e‐12 4.70966e‐32 7 2.732 6 2

7 rs12608697 19 38765660 A C 0.4165 1.1e‐07 0.930659 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.959 Transcript INTRONIC intron,nc 1 PPP1R14A 7.2328e‐12 4.70966e‐32 PPP1R14A 7.2328e‐12 4.70966e‐32 7 2.637 5 2

7 rs3222973 19 38759406 T C 0.4085 2.0e‐07 0.621673 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.960 Transcript INTRONIC intron,nc 0 7 2.411 NA 2

7 rs113417040 19 38737632 A G 0.159 1.8e‐06 0.674827 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.961 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 2.263 7 5

7 rs17554832 19 38754948 A G 0.2087 5.2e‐08 1 rs7253245 RegulatoryFeature REGULATORY regulatory RP11‐436D23.962 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 2.188 3a 1

7 rs8102454 19 38735480 A G 0.4553 1.7e‐13 0.804107 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.963 Transcript INTRONIC intron,nc 1 PPP1R14A 5.66011e‐27 4.70966e‐32 PPP1R14A 5.66011e‐27 4.70966e‐32 7 2.090 6 5

7 rs35478630 19 38815217 G A 0.2346 1.8e‐08 1 rs35478630 KCNK6 Transcript INTRONIC intron RP11‐436D23.964 Transcript INTRONIC intron,nc 0 7 2.047 4 4

7 rs62123482 19 38877997 T G 0.493 3.9e‐06 0.693384 rs36035956 GGN Transcript INTRONIC intron RP11‐436D23.965 Transcript INTRONIC intron,nc 1 PPP1R14A 5.33868e‐09 4.70966e‐32 PPP1R14A 5.33868e‐09 4.70966e‐32 7 1.963 4 1

7 rs7250689 19 38753625 C T 0.4871 7.3e‐16 0.962482 rs4802297 RegulatoryFeature REGULATORY regulatory RP11‐436D23.966 Transcript INTRONIC intron,nc 1 PPP1R14A 7.48834e‐36 4.70966e‐32 PPP1R14A 7.48834e‐36 4.70966e‐32 7 1.500 1f 5

7 rs8101185 19 38777147 C T 0.4344 7.1e‐09 0.991995 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.967 Transcript INTRONIC intron,nc 1 PPP1R14A 4.74736e‐15 4.70966e‐32 PPP1R14A 4.74736e‐15 4.70966e‐32 7 1.489 7 2



7 rs8100926 19 38777437 A G 0.4195 9.6e‐08 0.933829 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.968 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 1.471 6 4

7 rs73930559 19 38735586 A G 0.159 1.9e‐06 0.674827 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.969 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 1.423 5 5

7 rs7253245 19 38753786 T G 0.2087 3.8e‐08 1 rs7253245 RegulatoryFeature REGULATORY regulatory RP11‐436D23.970 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 1.146 1f 5

7 rs55978203 19 38757121 A C 0.2097 7.1e‐08 0.993463 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.971 Transcript INTRONIC intron,nc 1 PPP1R14A 1.68191e‐07 4.70966e‐32 PPP1R14A 1.68191e‐07 4.70966e‐32 7 1.119 5 1

7 rs58993215 19 38733453 A G 0.4871 1.6e‐06 0.640019 rs7253820 SPINT2 Intergenic UPSTREAM upstream RP11‐436D23.972 Transcript INTRONIC intron,nc 1 PPP1R14A 7.45053e‐13 4.70966e‐32 PPP1R14A 7.45053e‐13 4.70966e‐32 7 1.049 6 5

7 rs7253820 19 38726076 G A 0.4473 2.3e‐08 1 rs7253820 Intergenic INTERGENIC intergenic RP11‐436D23.973 Transcript INTRONIC intron,nc 1 PPP1R14A 6.87226e‐16 4.70966e‐32 PPP1R14A 6.87226e‐16 4.70966e‐32 7 0.939 5 5

7 rs11668070 19 38748913 A G 0.4911 5.9e‐16 0.970572 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.974 Transcript INTRONIC intron,nc 1 PPP1R14A 2.08636e‐36 4.70966e‐32 PPP1R14A 2.08636e‐36 4.70966e‐32 7 0.830 6 5

7 rs8102476 19 38735613 T C 0.4553 1.5e‐13 0.804107 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.975 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71245e‐27 4.70966e‐32 PPP1R14A 6.71245e‐27 4.70966e‐32 7 0.781 5 2

7 rs55997240 19 38743371 T C 0.16 1.8e‐06 0.679764 rs7253245 PPP1R14A Transcript INTRONIC intron RP11‐436D23.976 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 0.723 5 1

7 rs11083450 19 38754239 C T 0.4871 9.2e‐16 0.962482 rs4802297 SPINT2 Intergenic UPSTREAM upstream RP11‐436D23.977 Transcript INTRONIC intron,nc 1 PPP1R14A 1.18848e‐26 4.70966e‐32 PPP1R14A 1.18848e‐26 4.70966e‐32 7 0.706 5 1

7 rs2891600 19 38767110 C T 0.4175 1.1e‐07 0.934295 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.978 Transcript INTRONIC intron,nc 1 PPP1R14A 7.17338e‐13 4.70966e‐32 PPP1R14A 7.17338e‐13 4.70966e‐32 7 0.674 7 4

7 rs11667256 19 38735804 T A 0.495 3.9e‐16 0.995734 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.979 Transcript INTRONIC intron,nc 0 7 0.650 5 5

7 rs10652797 19 38747449 ATT A 0.4722 1.7e‐14 0.852963 rs4802297 SPINT2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.980 Transcript INTRONIC intron,nc 0 7 0.575 NA 1

7 rs12611009 19 38772481 C T 0.4175 1.0e‐07 0.934295 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.981 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 0.537 4 4

7 rs8105067 19 38778079 C T 0.4195 1.1e‐07 0.933829 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.982 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 0.475 7 4

7 rs34565749 19 38777726 C T 0.4195 1.3e‐07 0.933829 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.983 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 0.415 6 4

7 rs8101462 19 38777371 C T 0.4195 9.5e‐08 0.933829 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.984 Transcript INTRONIC intron,nc 1 PPP1R14A 7.08536e‐13 4.70966e‐32 PPP1R14A 7.08536e‐13 4.70966e‐32 7 0.353 7 4

7 rs74392510 19 38737259 A C 0.16 1.8e‐06 0.669422 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.985 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 0.351 5 5

7 rs12611084 19 38746272 C A 0.497 1.2e‐09 0.945505 rs4802297 PPP1R14A Transcript INTRONIC intron RP11‐436D23.986 Transcript INTRONIC intron,nc 1 PPP1R14A 8.06846e‐30 4.70966e‐32 PPP1R14A 8.06846e‐30 4.70966e‐32 7 0.304 2b 1

7 rs4803999 19 38787965 G A 0.34 8.9e‐06 0.650022 rs36035956 CTB‐102L5.4 Transcript INTRONIC intron RP11‐436D23.987 Transcript INTRONIC intron,nc 1 PPP1R14A 1.08229e‐08 4.70966e‐32 C19orf33 1.29832e‐05 5.55572e‐09 7 0.263 5 2

7 rs36035956 19 38769994 G T 0.4344 6.1e‐09 1 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.988 Transcript INTRONIC intron,nc 1 PPP1R14A 2.05396e‐15 4.70966e‐32 PPP1R14A 2.05396e‐15 4.70966e‐32 7 0.204 6 4

7 rs58749430 19 38735309 A G 0.159 1.8e‐06 0.674827 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.989 Transcript INTRONIC intron,nc 1 PPP1R14A 6.71177e‐07 4.70966e‐32 PPP1R14A 6.71177e‐07 4.70966e‐32 7 0.107 6 1

7 19:38738130:C:G rs4802297 19 38738130 C G 0.496 2.0e‐16 1 rs4802297 SPINT2 Transcript INTRONIC intron RP11‐436D23.990 Transcript INTRONIC intron,nc 1 PPP1R14A 2.16736e‐37 4.70966e‐32 PPP1R14A 2.16736e‐37 4.70966e‐32 7 0.049 3a 5

7 rs3786877 19 38759180 C T 0.4523 5.1e‐09 0.806856 rs36035956 SPINT2 Transcript INTRONIC intron RP11‐436D23.991 Transcript INTRONIC intron,nc 1 PPP1R14A 2.18611e‐19 4.70966e‐32 PPP1R14A 2.18611e‐19 4.70966e‐32 7 0.049 4 1

7 rs112048422 19 38749390 G C 0.2097 7.3e‐08 0.980426 rs7253245 SPINT2 Transcript INTRONIC intron RP11‐436D23.992 Transcript INTRONIC intron,nc 1 PPP1R14A 1.84648e‐06 4.70966e‐32 PPP1R14A 1.84648e‐06 4.70966e‐32 7 0.034 7 5

7 rs35436012 19 38790635 C A 0.3509 8.4e‐07 0.672255 rs36035956 CTB‐102L5.4 Transcript INTRONIC intron RP11‐436D23.993 Transcript INTRONIC intron,nc 1 PPP1R14A 3.01962e‐10 4.70966e‐32 C19orf33 1.1182e‐05 5.55572e‐09 7 0.005 6 5

8 rs8176719 9 136132908 TC T 0.3946 7.3e‐15 0.865443 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.994 Transcript INTRONIC intron,nc 1 ABO 4.50156e‐12 4.33873e‐09 ABO 4.50156e‐12 4.33873e‐09 8 10.58 NA 4 top

8 rs782134971 9 136139907 G GAAACTGCC 0.2823 4.3e‐09 0.682057 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.995 Transcript INTRONIC intron,nc 0 8 10.10 NA 5

8 9:136151579_TGGTGCA 9 136151579 T TGGTGCAGGCG0.1859 5.3e‐09 1 rs507666 RegulatoryFeature REGULATORY regulatory RP11‐436D23.996 Transcript INTRONIC intron,nc 0 8 9.520 NA 1

8 rs651007 9 136153875 T C 0.2137 7.6e‐09 0.815795 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.997 Transcript INTRONIC intron,nc 0 8 8.477 NA 2

8 rs649129 9 136154304 T C 0.2137 7.8e‐09 0.815795 rs507666 RegulatoryFeature REGULATORY regulatory RP11‐436D23.998 Transcript INTRONIC intron,nc 0 8 8.354 NA 5

8 rs8176645 9 136149098 A T 0.3966 4.2e‐11 0.881089 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.999 Transcript INTRONIC intron,nc 1 ABO 6.34609e‐11 4.33873e‐09 ABO 6.34609e‐11 4.33873e‐09 8 7.458 5 1

8 rs657152 9 136139265 A C 0.3996 1.5e‐14 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1000 Transcript INTRONIC intron,nc 1 ABO 1.78081e‐09 4.33873e‐09 ABO 1.78081e‐09 4.33873e‐09 8 7.114 NA 5

8 rs2519093 9 136141870 T C 0.1849 6.7e‐09 0.993747 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1001 Transcript INTRONIC intron,nc 0 8 6.851 7 5

8 rs781822643 9 136149095 C CA 0.3956 1.8e‐14 0.877114 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1002 Transcript INTRONIC intron,nc 1 ABO 6.34609e‐11 4.33873e‐09 ABO 6.34609e‐11 4.33873e‐09 8 6.576 NA 1

8 rs600038 9 136151806 C T 0.2147 8.9e‐09 0.82196 rs507666 ABO Intergenic UPSTREAM intron RP11‐436D23.1003 Transcript INTRONIC intron,nc 0 8 6.100 NA 1

8 rs494242 9 136145118 T C 0.3996 7.8e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1004 Transcript INTRONIC intron,nc 1 ABO 1.78081e‐09 4.33873e‐09 ABO 1.78081e‐09 4.33873e‐09 8 4.673 4 2

8 rs507666 9 136149399 A G 0.1859 4.0e‐09 1 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1005 Transcript INTRONIC intron,nc 0 8 4.444 4 1

8 9:136141646_CAA_C 9 136141646 C CAA 0.3837 1.3e‐14 0.895476 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1006 Transcript INTRONIC intron,nc 0 8 4.335 NA 5

8 rs687289 9 136137106 A G 0.3718 1.5e‐14 0.984671 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1007 Transcript INTRONIC intron,nc 1 ABO 2.35123e‐11 4.33873e‐09 ABO 2.35123e‐11 4.33873e‐09 8 4.257 NA 4

8 rs9411377 9 136145404 A C 0.34 1.2e‐13 0.672845 rs587707823 ABO Transcript INTRONIC intron RP11‐436D23.1008 Transcript INTRONIC intron,nc 0 8 4.129 3a 3

8 rs782095625 9 136141440 C CA 0.3638 1.6e‐12 0.788163 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1009 Transcript INTRONIC intron,nc 0 8 3.737 NA 5

8 rs554833 9 136147160 T C 0.3718 9.2e‐15 0.984746 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1010 Transcript INTRONIC intron,nc 1 ABO 1.48778e‐11 4.33873e‐09 ABO 1.48778e‐11 4.33873e‐09 8 3.646 3a 2

8 rs491626 9 136144873 T C 0.3708 1.0e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1011 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 3.595 4 1

8 rs597988 9 136144284 A T 0.3698 1.0e‐14 0.977064 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1012 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 3.157 6 2

8 rs687621 9 136137065 G A 0.3708 8.5e‐15 0.980725 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1013 Transcript INTRONIC intron,nc 1 ABO 1.81671e‐11 4.33873e‐09 ABO 1.81671e‐11 4.33873e‐09 8 3.119 NA 4

8 rs532436 9 136149830 A G 0.1859 5.0e‐09 1 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1014 Transcript INTRONIC intron,nc 0 8 3.111 3a 1

8 9:136149229:C:T rs505922 9 136149229 C T 0.3678 4.5e‐15 1 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1015 Transcript INTRONIC intron,nc 1 ABO 1.99858e‐13 4.33873e‐09 ABO 1.99858e‐13 4.33873e‐09 8 2.862 5 1

8 rs492488 9 136144960 A G 0.3708 1.0e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1016 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 2.840 5 1

8 rs495203 9 136145240 T C 0.3708 9.9e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1017 Transcript INTRONIC intron,nc 1 ABO 3.63584e‐10 4.33873e‐09 ABO 3.63584e‐10 4.33873e‐09 8 2.677 3a 2

8 rs635634 9 136155000 T C 0.1849 6.2e‐09 0.993747 rs507666 ABO Intergenic UPSTREAM upstream RP11‐436D23.1018 Transcript INTRONIC intron,nc 0 8 2.646 NA 2

8 rs493246 9 136144994 A G 0.3708 1.0e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1019 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 2.644 5 1

8 9:136138765_GCGCCCA 9 136138765 G GCGCCCACCAC0.1839 7.8e‐09 0.987512 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1020 Transcript INTRONIC intron,nc 0 8 1.920 NA 5

8 9:136149709_AC_A 9 136149709 A AC 0.1839 3.4e‐08 0.987512 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1021 Transcript INTRONIC intron,nc 0 8 1.855 NA 1

8 rs782819119 9 136145993 A AAGAAGGGAA0.3698 6.3e‐14 0.984552 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1022 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 1.786 NA 5

8 rs674302 9 136146664 A T 0.3708 9.0e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1023 Transcript INTRONIC intron,nc 1 ABO 2.74933e‐10 4.33873e‐09 ABO 2.74933e‐10 4.33873e‐09 8 1.783 7 2

8 rs597974 9 136144297 G A 0.3698 1.0e‐14 0.977064 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1024 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 1.714 NA 2

8 rs36058710 9 136143136 CT C 0.341 3.0e‐11 0.819396 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1025 Transcript INTRONIC intron,nc 0 8 1.461 NA 5

8 rs782455289 9 136146448 T TAAGAC 0.3698 3.6e‐14 0.984612 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1026 Transcript INTRONIC intron,nc 0 8 1.365 NA 5

8 rs529565 9 136149500 C T 0.3678 6.4e‐15 0.992258 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1027 Transcript INTRONIC intron,nc 1 ABO 7.34871e‐12 4.33873e‐09 ABO 7.34871e‐12 4.33873e‐09 8 1.327 5 1

8 rs582118 9 136145471 G A 0.3708 1.0e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1028 Transcript INTRONIC intron,nc 1 ABO 2.36005e‐09 4.33873e‐09 ABO 2.36005e‐09 4.33873e‐09 8 1.297 NA 3

8 rs587707823 9 136145409 A C 0.2445 7.0e‐14 1 rs587707823 ABO Transcript INTRONIC intron RP11‐436D23.1029 Transcript INTRONIC intron,nc 0 8 1.186 NA 3

8 rs587611953 9 136145414 A C 0.1909 1.5e‐11 0.704416 rs587707823 ABO Transcript INTRONIC intron RP11‐436D23.1030 Transcript INTRONIC intron,nc 0 8 1.177 NA 3

8 rs13292932 9 136145419 A C 0.3658 1.8e‐14 0.938817 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1031 Transcript INTRONIC intron,nc 0 8 1.165 3a 3

8 rs676996 9 136146077 G T 0.3728 8.9e‐15 0.981071 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1032 Transcript INTRONIC intron,nc 1 ABO 3.43598e‐10 4.33873e‐09 ABO 3.43598e‐10 4.33873e‐09 8 1.145 NA 2

8 rs576125 9 136144309 A G 0.3698 1.0e‐14 0.977064 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1033 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 1.125 7 2

8 rs9411378 9 136145425 A C 0.2992 4.8e‐08 0.732655 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1034 Transcript INTRONIC intron,nc 0 8 1.124 3a 3

8 rs495828 9 136154867 T G 0.2137 8.6e‐09 0.815795 rs507666 ABO Intergenic UPSTREAM intron RP11‐436D23.1035 Transcript INTRONIC intron,nc 0 8 1.104 5 2

8 rs514659 9 136142203 C A 0.3708 1.5e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1036 Transcript INTRONIC intron,nc 1 ABO 7.69256e‐11 4.33873e‐09 ABO 7.69256e‐11 4.33873e‐09 8 0.883 6 5

8 rs643434 9 136142355 A G 0.3996 7.1e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1037 Transcript INTRONIC intron,nc 1 ABO 4.33811e‐09 4.33873e‐09 ABO 4.33811e‐09 4.33873e‐09 8 0.864 NA 5

8 rs545971 9 136143372 T C 0.3708 1.0e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1038 Transcript INTRONIC intron,nc 1 ABO 2.72252e‐10 4.33873e‐09 ABO 2.72252e‐10 4.33873e‐09 8 0.853 5 5

8 rs8176663 9 136144427 C T 0.3708 9.9e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1039 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 0.814 NA 1

8 rs612169 9 136143442 G A 0.3698 9.6e‐15 0.984552 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1040 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 0.802 5 2

8 rs550057 9 136146597 T C 0.2823 2.6e‐09 0.682057 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1041 Transcript INTRONIC intron,nc 0 8 0.758 6 5

8 rs613534 9 136143120 G A 0.3996 8.0e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1042 Transcript INTRONIC intron,nc 1 ABO 2.90324e‐09 4.33873e‐09 ABO 2.90324e‐09 4.33873e‐09 8 0.737 NA 5

8 rs527210 9 136146431 T C 0.3708 1.6e‐14 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1043 Transcript INTRONIC intron,nc 0 8 0.711 6 5

8 rs576123 9 136144308 C T 0.3698 1.0e‐14 0.977064 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1044 Transcript INTRONIC intron,nc 1 ABO 2.66593e‐10 4.33873e‐09 ABO 2.66593e‐10 4.33873e‐09 8 0.643 7 2

8 rs543968 9 136143121 C T 0.3996 8.0e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1045 Transcript INTRONIC intron,nc 1 ABO 1.16345e‐09 4.33873e‐09 ABO 1.16345e‐09 4.33873e‐09 8 0.520 6 5

8 rs677355 9 136146046 A G 0.3728 7.5e‐15 0.981071 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1046 Transcript INTRONIC intron,nc 1 ABO 3.04247e‐10 4.33873e‐09 ABO 3.04247e‐10 4.33873e‐09 8 0.461 NA 2

8 rs544873 9 136143212 A G 0.3996 8.0e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1047 Transcript INTRONIC intron,nc 1 ABO 1.66417e‐09 4.33873e‐09 ABO 1.66417e‐09 4.33873e‐09 8 0.421 5 5

8 rs676457 9 136146227 T A 0.3708 8.9e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1048 Transcript INTRONIC intron,nc 1 ABO 7.6198e‐10 4.33873e‐09 ABO 7.6198e‐10 4.33873e‐09 8 0.419 6 5

8 rs543040 9 136143000 T A 0.3708 6.3e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1049 Transcript INTRONIC intron,nc 0 8 0.403 7 5

8 rs644234 9 136142217 G T 0.3996 7.8e‐15 0.871464 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1050 Transcript INTRONIC intron,nc 1 ABO 1.6373e‐09 4.33873e‐09 ABO 1.6373e‐09 4.33873e‐09 8 0.325 NA 5

8 rs2769071 9 136145974 G A 0.3708 7.6e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1051 Transcript INTRONIC intron,nc 1 ABO 4.37315e‐10 4.33873e‐09 ABO 4.37315e‐10 4.33873e‐09 8 0.173 6 5

8 rs582094 9 136145484 T A 0.3708 6.5e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1052 Transcript INTRONIC intron,nc 1 ABO 2.9948e‐10 4.33873e‐09 ABO 2.9948e‐10 4.33873e‐09 8 0.167 3a 3

8 rs34357864 9 136145907 GA G 0.3708 8.2e‐15 0.988481 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1053 Transcript INTRONIC intron,nc 1 ABO 3.201e‐10 4.33873e‐09 ABO 3.201e‐10 4.33873e‐09 8 0.115 NA 5

8 rs59602812 9 136146068 AT A 0.3728 5.3e‐15 0.981071 rs505922 ABO Transcript INTRONIC intron RP11‐436D23.1054 Transcript INTRONIC intron,nc 1 ABO 3.92815e‐10 4.33873e‐09 ABO 3.92815e‐10 4.33873e‐09 8 0.027 NA 2

8 rs115478735 9 136149711 T A 0.1839 7.6e‐09 0.987512 rs507666 ABO Transcript INTRONIC intron RP11‐436D23.1055 Transcript INTRONIC intron,nc 0 8 0.019 4 1

8 rs579459 9 136154168 C T 0.2137 7.9e‐09 0.815795 rs507666 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1056 Transcript INTRONIC intron,nc 0 8 0.013 4 2

9 7:102574999_TGAA_T 7 102574999 T TGAA 0.1402 4.1e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1057 Transcript INTRONIC intron,nc 0 9 18.49 NA 1 top

9 rs57368671 7 102529789 A C 0.1402 3.6e‐06 0.727708 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1058 Transcript INTRONIC intron,nc 0 9 16.02 7 4

9 rs869332 7 102632247 G A 0.3082 2.3e‐07 0.720127 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1059 Transcript INTRONIC intron,nc 0 9 15.93 4 2

9 rs11489600 7 102948040 C T 0.33 5.6e‐07 0.728077 rs13232414 PMPCB Transcript SPLICE_SITE splice,intron RP11‐436D23.1060 Transcript INTRONIC intron,nc 0 9 15.45 5 2

9 rs59709436 7 102482255 G A 0.1193 5.7e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1061 Transcript INTRONIC intron,nc 0 9 15.20 7 1

9 rs6975388 7 102440844 C T 0.1203 8.3e‐09 0.910217 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1062 Transcript INTRONIC intron,nc 0 9 15.13 6 5

9 rs4620204 7 102594217 C T 0.3191 7.1e‐10 0.897844 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1063 Transcript INTRONIC intron,nc 0 9 14.38 4 5

9 rs12540384 7 102502063 T C 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1064 Transcript INTRONIC intron,nc 0 9 13.33 6 5

9 rs3987948 7 102409408 T C 0.1441 5.0e‐08 0.764804 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1065 Transcript INTRONIC intron,nc 0 9 13.11 6 5

9 rs6976005 7 102497330 T C 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1066 Transcript INTRONIC intron,nc 0 9 12.29 5 5

9 rs59544295 7 102477092 A G 0.1193 7.6e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1067 Transcript INTRONIC intron,nc 0 9 12.04 4 1

9 rs10273725 7 102531311 C T 0.1441 3.1e‐06 0.722977 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1068 Transcript INTRONIC intron,nc 0 9 11.07 3a 2

9 7:102433003_AG_A 7 102433003 A AG 0.1123 1.7e‐09 0.980415 rs2537428 FAM185A Transcript INTRONIC intron,feature_truncation RP11‐436D23.1069 Transcript INTRONIC intron,nc 0 9 11.06 NA 5

9 rs35479298 7 102587610 C T 0.1392 8.6e‐06 0.715043 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1070 Transcript INTRONIC intron,nc 0 9 11.02 5 4

9 rs10271184 7 102477176 G A 0.3181 2.0e‐14 0.968627 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1071 Transcript INTRONIC intron,nc 0 9 10.99 2b 1

9 rs11972261 7 102641244 G T 0.3091 3.8e‐07 0.723499 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1072 Transcript INTRONIC intron,nc 0 9 10.90 6 5

9 rs758406124 7 102647332 G GT 0.3738 4.1e‐07 0.787854 rs13232414 FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1073 Transcript INTRONIC intron,nc 0 9 10.15 NA 5

9 rs4729860 7 102625567 T C 0.3101 4.4e‐07 0.728147 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1074 Transcript INTRONIC intron,nc 0 9 9.923 7 4

9 rs7800548 7 102481842 C T 0.3181 1.9e‐14 0.968627 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1075 Transcript INTRONIC intron,nc 0 9 9.866 4 5

9 rs12672488 7 102424959 C T 0.1163 3.8e‐09 0.943657 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1076 Transcript INTRONIC intron,nc 0 9 9.113 7 5

9 rs1608651 7 102624192 T C 0.3101 2.7e‐07 0.728147 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1077 Transcript INTRONIC intron,nc 0 9 8.683 4 5

9 rs12056296 7 102568624 C T 0.1382 7.3e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1078 Transcript INTRONIC intron,nc 0 9 8.535 5 4

9 rs1100044 7 102548954 G A 0.1392 6.4e‐06 0.730248 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1079 Transcript INTRONIC intron,nc 0 9 8.449 6 5

9 rs73408204 7 102509710 T C 0.1382 3.1e‐06 0.736351 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1080 Transcript INTRONIC intron,nc 0 9 8.223 5 4

9 rs10660217 7 102505186 CTTA C 0.1392 3.3e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1081 Transcript INTRONIC intron,nc 0 9 8.056 NA 4

9 rs4729864 7 102683045 A C 0.3111 2.6e‐07 0.73281 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1082 Transcript INTRONIC intron,nc 0 9 7.964 7 5

9 7:102781931_CT_C 7 102781931 C CT 0.3787 1.3e‐06 0.835351 rs13232414 NAPEPLD Transcript INTRONIC intron,feature_truncation RP11‐436D23.1083 Transcript INTRONIC intron,nc 0 9 7.953 NA 4

9 rs11972644 7 102500711 C T 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1084 Transcript INTRONIC intron,nc 0 9 7.775 4 4

9 rs2908412 7 102439622 T G 0.1133 4.1e‐09 0.971223 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1085 Transcript INTRONIC intron,nc 0 9 7.736 7 5

9 rs56921864 7 102501327 A G 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1086 Transcript INTRONIC intron,nc 0 9 7.436 5 5

9 rs72580510 7 102518909 AGT A 0.1412 4.9e‐06 0.752158 rs2537428 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1087 Transcript INTRONIC intron,nc 0 9 7.369 NA 4

9 rs11976237 7 102641383 G A 0.3091 4.0e‐07 0.723499 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1088 Transcript INTRONIC intron,nc 0 9 7.324 7 5



9 rs58191643 7 102501094 G T 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1089 Transcript INTRONIC intron,nc 0 9 7.286 3a 2

9 rs10953380 7 102747149 G C 0.3191 3.2e‐07 0.674445 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1090 Transcript INTRONIC intron,nc 0 9 7.254 4 1

9 rs17136137 7 102505713 C T 0.1392 3.0e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1091 Transcript INTRONIC intron,nc 0 9 7.124 4 4

9 rs13242403 7 102604853 A T 0.2356 2.8e‐11 1 rs13242403 FBXL13 Transcript INTRONIC intron RP11‐436D23.1092 Transcript INTRONIC intron,nc 0 9 7.052 6 4

9 rs10279449 7 102462636 C T 0.3181 2.1e‐14 0.968627 7:102474902_TTA_T FBXL13 CodingTranscript SYNONYMOUS synonymous RP11‐436D23.1093 Transcript INTRONIC intron,nc 0 9 6.931 2c 4

9 rs149805825 7 102423676 C T 0.1163 2.0e‐09 0.943657 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1094 Transcript INTRONIC intron,nc 0 9 6.760 7 5

9 rs7789252 7 102624227 A C 0.3082 1.6e‐07 0.720127 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1095 Transcript INTRONIC intron,nc 0 9 6.740 4 5

9 rs17136090 7 102475673 A G 0.1193 6.4e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1096 Transcript INTRONIC intron,nc 0 9 6.621 2b 1

9 7:102474902:T:TTA rs72221075 7 102474902 T TTA 0.3231 7.7e‐15 1 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1097 Transcript INTRONIC intron,nc 0 9 6.586 NA 5

9 rs9691949 7 102425083 C T 0.1163 3.3e‐09 0.943657 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1098 Transcript INTRONIC intron,nc 0 9 6.412 7 5

9 rs76165167 7 102479719 T C 0.1193 7.5e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1099 Transcript INTRONIC intron,nc 0 9 6.289 6 5

9 rs11983456 7 102497902 C T 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1100 Transcript INTRONIC intron,nc 0 9 6.261 5 5

9 rs56356294 7 102427468 C T 0.1163 6.8e‐09 0.943657 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1101 Transcript INTRONIC intron,nc 0 9 6.146 5 5

9 rs847648 7 102553850 T C 0.3191 2.6e‐10 0.897336 rs142441296 LRRC17 Transcript INTRONIC intron RP11‐436D23.1102 Transcript INTRONIC intron,nc 0 9 6.137 7 1

9 rs12538955 7 102461004 A T 0.1183 6.3e‐09 0.90895 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1103 Transcript INTRONIC intron,nc 0 9 6.030 7 4

9 rs6951288 7 102478510 A T 0.1183 5.8e‐09 0.90895 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1104 Transcript INTRONIC intron,nc 0 9 5.958 4 4

9 rs140795860 7 102443168 GAAAC G 0.1203 7.5e‐09 0.910217 rs2537428 FAM185A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1105 Transcript INTRONIC intron,nc 0 9 5.896 NA 5

9 rs1100046 7 102549295 A T 0.3201 2.9e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1106 Transcript INTRONIC intron,nc 0 9 5.888 5 4

9 rs3933460 7 102440041 A G 0.1143 3.2e‐09 0.962617 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1107 Transcript INTRONIC intron,nc 0 9 5.726 NA 5

9 rs6980434 7 102420701 T A 0.3141 1.1e‐13 0.925035 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1108 Transcript INTRONIC intron,nc 0 9 5.660 5 4

9 rs11983521 7 102498173 C T 0.1362 3.1e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1109 Transcript INTRONIC intron,nc 0 9 5.515 6 5

9 rs73408250 7 102571960 T C 0.1382 6.9e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1110 Transcript INTRONIC intron,nc 0 9 5.483 5 2

9 rs2411059 7 102594612 T C 0.1402 8.3e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1111 Transcript INTRONIC intron,nc 0 9 5.458 6 5

9 rs13221585 7 102678422 T C 0.3111 2.3e‐07 0.73281 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1112 Transcript INTRONIC intron,nc 0 9 5.305 5 1

9 rs74708264 7 102435448 A G 0.1133 1.1e‐08 0.971223 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1113 Transcript INTRONIC intron,nc 0 9 5.278 4 5

9 rs6957771 7 102545179 C T 0.1382 7.2e‐06 0.721054 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1114 Transcript INTRONIC intron,nc 0 9 5.263 6 5

9 rs61679881 7 102509043 C T 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1115 Transcript INTRONIC intron,nc 0 9 5.192 5 4

9 rs6975451 7 102504290 G A 0.1392 3.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1116 Transcript INTRONIC intron,nc 0 9 5.167 6 5

9 rs57253646 7 102448664 T C 0.1193 9.1e‐09 0.918632 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1117 Transcript INTRONIC intron,nc 0 9 5.090 5 4

9 rs2411046 7 102419304 A C 0.3141 1.6e‐13 0.925035 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1118 Transcript INTRONIC intron,nc 0 9 5.022 5 4

9 rs847658 7 102565544 A T 0.1402 7.5e‐06 0.739495 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1119 Transcript INTRONIC intron,nc 0 9 5.001 6 4

9 rs13232194 7 102742554 A T 0.3082 4.5e‐08 0.720127 rs142441296 NAPEPLD Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1120 Transcript INTRONIC intron,nc 0 9 4.957 6 4

9 rs11770319 7 102770170 G C 0.3101 2.2e‐07 0.710821 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1121 Transcript INTRONIC intron,nc 0 9 4.933 5 5

9 rs6465873 7 102441180 T G 0.3181 3.1e‐14 0.968627 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1122 Transcript INTRONIC intron,nc 0 9 4.930 6 5

9 rs13242493 7 102584013 G A 0.1402 8.4e‐06 0.739495 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1123 Transcript INTRONIC intron,nc 0 9 4.865 5 1

9 rs147068351 7 102497658 CAACAAA C 0.1362 2.4e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1124 Transcript INTRONIC intron,nc 0 9 4.673 NA 5

9 rs57545514 7 102501273 A G 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1125 Transcript INTRONIC intron,nc 0 9 4.656 4 5

9 rs6960428 7 102589706 G C 0.3211 4.9e‐10 0.897519 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1126 Transcript INTRONIC intron,nc 0 9 4.432 7 4

9 rs7779618 7 102521522 G C 0.1392 3.6e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1127 Transcript INTRONIC intron,nc 0 9 4.406 7 4

9 rs11973896 7 102498441 G A 0.1372 3.9e‐06 0.761326 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1128 Transcript INTRONIC intron,nc 0 9 4.368 7 5

9 rs57616389 7 102593073 T C 0.1382 8.6e‐06 0.721054 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1129 Transcript INTRONIC intron,nc 0 9 4.293 5 4

9 rs7778519 7 102438906 G C 0.3141 9.3e‐14 0.924671 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1130 Transcript INTRONIC intron,nc 0 9 4.285 5 5

9 rs6945997 7 102611958 T C 0.1402 8.3e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1131 Transcript INTRONIC intron,nc 0 9 4.267 5 1

9 rs11981980 7 102464620 T C 0.1193 6.5e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1132 Transcript INTRONIC intron,nc 0 9 4.215 5 4

9 rs6963104 7 102643152 A C 0.3718 2.3e‐07 0.781433 rs13232414 FBXL13 Transcript INTRONIC intron RP11‐436D23.1133 Transcript INTRONIC intron,nc 0 9 4.115 6 5

9 rs9718444 7 102425822 G A 0.1163 4.2e‐09 0.943657 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1134 Transcript INTRONIC intron,nc 0 9 4.097 7 5

9 rs34392738 7 102882365 GA G 0.4573 1.2e‐07 0.723254 rs13232414 DPY19L2P2 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.1135 Transcript INTRONIC intron,nc 0 9 3.980 NA 5

9 rs10266873 7 102476120 G A 0.3191 2.1e‐14 0.973011 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1136 Transcript INTRONIC intron,nc 0 9 3.965 6 5

9 rs4361704 7 102423618 A G 0.1133 1.9e‐09 0.971223 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1137 Transcript INTRONIC intron,nc 0 9 3.951 7 5

9 rs6949150 7 102506724 A G 0.1402 3.0e‐06 0.71629 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1138 Transcript INTRONIC intron,nc 0 9 3.912 5 4

9 rs12537977 7 102539230 T C 0.3201 3.2e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1139 Transcript INTRONIC intron,nc 0 9 3.907 4 5

9 rs6465879 7 102504773 G A 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1140 Transcript INTRONIC intron,nc 0 9 3.881 7 4

9 rs12669668 7 102471345 G A 0.1183 6.4e‐09 0.90895 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1141 Transcript INTRONIC intron,nc 0 9 3.864 6 4

9 rs10271157 7 102527591 G A 0.34 8.1e‐12 0.861093 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1142 Transcript INTRONIC intron,nc 0 9 3.798 5 5

9 rs6465885 7 102577433 T C 0.1382 9.4e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1143 Transcript INTRONIC intron,nc 0 9 3.795 5 4

9 rs12668434 7 102476478 A G 0.1193 6.4e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1144 Transcript INTRONIC intron,nc 0 9 3.722 6 5

9 7:102501445_CAT_C 7 102501445 C CAT 0.1392 2.5e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1145 Transcript INTRONIC intron,nc 0 9 3.677 NA 5

9 rs7456502 7 102596022 A C 0.2944 6.3e‐10 0.896029 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1146 Transcript INTRONIC intron,nc 0 9 3.639 6 5

9 rs6465877 7 102504683 C T 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1147 Transcript INTRONIC intron,nc 0 9 3.439 5 4

9 rs10953374 7 102442173 A G 0.3171 2.7e‐14 0.964276 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1148 Transcript INTRONIC intron,nc 0 9 3.400 6 5

9 rs2430070 7 102420805 G T 0.3131 8.6e‐14 0.920502 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1149 Transcript INTRONIC intron,nc 0 9 3.388 NA 4

9 rs847649 7 102556011 T C 0.3201 2.6e‐10 0.901907 rs142441296 LRRC17 Transcript INTRONIC intron RP11‐436D23.1150 Transcript INTRONIC intron,nc 0 9 3.382 7 1

9 7:102465232_CTTT_C 7 102465232 C CTTT 0.3171 4.2e‐14 0.97323 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1151 Transcript INTRONIC intron,nc 0 9 3.367 NA 4

9 rs142441296 7 102604757 CA C 0.34 3.8e‐09 1 rs142441296 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1152 Transcript INTRONIC intron,nc 0 9 3.356 NA 4

9 rs7780981 7 102451539 G A 0.1203 8.4e‐09 0.910217 rs2537428 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1153 Transcript INTRONIC intron,nc 0 9 3.301 4 2

9 rs10233721 7 102468220 G A 0.3181 2.4e‐14 0.968627 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1154 Transcript INTRONIC intron,nc 0 9 3.297 7 4

9 rs10257543 7 102527831 C T 0.1402 2.9e‐06 0.742896 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1155 Transcript INTRONIC intron,nc 0 9 3.210 5 4

9 rs75197737 7 102465715 G A 0.1193 6.1e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1156 Transcript INTRONIC intron,nc 0 9 3.185 7 4

9 rs117481155 7 102837493 C A 0.09742 2.1e‐10 1 rs117481155 DPY19L2P2 Transcript INTRONIC intron,nc RP11‐436D23.1157 Transcript INTRONIC intron,nc 0 9 3.119 7 15

9 rs13233521 7 102593794 A G 0.3201 7.0e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1158 Transcript INTRONIC intron,nc 0 9 3.116 7 2

9 rs56269620 7 102489456 G A 0.336 9.6e‐12 0.876524 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1159 Transcript INTRONIC intron,nc 0 9 3.049 5 5

9 rs56894117 7 102493380 C T 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1160 Transcript INTRONIC intron,nc 0 9 3.042 7 5

9 rs13232414 7 102894774 T C 0.3986 3.8e‐08 1 rs13232414 DPY19L2P2 Transcript INTRONIC intron,nc RP11‐436D23.1161 Transcript INTRONIC intron,nc 0 9 2.918 2a 2

9 rs10250490 7 102537277 G A 0.3191 4.0e‐10 0.897336 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1162 Transcript INTRONIC intron,nc 0 9 2.871 5 4

9 rs847656 7 102564830 G A 0.1402 8.3e‐06 0.739495 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1163 Transcript INTRONIC intron,nc 0 9 2.789 6 4

9 rs7794717 7 102429288 T C 0.33 2.5e‐14 0.845661 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1164 Transcript INTRONIC intron,nc 0 9 2.751 5 5

9 rs10487283 7 102471213 C T 0.1183 7.5e‐09 0.90895 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1165 Transcript INTRONIC intron,nc 0 9 2.720 NA 4

9 rs60599650 7 102495985 A G 0.1362 2.9e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1166 Transcript INTRONIC intron,nc 0 9 2.692 5 5

9 rs10237607 7 102476119 G C 0.3191 2.1e‐14 0.973011 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1167 Transcript INTRONIC intron,nc 0 9 2.680 6 5

9 rs75387186 7 102445830 G A 0.1193 8.8e‐09 0.918632 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1168 Transcript INTRONIC intron,nc 0 9 2.621 6 5

9 rs11514917 7 102609221 T G 0.3201 6.5e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1169 Transcript INTRONIC intron,nc 0 9 2.514 5 5

9 rs6465882 7 102569368 C A 0.1392 7.1e‐06 0.730248 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1170 Transcript INTRONIC intron,nc 0 9 2.496 7 4

9 rs58814323 7 102477956 A G 0.1183 5.9e‐09 0.90895 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1171 Transcript INTRONIC intron,nc 0 9 2.487 5 4

9 rs6945369 7 102493592 T C 0.1382 3.5e‐06 0.73974 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1172 Transcript INTRONIC intron,nc 0 9 2.471 7 5

9 rs73406302 7 102509399 G A 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1173 Transcript INTRONIC intron,nc 0 9 2.469 7 4

9 rs6947403 7 102576820 G A 0.1402 9.2e‐06 0.739495 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1174 Transcript INTRONIC intron,nc 0 9 2.453 4 1

9 rs2539217 7 102436317 C T 0.3121 1.3e‐13 0.933596 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1175 Transcript INTRONIC intron,nc 0 9 2.450 5 5

9 rs6949391 7 102446863 T C 0.3171 2.0e‐14 0.964276 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1176 Transcript INTRONIC intron,nc 0 9 2.449 6 5

9 rs2411048 7 102419805 G A 0.3141 2.8e‐14 0.925035 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1177 Transcript INTRONIC intron,nc 0 9 2.401 7 4

9 rs10499952 7 102567747 A G 0.1382 7.1e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1178 Transcript INTRONIC intron,nc 0 9 2.389 5 2

9 rs77490360 7 102416254 T C 0.1153 1.3e‐08 0.97116 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1179 Transcript INTRONIC intron,nc 0 9 2.284 7 5

9 rs865865 7 102562082 G A 0.1402 8.5e‐06 0.739495 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1180 Transcript INTRONIC intron,nc 0 9 2.270 6 4

9 rs28856331 7 102543763 G T 0.3201 2.6e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1181 Transcript INTRONIC intron,nc 0 9 2.256 7 5

9 rs73406218 7 102409471 A G 0.1262 4.8e‐07 0.862176 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1182 Transcript INTRONIC intron,nc 0 9 2.215 6 5

9 rs2159022 7 102513998 C T 0.1392 3.3e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1183 Transcript INTRONIC intron,nc 0 9 2.104 5 2

9 rs6942855 7 102505376 G A 0.1392 3.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1184 Transcript INTRONIC intron,nc 0 9 2.083 4 4

9 rs58919995 7 102466977 A G 0.1193 5.7e‐09 0.900539 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1185 Transcript INTRONIC intron,nc 0 9 2.009 6 4

9 rs11978768 7 102503901 T A 0.1402 2.9e‐06 0.727708 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1186 Transcript INTRONIC intron,nc 0 9 1.997 6 5

9 rs12674302 7 102437265 A G 0.3121 5.8e‐14 0.933596 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1187 Transcript INTRONIC intron,nc 0 9 1.981 7 5

9 rs11422557 7 102577362 GT G 0.1382 7.0e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1188 Transcript INTRONIC intron,nc 0 9 1.948 NA 4

9 rs12666764 7 102491578 C A 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1189 Transcript INTRONIC intron,nc 0 9 1.930 5 5

9 rs7778418 7 102429704 C T 0.3141 6.4e‐14 0.924671 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1190 Transcript INTRONIC intron,nc 0 9 1.929 6 5

9 rs6956781 7 102509680 C T 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1191 Transcript INTRONIC intron,nc 0 9 1.924 6 4

9 rs6465876 7 102497569 T G 0.338 7.1e‐12 0.876747 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1192 Transcript INTRONIC intron,nc 0 9 1.871 5 5

9 rs10435335 7 102520375 C G 0.1402 3.4e‐06 0.727708 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1193 Transcript INTRONIC intron,nc 0 9 1.869 7 5

9 rs10464611 7 102421508 C T 0.1153 7.4e‐09 0.952014 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1194 Transcript INTRONIC intron,nc 0 9 1.822 7 4

9 rs11982616 7 102500446 C G 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1195 Transcript INTRONIC intron,nc 0 9 1.822 5 2

9 rs59278165 7 102500846 C G 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1196 Transcript INTRONIC intron,nc 0 9 1.761 4 2

9 rs9718453 7 102594976 G T 0.3201 5.6e‐10 0.901907 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1197 Transcript INTRONIC intron,nc 0 9 1.708 7 5

9 rs10953383 7 102774076 T C 0.3111 1.9e‐07 0.706203 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1198 Transcript INTRONIC intron,nc 0 9 1.681 5 5

9 rs9719806 7 102426106 C T 0.3101 5.1e‐14 0.908183 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1199 Transcript INTRONIC intron,nc 0 9 1.655 7 5

9 rs12667218 7 102497548 C A 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1200 Transcript INTRONIC intron,nc 0 9 1.615 5 5

9 rs10257317 7 102447056 C T 0.3171 2.1e‐14 0.964276 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1201 Transcript INTRONIC intron,nc 0 9 1.613 7 5

9 rs58680618 7 102494939 G C 0.1372 3.3e‐06 0.761326 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1202 Transcript INTRONIC intron,nc 0 9 1.607 7 5

9 rs6969054 7 102446569 C T 0.3171 2.2e‐14 0.964276 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1203 Transcript INTRONIC intron,nc 0 9 1.580 6 5

9 rs7804322 7 102488036 C T 0.1372 3.2e‐06 0.761326 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1204 Transcript INTRONIC intron,nc 0 9 1.577 6 5

9 rs7794668 7 102510416 C T 0.3419 5.7e‐12 0.861407 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1205 Transcript INTRONIC intron,nc 0 9 1.560 7 4

9 rs10241865 7 102527517 A G 0.34 8.2e‐12 0.861093 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1206 Transcript INTRONIC intron,nc 0 9 1.529 7 5

9 rs7778426 7 102429723 C T 0.3181 8.5e‐14 0.889179 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1207 Transcript INTRONIC intron,nc 0 9 1.513 7 5

9 rs847646 7 102547979 C T 0.1402 7.2e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1208 Transcript INTRONIC intron,nc 0 9 1.494 6 5

9 rs41501847 7 102508108 G A 0.1421 3.4e‐06 0.734521 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1209 Transcript INTRONIC intron,nc 0 9 1.481 NA 5



9 rs57350619 7 102494802 G A 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1210 Transcript INTRONIC intron,nc 0 9 1.423 6 5

9 rs11978799 7 102504041 G A 0.1412 3.3e‐06 0.752158 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1211 Transcript INTRONIC intron,nc 0 9 1.418 6 5

9 rs11978670 7 102503620 G A 0.1392 2.9e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1212 Transcript INTRONIC intron,nc 0 9 1.401 7 5

9 rs11972019 7 102503804 A G 0.1392 2.8e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1213 Transcript INTRONIC intron,nc 0 9 1.380 7 5

9 rs199970642 7 102425478 C T 0.1153 1.5e‐09 0.933923 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1214 Transcript INTRONIC intron,nc 0 9 1.370 7 5

9 rs57776797 7 102494976 C T 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1215 Transcript INTRONIC intron,nc 0 9 1.339 6 5

9 rs2537428 7 102414598 A G 0.1123 1.3e‐09 1 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1216 Transcript INTRONIC intron,nc 0 9 1.319 NA 5

9 rs3779029 7 102496306 T C 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1217 Transcript INTRONIC intron,nc 0 9 1.295 NA 5

9 rs11980643 7 102498442 T C 0.1362 3.4e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1218 Transcript INTRONIC intron,nc 0 9 1.279 7 5

9 rs80263722 7 102502767 T A 0.1392 3.0e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1219 Transcript INTRONIC intron,nc 0 9 1.270 6 5

9 rs796318695 7 102534413 GAAAGAAAC G 0.3161 9.4e‐11 0.884728 rs142441296 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1220 Transcript INTRONIC intron,nc 0 9 1.147 NA 5

9 rs80313245 7 102443689 C A 0.1203 8.9e‐09 0.910217 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1221 Transcript INTRONIC intron,nc 0 9 1.093 7 5

9 rs11543736 7 102508250 C T 0.1402 3.0e‐06 0.71629 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1222 Transcript INTRONIC intron,nc 0 9 1.072 7 5

9 rs2261257 7 102412361 T C 0.3161 4.9e‐14 0.924659 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1223 Transcript INTRONIC intron,nc 0 9 0.992 5 5

9 rs10242028 7 102527785 G C 0.34 6.9e‐12 0.861093 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1224 Transcript INTRONIC intron,nc 0 9 0.988 5 4

9 rs181753416 7 102494445 G T 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1225 Transcript INTRONIC intron,nc 0 9 0.964 7 5

9 rs6465878 7 102504762 C T 0.1412 3.1e‐06 0.752158 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1226 Transcript INTRONIC intron,nc 0 9 0.941 5 4

9 rs9690210 7 102495033 C T 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1227 Transcript INTRONIC intron,nc 0 9 0.933 6 5

9 rs2009503 7 102535145 T C 0.1382 6.9e‐06 0.721054 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1228 Transcript INTRONIC intron,nc 0 9 0.900 7 5

9 rs7778423 7 102429721 G T 0.3181 8.5e‐14 0.889179 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1229 Transcript INTRONIC intron,nc 0 9 0.859 7 5

9 rs12533386 7 102539438 T A 0.1392 6.0e‐06 0.730248 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1230 Transcript INTRONIC intron,nc 0 9 0.821 7 5

9 rs7782908 7 102439547 C A 0.3181 7.2e‐14 0.906119 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1231 Transcript INTRONIC intron,nc 0 9 0.812 7 5

9 rs142264290 7 102438947 C G 0.1143 6.2e‐09 0.961893 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1232 Transcript INTRONIC intron,nc 0 9 0.757 5 5

9 rs11973870 7 102498379 G A 0.1362 3.4e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1233 Transcript INTRONIC intron,nc 0 9 0.745 7 5

9 rs6968713 7 102579193 C G 0.1392 6.9e‐06 0.730248 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1234 Transcript INTRONIC intron,nc 0 9 0.732 6 4

9 rs6465872 7 102423014 G A 0.3141 4.6e‐14 0.925035 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1235 Transcript INTRONIC intron,nc 0 9 0.701 7 5

9 rs11404663 7 102634874 GA G 0.338 5.9e‐07 0.635228 rs142441296 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1236 Transcript INTRONIC intron,nc 0 9 0.667 NA 5

9 rs143808143 7 102486991 GGAA G 0.3002 4.6e‐06 0.734796 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1237 Transcript INTRONIC intron,nc 0 9 0.648 NA 5

9 rs10227402 7 102439287 C T 0.3121 9.4e‐14 0.933596 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1238 Transcript INTRONIC intron,nc 0 9 0.637 7 5

9 rs12532495 7 102580738 A G 0.1382 7.2e‐06 0.721054 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1239 Transcript INTRONIC intron,nc 0 9 0.627 6 4

9 rs1541519 7 102466741 T G 0.3181 3.5e‐14 0.968627 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1240 Transcript INTRONIC intron,nc 0 9 0.604 6 4

9 rs12667116 7 102780925 T C 0.3181 3.0e‐07 0.654284 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1241 Transcript INTRONIC intron,nc 0 9 0.598 6 5

9 rs143740918 7 102494427 T A 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1242 Transcript INTRONIC intron,nc 0 9 0.587 6 5

9 rs7778760 7 102438905 T G 0.3131 9.5e‐14 0.920151 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1243 Transcript INTRONIC intron,nc 0 9 0.584 5 5

9 rs6953980 7 102504254 C T 0.1412 3.5e‐06 0.752158 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1244 Transcript INTRONIC intron,nc 0 9 0.581 7 5

9 rs9641299 7 102414610 C G 0.1123 9.8e‐09 0.980698 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1245 Transcript INTRONIC intron,nc 0 9 0.561 7 5

9 rs71110805 7 102627223 AT A 0.3171 4.4e‐07 0.694761 rs142441296 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1246 Transcript INTRONIC intron,nc 0 9 0.557 NA 5

9 rs4729873 7 102731781 A G 0.3072 2.9e‐07 0.716781 rs142441296 ARMC10 Transcript INTRONIC intron RP11‐436D23.1247 Transcript INTRONIC intron,nc 0 9 0.528 6 4

9 rs140064303 7 102494374 C T 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1248 Transcript INTRONIC intron,nc 0 9 0.518 7 5

9 rs847652 7 102559768 C A 0.1392 6.5e‐06 0.730248 rs2537428 LRRC17 Transcript INTRONIC intron RP11‐436D23.1249 Transcript INTRONIC intron,nc 0 9 0.476 6 5

9 rs2190673 7 102540408 C T 0.1402 6.6e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1250 Transcript INTRONIC intron,nc 0 9 0.451 7 5

9 rs4729866 7 102685561 C A 0.3111 2.6e‐07 0.73281 rs142441296 FBXL13 Transcript INTRONIC intron RP11‐436D23.1251 Transcript INTRONIC intron,nc 0 9 0.439 6 5

9 rs6977145 7 102505106 A G 0.1392 3.4e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1252 Transcript INTRONIC intron,nc 0 9 0.438 6 4

9 rs60524601 7 102492897 G A 0.1362 2.8e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1253 Transcript INTRONIC intron,nc 0 9 0.434 7 5

9 rs7779145 7 102484447 C T 0.1382 2.7e‐06 0.770632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1254 Transcript INTRONIC intron,nc 0 9 0.408 3a 5

9 rs11974748 7 102421792 C G 0.1143 6.8e‐09 0.961333 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1255 Transcript INTRONIC intron,nc 0 9 0.372 7 4

9 rs71679947 7 102447008 GTTTT G 0.3181 2.7e‐14 0.951363 7:102474902_TTA_T FAM185A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1256 Transcript INTRONIC intron,nc 0 9 0.351 NA 5

9 rs6465880 7 102515237 C T 0.339 8.8e‐12 0.85683 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1257 Transcript INTRONIC intron,nc 0 9 0.336 7 2

9 rs73406284 7 102499028 C A 0.1392 2.7e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1258 Transcript INTRONIC intron,nc 0 9 0.330 6 5

9 rs13221979 7 102764723 C T 0.3101 1.9e‐07 0.710821 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1259 Transcript INTRONIC intron,nc 0 9 0.324 7 4

9 rs6979964 7 102420427 G A 0.3141 9.9e‐14 0.925035 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1260 Transcript INTRONIC intron,nc 0 9 0.319 5 4

9 rs4296965 7 102594437 A G 0.1402 9.2e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1261 Transcript INTRONIC intron,nc 0 9 0.309 5 5

9 rs558665498 7 102504821 AT A 0.1421 2.8e‐06 0.668045 rs2537428 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1262 Transcript INTRONIC intron,nc 0 9 0.284 NA 4

9 rs6967389 7 102490701 T C 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1263 Transcript INTRONIC intron,nc 0 9 0.270 6 5

9 7:102493317_GAA_G 7 102493317 G GAA 0.1362 2.7e‐06 0.752073 rs2537428 FBXL13 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1264 Transcript INTRONIC intron,nc 0 9 0.269 NA 5

9 rs847647 7 102551947 G A 0.1402 7.6e‐06 0.739495 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1265 Transcript INTRONIC intron,nc 0 9 0.263 6 4

9 rs4489255 7 102423359 T C 0.1153 2.0e‐09 0.952014 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1266 Transcript INTRONIC intron,nc 0 9 0.258 7 5

9 rs3972456 7 102436907 A G 0.3121 6.6e‐14 0.933596 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1267 Transcript INTRONIC intron,nc 0 9 0.208 NA 5

9 rs199731313 7 102444153 AAAGG A 0.3171 3.0e‐14 0.964276 7:102474902_TTA_T FAM185A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1268 Transcript INTRONIC intron,nc 0 9 0.191 NA 5

9 rs138704096 7 102509942 AT A 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1269 Transcript INTRONIC intron,nc 0 9 0.174 NA 4

9 rs6957434 7 102510016 C T 0.1392 3.1e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1270 Transcript INTRONIC intron,nc 0 9 0.164 5 4

9 rs112645611 7 102446589 TTTG T 0.3151 2.3e‐14 0.955264 7:102474902_TTA_T FAM185A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1271 Transcript INTRONIC intron,nc 0 9 0.155 NA 5

9 rs7796335 7 102507554 G A 0.1402 3.0e‐06 0.71629 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1272 Transcript INTRONIC intron,nc 0 9 0.143 5 1

9 rs7792717 7 102424124 C G 0.3151 5.3e‐14 0.920474 7:102474902_TTA_T FAM185A Transcript INTRONIC intron RP11‐436D23.1273 Transcript INTRONIC intron,nc 0 9 0.139 5 5

9 rs73406250 7 102467671 A G 0.1193 5.3e‐09 0.900539 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1274 Transcript INTRONIC intron,nc 0 9 0.087 7 4

9 rs139051886 7 102519886 ATGTG A 0.1799 2.3e‐08 1 rs139051886 FBXL13 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1275 Transcript INTRONIC intron,nc 0 9 0.072 NA 5

9 rs7796678 7 102778447 T C 0.3171 2.5e‐07 0.675523 rs142441296 NAPEPLD Transcript INTRONIC intron RP11‐436D23.1276 Transcript INTRONIC intron,nc 0 9 0.069 5 5

9 rs6947387 7 102511832 T A 0.339 1.3e‐11 0.856047 7:102474902_TTA_T FBXL13 Transcript INTRONIC intron RP11‐436D23.1277 Transcript INTRONIC intron,nc 0 9 0.060 6 4

9 rs6946773 7 102455279 C T 0.1193 8.4e‐09 0.918632 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1278 Transcript INTRONIC intron,nc 0 9 0.017 7 4

9 rs2411056 7 102491938 C T 0.1382 3.6e‐06 0.755107 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1279 Transcript INTRONIC intron,nc 0 9 0.017 7 5

9 rs11970869 7 102502322 A G 0.1392 2.3e‐06 0.733687 rs2537428 FBXL13 Transcript INTRONIC intron RP11‐436D23.1280 Transcript INTRONIC intron,nc 0 9 0.017 6 5

9 rs7800387 7 102430522 T G 0.1133 9.5e‐09 0.970799 rs2537428 FAM185A Transcript INTRONIC intron RP11‐436D23.1281 Transcript INTRONIC intron,nc 0 9 0.002 6 5

10 rs11616947 13 107900049 A G 0.2326 2.3e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1282 Transcript INTRONIC intron,nc 0 10 19.88 6 5 top

10 rs4771568 13 107899441 A G 0.2326 2.8e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1283 Transcript INTRONIC intron,nc 0 10 5.639 6 5

10 rs9514638 13 107902316 C G 0.2326 1.8e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1284 Transcript INTRONIC intron,nc 0 10 5.379 7 5

10 rs9520341 13 107898934 A T 0.2336 1.6e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1285 Transcript INTRONIC intron,nc 0 10 4.859 7 5

10 13:107898755_TAAGCTA 13 107898755 T TAAGCTA 0.2336 2.1e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron,feature_truncation RP11‐436D23.1286 Transcript INTRONIC intron,nc 0 10 3.757 NA 5

10 rs7992529 13 107898660 T C 0.3429 2.2e‐08 0.990692 rs7993272 FAM155A Transcript INTRONIC intron RP11‐436D23.1287 Transcript INTRONIC intron,nc 0 10 2.556 7 5

10 rs4771567 13 107899368 T C 0.2326 2.5e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1288 Transcript INTRONIC intron,nc 0 10 2.288 7 5

10 rs9520342 13 107900777 T C 0.2326 1.9e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1289 Transcript INTRONIC intron,nc 0 10 2.072 6 2

10 rs4771566 13 107899236 A G 0.2336 2.4e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1290 Transcript INTRONIC intron,nc 0 10 1.868 6 5

10 rs55889639 13 107898321 T C 0.3449 2.2e‐08 0.990764 rs7993272 FAM155A Transcript INTRONIC intron RP11‐436D23.1291 Transcript INTRONIC intron,nc 0 10 1.734 7 5

10 rs7993272 13 107898340 C T 0.3429 1.8e‐08 1 rs7993272 FAM155A Transcript INTRONIC intron RP11‐436D23.1292 Transcript INTRONIC intron,nc 0 10 1.727 7 5

10 rs9514637 13 107902242 A G 0.2326 1.8e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1293 Transcript INTRONIC intron,nc 0 10 1.588 6 5

10 13:107897823:C:T rs9520339 13 107897823 T C 0.2336 1.1e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1294 Transcript INTRONIC intron,nc 0 10 1.393 7 5

10 rs72666510 13 107898320 G A 0.2346 1.3e‐14 0.994114 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1295 Transcript INTRONIC intron,nc 0 10 1.209 7 5

10 rs4771565 13 107899133 C T 0.2336 1.7e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1296 Transcript INTRONIC intron,nc 0 10 1.185 6 5

10 rs61965577 13 107904974 C T 0.3171 9.8e‐10 1 rs61965577 FAM155A Transcript INTRONIC intron RP11‐436D23.1297 Transcript INTRONIC intron,nc 0 10 1.128 5 5

10 rs6492042 13 107898749 A G 0.3429 2.4e‐08 0.990692 rs7993272 FAM155A Transcript INTRONIC intron RP11‐436D23.1298 Transcript INTRONIC intron,nc 0 10 1.125 7 5

10 rs9520344 13 107902770 A T 0.2316 1.2e‐14 0.988117 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1299 Transcript INTRONIC intron,nc 0 10 0.937 5 5

10 rs9514640 13 107903322 T C 0.2843 1.3e‐12 0.801876 rs61965577 FAM155A Transcript INTRONIC intron RP11‐436D23.1300 Transcript INTRONIC intron,nc 0 10 0.730 7 5

10 rs9520345 13 107902876 C T 0.2326 1.6e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1301 Transcript INTRONIC intron,nc 0 10 0.664 7 5

10 rs9520340 13 107898896 G C 0.2336 1.6e‐14 1 rs9520339 FAM155A Transcript INTRONIC intron RP11‐436D23.1302 Transcript INTRONIC intron,nc 0 10 0.485 7 5

10 13:107901915_GC_G 13 107901915 G GC 0.2326 2.4e‐14 0.994039 rs9520339 FAM155A Transcript INTRONIC intron,feature_truncation RP11‐436D23.1303 Transcript INTRONIC intron,nc 0 10 0.362 NA 5

10 rs4771563 13 107897786 C G 0.3439 2.1e‐08 0.995347 rs7993272 FAM155A Transcript INTRONIC intron RP11‐436D23.1304 Transcript INTRONIC intron,nc 0 10 0.207 7 5

11 rs16970678 13 108216200 A G 0.1909 1.7e‐13 0.925441 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1305 Transcript INTRONIC intron,nc 0 11 17.74 4 5 top

11 13:108215404:A:G rs9555371 13 108215404 G A 0.2028 1.2e‐13 1 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1306 Transcript INTRONIC intron,nc 0 11 5.619 6 1

11 rs750666525 13 108228295 G GTGTA 0.1938 9.1e‐13 0.918166 rs9555371 FAM155A Transcript INTRONIC intron,feature_truncation RP11‐436D23.1307 Transcript INTRONIC intron,nc 0 11 5.608 NA 7

11 rs11619840 13 108218958 A C 0.1909 1.7e‐13 0.925441 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1308 Transcript INTRONIC intron,nc 0 11 4.783 5 5

11 rs72652759 13 108210007 C T 0.2028 2.5e‐11 0.900267 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1309 Transcript INTRONIC intron,nc 0 11 3.568 7 5

11 rs72652761 13 108212885 C T 0.1998 5.7e‐12 0.918517 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1310 Transcript INTRONIC intron,nc 0 11 3.534 7 5

11 rs141376163 13 108207714 A G 0.1938 9.9e‐11 0.82296 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1311 Transcript INTRONIC intron,nc 0 11 3.259 6 5

11 rs2391459 13 108207758 T C 0.2942 1.6e‐08 0.911972 rs11069693 FAM155A Transcript INTRONIC intron RP11‐436D23.1312 Transcript INTRONIC intron,nc 0 11 3.003 7 5

11 rs67153654 13 108224984 A T 0.1958 3.4e‐13 0.931143 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1313 Transcript INTRONIC intron,nc 0 11 2.963 6 1

11 rs9555369 13 108212020 T C 0.2982 1.3e‐08 0.967306 rs11069693 FAM155A Transcript INTRONIC intron RP11‐436D23.1314 Transcript INTRONIC intron,nc 0 11 2.791 7 5

11 rs11069692 13 108208806 T C 0.2078 6.7e‐12 0.894839 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1315 Transcript INTRONIC intron,nc 0 11 2.642 6 5

11 rs11069693 13 108216568 A G 0.2932 1.1e‐08 1 rs11069693 FAM155A Transcript INTRONIC intron RP11‐436D23.1316 Transcript INTRONIC intron,nc 0 11 1.975 6 5

11 rs11843418 13 108212612 G A 0.1998 1.0e‐11 0.918517 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1317 Transcript INTRONIC intron,nc 0 11 1.896 5 5

11 rs11617953 13 108220280 C A 0.2903 5.0e‐08 0.939269 rs11069693 FAM155A Transcript INTRONIC intron RP11‐436D23.1318 Transcript INTRONIC intron,nc 0 11 1.808 6 5

11 rs1323681 13 108210689 A C 0.2038 1.7e‐11 0.894286 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1319 Transcript INTRONIC intron,nc 0 11 1.525 NA 5

11 rs376715124 13 108217451 CA C 0.2008 2.2e‐10 0.814859 rs9555371 FAM155A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1320 Transcript INTRONIC intron,nc 0 11 1.166 NA 5

11 rs9520487 13 108208688 C T 0.2505 1.1e‐08 0.655877 rs11069693 FAM155A Transcript INTRONIC intron RP11‐436D23.1321 Transcript INTRONIC intron,nc 0 11 0.935 6 5

11 rs1018601 13 108210200 T C 0.2107 5.0e‐12 0.938197 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1322 Transcript INTRONIC intron,nc 0 11 0.554 7 5

11 rs5806667 13 108210449 AT A 0.2028 1.0e‐11 0.900267 rs9555371 FAM155A Transcript INTRONIC intron,feature_elongation RP11‐436D23.1323 Transcript INTRONIC intron,nc 0 11 0.188 NA 5

11 rs11619828 13 108218865 T C 0.1909 2.3e‐13 0.925441 rs9555371 FAM155A Transcript INTRONIC intron RP11‐436D23.1324 Transcript INTRONIC intron,nc 0 11 0.153 5 5

12 1:219294570:C:T rs61823192 1 219294570 T C 0.01193 4.6e‐14 1 rs61823192 RP11‐135J2.4 Transcript INTRONIC intron,nc RP11‐436D23.1325 Transcript INTRONIC intron,nc 0 12 15.57 4 1 top

12 rs76926608 1 219704939 A G 0.01292 1.2e‐09 1 rs76926608 Intergenic INTERGENIC intergenic RP11‐436D23.1326 Transcript INTRONIC intron,nc 0 12 3.955 3a 5

12 rs76172548 1 219647314 C A 0.01889 3.0e‐08 1 rs76172548 Intergenic INTERGENIC intergenic RP11‐436D23.1327 Transcript INTRONIC intron,nc 0 12 0.198 6 5

12 rs61821643 1 219268532 C T 0.01093 1.6e‐12 0.752345 rs61823192 RP11‐135J2.4 Transcript INTRONIC intron,nc RP11‐436D23.1328 Transcript INTRONIC intron,nc 0 12 0.150 6 5

13 rs4919369 10 101382252 A C 0.1203 1.2e‐13 1 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1329 Transcript INTRONIC intron,nc 0 13 14.62 5 1

13 rs1035214 10 101388191 A T 0.1203 1.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1330 Transcript INTRONIC intron,nc 0 13 13.72 6 5



13 rs11190190 10 101379280 G A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1331 Transcript INTRONIC intron,nc 0 13 13.10 2b 1 top

13 rs6584311 10 101462782 G A 0.1213 3.2e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1332 Transcript INTRONIC intron,nc 0 13 13.06 6 4 top

13 rs2160619 10 101410559 A T 0.1213 9.7e‐14 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1333 Transcript INTRONIC intron,nc 0 13 12.77 5 5

13 rs1118002 10 101380224 A C 0.1203 1.3e‐13 1 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1334 Transcript INTRONIC intron,nc 0 13 12.71 NA 1

13 10:101396995_TC_T 10 101396995 T TC 0.1203 9.2e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1335 Transcript INTRONIC intron,nc 0 13 11.37 NA 5

13 rs7911100 10 101393872 A G 0.1203 6.1e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1336 Transcript INTRONIC intron,nc 0 13 11.32 3a 5

13 rs11190203 10 101394969 T C 0.1203 6.2e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1337 Transcript INTRONIC intron,nc 0 13 11.31 7 5

13 rs2231687 10 101473218 G A 0.1213 1.7e‐13 0.990447 rs7098322 CUTC Transcript INTRONIC intron,nc RP11‐436D23.1338 Transcript INTRONIC intron,nc 0 13 10.16 NA 4

13 rs7077677 10 101392217 C A 0.1203 6.0e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1339 Transcript INTRONIC intron,nc 0 13 10.09 6 5

13 rs2183871 10 101387751 G T 0.1203 1.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1340 Transcript INTRONIC intron,nc 0 13 9.981 6 5

13 rs9663392 10 101402793 A T 0.1223 1.1e‐13 0.981035 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1341 Transcript INTRONIC intron,nc 0 13 9.663 6 5

13 rs2038563 10 101413863 G A 0.06163 2.5e‐08 1 rs2038563 RP11‐483F11.7 Intergenic UPSTREAM upstream RP11‐436D23.1342 Transcript INTRONIC intron,nc 0 13 9.578 6 5

13 rs3832650 10 101480604 CAG C 0.1203 7.6e‐13 0.980842 rs7098322 COX15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1343 Transcript INTRONIC intron,nc 0 13 9.385 NA 4

13 rs9665596 10 101402847 T C 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1344 Transcript INTRONIC intron,nc 0 13 9.343 6 5

13 rs2193350 10 101411643 A T 0.1203 3.7e‐13 0.980842 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1345 Transcript INTRONIC intron,nc 0 13 8.676 7 5

13 rs4917874 10 101401121 T C 0.1213 9.0e‐14 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1346 Transcript INTRONIC intron,nc 0 13 8.614 7 5

13 rs2052319 10 101381508 T C 0.1203 1.1e‐13 1 rs7098322 RP11‐85A1.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1347 Transcript INTRONIC intron,nc 0 13 8.592 NA 1

13 rs35537260 10 101395274 TA T 0.1203 1.5e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1348 Transcript INTRONIC intron,nc 0 13 8.572 NA 5

13 rs1854992 10 101394428 C T 0.1203 6.2e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1349 Transcript INTRONIC intron,nc 0 13 8.180 7 5

13 rs1998289 10 101491020 T C 0.1431 6.4e‐13 0.789631 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1350 Transcript INTRONIC intron,nc 0 13 8.114 4 1

13 rs201580172 10 101475278 G GT 0.1213 3.2e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1351 Transcript INTRONIC intron,nc 0 13 8.026 NA 4

13 rs12779255 10 101358685 A T 0.4085 3.4e‐08 1 rs12779255 snoU13 Intergenic UPSTREAM upstream RP11‐436D23.1352 Transcript INTRONIC intron,nc 0 13 8.025 4 5

13 rs3837305 10 101463005 CT C 0.1213 6.5e‐13 0.971428 rs7098322 ENTPD7 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1353 Transcript INTRONIC intron,nc 0 13 8.003 NA 4

13 rs7909979 10 101376357 G A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1354 Transcript INTRONIC intron,nc 0 13 7.639 6 2

13 rs1990733 10 101392721 C T 0.1193 2.3e‐13 0.990399 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1355 Transcript INTRONIC intron,nc 0 13 7.555 NA 5

13 rs10786568 10 101485770 G T 0.1243 6.8e‐13 0.963999 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1356 Transcript INTRONIC intron,nc 0 13 7.173 6 4

13 rs10883398 10 101409699 G A 0.1213 9.8e‐14 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1357 Transcript INTRONIC intron,nc 0 13 6.891 7 5

13 rs2297448 10 101380968 C T 0.1203 1.2e‐13 1 rs7098322 RP11‐85A1.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1358 Transcript INTRONIC intron,nc 0 13 6.878 4 1

13 rs7091335 10 101394606 T C 0.1203 1.1e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1359 Transcript INTRONIC intron,nc 0 13 6.764 6 5

13 rs888209 10 101372043 A G 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1360 Transcript INTRONIC intron,nc 0 13 6.555 NA 4

13 rs6584303 10 101416647 A G 0.1213 1.5e‐13 0.990447 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1361 Transcript INTRONIC intron,nc 0 13 6.231 4 2

13 rs10883405 10 101449521 A T 0.1213 2.5e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1362 Transcript INTRONIC intron,nc 0 13 6.205 3a 4

13 rs11596177 10 101457953 T C 0.1193 1.3e‐12 0.971286 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1363 Transcript INTRONIC intron,nc 0 13 6.099 5 4

13 rs6584309 10 101450829 G A 0.1213 2.5e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1364 Transcript INTRONIC intron,nc 0 13 6.082 7 4

13 rs11190213 10 101403258 A T 0.1213 1.0e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1365 Transcript INTRONIC intron,nc 0 13 5.980 6 5

13 rs4919372 10 101389653 A C 0.1203 1.6e‐13 1 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1366 Transcript INTRONIC intron,nc 0 13 5.857 5 5

13 rs11190207 10 101399362 A C 0.1203 6.5e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1367 Transcript INTRONIC intron,nc 0 13 5.805 7 5

13 rs2052320 10 101381381 G T 0.1203 1.2e‐13 1 rs7098322 RP11‐85A1.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1368 Transcript INTRONIC intron,nc 0 13 5.695 NA 1

13 rs1998290 10 101491236 A G 0.1431 6.4e‐13 0.789631 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1369 Transcript INTRONIC intron,nc 0 13 5.576 4 1

13 10:101489216_CAAAA_C 10 101489216 C CAAAA 0.1372 1.1e‐11 0.735344 rs7098322 COX15 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1370 Transcript INTRONIC intron,nc 0 13 5.498 NA 4

13 rs11440363 10 101490342 CA C 0.1779 8.2e‐13 0.601353 rs7098322 COX15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1371 Transcript INTRONIC intron,nc 0 13 5.479 NA 5

13 rs11190202 10 101394821 G A 0.1203 6.1e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1372 Transcript INTRONIC intron,nc 0 13 5.460 7 5

13 rs10786565 10 101401867 A G 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1373 Transcript INTRONIC intron,nc 0 13 5.424 7 5

13 10:101391169:C:T rs7098322 10 101391169 T C 0.1203 6.0e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1374 Transcript INTRONIC intron,nc 0 13 5.407 5 5

13 rs6584321 10 101487926 T C 0.1421 6.4e‐13 0.780455 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1375 Transcript INTRONIC intron,nc 0 13 5.131 7 4

13 rs7076051 10 101461992 A C 0.1213 8.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1376 Transcript INTRONIC intron,nc 0 13 5.110 7 4

13 rs3740079 10 101439252 A G 0.1213 5.7e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1377 Transcript INTRONIC intron,nc 0 13 4.662 NA 4

13 rs10883403 10 101436165 T C 0.1213 2.4e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1378 Transcript INTRONIC intron,nc 0 13 4.573 NA 5

13 rs2013269 10 101453261 T C 0.1213 2.8e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1379 Transcript INTRONIC intron,nc 0 13 4.561 7 4

13 10:101375113_CAA_C 10 101375113 C CAA 0.1252 4.8e‐13 0.953622 rs7098322 SLC25A28 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1380 Transcript INTRONIC intron,nc 0 13 4.490 NA 2

13 rs2052317 10 101381564 C T 0.1203 1.8e‐13 1 rs7098322 RP11‐85A1.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1381 Transcript INTRONIC intron,nc 0 13 4.473 NA 1

13 rs1412323 10 101463181 G A 0.1213 8.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1382 Transcript INTRONIC intron,nc 0 13 4.469 NA 4

13 rs2300979 10 101443997 C T 0.1213 3.2e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1383 Transcript INTRONIC intron,nc 0 13 4.445 7 4

13 rs2095038 10 101408787 T C 0.1213 1.8e‐13 0.990447 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1384 Transcript INTRONIC intron,nc 0 13 4.433 5 5

13 rs544327141 10 101428799 CT C 0.1223 2.9e‐12 0.925808 rs7098322 ENTPD7 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1385 Transcript INTRONIC intron,nc 0 13 4.424 NA 4

13 rs11405417 10 101470858 CA C 0.1272 2.7e‐13 0.936001 rs7098322 CUTC Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.1386 Transcript INTRONIC intron,nc 0 13 4.266 NA 4

13 rs7911564 10 101388455 G A 0.1203 1.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1387 Transcript INTRONIC intron,nc 0 13 4.166 6 5

13 rs6584319 10 101479301 A G 0.1213 2.3e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1388 Transcript INTRONIC intron,nc 0 13 4.033 7 4

13 rs1056844 10 101469903 G T 0.1193 9.1e‐13 0.971286 rs7098322 CUTC Transcript INTRONIC intron,nc RP11‐436D23.1389 Transcript INTRONIC intron,nc 0 13 4.004 NA 3

13 rs2078260 10 101452212 T C 0.1213 7.2e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1390 Transcript INTRONIC intron,nc 0 13 3.863 NA 4

13 rs1412324 10 101375581 G A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1391 Transcript INTRONIC intron,nc 0 13 3.860 7 2

13 rs6584318 10 101475339 T C 0.1213 6.5e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1392 Transcript INTRONIC intron,nc 0 13 3.850 5 4

13 rs7073616 10 101473535 T C 0.1213 6.7e‐13 0.990447 rs7098322 COX15 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1393 Transcript INTRONIC intron,nc 0 13 3.833 4 4

13 rs6584317 10 101475215 G A 0.1213 2.5e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1394 Transcript INTRONIC intron,nc 0 13 3.824 7 4

13 rs10748788 10 101451546 G A 0.1213 3.6e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1395 Transcript INTRONIC intron,nc 0 13 3.741 7 4

13 rs56758430 10 101407922 AT A 0.2117 5.9e‐12 1 rs56758430 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1396 Transcript INTRONIC intron,nc 0 13 3.675 NA 5

13 rs11444813 10 101438533 CA C 0.3151 3.1e‐10 1 rs11444813 ENTPD7 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1397 Transcript INTRONIC intron,nc 0 13 3.661 NA 4

13 rs1033757 10 101475763 A T 0.1282 7.1e‐13 0.927378 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1398 Transcript INTRONIC intron,nc 0 13 3.555 6 4

13 rs911541 10 101433392 A G 0.1213 2.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1399 Transcript INTRONIC intron,nc 0 13 3.505 4 4

13 rs2052316 10 101383290 T C 0.1203 9.6e‐14 1 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1400 Transcript INTRONIC intron,nc 0 13 3.425 NA 5

13 rs35562233 10 101360807 T C 0.1302 3.7e‐12 0.758673 rs7098322 snoU13 Intergenic UPSTREAM upstream RP11‐436D23.1401 Transcript INTRONIC intron,nc 0 13 3.393 7 5

13 rs2300986 10 101482343 G A 0.1213 2.0e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1402 Transcript INTRONIC intron,nc 0 13 3.337 6 4

13 rs2862657 10 101395969 G A 0.1203 6.5e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1403 Transcript INTRONIC intron,nc 0 13 3.276 6 5

13 rs7091203 10 101394572 G A 0.1203 6.8e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1404 Transcript INTRONIC intron,nc 0 13 3.185 6 5

13 rs10786566 10 101409945 T C 0.1213 1.8e‐13 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1405 Transcript INTRONIC intron,nc 0 13 3.182 6 5

13 rs759877845 10 101386539 G GT 0.1213 2.1e‐13 0.990447 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1406 Transcript INTRONIC intron,nc 0 13 3.179 NA 5

13 rs2095037 10 101387568 T C 0.1203 1.5e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1407 Transcript INTRONIC intron,nc 0 13 3.105 7 5

13 rs2024502 10 101385177 A G 0.1203 9.3e‐14 1 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1408 Transcript INTRONIC intron,nc 0 13 3.089 NA 5

13 rs7083107 10 101438564 A T 0.1203 7.6e‐13 0.980842 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1409 Transcript INTRONIC intron,nc 0 13 3.066 6 4

13 rs1412327 10 101411588 T C 0.1213 9.8e‐14 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1410 Transcript INTRONIC intron,nc 0 13 3.005 7 5

13 rs7896968 10 101427809 G A 0.1213 1.4e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1411 Transcript INTRONIC intron,nc 0 13 2.990 5 4

13 rs763692250 10 101377268 C CT 0.1203 1.9e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1412 Transcript INTRONIC intron,nc 0 13 2.974 NA 1

13 10:101446673_CT_C 10 101446673 C CT 0.1849 5.9e‐11 1 10:101446673_CT_C ENTPD7 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1413 Transcript INTRONIC intron,nc 0 13 2.967 NA 4

13 rs7085804 10 101406415 G A 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1414 Transcript INTRONIC intron,nc 0 13 2.945 7 5

13 rs4919385 10 101459415 A G 0.1213 3.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1415 Transcript INTRONIC intron,nc 0 13 2.878 6 4

13 rs753642536 10 101422423 A AAACCAAAGGA0.1213 8.3e‐14 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1416 Transcript INTRONIC intron,nc 0 13 2.810 NA 3

13 rs2013255 10 101453066 T C 0.1213 2.4e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1417 Transcript INTRONIC intron,nc 0 13 2.754 NA 4

13 rs7096626 10 101490870 A G 0.1431 6.4e‐13 0.789631 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1418 Transcript INTRONIC intron,nc 0 13 2.666 5 1

13 rs1035215 10 101386604 A G 0.1203 2.1e‐13 1 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1419 Transcript INTRONIC intron,nc 0 13 2.515 NA 5

13 rs2300983 10 101469605 A G 0.1213 2.9e‐13 0.990447 rs7098322 CUTC Transcript INTRONIC intron,nc RP11‐436D23.1420 Transcript INTRONIC intron,nc 0 13 2.410 4 2

13 rs880568 10 101372411 C T 0.1203 1.1e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1421 Transcript INTRONIC intron,nc 0 13 2.344 4 4

13 rs10786567 10 101460171 G A 0.1203 1.6e‐12 0.961593 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1422 Transcript INTRONIC intron,nc 0 13 2.317 7 2

13 rs36067035 10 101393428 GA G 0.1769 3.0e‐09 1 rs36067035 Intergenic INTERGENIC intergenic RP11‐436D23.1423 Transcript INTRONIC intron,nc 0 13 2.228 NA 5

13 rs4919386 10 101461023 T A 0.1203 1.1e‐12 0.980842 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1424 Transcript INTRONIC intron,nc 0 13 2.187 7 4

13 rs5025953 10 101386541 G T 0.1213 2.1e‐13 0.990447 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1425 Transcript INTRONIC intron,nc 0 13 2.119 5 5

13 rs10748789 10 101454710 C T 0.1213 3.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1426 Transcript INTRONIC intron,nc 0 13 2.110 6 4

13 rs7076270 10 101374337 T C 0.1213 1.1e‐13 0.990447 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1427 Transcript INTRONIC intron,nc 0 13 2.088 6 4

13 rs3758396 10 101455508 T C 0.1203 1.0e‐12 0.980842 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1428 Transcript INTRONIC intron,nc 0 13 2.050 NA 4

13 rs6584307 10 101427050 G A 0.1213 1.4e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1429 Transcript INTRONIC intron,nc 0 13 2.044 3a 4

13 rs4919368 10 101376898 A C 0.1203 1.4e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1430 Transcript INTRONIC intron,nc 0 13 1.998 5 2

13 rs4919384 10 101459040 T G 0.1213 5.8e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1431 Transcript INTRONIC intron,nc 0 13 1.973 7 4

13 rs7085856 10 101406181 A G 0.1213 9.5e‐14 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1432 Transcript INTRONIC intron,nc 0 13 1.958 6 5

13 rs10748790 10 101462193 T C 0.1203 3.1e‐13 0.980749 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1433 Transcript INTRONIC intron,nc 0 13 1.928 6 4

13 rs7077165 10 101391742 T C 0.1203 2.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1434 Transcript INTRONIC intron,nc 0 13 1.917 6 5

13 rs6584300 10 101385866 A G 0.1203 1.5e‐13 1 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1435 Transcript INTRONIC intron,nc 0 13 1.895 5 5

13 rs34106739 10 101387638 TC T 0.1203 1.3e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1436 Transcript INTRONIC intron,nc 0 13 1.865 NA 5

13 rs10159508 10 101374671 T C 0.1193 2.2e‐13 0.990399 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1437 Transcript INTRONIC intron,nc 0 13 1.829 6 4

13 rs7900912 10 101404220 T C 0.1213 9.8e‐14 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1438 Transcript INTRONIC intron,nc 0 13 1.823 7 5

13 rs1412326 10 101375819 C A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1439 Transcript INTRONIC intron,nc 0 13 1.807 7 2

13 rs9665592 10 101402760 T C 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1440 Transcript INTRONIC intron,nc 0 13 1.799 7 5

13 rs3215694 10 101478000 TC T 0.1213 2.5e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1441 Transcript INTRONIC intron,nc 0 13 1.785 NA 4

13 rs199655169 10 101466270 T TA 0.1213 1.3e‐12 0.990447 rs7098322 CUTC Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1442 Transcript INTRONIC intron,nc 0 13 1.685 NA 4

13 rs2024504 10 101376288 G A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 Transcript INTRONIC intron RP11‐436D23.1443 Transcript INTRONIC intron,nc 0 13 1.664 NA 2

13 rs10883399 10 101409820 G T 0.1213 2.7e‐13 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1444 Transcript INTRONIC intron,nc 0 13 1.650 6 5

13 rs1412328 10 101411887 A T 0.1203 3.8e‐13 0.980842 rs7098322 RP11‐483F11.7 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1445 Transcript INTRONIC intron,nc 0 13 1.616 7 5

13 rs10883388 10 101395244 G C 0.1203 6.2e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1446 Transcript INTRONIC intron,nc 0 13 1.592 7 5

13 rs1360520 10 101435123 A G 0.1213 5.7e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1447 Transcript INTRONIC intron,nc 0 13 1.578 5 4

13 rs7893702 10 101418367 C T 0.1193 3.3e‐13 0.971286 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1448 Transcript INTRONIC intron,nc 0 13 1.540 2b 1

13 rs7093178 10 101389900 T C 0.1203 1.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1449 Transcript INTRONIC intron,nc 0 13 1.524 5 5

13 rs12252203 10 101409497 G C 0.1213 1.8e‐13 0.990447 rs7098322 RP11‐483F11.7 Intergenic DOWNSTREAM downstream RP11‐436D23.1450 Transcript INTRONIC intron,nc 0 13 1.510 7 5

13 rs2024503 10 101384957 G C 0.1203 1.0e‐13 1 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1451 Transcript INTRONIC intron,nc 0 13 1.504 5 5



13 rs6584308 10 101450694 G A 0.1213 3.6e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1452 Transcript INTRONIC intron,nc 0 13 1.496 6 4

13 rs2300982 10 101454142 G A 0.1213 4.3e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1453 Transcript INTRONIC intron,nc 0 13 1.490 5 2

13 rs4919382 10 101436905 C T 0.1213 3.0e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1454 Transcript INTRONIC intron,nc 0 13 1.395 3a 2

13 rs7089357 10 101406498 G A 0.1203 3.7e‐13 0.980842 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1455 Transcript INTRONIC intron,nc 0 13 1.368 7 5

13 rs4919383 10 101449100 A T 0.1213 2.5e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1456 Transcript INTRONIC intron,nc 0 13 1.329 7 4

13 rs7075450 10 101394724 C T 0.1203 1.2e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1457 Transcript INTRONIC intron,nc 0 13 1.242 7 5

13 rs1999441 10 101412471 G A 0.1213 1.8e‐13 0.990447 rs7098322 RP11‐483F11.7 Transcript INTRONIC intron,nc RP11‐436D23.1458 Transcript INTRONIC intron,nc 0 13 1.223 7 5

13 rs6584301 10 101388939 G A 0.1203 1.0e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1459 Transcript INTRONIC intron,nc 0 13 1.214 5 5

13 rs7077084 10 101391829 G A 0.1203 1.4e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1460 Transcript INTRONIC intron,nc 0 13 1.213 6 5

13 rs7918619 10 101465780 A G 0.1213 3.2e‐13 0.990447 rs7098322 ENTPD7 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1461 Transcript INTRONIC intron,nc 0 13 1.170 6 4

13 rs4919380 10 101425578 C A 0.1213 1.4e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1462 Transcript INTRONIC intron,nc 0 13 1.165 5 4

13 rs1035216 10 101386603 T A 0.1203 2.1e‐13 1 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1463 Transcript INTRONIC intron,nc 0 13 1.157 5 5

13 rs9663888 10 101402630 G A 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1464 Transcript INTRONIC intron,nc 0 13 1.028 6 5

13 rs2269194 10 101457155 G A 0.1213 2.2e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1465 Transcript INTRONIC intron,nc 0 13 0.962 7 4

13 rs9663958 10 101403058 G A 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1466 Transcript INTRONIC intron,nc 0 13 0.953 7 5

13 rs7905615 10 101405244 A G 0.1203 3.7e‐13 0.980842 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1467 Transcript INTRONIC intron,nc 0 13 0.883 7 5

13 rs1035217 10 101386540 G T 0.1233 3.1e‐13 0.971763 rs7098322 RP11‐85A1.3 Intergenic DOWNSTREAM downstream RP11‐436D23.1468 Transcript INTRONIC intron,nc 0 13 0.831 NA 5

13 rs9663384 10 101402622 C T 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1469 Transcript INTRONIC intron,nc 0 13 0.724 6 5

13 rs10883402 10 101426527 G A 0.1213 2.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1470 Transcript INTRONIC intron,nc 0 13 0.675 6 4

13 rs911542 10 101433672 C G 0.1213 5.5e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1471 Transcript INTRONIC intron,nc 0 13 0.638 5 4

13 rs11428277 10 101425013 GA G 0.162 1.6e‐11 0.699942 rs7098322 ENTPD7 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1472 Transcript INTRONIC intron,nc 0 13 0.627 NA 4

13 rs11190241 10 101437177 G A 0.1213 2.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1473 Transcript INTRONIC intron,nc 0 13 0.627 7 4

13 rs1118001 10 101380304 C T 0.1203 1.3e‐13 1 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1474 Transcript INTRONIC intron,nc 0 13 0.545 4 1

13 rs10748787 10 101446954 G A 0.1203 8.0e‐13 0.980842 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1475 Transcript INTRONIC intron,nc 0 13 0.503 7 4

13 rs1999440 10 101412278 T G 0.1213 9.8e‐14 0.990447 rs7098322 RP11‐483F11.7 Transcript INTRONIC intron,nc RP11‐436D23.1476 Transcript INTRONIC intron,nc 0 13 0.491 7 5

13 rs11190198 10 101391648 T A 0.1213 2.0e‐13 0.951948 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1477 Transcript INTRONIC intron,nc 0 13 0.428 6 5

13 rs6584320 10 101481767 T C 0.1213 2.3e‐13 0.990447 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1478 Transcript INTRONIC intron,nc 0 13 0.401 6 4

13 rs147179323 10 101414414 TAAC T 0.1531 2.6e‐11 0.756572 rs7098322 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1479 Transcript INTRONIC intron,nc 0 13 0.356 NA 2

13 rs4919379 10 101425468 T C 0.1213 3.8e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1480 Transcript INTRONIC intron,nc 0 13 0.347 5 4

13 rs34309410 10 101394189 AATAG A 0.1237 2.6e‐13 0.971119 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1481 Transcript INTRONIC intron,nc 0 13 0.327 NA 5

13 rs112381543 10 101360742 A G 0.1153 3.8e‐13 0.877874 rs7098322 snoU13 Intergenic UPSTREAM upstream RP11‐436D23.1482 Transcript INTRONIC intron,nc 0 13 0.277 6 5

13 rs7913939 10 101427983 C T 0.1213 4.0e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1483 Transcript INTRONIC intron,nc 0 13 0.208 7 4

13 rs4917878 10 101438180 G A 0.1203 7.6e‐13 0.980842 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1484 Transcript INTRONIC intron,nc 0 13 0.206 6 4

13 rs1477144 10 101386700 A T 0.1223 8.7e‐14 0.981035 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1485 Transcript INTRONIC intron,nc 0 13 0.190 3a 5

13 rs9663403 10 101402896 C T 0.1213 2.5e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1486 Transcript INTRONIC intron,nc 0 13 0.184 7 5

13 rs7905656 10 101405335 A G 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1487 Transcript INTRONIC intron,nc 0 13 0.162 7 5

13 rs1360521 10 101435311 G A 0.1213 3.1e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1488 Transcript INTRONIC intron,nc 0 13 0.161 6 5

13 rs77127085 10 101401435 C T 0.1213 1.8e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1489 Transcript INTRONIC intron,nc 0 13 0.110 6 5

13 rs7086162 10 101406398 A G 0.1213 9.7e‐14 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1490 Transcript INTRONIC intron,nc 0 13 0.097 7 5

13 rs7903866 10 101447258 A G 0.1213 2.3e‐13 0.990447 rs7098322 ENTPD7 Transcript INTRONIC intron RP11‐436D23.1491 Transcript INTRONIC intron,nc 0 13 0.080 7 4

13 rs6584296 10 101357014 T A 0.1372 1.1e‐11 0.729242 rs7098322 snoU13 Intergenic UPSTREAM upstream RP11‐436D23.1492 Transcript INTRONIC intron,nc 0 13 0.080 6 5

13 rs1854993 10 101398772 G A 0.1203 6.5e‐14 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1493 Transcript INTRONIC intron,nc 0 13 0.076 6 5

13 rs7079079 10 101387058 G C 0.1203 1.5e‐13 1 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1494 Transcript INTRONIC intron,nc 0 13 0.073 6 5

13 rs2236278 10 101488968 C T 0.1421 7.9e‐13 0.780455 rs7098322 COX15 Transcript INTRONIC intron RP11‐436D23.1495 Transcript INTRONIC intron,nc 0 13 0.044 7 4

13 rs4556472 10 101400471 C G 0.1213 1.9e‐13 0.990447 rs7098322 Intergenic INTERGENIC intergenic RP11‐436D23.1496 Transcript INTRONIC intron,nc 0 13 0.023 7 5

14 rs11780146 8 120419182 G T 0.1849 1.3e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1497 Transcript INTRONIC intron,nc 1 NOV 2.93883e‐11 5.04956e‐07 NOV 2.93883e‐11 5.04956e‐07 14 18.75 7 5

14 rs17188373 8 120439492 T C 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1498 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 18.22 5 5 top

14 rs73709783 8 120420834 T A 0.1849 1.1e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1499 Transcript INTRONIC intron,nc 1 NOV 1.36347e‐10 5.04956e‐07 NOV 1.36347e‐10 5.04956e‐07 14 18.07 6 5

14 rs115372142 8 120428447 A G 0.1839 1.1e‐11 0.736269 rs60869342 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1500 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 16.88 2b 1

14 rs17191747 8 120542085 A G 0.2137 1.3e‐11 1 rs17191747 Intergenic INTERGENIC intergenic RP11‐436D23.1501 Transcript INTRONIC intron,nc 1 NOV 3.6574e‐07 5.04956e‐07 NOV 3.6574e‐07 5.04956e‐07 14 13.83 5 7

14 rs1058913 8 120575184 A G 0.1948 2.3e‐10 0.858811 rs17191747 ENPP2 CodingTranscript SYNONYMOUS synonymous RP11‐436D23.1502 Transcript INTRONIC intron,nc 1 NOV 4.7025e‐07 5.04956e‐07 NOV 4.7025e‐07 5.04956e‐07 14 13.45 NA 4 top

14 rs7464710 8 120624386 G C 0.2316 4.7e‐09 1 rs7464710 ENPP2 Transcript INTRONIC intron RP11‐436D23.1503 Transcript INTRONIC intron,nc 1 NOV 3.88677e‐06 5.04956e‐07 NOV 3.88677e‐06 5.04956e‐07 14 12.82 7 4

14 rs55883962 8 120417690 C T 0.1849 1.3e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1504 Transcript INTRONIC intron,nc 1 NOV 1.18716e‐10 5.04956e‐07 NOV 1.18716e‐10 5.04956e‐07 14 12.64 7 5

14 rs3928531 8 120440139 T A 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1505 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 12.20 5 2

14 rs58659618 8 120420239 A G 0.1849 4.6e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1506 Transcript INTRONIC intron,nc 1 NOV 2.19617e‐10 5.04956e‐07 NOV 2.19617e‐10 5.04956e‐07 14 11.44 5 5

14 rs72684286 8 120401169 A T 0.2256 8.0e‐12 0.764857 rs60869342 SNORA32 Intergenic DOWNSTREAM downstream RP11‐436D23.1507 Transcript INTRONIC intron,nc 1 NOV 2.43984e‐08 5.04956e‐07 NOV 2.43984e‐08 5.04956e‐07 14 10.84 7 5

14 rs11778491 8 120451362 C G 0.2137 3.5e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1508 Transcript INTRONIC intron,nc 1 NOV 3.17248e‐08 5.04956e‐07 NOV 3.17248e‐08 5.04956e‐07 14 10.72 4 5 top

14 rs11526 8 120436541 C T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1509 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 10.33 6 5 top

14 rs61100635 8 120420210 G A 0.1849 1.0e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1510 Transcript INTRONIC intron,nc 1 NOV 1.72101e‐10 5.04956e‐07 NOV 1.72101e‐10 5.04956e‐07 14 10.25 5 5

14 rs56013326 8 120428758 A G 0.1839 1.0e‐11 0.736269 rs60869342 NOV Transcript 5PRIME_UTR 5_prime_UTR RP11‐436D23.1511 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 9.904 4 1

14 rs16892729 8 120558078 T C 0.2008 3.8e‐10 0.845604 rs17191747 Intergenic INTERGENIC intergenic RP11‐436D23.1512 Transcript INTRONIC intron,nc 1 NOV 1.03811e‐06 5.04956e‐07 NOV 1.03811e‐06 5.04956e‐07 14 9.391 6 5

14 rs1057732 8 120436418 C T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1513 Transcript INTRONIC intron,nc 1 NOV 7.63293e‐10 5.04956e‐07 NOV 7.63293e‐10 5.04956e‐07 14 9.276 6 5

14 rs14324 8 120436486 T C 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1514 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 9.234 6 5

14 rs58619390 8 120433244 G A 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1515 Transcript INTRONIC intron,nc 0 14 9.166 7 4

14 rs78129242 8 120434319 C T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1516 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 8.939 6 4

14 rs56782665 8 120439121 C T 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1517 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 7.952 7 5

14 rs11780243 8 120419533 G T 0.1849 1.2e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1518 Transcript INTRONIC intron,nc 1 NOV 4.75955e‐11 5.04956e‐07 NOV 4.75955e‐11 5.04956e‐07 14 7.727 7 5

14 rs7834463 8 120421922 A G 0.1849 1.2e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1519 Transcript INTRONIC intron,nc 1 NOV 4.54861e‐11 5.04956e‐07 NOV 4.54861e‐11 5.04956e‐07 14 7.067 7 5

14 rs56736221 8 120433156 T G 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1520 Transcript INTRONIC intron,nc 1 NOV 3.39934e‐09 5.04956e‐07 NOV 3.39934e‐09 5.04956e‐07 14 6.670 6 4

14 rs36076875 8 120436762 CT C 0.1839 2.1e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.1521 Transcript INTRONIC intron,nc 1 NOV 7.57052e‐10 5.04956e‐07 NOV 7.57052e‐10 5.04956e‐07 14 6.371 NA 5

14 rs746642 8 120442813 A T 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1522 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 6.233 6 5

14 rs60859300 8 120438409 T C 0.1839 1.9e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1523 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 6.187 5 5

14 rs79253921 8 120458928 C T 0.1849 1.5e‐11 0.741018 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1524 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 6.151 6 5

14 rs2279112 8 120429024 A G 0.2266 1.4e‐12 0.780734 rs60869342 NOV CodingTranscript NON_SYNONYMOUS missense RP11‐436D23.1525 Transcript INTRONIC intron,nc 1 NOV 5.77163e‐08 5.04956e‐07 NOV 5.77163e‐08 5.04956e‐07 14 6.101 2b 1

14 rs1381333 8 120427596 T C 0.2018 8.8e‐13 0.690951 rs60869342 RP11‐775B15.2 Intergenic DOWNSTREAM downstream RP11‐436D23.1526 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 5.825 5 5

14 rs2071518 8 120435812 T C 0.2247 5.8e‐12 0.789826 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1527 Transcript INTRONIC intron,nc 1 NOV 1.729e‐07 5.04956e‐07 NOV 1.729e‐07 5.04956e‐07 14 5.305 7 4

14 rs4123837 8 120427856 C T 0.2018 1.3e‐12 0.690951 rs60869342 RP11‐775B15.2 Intergenic DOWNSTREAM downstream RP11‐436D23.1528 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 5.299 5 1

14 rs72688207 8 120573812 A C 0.1948 4.2e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1529 Transcript INTRONIC intron,nc 1 NOV 2.6079e‐07 5.04956e‐07 NOV 2.6079e‐07 5.04956e‐07 14 5.124 7 4

14 rs11781723 8 120426006 A T 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1530 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 5.004 2c 5

14 rs1461691 8 120440816 C A 0.2247 5.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1531 Transcript INTRONIC intron,nc 1 NOV 1.51687e‐07 5.04956e‐07 NOV 1.51687e‐07 5.04956e‐07 14 4.858 5 7

14 rs58576806 8 120426616 A T 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1532 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 4.654 6 5

14 rs6983393 8 120446349 A T 0.2247 4.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1533 Transcript INTRONIC intron,nc 1 NOV 1.24503e‐07 5.04956e‐07 NOV 1.24503e‐07 5.04956e‐07 14 4.622 6 5

14 rs10505356 8 120436946 T C 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1534 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 4.560 6 5

14 rs11775043 8 120435733 G A 0.1839 1.8e‐11 0.736269 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1535 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 4.475 3a 4

14 rs58936256 8 120422799 C T 0.1839 1.2e‐11 0.736269 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1536 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 4.468 7 5

14 rs11783683 8 120436982 T C 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1537 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 4.239 7 5

14 rs11778277 8 120447685 C T 0.1839 1.6e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1538 Transcript INTRONIC intron,nc 1 NOV 7.37067e‐10 5.04956e‐07 NOV 7.37067e‐10 5.04956e‐07 14 4.198 7 5

14 rs17790807 8 120422166 A G 0.1849 1.3e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1539 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 4.192 7 2

14 rs34112166 8 120400532 A G 0.1839 2.6e‐11 0.703374 rs60869342 SNORA32 Intergenic UPSTREAM upstream RP11‐436D23.1540 Transcript INTRONIC intron,nc 1 NOV 2.26152e‐11 5.04956e‐07 NOV 2.26152e‐11 5.04956e‐07 14 4.174 7 5

14 rs17187503 8 120432799 G A 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1541 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 4.119 6 1

14 rs11782103 8 120451323 A T 0.2137 3.5e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1542 Transcript INTRONIC intron,nc 1 NOV 3.17248e‐08 5.04956e‐07 NOV 3.17248e‐08 5.04956e‐07 14 4.111 4 5

14 rs73713589 8 120456781 G A 0.1839 1.6e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1543 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 4.106 6 5

14 rs61064779 8 120432457 G T 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1544 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 4.048 7 1

14 rs11779998 8 120403627 T C 0.1849 1.8e‐11 0.729943 rs60869342 SNORA32 Intergenic DOWNSTREAM downstream RP11‐436D23.1545 Transcript INTRONIC intron,nc 1 NOV 4.1154e‐11 5.04956e‐07 NOV 4.1154e‐11 5.04956e‐07 14 3.980 7 5

14 rs7012790 8 120448664 A G 0.2137 3.4e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1546 Transcript INTRONIC intron,nc 1 NOV 2.59622e‐08 5.04956e‐07 NOV 2.59622e‐08 5.04956e‐07 14 3.967 5 2

14 rs60978064 8 120420278 T C 0.1849 1.3e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1547 Transcript INTRONIC intron,nc 1 NOV 1.78436e‐10 5.04956e‐07 NOV 1.78436e‐10 5.04956e‐07 14 3.958 5 5

14 rs146703659 8 120462633 A G 0.1849 1.9e‐11 0.729943 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1548 Transcript INTRONIC intron,nc 1 NOV 9.90425e‐09 5.04956e‐07 NOV 9.90425e‐09 5.04956e‐07 14 3.918 6 5

14 rs550478017 8 120437596 CG C 0.1839 2.9e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.1549 Transcript INTRONIC intron,nc 0 14 3.900 NA 5

14 rs11782995 8 120400847 A G 0.2147 9.4e‐12 0.703129 rs60869342 SNORA32 Intergenic DOWNSTREAM downstream RP11‐436D23.1550 Transcript INTRONIC intron,nc 1 NOV 3.09037e‐09 5.04956e‐07 NOV 3.09037e‐09 5.04956e‐07 14 3.875 6 5

14 rs17187482 8 120432746 G T 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1551 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 3.874 6 1

14 rs17189020 8 120446627 T C 0.1839 1.5e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1552 Transcript INTRONIC intron,nc 1 NOV 7.98814e‐10 5.04956e‐07 NOV 7.98814e‐10 5.04956e‐07 14 3.769 6 5

14 rs16892639 8 120462259 A T 0.2256 5.9e‐12 0.786006 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1553 Transcript INTRONIC intron,nc 1 NOV 1.74184e‐07 5.04956e‐07 NOV 1.74184e‐07 5.04956e‐07 14 3.748 5 2

14 rs17187655 8 120434684 T C 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1554 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 3.720 6 4

14 rs141206533 8 120433307 A G 0.1839 2.1e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1555 Transcript INTRONIC intron,nc 0 14 3.690 6 4

14 rs11781027 8 120450027 A T 0.2247 4.8e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1556 Transcript INTRONIC intron,nc 1 NOV 1.65014e‐07 5.04956e‐07 NOV 1.65014e‐07 5.04956e‐07 14 3.665 3a 1

14 8:120453761_CTT_C 8 120453761 C CTT 0.2247 5.6e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1557 Transcript INTRONIC intron,nc 0 14 3.626 NA 5

14 rs7816205 8 120433976 G T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1558 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 3.614 7 4

14 rs11782840 8 120436596 T C 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1559 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 3.574 6 5

14 rs1381335 8 120427648 T C 0.2018 8.9e‐13 0.690951 rs60869342 RP11‐775B15.2 Intergenic DOWNSTREAM downstream RP11‐436D23.1560 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 3.523 5 2

14 rs17792124 8 120441182 G C 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1561 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 3.481 7 5

14 rs1461690 8 120434853 C T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1562 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 3.381 7 4

14 rs59780141 8 120411704 G A 0.1839 1.3e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1563 Transcript INTRONIC intron,nc 1 NOV 4.04936e‐11 5.04956e‐07 NOV 4.04936e‐11 5.04956e‐07 14 3.279 6 5

14 rs1461695 8 120444301 A G 0.2247 4.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1564 Transcript INTRONIC intron,nc 1 NOV 1.90568e‐07 5.04956e‐07 NOV 1.90568e‐07 5.04956e‐07 14 3.215 7 5

14 rs2071519 8 120435908 G A 0.2097 5.3e‐12 0.739072 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1565 Transcript INTRONIC intron,nc 1 NOV 1.10774e‐08 5.04956e‐07 NOV 1.10774e‐08 5.04956e‐07 14 3.144 6 4

14 rs73713574 8 120441485 A G 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1566 Transcript INTRONIC intron,nc 1 NOV 1.26401e‐09 5.04956e‐07 NOV 1.26401e‐09 5.04956e‐07 14 2.974 6 5

14 rs17791334 8 120434128 T C 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1567 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.921 6 4

14 rs56860849 8 120426010 T C 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1568 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 2.901 2c 5

14 rs11785549 8 120435705 C T 0.1839 1.8e‐11 0.736269 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1569 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.890 5 4

14 rs58486051 8 120433370 C T 0.1849 2.3e‐11 0.729943 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1570 Transcript INTRONIC intron,nc 1 NOV 6.86337e‐08 5.04956e‐07 NOV 6.86337e‐08 5.04956e‐07 14 2.885 7 4

14 rs72688208 8 120573827 G C 0.1948 4.4e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1571 Transcript INTRONIC intron,nc 1 NOV 2.6079e‐07 5.04956e‐07 NOV 2.6079e‐07 5.04956e‐07 14 2.777 7 4

14 rs11784242 8 120449997 G A 0.2137 3.7e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1572 Transcript INTRONIC intron,nc 1 NOV 3.10285e‐08 5.04956e‐07 NOV 3.10285e‐08 5.04956e‐07 14 2.746 3a 1



14 rs10505362 8 120448072 G A 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1573 Transcript INTRONIC intron,nc 1 NOV 1.50746e‐09 5.04956e‐07 NOV 1.50746e‐09 5.04956e‐07 14 2.720 7 5

14 rs7001817 8 120564622 G A 0.1988 1.4e‐10 0.846602 rs17191747 ENPP2 Intergenic DOWNSTREAM downstream RP11‐436D23.1574 Transcript INTRONIC intron,nc 1 NOV 8.79351e‐07 5.04956e‐07 NOV 8.79351e‐07 5.04956e‐07 14 2.637 7 5

14 rs10505361 8 120446225 G A 0.1839 1.5e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1575 Transcript INTRONIC intron,nc 1 NOV 7.76521e‐10 5.04956e‐07 NOV 7.76521e‐10 5.04956e‐07 14 2.570 7 5

14 rs75442640 8 120393617 C A 0.2018 5.7e‐12 0.66049 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1576 Transcript INTRONIC intron,nc 1 NOV 9.04843e‐09 5.04956e‐07 NOV 9.04843e‐09 5.04956e‐07 14 2.484 7 9

14 rs10505357 8 120437006 G T 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1577 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.413 7 5

14 rs17192692 8 120572457 A C 0.1948 2.1e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1578 Transcript INTRONIC intron,nc 1 NOV 2.6079e‐07 5.04956e‐07 NOV 2.6079e‐07 5.04956e‐07 14 2.387 6 4

14 rs7828460 8 120433525 A C 0.1829 1.4e‐11 0.73035 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1579 Transcript INTRONIC intron,nc 1 NOV 2.79662e‐08 5.04956e‐07 NOV 2.79662e‐08 5.04956e‐07 14 2.376 7 4

14 rs1381334 8 120427603 G C 0.2018 9.8e‐13 0.690951 rs60869342 RP11‐775B15.2 Intergenic DOWNSTREAM downstream RP11‐436D23.1580 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 2.348 5 2

14 rs7015188 8 120454085 G A 0.2247 4.2e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1581 Transcript INTRONIC intron,nc 1 NOV 1.90899e‐07 5.04956e‐07 NOV 1.90899e‐07 5.04956e‐07 14 2.321 7 5

14 rs17801314 8 120573729 G A 0.1948 2.7e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1582 Transcript INTRONIC intron,nc 1 NOV 2.6079e‐07 5.04956e‐07 NOV 2.6079e‐07 5.04956e‐07 14 2.320 7 4

14 rs150712233 8 120433320 G A 0.1839 2.4e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1583 Transcript INTRONIC intron,nc 1 NOV 6.28574e‐08 5.04956e‐07 NOV 6.28574e‐08 5.04956e‐07 14 2.318 6 4

14 rs11775209 8 120453012 A G 0.1839 1.5e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1584 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.308 7 5

14 rs11780200 8 120458521 A G 0.1839 1.6e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1585 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.287 7 5

14 rs73713572 8 120437848 A G 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1586 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.139 5 2

14 rs745573540 8 120443755 G GC 0.1839 2.5e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1587 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.051 NA 5

14 rs10575 8 120436403 T C 0.1849 1.7e‐11 0.729943 rs60869342 NOV Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1588 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 2.006 6 5

14 rs118040162 8 120423239 C T 0.1839 1.2e‐11 0.736269 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1589 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 1.938 6 5

14 rs7834596 8 120429282 T G 0.2018 9.5e‐13 0.690951 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1590 Transcript INTRONIC intron,nc 1 NOV 4.42811e‐09 5.04956e‐07 NOV 4.42811e‐09 5.04956e‐07 14 1.895 3a 1

14 rs17792171 8 120443761 C T 0.1839 1.6e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1591 Transcript INTRONIC intron,nc 1 NOV 2.54986e‐10 5.04956e‐07 NOV 2.54986e‐10 5.04956e‐07 14 1.892 7 5

14 rs17791208 8 120432725 T G 0.1839 1.6e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1592 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 1.756 7 1

14 rs6993389 8 120457102 T C 0.2247 4.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1593 Transcript INTRONIC intron,nc 1 NOV 1.87621e‐07 5.04956e‐07 NOV 1.87621e‐07 5.04956e‐07 14 1.666 6 5

14 rs35332847 8 120580546 TA T 0.3174 2.2e‐10 1 rs35332847 ENPP2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1594 Transcript INTRONIC intron,nc 0 14 1.659 NA 4

14 rs67665719 8 120395996 G A 0.2256 2.3e‐11 0.75439 rs60869342 SNORA32 Intergenic UPSTREAM upstream RP11‐436D23.1595 Transcript INTRONIC intron,nc 1 NOV 3.52663e‐08 5.04956e‐07 NOV 3.52663e‐08 5.04956e‐07 14 1.658 7 7

14 rs11783703 8 120436875 A G 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1596 Transcript INTRONIC intron,nc 1 NOV 1.34698e‐09 5.04956e‐07 NOV 1.34698e‐09 5.04956e‐07 14 1.657 7 5

14 rs1381338 8 120458587 T C 0.2247 5.3e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1597 Transcript INTRONIC intron,nc 1 NOV 1.729e‐07 5.04956e‐07 NOV 1.729e‐07 5.04956e‐07 14 1.653 NA 5

14 rs58210708 8 120439009 A T 0.2097 5.3e‐12 0.739072 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1598 Transcript INTRONIC intron,nc 1 NOV 1.10774e‐08 5.04956e‐07 NOV 1.10774e‐08 5.04956e‐07 14 1.641 7 5

14 rs10955927 8 120450013 C G 0.2247 4.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1599 Transcript INTRONIC intron,nc 1 NOV 1.65014e‐07 5.04956e‐07 NOV 1.65014e‐07 5.04956e‐07 14 1.469 4 1

14 8:120437457_CA_C 8 120437457 C CA 0.3082 1.1e‐10 1 8:120437457_CA_C RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1600 Transcript INTRONIC intron,nc 0 14 1.458 NA 5

14 8:120456193:A:T rs60869342 8 120456193 T A 0.2276 4.4e‐13 1 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1601 Transcript INTRONIC intron,nc 0 14 1.450 5 5

14 rs7001971 8 120564627 A C 0.1958 1.1e‐10 0.864112 rs17191747 ENPP2 Intergenic DOWNSTREAM downstream RP11‐436D23.1602 Transcript INTRONIC intron,nc 1 NOV 1.86832e‐07 5.04956e‐07 NOV 1.86832e‐07 5.04956e‐07 14 1.402 7 5

14 rs57333327 8 120413592 C G 0.1839 1.4e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1603 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 1.382 7 4

14 rs80309268 8 120466959 C T 0.1839 1.9e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1604 Transcript INTRONIC intron,nc 1 NOV 1.02169e‐10 5.04956e‐07 NOV 1.02169e‐10 5.04956e‐07 14 1.377 5 13

14 rs722783 8 120442287 A G 0.1839 1.7e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1605 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 1.373 7 5

14 rs7839760 8 120421534 C T 0.2276 4.3e‐12 0.775501 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1606 Transcript INTRONIC intron,nc 1 NOV 2.17306e‐08 5.04956e‐07 NOV 2.17306e‐08 5.04956e‐07 14 1.354 5 5

14 rs11784229 8 120573597 A G 0.1948 2.7e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1607 Transcript INTRONIC intron,nc 1 NOV 2.6079e‐07 5.04956e‐07 NOV 2.6079e‐07 5.04956e‐07 14 1.337 5 4

14 rs199906318 8 120456195 T A 0.2008 8.2e‐12 0.843583 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1608 Transcript INTRONIC intron,nc 0 14 1.323 5 5

14 rs1551784 8 120440642 T A 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1609 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 1.225 7 5

14 rs57534632 8 120420533 C T 0.1849 1.3e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1610 Transcript INTRONIC intron,nc 1 NOV 2.11533e‐10 5.04956e‐07 NOV 2.11533e‐10 5.04956e‐07 14 1.177 7 5

14 rs1461693 8 120444158 T C 0.2137 3.2e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1611 Transcript INTRONIC intron,nc 1 NOV 3.17248e‐08 5.04956e‐07 NOV 3.17248e‐08 5.04956e‐07 14 1.176 7 5

14 rs376165508 8 120562844 G A 0.1958 1.7e‐10 0.864112 rs17191747 Intergenic INTERGENIC intergenic RP11‐436D23.1612 Transcript INTRONIC intron,nc 1 NOV 5.72258e‐06 5.04956e‐07 NOV 5.72258e‐06 5.04956e‐07 14 1.167 7 5

14 rs7014927 8 120431049 C A 0.2266 4.6e‐12 0.780734 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1613 Transcript INTRONIC intron,nc 1 NOV 2.66973e‐08 5.04956e‐07 NOV 2.66973e‐08 5.04956e‐07 14 1.140 5 1

14 rs73709778 8 120416876 A G 0.1849 1.6e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1614 Transcript INTRONIC intron,nc 0 14 1.076 7 5

14 rs7816347 8 120434043 C T 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1615 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 1.031 7 4

14 rs11786524 8 120409826 T C 0.1839 1.6e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1616 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 0.990 7 5

14 rs10505359 8 120437242 G A 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1617 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 0.987 4 5

14 rs77948511 8 120434279 C G 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1618 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 0.962 6 4

14 rs79531671 8 120434194 C A 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1619 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 0.958 6 4

14 rs79014551 8 120455319 G A 0.2247 4.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1620 Transcript INTRONIC intron,nc 1 NOV 1.729e‐07 5.04956e‐07 NOV 1.729e‐07 5.04956e‐07 14 0.954 6 5

14 rs2085905 8 120393002 C A 0.2256 1.1e‐11 0.75439 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1621 Transcript INTRONIC intron,nc 1 NOV 3.52663e‐08 5.04956e‐07 NOV 3.52663e‐08 5.04956e‐07 14 0.949 7 9

14 rs11786573 8 120409872 A G 0.1839 2.0e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1622 Transcript INTRONIC intron,nc 1 NOV 4.73972e‐11 5.04956e‐07 NOV 4.73972e‐11 5.04956e‐07 14 0.944 7 5

14 rs16892628 8 120456870 C T 0.2247 4.5e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1623 Transcript INTRONIC intron,nc 1 NOV 2.95796e‐07 5.04956e‐07 NOV 2.95796e‐07 5.04956e‐07 14 0.898 7 5

14 rs76563195 8 120476552 G C 0.2078 4.0e‐12 0.817413 rs17191747 RP11‐775B15.2 Intergenic UPSTREAM upstream RP11‐436D23.1624 Transcript INTRONIC intron,nc 1 NOV 1.39087e‐08 5.04956e‐07 NOV 1.39087e‐08 5.04956e‐07 14 0.791 7 9

14 rs6983056 8 120446127 C T 0.2247 4.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1625 Transcript INTRONIC intron,nc 1 NOV 1.20902e‐07 5.04956e‐07 NOV 1.20902e‐07 5.04956e‐07 14 0.783 6 5

14 rs2100837 8 120392313 C A 0.2157 1.4e‐11 0.697864 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1626 Transcript INTRONIC intron,nc 1 NOV 1.51899e‐07 5.04956e‐07 NOV 1.51899e‐07 5.04956e‐07 14 0.767 NA 9

14 rs57788046 8 120432544 A G 0.1839 1.5e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1627 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 0.757 5 1

14 rs2071526 8 120426597 A G 0.2266 4.0e‐12 0.780734 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1628 Transcript INTRONIC intron,nc 1 NOV 3.31181e‐08 5.04956e‐07 NOV 3.31181e‐08 5.04956e‐07 14 0.706 7 5

14 rs16892552 8 120438273 G A 0.2097 5.3e‐12 0.739072 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1629 Transcript INTRONIC intron,nc 1 NOV 1.10774e‐08 5.04956e‐07 NOV 1.10774e‐08 5.04956e‐07 14 0.694 5 2

14 rs11782222 8 120400556 A G 0.1839 2.6e‐11 0.703374 rs60869342 SNORA32 Intergenic UPSTREAM upstream RP11‐436D23.1630 Transcript INTRONIC intron,nc 1 NOV 2.26152e‐11 5.04956e‐07 NOV 2.26152e‐11 5.04956e‐07 14 0.693 7 5

14 rs10505355 8 120426673 C G 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1631 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 0.691 7 5

14 rs17188194 8 120438241 C T 0.1839 1.8e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1632 Transcript INTRONIC intron,nc 1 NOV 8.92118e‐10 5.04956e‐07 NOV 8.92118e‐10 5.04956e‐07 14 0.659 5 2

14 rs74914262 8 120463873 T A 0.1839 2.0e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1633 Transcript INTRONIC intron,nc 1 NOV 7.42181e‐11 5.04956e‐07 NOV 7.42181e‐11 5.04956e‐07 14 0.635 7 5

14 rs562153361 8 120456197 T A 0.1928 1.3e‐12 0.802009 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1634 Transcript INTRONIC intron,nc 0 14 0.622 NA 5

14 rs7016011 8 120454474 T C 0.2247 4.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1635 Transcript INTRONIC intron,nc 1 NOV 1.20902e‐07 5.04956e‐07 NOV 1.20902e‐07 5.04956e‐07 14 0.577 6 5

14 rs17791184 8 120431964 C T 0.1839 1.5e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1636 Transcript INTRONIC intron,nc 1 NOV 3.00598e‐10 5.04956e‐07 NOV 3.00598e‐10 5.04956e‐07 14 0.525 5 1

14 rs16892511 8 120426902 C T 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1637 Transcript INTRONIC intron,nc 1 NOV 1.28119e‐08 5.04956e‐07 NOV 1.28119e‐08 5.04956e‐07 14 0.524 7 5

14 rs750611062 8 120573062 A AC 0.1948 7.5e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1638 Transcript INTRONIC intron,nc 1 NOV 2.91026e‐07 5.04956e‐07 NOV 2.91026e‐07 5.04956e‐07 14 0.500 NA 4

14 rs16892582 8 120445542 G C 0.2247 4.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1639 Transcript INTRONIC intron,nc 1 NOV 2.46232e‐07 5.04956e‐07 NOV 2.46232e‐07 5.04956e‐07 14 0.483 5 5

14 8:120452358_GA_G 8 120452358 G GA 0.1839 1.9e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1640 Transcript INTRONIC intron,nc 1 NOV 5.60681e‐09 5.04956e‐07 NOV 5.60681e‐09 5.04956e‐07 14 0.454 NA 5

14 rs7815177 8 120425324 A G 0.2018 1.2e‐12 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1641 Transcript INTRONIC intron,nc 1 NOV 9.99405e‐08 5.04956e‐07 NOV 9.99405e‐08 5.04956e‐07 14 0.451 7 5

14 rs77504886 8 120434432 G A 0.1839 1.7e‐11 0.736269 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1642 Transcript INTRONIC intron,nc 0 14 0.424 7 4

14 rs1599473 8 120475358 T G 0.2087 3.7e‐12 0.822821 rs17191747 RP11‐775B15.2 Intergenic UPSTREAM upstream RP11‐436D23.1643 Transcript INTRONIC intron,nc 1 NOV 1.69784e‐08 5.04956e‐07 NOV 1.69784e‐08 5.04956e‐07 14 0.400 7 8

14 rs73711267 8 120432025 C G 0.2008 1.3e‐12 0.694719 rs60869342 NOV Transcript INTRONIC intron RP11‐436D23.1644 Transcript INTRONIC intron,nc 1 NOV 4.42811e‐09 5.04956e‐07 NOV 4.42811e‐09 5.04956e‐07 14 0.395 5 1

14 rs6997943 8 120463608 C A 0.2247 6.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1645 Transcript INTRONIC intron,nc 1 NOV 1.74184e‐07 5.04956e‐07 NOV 1.74184e‐07 5.04956e‐07 14 0.389 7 5

14 rs1461696 8 120450605 T C 0.2137 3.4e‐12 0.738195 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1646 Transcript INTRONIC intron,nc 1 NOV 3.70931e‐08 5.04956e‐07 NOV 3.70931e‐08 5.04956e‐07 14 0.337 5 5

14 rs149499850 8 120576658 G C 0.1948 2.5e‐10 0.858811 rs17191747 ENPP2 Transcript INTRONIC intron RP11‐436D23.1647 Transcript INTRONIC intron,nc 1 NOV 4.7025e‐07 5.04956e‐07 NOV 4.7025e‐07 5.04956e‐07 14 0.325 6 4

14 rs6990760 8 120444628 C A 0.2247 4.7e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1648 Transcript INTRONIC intron,nc 1 NOV 1.8885e‐07 5.04956e‐07 NOV 1.8885e‐07 5.04956e‐07 14 0.250 5 5

14 rs7017173 8 120449116 C G 0.1839 1.5e‐11 0.736269 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1649 Transcript INTRONIC intron,nc 1 NOV 7.37067e‐10 5.04956e‐07 NOV 7.37067e‐10 5.04956e‐07 14 0.228 7 5

14 rs11776544 8 120449298 C G 0.2247 4.9e‐12 0.789826 rs60869342 RP11‐775B15.2 Transcript INTRONIC intron,nc RP11‐436D23.1650 Transcript INTRONIC intron,nc 1 NOV 1.42368e‐07 5.04956e‐07 NOV 1.42368e‐07 5.04956e‐07 14 0.219 6 5

14 rs7832471 8 120424863 C T 0.2018 9.5e‐13 0.690951 rs60869342 NOV Intergenic UPSTREAM upstream RP11‐436D23.1651 Transcript INTRONIC intron,nc 1 NOV 2.55258e‐08 5.04956e‐07 NOV 2.55258e‐08 5.04956e‐07 14 0.140 6 5

14 rs56774448 8 120423129 T C 0.1839 1.3e‐11 0.736269 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1652 Transcript INTRONIC intron,nc 1 NOV 4.45041e‐11 5.04956e‐07 NOV 4.45041e‐11 5.04956e‐07 14 0.080 6 5

14 rs73709779 8 120416878 T C 0.1849 1.9e‐11 0.729943 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1653 Transcript INTRONIC intron,nc 0 14 0.046 7 5

14 rs6996275 8 120415378 A G 0.1839 1.4e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1654 Transcript INTRONIC intron,nc 1 NOV 2.29455e‐11 5.04956e‐07 NOV 2.29455e‐11 5.04956e‐07 14 0.040 7 5

14 rs7341594 8 120409477 A G 0.1839 1.4e‐11 0.725221 rs60869342 Intergenic INTERGENIC intergenic RP11‐436D23.1655 Transcript INTRONIC intron,nc 1 NOV 3.27749e‐11 5.04956e‐07 NOV 3.27749e‐11 5.04956e‐07 14 0.036 6 5

15 rs1042917 21 47545768 A G 0.4901 1.6e‐08 0.944457 rs368443991 COL6A2 CodingTranscript NON_SYNONYMOUS missense RP11‐436D23.1656 Transcript INTRONIC intron,nc 0 15 25.8 4 3 top

15 rs13051496 21 47423509 T C 0.2604 1.4e‐11 1 rs13051496 COL6A1 CodingTranscript NON_SYNONYMOUS missense RP11‐436D23.1657 Transcript INTRONIC intron,nc 0 15 16.81 5 3 top

15 rs2838967 21 47038218 A G 0.1421 1.3e‐07 0.708881 rs4818807 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1658 Transcript INTRONIC intron,nc 0 15 14.76 5 2

15 rs13046639 21 47545826 T C 0.4891 1.8e‐08 0.941207 rs368443991 COL6A2 CodingTranscript SYNONYMOUS synonymous RP11‐436D23.1659 Transcript INTRONIC intron,nc 0 15 14.44 5 3

15 rs13052956 21 47545823 A G 0.4891 1.8e‐08 0.941207 rs368443991 COL6A2 CodingTranscript SYNONYMOUS synonymous RP11‐436D23.1660 Transcript INTRONIC intron,nc 0 15 12.98 5 3

15 rs13047737 21 47517772 G C 0.4881 2.5e‐07 0.814112 rs368443991 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1661 Transcript INTRONIC intron,nc 0 15 11.16 5 1

15 rs114711694 21 47393910 T C 0.1203 2.1e‐09 0.674993 rs111316530 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1662 Transcript INTRONIC intron,nc 0 15 10.33 2b 1

15 rs13050201 21 47547086 T G 0.5 2.4e‐08 0.887207 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1663 Transcript INTRONIC intron,nc 0 15 9.208 5 3

15 rs9982174 21 47076939 A G 0.1481 4.6e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1664 Transcript INTRONIC intron,nc 0 15 9.145 7 5

15 21:47557533_CAA_C 21 47557533 C CAA 0.4821 9.9e‐08 0.754091 rs368443991 FTCD Transcript INTRONIC intron,feature_truncation RP11‐436D23.1665 Transcript INTRONIC intron,nc 0 15 8.157 NA 4

15 rs2481872 21 47395175 A G 0.2316 4.6e‐08 1 rs2481872 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1666 Transcript INTRONIC intron,nc 0 15 7.296 5 1

15 rs2330397 21 47540186 T C 0.4791 1.0e‐07 0.903852 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1667 Transcript INTRONIC intron,nc 0 15 6.972 5 1

15 rs13050828 21 47531215 T C 0.4722 3.5e‐07 0.818315 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1668 Transcript INTRONIC intron,nc 0 15 6.948 4 3

15 rs9976490 21 47132740 T C 0.166 7.3e‐06 0.722129 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1669 Transcript INTRONIC intron,nc 0 15 6.883 7 5

15 rs754507 21 47406612 A C 0.2406 1.0e‐08 0.883003 rs2481872 COL6A1 Transcript INTRONIC intron RP11‐436D23.1670 Transcript INTRONIC intron,nc 0 15 6.870 NA 3

15 rs2150456 21 47376757 G A 0.1521 2.3e‐10 0.810005 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1671 Transcript INTRONIC intron,nc 0 15 6.513 7 5

15 rs13051420 21 47519175 A G 0.4821 2.0e‐07 0.794113 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1672 Transcript INTRONIC intron,nc 0 15 6.472 4 1

15 rs73232736 21 47144751 A G 0.1421 1.2e‐07 0.788314 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1673 Transcript INTRONIC intron,nc 0 15 5.905 5 1

15 rs4819136 21 47047591 A G 0.1431 4.2e‐08 0.755658 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1674 Transcript INTRONIC intron,nc 0 15 5.561 6 5

15 rs9977301 21 47062613 T C 0.1471 7.7e‐09 0.796662 rs4818807 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1675 Transcript INTRONIC intron,nc 0 15 5.348 3a 1

15 rs8127123 21 47390425 T C 0.2276 6.1e‐07 0.875021 rs2481872 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1676 Transcript INTRONIC intron,nc 0 15 5.245 3a 2

15 rs201910945 21 47410401 T C 0.4592 3.8e‐09 1 rs371490467 COL6A1 Transcript INTRONIC intron RP11‐436D23.1677 Transcript INTRONIC intron,nc 0 15 5.220 4 3

15 rs1044598 21 47549629 A T 0.4811 1.3e‐07 0.809048 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1678 Transcript INTRONIC intron,nc 0 15 5.127 5 3

15 rs873991 21 47293397 A C 0.17 1.3e‐10 0.871274 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1679 Transcript INTRONIC intron,nc 0 15 5.082 NA 5

15 rs75434097 21 47419520 A G 0.1551 2.1e‐11 0.830125 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1680 Transcript INTRONIC intron,nc 0 15 5.067 5 3

15 rs2838979 21 47117969 G T 0.1481 5.6e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1681 Transcript INTRONIC intron,nc 0 15 4.856 7 5

15 rs146825156 21 47159518 T C 0.1531 2.3e‐07 0.78229 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1682 Transcript INTRONIC intron,nc 0 15 4.844 5 5

15 rs11373212 21 47261324 GA G 0.1839 1.4e‐09 0.776326 rs4818807 PCBP3 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1683 Transcript INTRONIC intron,nc 0 15 4.787 NA 5

15 rs4588278 21 47392731 G A 0.1769 1.3e‐09 0.711506 rs111316530 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1684 Transcript INTRONIC intron,nc 0 15 4.701 2b 1

15 rs8133338 21 47122548 G A 0.1491 4.8e‐09 0.824544 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1685 Transcript INTRONIC intron,nc 0 15 4.424 5 5

15 rs11702175 21 47410379 G A 0.162 2.8e‐12 0.911841 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1686 Transcript INTRONIC intron,nc 0 15 4.395 4 3

15 rs4818810 21 47392290 T C 0.2266 4.7e‐07 0.870037 rs2481872 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1687 Transcript INTRONIC intron,nc 0 15 4.363 5 1

15 rs77208136 21 47314119 A G 0.1481 4.4e‐10 0.889448 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1688 Transcript INTRONIC intron,nc 0 15 4.347 4 2

15 rs4818806 21 47309848 A G 0.1541 2.1e‐11 0.992536 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1689 Transcript INTRONIC intron,nc 0 15 4.286 5 5

15 rs11089019 21 47126800 C T 0.1481 7.0e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1690 Transcript INTRONIC intron,nc 0 15 4.226 7 5

15 rs28478132 21 47299462 A G 0.17 7.6e‐11 0.886102 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1691 Transcript INTRONIC intron,nc 0 15 4.138 7 5

15 rs2742071 21 47413085 T C 0.1551 1.7e‐11 0.844292 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1692 Transcript INTRONIC intron,nc 0 15 3.951 5 3

15 rs8127526 21 47391387 C T 0.1531 1.2e‐10 0.817053 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1693 Transcript INTRONIC intron,nc 0 15 3.880 5 2



15 rs1010688 21 47532544 T C 0.4732 4.8e‐07 0.806419 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1694 Transcript INTRONIC intron,nc 0 15 3.768 5 3

15 rs2005950 21 47396594 G A 0.1531 3.0e‐12 0.918032 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1695 Transcript INTRONIC intron,nc 0 15 3.767 5 1

15 rs13046114 21 47521896 G T 0.4801 1.9e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1696 Transcript INTRONIC intron,nc 0 15 3.733 7 1

15 rs9977594 21 47120690 T C 0.1481 7.4e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1697 Transcript INTRONIC intron,nc 0 15 3.663 5 5

15 rs743351 21 47286295 A G 0.171 1.6e‐10 0.879978 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1698 Transcript INTRONIC intron,nc 0 15 3.653 5 4

15 rs12626197 21 47547332 A G 0.4881 2.4e‐08 0.936473 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1699 Transcript INTRONIC intron,nc 0 15 3.616 5 3

15 rs9976523 21 47032395 A G 0.1412 4.9e‐07 0.676294 rs4818807 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1700 Transcript INTRONIC intron,nc 0 15 3.604 3a 1

15 21:47079002_TA_T 21 47079002 T TA 0.1481 2.5e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1701 Transcript INTRONIC intron,nc 0 15 3.586 NA 1

15 rs368443991 21 47543814 T TGGATGGGTGG0.5 5.0e‐09 1 rs368443991 COL6A2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1702 Transcript INTRONIC intron,nc 0 15 3.580 NA 4

15 rs9974406 21 47435594 A T 0.2644 8.8e‐10 0.958038 rs13051496 Intergenic INTERGENIC intergenic RP11‐436D23.1703 Transcript INTRONIC intron,nc 0 15 3.580 3a 5

15 rs4819158 21 47284974 T A 0.172 1.7e‐10 0.873915 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1704 Transcript INTRONIC intron,nc 0 15 3.495 5 2

15 rs55654342 21 47049986 C T 0.1431 5.1e‐08 0.755658 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1705 Transcript INTRONIC intron,nc 0 15 3.299 5 1

15 rs7279347 21 47537882 A G 0.4742 9.1e‐08 0.863458 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1706 Transcript INTRONIC intron,nc 0 15 3.273 5 3

15 rs28529627 21 47166016 C T 0.1819 8.6e‐09 0.69337 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1707 Transcript INTRONIC intron,nc 0 15 3.242 5 4

15 rs4819201 21 47526719 A G 0.4662 9.0e‐07 0.797696 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1708 Transcript INTRONIC intron,nc 0 15 3.201 6 3

15 rs9975268 21 47524956 T C 0.4801 2.1e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1709 Transcript INTRONIC intron,nc 0 15 3.080 7 3

15 rs80290155 21 47393909 C G 0.1203 1.2e‐09 0.674993 rs111316530 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1710 Transcript INTRONIC intron,nc 0 15 3.018 2b 1

15 rs725930 21 47190214 G T 0.1541 1.2e‐09 0.875091 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1711 Transcript INTRONIC intron,nc 0 15 3.003 5 1

15 rs73232768 21 47210459 T G 0.1471 3.1e‐09 0.823804 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1712 Transcript INTRONIC intron,nc 0 15 2.909 5 4

15 rs73232733 21 47138165 T G 0.1431 1.2e‐07 0.7952 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1713 Transcript INTRONIC intron,nc 0 15 2.844 6 5

15 rs2877094 21 47262364 A G 0.165 2.7e‐10 0.874134 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1714 Transcript INTRONIC intron,nc 0 15 2.839 6 5

15 rs9974290 21 47403155 G A 0.1581 2.4e‐12 0.954634 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1715 Transcript INTRONIC intron,nc 0 15 2.753 5 1

15 rs2005949 21 47395547 G A 0.1511 1.6e‐11 0.932486 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1716 Transcript INTRONIC intron,nc 0 15 2.750 5 1

15 rs909429 21 47293468 C T 0.17 1.4e‐10 0.871274 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1717 Transcript INTRONIC intron,nc 0 15 2.737 NA 5

15 rs13050142 21 47427165 T C 0.334 3.0e‐09 0.711254 rs13051496 COL6A1 Intergenic DOWNSTREAM downstream RP11‐436D23.1718 Transcript INTRONIC intron,nc 0 15 2.701 5 3

15 rs76322881 21 47520602 TA T 0.4801 2.4e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1719 Transcript INTRONIC intron,nc 0 15 2.547 NA 1

15 rs13051395 21 47520424 A G 0.4801 2.3e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1720 Transcript INTRONIC intron,nc 0 15 2.543 4 1

15 rs760437 21 47405449 C T 0.1561 5.2e‐12 0.939643 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1721 Transcript INTRONIC intron,nc 0 15 2.500 4 3

15 rs9977276 21 47436327 G T 0.2664 1.0e‐09 0.937441 rs13051496 Intergenic INTERGENIC intergenic RP11‐436D23.1722 Transcript INTRONIC intron,nc 0 15 2.454 6 5

15 rs34530304 21 47311916 G A 0.2227 1.1e‐07 0.647086 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1723 Transcript INTRONIC intron,nc 0 15 2.339 5 2

15 rs762438 21 47536546 T C 0.4791 9.8e‐08 0.844098 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1724 Transcript INTRONIC intron,nc 0 15 2.327 4 3

15 rs8130733 21 47433552 G A 0.2684 5.1e‐10 0.958835 rs13051496 Intergenic INTERGENIC intergenic RP11‐436D23.1725 Transcript INTRONIC intron,nc 0 15 2.272 7 5

15 rs12481920 21 47436476 G A 0.2674 1.1e‐09 0.942736 rs13051496 Intergenic INTERGENIC intergenic RP11‐436D23.1726 Transcript INTRONIC intron,nc 0 15 2.237 7 5

15 rs35674335 21 47521847 GA G 0.4871 1.3e‐07 0.738929 rs368443991 COL6A2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1727 Transcript INTRONIC intron,nc 0 15 2.190 NA 1

15 rs9983489 21 47436230 T C 0.4225 1.2e‐09 1 rs9983489 Intergenic INTERGENIC intergenic RP11‐436D23.1728 Transcript INTRONIC intron,nc 0 15 2.182 7 5

15 rs12482177 21 47403435 T C 0.2386 3.3e‐08 0.891583 rs2481872 COL6A1 Transcript INTRONIC intron RP11‐436D23.1729 Transcript INTRONIC intron,nc 0 15 2.166 2c 1

15 rs13050660 21 47546244 C T 0.3907 3.3e‐06 0.628186 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1730 Transcript INTRONIC intron,nc 0 15 2.071 5 3

15 rs9798668 21 47046620 T C 0.1481 2.0e‐08 0.777324 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1731 Transcript INTRONIC intron,nc 0 15 2.056 6 5

15 rs35928809 21 47443481 T C 0.2604 2.7e‐09 0.927355 rs13051496 Intergenic INTERGENIC intergenic RP11‐436D23.1732 Transcript INTRONIC intron,nc 0 15 1.989 5 5

15 rs4369959 21 47034358 G C 0.1412 2.1e‐07 0.676294 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1733 Transcript INTRONIC intron,nc 0 15 1.969 7 5

15 rs3746993 21 47404397 G A 0.1571 3.1e‐12 0.947118 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1734 Transcript INTRONIC intron,nc 0 15 1.920 2b 1

15 rs9980967 21 47033905 A C 0.1421 2.5e‐07 0.684581 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1735 Transcript INTRONIC intron,nc 0 15 1.875 5 2

15 rs9975402 21 47399545 G A 0.1581 1.2e‐12 0.984761 rs111316530 COL6A1 Intergenic UPSTREAM upstream RP11‐436D23.1736 Transcript INTRONIC intron,nc 0 15 1.802 5 1

15 rs2839008 21 47241883 A C 0.159 1.3e‐09 0.786475 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1737 Transcript INTRONIC intron,nc 0 15 1.781 4 5

15 rs8127512 21 47311310 T C 0.2227 1.1e‐07 0.647086 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1738 Transcript INTRONIC intron,nc 0 15 1.775 5 2

15 rs760439 21 47412524 A G 0.1571 1.6e‐11 0.830432 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1739 Transcript INTRONIC intron,nc 0 15 1.739 5 3

15 rs73382517 21 47292973 A G 0.1581 4.5e‐11 0.934195 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1740 Transcript INTRONIC intron,nc 0 15 1.686 5 5

15 rs4819147 21 47162321 T C 0.1481 9.7e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1741 Transcript INTRONIC intron,nc 0 15 1.632 5 5

15 rs13051514 21 47540260 T C 0.4791 7.6e‐08 0.903852 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1742 Transcript INTRONIC intron,nc 0 15 1.600 5 4

15 rs2277814 21 47409503 G A 0.162 4.6e‐12 0.940333 rs111316530 COL6A1 Transcript INTRONIC intron RP11‐436D23.1743 Transcript INTRONIC intron,nc 0 15 1.581 5 3

15 rs2330247 21 47262390 A G 0.164 2.9e‐10 0.880555 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1744 Transcript INTRONIC intron,nc 0 15 1.572 6 5

15 rs11453990 21 47373850 TA T 0.1441 2.8e‐10 0.789873 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1745 Transcript INTRONIC intron,nc 0 15 1.571 NA 5

15 rs7279037 21 47258480 C T 0.2296 1.0e‐06 0.618043 rs2481872 PCBP3 Transcript INTRONIC intron RP11‐436D23.1746 Transcript INTRONIC intron,nc 0 15 1.531 6 5

15 rs743504 21 47540725 A G 0.4781 8.0e‐08 0.908313 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1747 Transcript INTRONIC intron,nc 0 15 1.406 5 3

15 rs4819175 21 47373129 T C 0.1431 4.1e‐10 0.796928 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1748 Transcript INTRONIC intron,nc 0 15 1.312 5 2

15 rs73230569 21 47033528 C G 0.1412 3.9e‐07 0.676294 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1749 Transcript INTRONIC intron,nc 0 15 1.225 5 5

15 rs6518263 21 47386136 C T 0.1551 4.0e‐11 0.844292 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1750 Transcript INTRONIC intron,nc 0 15 1.198 6 5

15 rs79828927 21 47053056 A G 0.1451 2.9e‐08 0.77044 rs4818807 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1751 Transcript INTRONIC intron,nc 0 15 1.183 5 2

15 rs3810590 21 47530602 C T 0.4712 3.1e‐07 0.815381 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1752 Transcript INTRONIC intron,nc 0 15 1.137 4 2

15 rs9984438 21 47274372 C G 0.1571 5.4e‐11 0.926827 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1753 Transcript INTRONIC intron,nc 0 15 1.071 5 4

15 rs139687941 21 47543782 CAGATGGATAAATGGC 0.4115 1.5e‐06 0.661463 rs368443991 COL6A2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1754 Transcript INTRONIC intron,nc 0 15 1.040 NA 4

15 rs2839022 21 47280027 A G 0.159 1.4e‐10 0.927215 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1755 Transcript INTRONIC intron,nc 0 15 0.971 5 4

15 rs2839024 21 47285287 G A 0.171 1.6e‐10 0.879978 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1756 Transcript INTRONIC intron,nc 0 15 0.971 4 2

15 rs741954 21 47292950 G T 0.17 1.5e‐10 0.871274 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1757 Transcript INTRONIC intron,nc 0 15 0.946 NA 5

15 rs12626732 21 47547774 C T 0.4901 4.2e‐08 0.903248 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1758 Transcript INTRONIC intron,nc 0 15 0.924 4 3

15 rs9984042 21 47034922 T C 0.1412 2.6e‐07 0.676294 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1759 Transcript INTRONIC intron,nc 0 15 0.918 5 2

15 rs73232746 21 47172675 G A 0.1531 7.7e‐10 0.867887 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1760 Transcript INTRONIC intron,nc 0 15 0.889 7 5

15 rs2839023 21 47284959 G A 0.172 1.7e‐10 0.873915 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1761 Transcript INTRONIC intron,nc 0 15 0.832 5 2

15 rs2015400 21 47308623 C T 0.171 1.4e‐10 0.879978 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1762 Transcript INTRONIC intron,nc 0 15 0.822 4 5

15 rs11089033 21 47398527 C T 0.163 8.7e‐13 0.895241 rs111316530 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1763 Transcript INTRONIC intron,nc 0 15 0.807 5 2

15 21:47399453:T:TGTGTGTCA rs111316530 21 47399453 TGTGTGTCA T 0.1581 4.8e‐13 1 rs111316530 COL6A1 Intergenic UPSTREAM upstream RP11‐436D23.1764 Transcript INTRONIC intron,nc 0 15 0.748 NA 1

15 rs34516958 21 47292646 AGGGC A 0.1511 6.7e‐10 0.882079 rs4818807 PCBP3 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1765 Transcript INTRONIC intron,nc 0 15 0.642 NA 5

15 rs73232764 21 47204255 G C 0.1481 1.5e‐08 0.830191 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1766 Transcript INTRONIC intron,nc 0 15 0.605 6 5

15 rs7281388 21 47398647 C A 0.1531 6.2e‐13 0.94698 rs111316530 COL6A1 Intergenic UPSTREAM upstream RP11‐436D23.1767 Transcript INTRONIC intron,nc 0 15 0.564 5 2

15 rs9983643 21 47255379 C T 0.16 1.8e‐10 0.906105 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1768 Transcript INTRONIC intron,nc 0 15 0.505 5 4

15 rs371490467 21 47410404 G A 0.4592 3.7e‐09 1 rs371490467 COL6A1 Transcript INTRONIC intron RP11‐436D23.1769 Transcript INTRONIC intron,nc 0 15 0.410 4 3

15 rs2507743 21 47375268 G A 0.1531 2.6e‐10 0.803184 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1770 Transcript INTRONIC intron,nc 0 15 0.392 6 5

15 rs4819160 21 47289870 A G 0.1511 8.5e‐10 0.882079 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1771 Transcript INTRONIC intron,nc 0 15 0.374 5 5

15 rs57007601 21 47431525 C A 0.2644 8.3e‐11 0.968074 rs13051496 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1772 Transcript INTRONIC intron,nc 0 15 0.352 4 5

15 rs9983803 21 47305386 G C 0.1581 3.5e‐11 0.948658 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1773 Transcript INTRONIC intron,nc 0 15 0.342 5 2

15 rs2330396 21 47524380 C A 0.4801 1.9e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1774 Transcript INTRONIC intron,nc 0 15 0.332 6 3

15 rs4818807 21 47310047 C T 0.1551 2.0e‐11 1 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1775 Transcript INTRONIC intron,nc 0 15 0.319 5 5

15 rs2070578 21 47542220 T C 0.4901 1.0e‐08 0.944123 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1776 Transcript INTRONIC intron,nc 0 15 0.230 4 3

15 rs4819177 21 47387281 C G 0.161 7.3e‐11 0.806537 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1777 Transcript INTRONIC intron,nc 0 15 0.216 5 5

15 rs73230568 21 47033518 A G 0.1412 3.6e‐07 0.676294 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1778 Transcript INTRONIC intron,nc 0 15 0.214 5 5

15 rs9982063 21 47076797 A G 0.1481 4.6e‐09 0.831596 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1779 Transcript INTRONIC intron,nc 0 15 0.202 6 5

15 21:47554282_TC_T 21 47554282 T TC 0.4642 2.0e‐07 0.768377 rs368443991 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1780 Transcript INTRONIC intron,nc 0 15 0.182 NA 1

15 rs4819153 21 47252135 G A 0.2296 8.3e‐07 0.618043 rs2481872 PCBP3 Transcript INTRONIC intron RP11‐436D23.1781 Transcript INTRONIC intron,nc 0 15 0.175 3a 5

15 rs9980626 21 47063150 C T 0.172 4.4e‐09 0.637709 rs4818807 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1782 Transcript INTRONIC intron,nc 0 15 0.171 4 1

15 rs7280089 21 47181011 A G 0.1531 5.9e‐10 0.867887 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1783 Transcript INTRONIC intron,nc 0 15 0.132 5 4

15 21:47524085_GA_G 21 47524085 G GA 0.4821 1.8e‐07 0.793206 rs368443991 COL6A2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1784 Transcript INTRONIC intron,nc 0 15 0.112 NA 2

15 rs13048324 21 47520260 T G 0.4801 2.3e‐07 0.801901 rs368443991 COL6A2 Transcript INTRONIC intron RP11‐436D23.1785 Transcript INTRONIC intron,nc 0 15 0.105 5 1

15 rs28801527 21 47047227 A G 0.1481 2.0e‐08 0.777324 rs4818807 Intergenic INTERGENIC intergenic RP11‐436D23.1786 Transcript INTRONIC intron,nc 0 15 0.096 7 5

15 rs7278123 21 47453019 G A 0.2773 5.8e‐09 0.884346 rs13051496 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1787 Transcript INTRONIC intron,nc 0 15 0.070 5 5

15 rs2330328 21 47308501 T C 0.159 3.6e‐11 0.956104 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1788 Transcript INTRONIC intron,nc 0 15 0.049 2b 5

15 rs2065336 21 47389993 C T 0.1531 1.2e‐10 0.817053 rs111316530 Intergenic INTERGENIC intergenic RP11‐436D23.1789 Transcript INTRONIC intron,nc 0 15 0.039 5 1

15 rs2839078 21 47429769 G C 0.2714 4.7e‐11 0.943828 rs13051496 COL6A1 Intergenic DOWNSTREAM downstream RP11‐436D23.1790 Transcript INTRONIC intron,nc 0 15 0.036 5 5

15 rs1810871 21 47243947 C G 0.161 1.6e‐10 0.91348 rs4818807 PCBP3 Transcript INTRONIC intron RP11‐436D23.1791 Transcript INTRONIC intron,nc 0 15 0.021 6 5

15 21:47397772_GA_G 21 47397772 G GA 0.2018 7.5e‐10 0.681879 rs111316530 COL6A1 Intergenic UPSTREAM upstream RP11‐436D23.1792 Transcript INTRONIC intron,nc 0 15 0.013 NA 1

16 rs17855988 7 73474825 C G 0.09145 2.6e‐06 0.685771 rs2855722 ELN‐AS1 Transcript INTRONIC intron,nc RP11‐436D23.1793 Transcript INTRONIC intron,nc 0 16 23.2 2b 2 top

16 rs3757582 7 73440241 C T 0.05169 3.1e‐10 0.692238 rs112609918 ELN Intergenic UPSTREAM upstream RP11‐436D23.1794 Transcript INTRONIC intron,nc 0 16 20.4 5 2 top

16 rs5884929 7 73445306 GT G 0.05169 3.0e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron,feature_elongation RP11‐436D23.1795 Transcript INTRONIC intron,nc 0 16 15.78 NA 1

16 rs3801458 7 73452911 A G 0.05169 3.7e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1796 Transcript INTRONIC intron,nc 0 16 10.56 5 3

16 7:73496159_GC_G 7 73496159 G GC 0.1133 4.7e‐07 0.979306 rs2855722 LIMK1 Intergenic UPSTREAM upstream RP11‐436D23.1797 Transcript INTRONIC intron,nc 0 16 9.547 NA 5

16 rs200488952 7 73448825 TGAGC T 0.05169 3.5e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron,feature_elongation RP11‐436D23.1798 Transcript INTRONIC intron,nc 0 16 7.439 NA 4

16 rs60883031 7 73446436 C T 0.05169 3.1e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1799 Transcript INTRONIC intron,nc 0 16 7.410 4 1

16 rs7784595 7 73443132 T G 0.05169 2.9e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1800 Transcript INTRONIC intron,nc 0 16 7.280 5 1

16 rs58411014 7 73446397 G A 0.05169 2.9e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1801 Transcript INTRONIC intron,nc 0 16 6.408 5 1

16 rs3823879 7 73454791 A G 0.05169 3.6e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1802 Transcript INTRONIC intron,nc 0 16 6.142 5 4

16 rs75566398 7 73503533 G A 0.1133 5.3e‐08 0.979306 rs2855722 LIMK1 Transcript INTRONIC intron RP11‐436D23.1803 Transcript INTRONIC intron,nc 0 16 5.898 4 4

16 rs78808004 7 73492035 G A 0.09344 7.2e‐07 0.798759 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1804 Transcript INTRONIC intron,nc 0 16 5.367 6 5

16 rs2301994 7 73452263 A G 0.05169 3.8e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1805 Transcript INTRONIC intron,nc 0 16 5.362 NA 4

16 rs60731259 7 73439465 CA C 0.05368 2.5e‐10 0.677325 rs112609918 ELN Intergenic UPSTREAM upstream RP11‐436D23.1806 Transcript INTRONIC intron,nc 0 16 5.086 NA 2

16 rs3801460 7 73454474 T C 0.05169 3.8e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1807 Transcript INTRONIC intron,nc 0 16 4.728 5 4

16 rs77853347 7 73437491 A G 0.05368 6.9e‐10 0.665694 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1808 Transcript INTRONIC intron,nc 0 16 4.648 2b 2

16 rs61175210 7 73436600 C G 0.05169 2.5e‐10 0.692238 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1809 Transcript INTRONIC intron,nc 0 16 4.438 5 5

16 rs3801459 7 73454409 G T 0.05169 3.8e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1810 Transcript INTRONIC intron,nc 0 16 4.214 5 4

16 rs2286257 7 73455384 A G 0.05169 3.6e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1811 Transcript INTRONIC intron,nc 0 16 3.866 NA 4

16 rs3815251 7 73455276 C T 0.05169 3.9e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1812 Transcript INTRONIC intron,nc 0 16 3.850 NA 4

16 rs55675441 7 73440985 C T 0.05169 3.1e‐10 0.692238 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1813 Transcript INTRONIC intron,nc 0 16 3.367 3a 1

16 rs56044859 7 73441539 A G 0.04473 3.7e‐11 0.794303 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1814 Transcript INTRONIC intron,nc 0 16 3.219 4 1



16 rs2108251 7 73417533 C G 0.03678 1.7e‐11 0.973125 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1815 Transcript INTRONIC intron,nc 0 16 3.070 3a 2

16 rs17145990 7 73438515 C T 0.05169 2.7e‐10 0.692238 rs112609918 ELN Intergenic UPSTREAM upstream RP11‐436D23.1816 Transcript INTRONIC intron,nc 0 16 3.022 5 5

16 rs2356532 7 73445942 G A 0.05169 3.1e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1817 Transcript INTRONIC intron,nc 0 16 2.541 NA 1

16 rs2301995 7 73452140 A G 0.05169 3.8e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1818 Transcript INTRONIC intron,nc 0 16 2.540 NA 4

16 rs870424 7 73447658 C T 0.05169 3.6e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1819 Transcript INTRONIC intron,nc 0 16 2.462 5 2

16 rs144049843 7 73450110 TA T 0.05169 2.7e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron,feature_elongation RP11‐436D23.1820 Transcript INTRONIC intron,nc 0 16 2.406 NA 4

16 rs192259261 7 73478757 A T 0.1183 8.9e‐06 0.757378 rs2855722 ELN Transcript INTRONIC intron RP11‐436D23.1821 Transcript INTRONIC intron,nc 0 16 2.318 6 4

16 7:73427600:A:T rs112609918 7 73427600 T A 0.03777 2.9e‐12 1 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1822 Transcript INTRONIC intron,nc 0 16 2.063 2b 2

16 rs6979609 7 73436066 G A 0.05169 2.7e‐10 0.692238 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1823 Transcript INTRONIC intron,nc 0 16 1.990 5 5

16 rs873647 7 73447506 A G 0.05169 3.6e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1824 Transcript INTRONIC intron,nc 0 16 1.764 NA 2

16 rs111807792 7 73551920 T G 0.09046 2.5e‐06 0.710196 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1825 Transcript INTRONIC intron,nc 0 16 1.690 7 5

16 rs75161162 7 73544717 T A 0.09046 3.6e‐06 0.710196 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1826 Transcript INTRONIC intron,nc 0 16 1.657 6 5

16 rs11763821 7 73438335 A G 0.05169 2.4e‐10 0.692238 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1827 Transcript INTRONIC intron,nc 0 16 1.597 5 2

16 rs3757584 7 73440695 A C 0.05169 2.2e‐10 0.692238 rs112609918 ELN Intergenic UPSTREAM upstream RP11‐436D23.1828 Transcript INTRONIC intron,nc 0 16 1.588 5 2

16 rs3895707 7 73540726 T C 0.09145 3.7e‐06 0.700381 rs2855722 LIMK1 Intergenic DOWNSTREAM downstream RP11‐436D23.1829 Transcript INTRONIC intron,nc 0 16 1.503 NA 5

16 rs3823878 7 73443245 A G 0.05169 1.7e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1830 Transcript INTRONIC intron,nc 0 16 1.500 5 1

16 rs56017804 7 73448994 C T 0.05169 3.4e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1831 Transcript INTRONIC intron,nc 0 16 1.433 7 4

16 rs6979293 7 73435907 G A 0.05169 2.8e‐10 0.692238 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1832 Transcript INTRONIC intron,nc 0 16 1.215 5 5

16 rs78099983 7 73434586 C T 0.05169 2.6e‐10 0.692238 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1833 Transcript INTRONIC intron,nc 0 16 0.926 6 5

16 rs555241353 7 73461430 GA G 0.05368 2.2e‐10 0.629145 rs112609918 ELN Transcript INTRONIC intron,feature_elongation RP11‐436D23.1834 Transcript INTRONIC intron,nc 0 16 0.822 NA 4

16 rs111853944 7 73546991 A G 0.09046 2.6e‐06 0.710196 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1835 Transcript INTRONIC intron,nc 0 16 0.775 5 5

16 rs59785741 7 73543635 T C 0.09145 3.6e‐06 0.700381 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1836 Transcript INTRONIC intron,nc 0 16 0.733 6 5

16 rs2528794 7 73480805 A G 0.1123 6.1e‐08 0.968809 rs2855722 ELN Transcript INTRONIC intron RP11‐436D23.1837 Transcript INTRONIC intron,nc 0 16 0.701 NA 4

16 rs77689666 7 73434287 G A 0.05169 2.5e‐10 0.692238 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1838 Transcript INTRONIC intron,nc 0 16 0.579 7 5

16 rs3757580 7 73439704 G A 0.05169 3.0e‐10 0.692238 rs112609918 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1839 Transcript INTRONIC intron,nc 0 16 0.391 4 2

16 rs17146001 7 73449846 A G 0.05169 3.5e‐10 0.692238 rs112609918 ELN Transcript INTRONIC intron RP11‐436D23.1840 Transcript INTRONIC intron,nc 0 16 0.387 5 4

16 rs111862423 7 73552627 GA G 0.08946 2.1e‐06 0.700872 rs2855722 Intergenic INTERGENIC intergenic RP11‐436D23.1841 Transcript INTRONIC intron,nc 0 16 0.344 NA 1

16 rs113395463 7 73478524 G A 0.1113 1.5e‐06 0.819613 rs2855722 ELN Transcript INTRONIC intron RP11‐436D23.1842 Transcript INTRONIC intron,nc 0 16 0.209 6 4

16 rs370616120 7 73479395 AC A 0.09245 2.9e‐07 0.767228 rs2855722 ELN Transcript INTRONIC intron,feature_elongation RP11‐436D23.1843 Transcript INTRONIC intron,nc 0 16 0.164 NA 4

16 rs2855722 7 73495032 G T 0.1113 4.9e‐08 1 rs2855722 LIMK1 Intergenic UPSTREAM upstream RP11‐436D23.1844 Transcript INTRONIC intron,nc 0 16 0.124 5 5

16 rs112555030 7 73433498 AAAAC A 0.05169 2.1e‐10 0.692238 rs112609918 Intergenic INTERGENIC intergenic RP11‐436D23.1845 Transcript INTRONIC intron,nc 0 16 0.104 NA 5

16 rs61346158 7 73438978 C T 0.05169 2.5e‐10 0.692238 rs112609918 ELN Intergenic UPSTREAM upstream RP11‐436D23.1846 Transcript INTRONIC intron,nc 0 16 0.104 3a 5

17 rs924242 16 86234165 T C 0.09543 5.0e‐09 0.793122 rs276960 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1847 Transcript INTRONIC intron,nc 0 17 6.304 NA 1

17 16:86237864_AT_A 16 86237864 A AT 0.1412 1.3e‐09 1 16:86237864_AT_A LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1848 Transcript INTRONIC intron,nc 0 17 5.383 NA 5 top

17 16:86233413:A:G rs2280028 16 86233413 A G 0.1471 4.1e‐12 1 rs2280028 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1849 Transcript INTRONIC intron,nc 0 17 3.944 NA 1

17 rs7198827 16 86238171 T C 0.1123 1.9e‐06 0.7503 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1850 Transcript INTRONIC intron,nc 0 17 3.714 6 5

17 rs13337791 16 86237855 T C 0.09841 9.1e‐10 0.8811 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1851 Transcript INTRONIC intron,nc 0 17 2.798 5 5

17 rs13333838 16 86237747 A G 0.0994 1.7e‐09 0.870631 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1852 Transcript INTRONIC intron,nc 0 17 2.780 5 5

17 rs276965 16 86234706 C G 0.1153 1.8e‐06 0.641665 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1853 Transcript INTRONIC intron,nc 0 17 2.392 5 2

17 rs771642466 16 86238814 C CCT 0.09742 1.9e‐09 0.871471 rs276960 Intergenic INTERGENIC intergenic RP11‐436D23.1854 Transcript INTRONIC intron,nc 0 17 2.348 NA 5

17 rs8051901 16 86237577 T C 0.1093 2.8e‐06 0.775713 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1855 Transcript INTRONIC intron,nc 0 17 1.998 5 5

17 rs13333834 16 86237735 A G 0.09841 1.4e‐09 0.8811 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1856 Transcript INTRONIC intron,nc 0 17 1.977 5 5

17 rs276967 16 86233398 A G 0.2425 3.2e‐08 1 rs276967 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1857 Transcript INTRONIC intron,nc 0 17 0.893 NA 1

17 rs11646912 16 86235794 G A 0.09642 2.1e‐08 0.802531 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1858 Transcript INTRONIC intron,nc 0 17 0.870 4 2

17 rs924244 16 86234150 C G 0.09543 6.0e‐09 0.793122 rs276960 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1859 Transcript INTRONIC intron,nc 0 17 0.456 4 1

17 rs924243 16 86234163 C T 0.09543 4.9e‐09 0.793122 rs276960 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1860 Transcript INTRONIC intron,nc 0 17 0.252 4 1

17 rs276970 16 86229438 A G 0.164 1.5e‐10 0.69765 rs2280028 RP11‐805I24.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐436D23.1861 Transcript INTRONIC intron,nc 0 17 0.167 NA 1

17 rs276960 16 86237404 T C 0.1103 1.2e‐10 1 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1862 Transcript INTRONIC intron,nc 0 17 0.138 NA 5

17 rs74250686 16 86242743 T C 0.09245 2.7e‐07 0.636316 rs276960 Intergenic INTERGENIC intergenic RP11‐436D23.1863 Transcript INTRONIC intron,nc 0 17 0.097 7 5

17 rs13333918 16 86237942 A G 0.1014 1.4e‐09 0.812523 rs276960 LINC01082 Intergenic DOWNSTREAM downstream RP11‐436D23.1864 Transcript INTRONIC intron,nc 0 17 0.040 5 5

18 rs5022975 16 84846982 T A 0.1998 1.2e‐07 0.859346 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1865 Transcript INTRONIC intron,nc 0 18 12.95 1f 5

18 rs8061351 16 84883102 T C 0.2674 3.7e‐09 0.814105 rs11435701 CRISPLD2 CodingTranscript SYNONYMOUS synonymous RP11‐436D23.1866 Transcript INTRONIC intron,nc 0 18 12.80 3a 4 top

18 rs16974880 16 84942638 G T 0.2813 2.4e‐09 0.670022 rs16974904 CRISPLD2 Transcript 3PRIME_UTR 3_prime_UTR RP11‐436D23.1867 Transcript INTRONIC intron,nc 0 18 11.04 6 4

18 rs1874013 16 84855477 G T 0.4105 3.8e‐11 0.92833 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1868 Transcript INTRONIC intron,nc 0 18 8.842 5 1

18 rs2641703 16 84892853 G A 0.2157 4.6e‐08 0.953793 rs75309741 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1869 Transcript INTRONIC intron,nc 0 18 8.180 7 4

18 rs2131754 16 84857345 G A 0.4274 2.1e‐11 0.995883 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1870 Transcript INTRONIC intron,nc 0 18 7.752 3a 1

18 rs2646126 16 84888597 G C 0.3002 3.3e‐10 0.804755 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1871 Transcript INTRONIC intron,nc 0 18 7.230 4 4

18 rs4783087 16 84882974 A C 0.3549 9.3e‐08 0.640093 rs554772213 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1872 Transcript INTRONIC intron,nc 0 18 6.086 2b 4

18 rs4783069 16 84845034 A G 0.1799 1.3e‐07 0.973736 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1873 Transcript INTRONIC intron,nc 0 18 6.067 5 2

18 rs8058664 16 84849100 G A 0.336 1.1e‐08 0.658338 rs8060099 CRISPLD2 Intergenic UPSTREAM upstream RP11‐436D23.1874 Transcript INTRONIC intron,nc 0 18 5.783 4 5

18 rs761962954 16 84885951 A AGGCTCTCT 0.3608 2.8e‐06 0.741234 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1875 Transcript INTRONIC intron,nc 0 18 5.269 NA 4

18 rs11149684 16 84847119 A C 0.1998 1.6e‐07 0.859346 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1876 Transcript INTRONIC intron,nc 0 18 5.124 4 5

18 rs4783074 16 84848123 T A 0.1968 6.0e‐08 0.850205 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1877 Transcript INTRONIC intron,nc 0 18 5.010 5 5

18 rs77161253 16 84938211 A T 0.4404 6.4e‐12 1 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1878 Transcript INTRONIC intron,nc 0 18 4.912 6 4

18 rs4783075 16 84848193 G A 0.1968 6.4e‐08 0.850205 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1879 Transcript INTRONIC intron,nc 0 18 4.741 7 5

18 rs17111 16 84857244 G A 0.4274 2.6e‐11 0.995883 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1880 Transcript INTRONIC intron,nc 0 18 4.524 4 1

18 rs4783071 16 84846814 T C 0.1809 1.3e‐07 0.9804 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1881 Transcript INTRONIC intron,nc 0 18 4.441 5 5

18 rs4783073 16 84846873 T C 0.1829 2.3e‐07 0.967606 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1882 Transcript INTRONIC intron,nc 0 18 3.977 5 5

18 rs12935642 16 84883610 G T 0.2097 2.4e‐08 0.887977 rs57875117 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1883 Transcript INTRONIC intron,nc 0 18 3.906 7 4

18 16:84883386_CTTAG_C 16 84883386 C CTTAG 0.2654 2.8e‐09 0.849266 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1884 Transcript INTRONIC intron,nc 0 18 3.904 NA 4

18 rs8050254 16 84938460 A T 0.4264 8.6e‐10 0.720444 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1885 Transcript INTRONIC intron,nc 0 18 3.810 6 4

18 rs4783079 16 84856889 A C 0.3887 9.0e‐10 0.852719 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1886 Transcript INTRONIC intron,nc 0 18 3.674 7 1

18 rs8057539 16 84848509 G A 0.1988 8.5e‐08 0.851427 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1887 Transcript INTRONIC intron,nc 0 18 3.615 4 5

18 16:84883701_CT_C 16 84883701 C CT 0.2913 8.6e‐09 0.875816 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1888 Transcript INTRONIC intron,nc 0 18 3.517 NA 4

18 rs4238714 16 84856552 C T 0.4274 3.0e‐11 0.987734 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1889 Transcript INTRONIC intron,nc 0 18 3.230 NA 1

18 rs56345949 16 84885961 A G 0.3608 2.1e‐06 0.741234 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1890 Transcript INTRONIC intron,nc 0 18 3.100 5 4

18 rs11149686 16 84847247 G A 0.336 1.7e‐08 0.650503 rs8060099 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1891 Transcript INTRONIC intron,nc 0 18 2.993 4 5

18 rs16974904 16 84950838 G C 0.2793 1.1e‐09 1 rs16974904 CRISPLD2 Transcript INTRONIC intron,NMD RP11‐436D23.1892 Transcript INTRONIC intron,nc 0 18 2.841 5 5

18 rs2934469 16 84938848 G T 0.4185 3.8e‐10 0.696361 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1893 Transcript INTRONIC intron,nc 0 18 2.742 NA 4

18 rs2646118 16 84944312 T C 0.4583 3.6e‐11 0.768419 rs77161253 CRISPLD2 Intergenic DOWNSTREAM downstream RP11‐436D23.1894 Transcript INTRONIC intron,nc 0 18 2.705 NA 2

18 rs59641290 16 84945842 T C 0.2793 4.1e‐09 0.670156 rs16974904 CRISPLD2 Intergenic DOWNSTREAM downstream RP11‐436D23.1895 Transcript INTRONIC intron,nc 0 18 2.591 6 2

18 rs9939197 16 84856532 A G 0.3181 4.1e‐10 0.653965 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1896 Transcript INTRONIC intron,nc 0 18 2.582 7 1

18 rs11149683 16 84847079 G A 0.1998 1.6e‐07 0.859346 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1897 Transcript INTRONIC intron,nc 0 18 2.560 5 5

18 rs11149685 16 84847159 A G 0.1998 1.3e‐07 0.859346 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1898 Transcript INTRONIC intron,nc 0 18 2.437 4 5

18 rs7204752 16 84847682 G A 0.1988 9.9e‐08 0.851427 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1899 Transcript INTRONIC intron,nc 0 18 2.389 5 5

18 rs4783078 16 84852743 G C 0.2505 7.4e‐09 0.887624 rs8060099 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1900 Transcript INTRONIC intron,nc 0 18 2.382 5 5

18 rs35645914 16 84882573 CA C 0.2654 1.8e‐08 0.823634 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1901 Transcript INTRONIC intron,nc 0 18 2.303 NA 1

18 16:84857378:A:G rs2131755 16 84857378 G A 0.4284 1.5e‐11 1 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1902 Transcript INTRONIC intron,nc 0 18 2.209 2b 1

18 rs4783072 16 84846840 A G 0.1819 1.3e‐07 0.973974 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1903 Transcript INTRONIC intron,nc 0 18 2.064 1f 5

18 rs2646127 16 84888541 C T 0.2893 3.7e‐09 0.766975 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1904 Transcript INTRONIC intron,nc 0 18 1.931 NA 4

18 rs57875117 16 84883397 C T 0.1909 2.9e‐09 1 rs57875117 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1905 Transcript INTRONIC intron,nc 0 18 1.925 6 4

18 rs28437095 16 84854001 G A 0.2366 6.8e‐09 0.825207 rs8060099 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1906 Transcript INTRONIC intron,nc 0 18 1.897 4 1

18 rs75309741 16 84893698 CCTTCCTCT C 0.2237 4.2e‐09 1 rs75309741 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1907 Transcript INTRONIC intron,nc 0 18 1.854 NA 4

18 rs8049317 16 84938497 A G 0.4264 6.6e‐10 0.720444 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1908 Transcript INTRONIC intron,nc 0 18 1.820 6 4

18 rs8049300 16 84938465 A G 0.4264 9.0e‐10 0.720444 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1909 Transcript INTRONIC intron,nc 0 18 1.582 6 4

18 rs11435701 16 84884541 TC T 0.2972 1.8e‐10 1 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1910 Transcript INTRONIC intron,nc 0 18 1.564 NA 2

18 rs12599328 16 84934845 C T 0.4781 3.9e‐08 0.69058 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1911 Transcript INTRONIC intron,nc 0 18 1.499 6 4

18 rs11149687 16 84847290 C T 0.1998 1.5e‐07 0.859346 rs962682 RegulatoryFeature REGULATORY regulatory RP11‐436D23.1912 Transcript INTRONIC intron,nc 0 18 1.472 4 5

18 rs4782661 16 84856930 C T 0.4294 2.6e‐11 0.987674 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1913 Transcript INTRONIC intron,nc 0 18 1.463 6 1

18 rs4783089 16 84883759 T C 0.2843 3.9e‐09 0.934717 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1914 Transcript INTRONIC intron,nc 0 18 1.373 6 4

18 rs2326397 16 84856542 C T 0.3936 1.7e‐10 0.867267 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1915 Transcript INTRONIC intron,nc 0 18 1.368 5 1

18 rs4238713 16 84856502 G A 0.4095 1.7e‐10 0.925918 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1916 Transcript INTRONIC intron,nc 0 18 1.336 NA 1

18 16:84883498_AT_A 16 84883498 A AT 0.2932 2.6e‐08 0.683085 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_truncation RP11‐436D23.1917 Transcript INTRONIC intron,nc 0 18 1.248 NA 4

18 rs4783076 16 84848220 C T 0.333 1.3e‐08 0.640851 rs8060099 Intergenic INTERGENIC intergenic RP11‐436D23.1918 Transcript INTRONIC intron,nc 0 18 1.240 5 5

18 rs10627256 16 84883327 CTT C 0.2664 2.4e‐09 0.844792 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1919 Transcript INTRONIC intron,nc 0 18 1.185 NA 4

18 rs4783077 16 84848221 G A 0.3353 1.3e‐08 0.651194 rs8060099 Intergenic INTERGENIC intergenic RP11‐436D23.1920 Transcript INTRONIC intron,nc 0 18 1.159 5 5

18 rs57499148 16 84945848 C T 0.2793 4.5e‐09 0.670156 rs16974904 CRISPLD2 Intergenic DOWNSTREAM downstream RP11‐436D23.1921 Transcript INTRONIC intron,nc 0 18 1.150 6 2

18 rs1874014 16 84855516 C A 0.4105 4.3e‐10 0.913995 rs2131755 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1922 Transcript INTRONIC intron,nc 0 18 1.126 5 1

18 rs2641700 16 84887564 T C 0.3449 4.7e‐06 0.635656 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1923 Transcript INTRONIC intron,nc 0 18 1.099 5 2

18 rs962682 16 84846251 G A 0.1779 3.5e‐08 1 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1924 Transcript INTRONIC intron,nc 0 18 0.970 5 5

18 rs1532302 16 84846415 C T 0.1809 1.4e‐07 0.9804 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1925 Transcript INTRONIC intron,nc 0 18 0.887 5 5

18 rs554772213 16 84882066 TAA T 0.3648 3.8e‐08 1 rs554772213 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1926 Transcript INTRONIC intron,nc 0 18 0.884 NA 4

18 rs8060099 16 84852313 A C 0.2714 2.1e‐09 1 rs8060099 CRISPLD2 Intergenic UPSTREAM upstream RP11‐436D23.1927 Transcript INTRONIC intron,nc 0 18 0.685 7 5

18 rs2641699 16 84886306 G C 0.3598 4.9e‐06 0.735584 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1928 Transcript INTRONIC intron,nc 0 18 0.654 6 4

18 rs4782673 16 84884072 G T 0.2972 2.6e‐10 1 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1929 Transcript INTRONIC intron,nc 0 18 0.581 7 4

18 rs75041563 16 84938209 C A 0.4404 1.3e‐11 1 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1930 Transcript INTRONIC intron,nc 0 18 0.372 6 4

18 rs10735709 16 84845518 C G 0.1829 1.9e‐07 0.967606 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1931 Transcript INTRONIC intron,nc 0 18 0.274 1f 2

18 rs2646125 16 84888988 C T 0.2893 2.8e‐09 0.766975 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1932 Transcript INTRONIC intron,nc 0 18 0.193 NA 4

18 rs4783070 16 84846546 T C 0.1809 1.4e‐07 0.9804 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1933 Transcript INTRONIC intron,nc 0 18 0.181 5 5

18 rs2641696 16 84885506 T C 0.3688 1.4e‐06 0.719668 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1934 Transcript INTRONIC intron,nc 0 18 0.155 4 2

18 rs140532417 16 84883195 ATTG A 0.2674 5.6e‐09 0.839598 rs11435701 CRISPLD2 Transcript INTRONIC intron,feature_elongation RP11‐436D23.1935 Transcript INTRONIC intron,nc 0 18 0.128 NA 4



18 rs2934468 16 84938921 C T 0.4185 4.1e‐10 0.696361 rs77161253 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1936 Transcript INTRONIC intron,nc 0 18 0.108 NA 4

18 rs4783090 16 84884116 G A 0.2833 2.6e‐09 0.939218 rs11435701 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1937 Transcript INTRONIC intron,nc 0 18 0.106 5 4

18 rs4783086 16 84882911 C T 0.3499 9.0e‐08 0.656417 rs554772213 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1938 Transcript INTRONIC intron,nc 0 18 0.087 2b 4

18 rs2326394 16 84843611 G A 0.1789 7.8e‐08 0.953722 rs962682 Intergenic INTERGENIC intergenic RP11‐436D23.1939 Transcript INTRONIC intron,nc 0 18 0.082 4 5

18 rs117166824 16 84929945 A G 0.07356 1.8e‐08 1 rs117166824 CRISPLD2 Transcript INTRONIC intron RP11‐436D23.1940 Transcript INTRONIC intron,nc 0 18 0.062 7 4

19 rs6906737 6 98345853 A T 0.4861 1.5e‐07 0.663977 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1941 Transcript INTRONIC intron,nc 0 19 19.06 6 14 top

19 rs6939508 6 98361770 C T 0.4861 1.4e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1942 Transcript INTRONIC intron,nc 0 19 17.75 5 5

19 rs7753937 6 98396351 G A 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1943 Transcript INTRONIC intron,nc 0 19 17.27 5 7

19 rs12189679 6 98333409 A G 0.4871 8.2e‐08 0.64274 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1944 Transcript INTRONIC intron,nc 0 19 15.13 6 5

19 rs13215227 6 98506764 C T 0.4056 7.4e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1945 Transcript INTRONIC intron,nc 0 19 15.08 3a 7

19 rs13194250 6 98494218 T C 0.4404 1.5e‐06 0.667878 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1946 Transcript INTRONIC intron,nc 0 19 14.61 7 5

19 6:98326220_GC_G 6 98326220 G GC 0.4891 7.8e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1947 Transcript INTRONIC intron,nc 0 19 14.02 NA 5

19 rs9387845 6 98328963 A C 0.4891 7.0e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1948 Transcript INTRONIC intron,nc 0 19 13.90 7 5

19 rs4240559 6 98437775 C T 0.4433 4.7e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1949 Transcript INTRONIC intron,nc 0 19 13.16 7 5

19 rs7757867 6 98349496 G A 0.496 3.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1950 Transcript INTRONIC intron,nc 0 19 11.94 6 15

19 rs7775492 6 98332930 G A 0.4891 6.4e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1951 Transcript INTRONIC intron,nc 0 19 11.71 7 5

19 rs9320747 6 98310291 G T 0.4861 6.2e‐08 0.644108 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1952 Transcript INTRONIC intron,nc 0 19 11.66 7 5

19 rs901629 6 98539379 T C 0.4016 8.5e‐09 0.78646 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1953 Transcript INTRONIC intron,nc 0 19 11.61 7 7

19 rs9398662 6 98489561 C T 0.4414 1.6e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1954 Transcript INTRONIC intron,nc 0 19 11.59 5 1

19 rs4839929 6 98326080 C G 0.4891 7.2e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1955 Transcript INTRONIC intron,nc 0 19 11.17 6 5

19 rs6934784 6 98361795 C A 0.496 2.3e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1956 Transcript INTRONIC intron,nc 0 19 10.58 5 5

19 rs901628 6 98539377 G C 0.4046 8.4e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1957 Transcript INTRONIC intron,nc 0 19 10.38 7 7

19 rs9401250 6 98316447 T C 0.4891 8.9e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1958 Transcript INTRONIC intron,nc 0 19 9.838 7 5

19 rs12192282 6 98366713 C T 0.4851 1.3e‐06 0.617847 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1959 Transcript INTRONIC intron,nc 0 19 9.418 7 5

19 rs11153975 6 98368639 T A 0.496 2.3e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1960 Transcript INTRONIC intron,nc 0 19 9.081 6 5

19 rs6569189 6 98401483 C A 0.4453 2.3e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1961 Transcript INTRONIC intron,nc 0 19 8.961 6 5

19 rs12205774 6 98324132 T C 0.4891 6.7e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1962 Transcript INTRONIC intron,nc 0 19 8.901 7 5

19 rs6934796 6 98361813 G A 0.4861 1.4e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1963 Transcript INTRONIC intron,nc 0 19 8.500 5 5

19 rs9320759 6 98331357 G A 0.4891 6.2e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1964 Transcript INTRONIC intron,nc 0 19 7.676 7 5

19 rs1933721 6 98313223 G C 0.4871 6.8e‐08 0.64274 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1965 Transcript INTRONIC intron,nc 0 19 7.544 6 5

19 rs12176311 6 98529166 T C 0.4046 7.9e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1966 Transcript INTRONIC intron,nc 0 19 7.115 6 9

19 rs4412207 6 98410756 A G 0.4443 1.4e‐07 0.764693 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1967 Transcript INTRONIC intron,nc 0 19 7.112 6 5

19 rs4458695 6 98528404 A G 0.4046 8.5e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1968 Transcript INTRONIC intron,nc 0 19 6.867 7 9

19 rs10872213 6 98356503 A T 0.496 2.4e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1969 Transcript INTRONIC intron,nc 0 19 6.771 7 5

19 rs11153961 6 98348985 C A 0.496 3.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1970 Transcript INTRONIC intron,nc 0 19 6.637 6 15

19 rs4576255 6 98509656 G T 0.4056 7.2e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1971 Transcript INTRONIC intron,nc 0 19 6.262 7 14

19 rs9387963 6 98423208 A G 0.4433 1.5e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1972 Transcript INTRONIC intron,nc 0 19 6.119 7 5

19 6:98449775_TATA_T 6 98449775 T TATA 0.4423 2.4e‐06 0.676337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1973 Transcript INTRONIC intron,nc 0 19 5.901 NA 5

19 rs28792186 6 98508087 C T 0.4056 7.2e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1974 Transcript INTRONIC intron,nc 0 19 5.537 6 14

19 rs12662596 6 98329165 A G 0.4891 7.0e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1975 Transcript INTRONIC intron,nc 0 19 5.486 7 5

19 rs9490350 6 98457356 A G 0.4423 1.6e‐06 0.676337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1976 Transcript INTRONIC intron,nc 0 19 5.460 6 14

19 rs7772104 6 98475160 G A 0.4414 1.5e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1977 Transcript INTRONIC intron,nc 0 19 5.426 6 5

19 rs4524616 6 98445008 A C 0.4433 3.8e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1978 Transcript INTRONIC intron,nc 0 19 5.316 7 5

19 6:98322714_ATATAT_A 6 98322714 A ATATAT 0.4891 8.4e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1979 Transcript INTRONIC intron,nc 0 19 4.896 NA 5

19 rs7761851 6 98402438 C T 0.4453 1.8e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1980 Transcript INTRONIC intron,nc 0 19 4.830 7 5

19 rs6900820 6 98405151 A T 0.4453 2.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1981 Transcript INTRONIC intron,nc 0 19 4.829 3a 5

19 rs772953867 6 98314763 A AT 0.4881 8.8e‐08 0.646659 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1982 Transcript INTRONIC intron,nc 0 19 4.765 NA 5

19 rs11154009 6 98398832 T C 0.4453 1.9e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1983 Transcript INTRONIC intron,nc 0 19 4.765 7 5

19 rs4363043 6 98403022 T C 0.4553 1.5e‐07 0.733882 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1984 Transcript INTRONIC intron,nc 0 19 4.441 7 5

19 rs4839939 6 98507832 C A 0.4056 7.5e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1985 Transcript INTRONIC intron,nc 0 19 4.324 7 14

19 rs6650999 6 98401847 C T 0.4453 2.4e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1986 Transcript INTRONIC intron,nc 0 19 4.072 7 5

19 rs9401501 6 98500712 C T 0.4056 7.9e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1987 Transcript INTRONIC intron,nc 0 19 3.985 6 5

19 rs7772327 6 98404174 C T 0.4453 2.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1988 Transcript INTRONIC intron,nc 0 19 3.828 6 5

19 rs4368816 6 98439152 A T 0.4433 4.8e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1989 Transcript INTRONIC intron,nc 0 19 3.780 6 5

19 rs9482077 6 98351457 T C 0.496 3.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1990 Transcript INTRONIC intron,nc 0 19 3.750 7 9

19 6:98373718_ATG_A 6 98373718 A ATG 0.4891 2.2e‐06 0.604231 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.1991 Transcript INTRONIC intron,nc 0 19 3.731 NA 7

19 rs9490147 6 98397820 T C 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1992 Transcript INTRONIC intron,nc 0 19 3.702 7 5

19 rs9398676 6 98526943 T C 0.4066 8.3e‐09 0.791308 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1993 Transcript INTRONIC intron,nc 0 19 3.648 7 9

19 rs4839938 6 98507430 T C 0.4056 8.5e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1994 Transcript INTRONIC intron,nc 0 19 3.636 6 14

19 6:98364895:A:G rs9482094 6 98364895 G A 0.3926 1.4e‐11 1 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1995 Transcript INTRONIC intron,nc 0 19 3.561 6 5

19 rs4839715 6 98365289 A G 0.3907 1.4e‐11 0.991903 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1996 Transcript INTRONIC intron,nc 0 19 3.502 6 5

19 rs7757790 6 98402394 C A 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1997 Transcript INTRONIC intron,nc 0 19 3.383 6 5

19 rs35062457 6 98522698 C T 0.4056 7.6e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1998 Transcript INTRONIC intron,nc 0 19 3.372 7 15

19 rs9388046 6 98491210 A G 0.4414 1.7e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.1999 Transcript INTRONIC intron,nc 0 19 3.300 7 5

19 rs3004179 6 98513032 G A 0.4155 5.4e‐09 0.747733 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2000 Transcript INTRONIC intron,nc 0 19 3.137 6 9

19 6:98398843_AT_A 6 98398843 A AT 0.4453 3.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.2001 Transcript INTRONIC intron,nc 0 19 3.110 NA 5

19 rs7756023 6 98330225 A G 0.4891 6.1e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2002 Transcript INTRONIC intron,nc 0 19 3.109 7 5

19 rs10484867 6 98332567 A G 0.4891 6.6e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2003 Transcript INTRONIC intron,nc 0 19 3.079 7 5

19 rs62422661 6 98545611 T G 0.4056 8.6e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2004 Transcript INTRONIC intron,nc 0 19 3.059 5 9

19 rs11153981 6 98370615 T A 0.495 2.5e‐06 0.647774 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2005 Transcript INTRONIC intron,nc 0 19 2.943 7 5

19 rs9490000 6 98331085 G C 0.4891 6.1e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2006 Transcript INTRONIC intron,nc 0 19 2.921 6 5

19 rs1338549 6 98312143 G T 0.4861 1.1e‐07 0.644108 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2007 Transcript INTRONIC intron,nc 0 19 2.842 NA 5

19 rs9401278 6 98324943 A C 0.4891 6.7e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2008 Transcript INTRONIC intron,nc 0 19 2.807 7 5

19 rs6909175 6 98356211 T C 0.4861 1.5e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2009 Transcript INTRONIC intron,nc 0 19 2.790 7 5

19 rs7772622 6 98404346 C T 0.4443 2.0e‐07 0.763886 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2010 Transcript INTRONIC intron,nc 0 19 2.751 7 5

19 rs4464802 6 98399612 A T 0.4443 2.3e‐07 0.764693 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2011 Transcript INTRONIC intron,nc 0 19 2.690 6 5

19 rs9375031 6 98415905 T C 0.4543 1.0e‐07 0.721809 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2012 Transcript INTRONIC intron,nc 0 19 2.682 6 14

19 rs4548017 6 98399521 G A 0.4105 4.5e‐10 0.891617 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2013 Transcript INTRONIC intron,nc 0 19 2.620 6 5

19 rs6905544 6 98411631 G A 0.4095 4.3e‐10 0.887654 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2014 Transcript INTRONIC intron,nc 0 19 2.607 7 7

19 rs4401671 6 98519911 G T 0.4056 7.8e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2015 Transcript INTRONIC intron,nc 0 19 2.586 7 9

19 rs9401333 6 98353935 C A 0.4016 3.8e‐11 0.964274 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2016 Transcript INTRONIC intron,nc 0 19 2.582 6 9

19 rs7744474 6 98330626 T C 0.4891 6.4e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2017 Transcript INTRONIC intron,nc 0 19 2.533 7 5

19 6:98316558_TC_T 6 98316558 T TC 0.4095 1.2e‐09 0.888136 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.2018 Transcript INTRONIC intron,nc 0 19 2.425 NA 5

19 rs9388090 6 98527087 T C 0.4066 8.2e‐09 0.791308 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2019 Transcript INTRONIC intron,nc 0 19 2.406 7 9

19 rs4839928 6 98326012 G A 0.4891 6.8e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2020 Transcript INTRONIC intron,nc 0 19 2.382 7 5

19 rs6569163 6 98353744 G A 0.4861 1.3e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2021 Transcript INTRONIC intron,nc 0 19 2.364 6 9

19 rs9490001 6 98331133 C T 0.4891 6.1e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2022 Transcript INTRONIC intron,nc 0 19 2.317 6 5

19 rs11154010 6 98398945 G A 0.4453 1.9e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2023 Transcript INTRONIC intron,nc 0 19 2.299 6 5

19 rs149459357 6 98452818 CAGTT C 0.4423 2.0e‐06 0.676337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.2024 Transcript INTRONIC intron,nc 0 19 2.276 NA 14

19 6:98461489_TTCTC_T 6 98461489 T TTCTC 0.3817 4.2e‐07 0.710974 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.2025 Transcript INTRONIC intron,nc 0 19 2.228 NA 5

19 rs59732267 6 98432302 CA C 0.4791 1.2e‐06 0.654424 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation RP11‐436D23.2026 Transcript INTRONIC intron,nc 0 19 2.225 NA 14

19 rs2039722 6 98314912 G A 0.4881 1.0e‐07 0.646659 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2027 Transcript INTRONIC intron,nc 0 19 2.178 6 5

19 rs35121390 6 98399208 G C 0.4095 3.9e‐10 0.887654 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2028 Transcript INTRONIC intron,nc 0 19 2.106 7 5

19 rs4339469 6 98369230 G T 0.3917 1.7e‐11 0.995934 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2029 Transcript INTRONIC intron,nc 0 19 2.104 7 5

19 6:98535064_CT_C 6 98535064 C CT 0.4046 6.8e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.2030 Transcript INTRONIC intron,nc 0 19 2.045 NA 15

19 rs767287529 6 98319163 T TTTG 0.499 7.9e‐08 0.614623 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation RP11‐436D23.2031 Transcript INTRONIC intron,nc 0 19 2.044 NA 5

19 rs7742854 6 98528143 T C 0.3897 5.9e‐09 0.751731 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2032 Transcript INTRONIC intron,nc 0 19 1.946 7 9

19 rs9320798 6 98399407 T C 0.4453 1.7e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2033 Transcript INTRONIC intron,nc 0 19 1.855 5 5

19 rs7761915 6 98349530 G T 0.496 3.5e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2034 Transcript INTRONIC intron,nc 0 19 1.818 5 15

19 rs9375023 6 98403903 C T 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2035 Transcript INTRONIC intron,nc 0 19 1.796 6 5

19 rs901630 6 98539519 T C 0.4046 8.5e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2036 Transcript INTRONIC intron,nc 0 19 1.777 5 9

19 rs4412208 6 98431600 T C 0.4433 4.9e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2037 Transcript INTRONIC intron,nc 0 19 1.762 6 9

19 rs2039719 6 98326863 A G 0.4891 6.8e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2038 Transcript INTRONIC intron,nc 0 19 1.761 NA 5

19 rs6924833 6 98358618 A G 0.4861 1.2e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2039 Transcript INTRONIC intron,nc 0 19 1.761 7 5

19 rs4839927 6 98325884 A G 0.4891 6.8e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2040 Transcript INTRONIC intron,nc 0 19 1.696 7 5

19 rs11153969 6 98358220 C T 0.3926 1.7e‐11 1 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2041 Transcript INTRONIC intron,nc 0 19 1.664 6 5

19 rs9401452 6 98452680 C T 0.4076 1.1e‐08 0.802337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2042 Transcript INTRONIC intron,nc 0 19 1.649 7 14

19 rs571444149 6 98328654 G A 0.4891 8.2e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RP11‐436D23.2043 Transcript INTRONIC intron,nc 0 19 1.592 NA 5

19 rs12662607 6 98329264 C G 0.4891 6.7e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.562 7 5

19 rs543340915 6 98509782 CT C 0.3807 4.6e‐09 0.731919 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation 0 19 1.523 NA 14

19 rs6569187 6 98400486 C T 0.4453 2.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.521 7 5

19 rs6927014 6 98359053 T C 0.4861 1.3e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.506 7 5

19 rs4142530 6 98322282 C T 0.4891 7.0e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.486 6 5

19 rs6569162 6 98353721 G A 0.495 2.5e‐06 0.64914 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.471 7 9

19 rs12663336 6 98488641 A C 0.4414 1.6e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.463 6 2

19 rs7761722 6 98349364 C T 0.4861 2.0e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.455 7 15

19 rs4313006 6 98406939 A G 0.4453 2.2e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.398 6 5

19 rs6938973 6 98421721 C T 0.4085 4.7e‐10 0.883727 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.361 7 5

19 rs9372625 6 98344031 A G 0.4076 1.6e‐10 0.895606 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.344 6 7

19 rs9482120 6 98392667 A C 0.4125 5.1e‐10 0.885178 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.335 6 14

19 rs9372650 6 98395421 A C 0.4463 2.0e‐07 0.766399 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.273 6 7



19 rs76112426 6 98532427 G T 0.4056 3.7e‐09 0.793568 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.256 6 15

19 rs2388151 6 98361406 G A 0.496 2.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.247 NA 5

19 rs6920927 6 98358083 T C 0.496 2.3e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.241 6 5

19 rs7766486 6 98528141 C T 0.3897 6.3e‐09 0.751731 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.181 7 9

19 rs12174762 6 98532774 T C 0.4046 6.0e‐09 0.7973 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.164 7 15

19 rs9375068 6 98456948 C T 0.4423 1.6e‐06 0.676337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.118 7 14

19 rs9372620 6 98330025 A G 0.4891 6.1e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.103 6 5

19 rs9490143 6 98396176 A G 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc RegulatoryFeature REGULATORY regulatory 0 19 1.082 3a 7

19 rs6925043 6 98355221 C A 0.496 2.5e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.043 7 5

19 rs9489980 6 98325541 G A 0.4891 6.8e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.036 6 5

19 rs148758257 6 98397349 GGTGTGT G 0.4583 1.2e‐07 0.724808 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation 0 19 1.031 NA 5

19 rs7765605 6 98409668 C T 0.4443 1.4e‐07 0.764693 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 1.016 7 5

19 rs1338554 6 98346801 G A 0.4881 8.6e‐06 0.613967 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.993 7 14

19 rs6901729 6 98355187 T G 0.4861 1.7e‐06 0.620225 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.984 7 9

19 rs6651004 6 98401808 C T 0.4453 2.3e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.980 6 5

19 rs9320823 6 98429337 C T 0.4076 1.7e‐09 0.879333 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.937 7 1

19 rs6917247 6 98405337 G C 0.4453 2.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.912 3a 5

19 rs6937215 6 98373765 C T 0.4026 1.5e‐11 0.960226 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.865 5 7

19 rs201903034 6 98328657 C T 0.4891 7.4e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.860 6 5

19 rs80147556 6 98532484 G A 0.4036 6.2e‐09 0.792949 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.846 7 15

19 rs6924808 6 98358575 A G 0.496 2.4e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.828 6 5

19 rs4644071 6 98399604 C T 0.4443 2.1e‐07 0.764693 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.817 6 5

19 rs10872224 6 98435125 T G 0.4085 2.0e‐09 0.883727 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.807 7 14

19 rs13216075 6 98522436 G C 0.4056 7.6e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.801 6 15

19 rs9387955 6 98419195 G A 0.4433 1.5e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.754 7 5

19 rs9374897 6 98310571 A G 0.4861 7.6e‐08 0.644108 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.750 6 5

19 rs35099767 6 98546547 T G 0.3777 4.7e‐08 0.699624 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.749 6 9

19 rs6569161 6 98353622 C T 0.496 2.9e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.748 6 9

19 rs6927038 6 98350319 C A 0.496 3.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.744 7 15

19 rs55731746 6 98514302 A G 0.4056 8.2e‐09 0.794279 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.697 6 9

19 rs9398648 6 98438566 T A 0.4433 4.7e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.635 6 5

19 rs6569192 6 98402211 T G 0.4453 2.3e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.621 7 5

19 rs4460216 6 98433708 C A 0.4433 4.9e‐07 0.760656 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.618 7 14

19 rs9374896 6 98310484 T C 0.4861 7.7e‐08 0.644108 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.593 7 5

19 rs9387952 6 98415577 G T 0.4443 1.4e‐07 0.764693 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.592 6 14

19 rs6917037 6 98405214 G C 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.567 4 5

19 rs9401305 6 98331937 C A 0.4891 6.9e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.538 7 5

19 rs4580876 6 98322872 A G 0.493 9.2e‐08 0.605312 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.512 6 5

19 rs5878501 6 98440843 GT G 0.4712 2.9e‐10 1 rs5878501 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation 0 19 0.512 NA 5

19 rs9387823 6 98325000 A C 0.4891 6.7e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.460 7 5

19 rs9490266 6 98418637 C T 0.4533 1.1e‐07 0.725825 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.435 7 5

19 rs4839716 6 98400651 C T 0.4095 5.7e‐10 0.887654 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.417 6 5

19 rs9388083 6 98525726 T C 0.4066 7.9e‐09 0.791308 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.386 7 9

19 rs9482139 6 98406850 C T 0.4453 2.1e‐07 0.76877 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.354 7 5

19 rs12176410 6 98532657 T G 0.4036 6.4e‐09 0.792949 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.338 7 15

19 rs9375104 6 98487056 C G 0.4414 1.6e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.329 7 2

19 rs9490003 6 98331316 G A 0.4891 6.2e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.317 7 5

19 rs143790555 6 98400631 TTA T 0.4781 1.5e‐07 0.680896 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_elongation 0 19 0.251 NA 5

19 rs4839930 6 98360211 C T 0.496 2.2e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.247 6 5

19 rs9490002 6 98331134 A G 0.4891 1.4e‐07 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.206 7 5

19 rs11153968 6 98355661 G A 0.496 2.4e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.206 7 5

19 rs6907873 6 98356183 C G 0.496 2.4e‐06 0.650247 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.205 6 5

19 rs200103616 6 98322954 A AG 0.4891 5.7e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation 0 19 0.151 NA 5

19 rs7760876 6 98481755 T C 0.4414 1.7e‐06 0.671551 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.125 7 5

19 rs9401458 6 98458340 T C 0.4076 1.1e‐08 0.802337 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.103 7 14

19 6:98421855_AT_A 6 98421855 A AT 0.4145 6.8e‐10 0.837206 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc,feature_truncation 0 19 0.098 NA 5

19 rs6935884 6 98416581 C A 0.4543 1.1e‐07 0.729833 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.050 7 14

19 rs10484868 6 98332622 T C 0.4891 6.5e‐08 0.650621 rs9482094 RP11‐436D23.1 Transcript INTRONIC intron,nc 0 19 0.004 7 5

20 rs4680356 3 151051100 G A 0.3161 7.1e‐07 0.797058 rs3732760 MED12L Transcript INTRONIC intron P2RY13 Intergenic UPSTREAM upstream 0 20 16.04 6 5 top

20 rs9829753 3 150992752 C A 0.4702 2.8e‐09 0.892973 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 15.52 7 1

20 rs1565574 3 151067730 T C 0.4602 4.6e‐11 1 rs1565574 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 15.19 5 2 top

20 rs9859854 3 151003558 G A 0.1879 4.5e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron 0 20 14.56 7 5

20 rs10935839 3 151070692 C T 0.3688 8.6e‐11 0.974363 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 13.69 7 5

20 rs7617677 3 151004814 C A 0.4751 6.6e‐10 0.912636 rs1565574 MED12L Transcript INTRONIC intron 0 20 13.20 6 5

20 rs9859552 3 151090996 T G 0.174 8.9e‐10 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 12.69 6 4

20 rs10212582 3 150974871 T G 0.4901 1.9e‐06 0.71974 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 12.03 5 4

20 rs1388617 3 151023169 A T 0.3151 5.6e‐07 0.793353 rs3732760 GPR87 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 10.63 2b 1

20 rs9868643 3 150950288 C A 0.1819 2.3e‐09 0.95494 3:151061411_ACAT_A MED12L Transcript INTRONIC intron AC078816.1 Intergenic UPSTREAM upstream 0 20 10.49 7 4

20 3:151015214_TAGAG_T 3 151015214 T TAGAG 0.1879 1.0e‐09 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron,feature_truncation MED12L Transcript INTRONIC intron,feature_trunca 0 20 10.21 NA 4

20 rs9810067 3 151011326 G C 0.4602 8.4e‐11 0.968359 rs1565574 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 9.784 5 4

20 rs1980143 3 150948356 T C 0.498 6.7e‐06 0.710023 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 9.372 5 2

20 rs62283027 3 151016410 G A 0.2615 7.1e‐07 0.602228 rs3732760 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 9.317 NA 4

20 rs28831788 3 150939343 A T 0.1759 1.7e‐08 0.879332 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 9.019 7 4

20 rs6807308 3 150985615 G A 0.4801 1.4e‐08 0.85903 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic UPSTREAM upstream 0 20 8.537 5 5

20 rs66524723 3 151037061 G A 0.3161 8.0e‐07 0.797058 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 8.517 3a 1

20 rs34347156 3 151008715 C T 0.3151 5.5e‐07 0.793353 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 7.943 4 5

20 rs9819885 3 151012896 T C 0.1879 3.5e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron GPR87 CodingTranscript SYNONYMOUS synonymous 0 20 7.928 7 4

20 rs13321176 3 150944808 G T 0.1789 2.6e‐07 0.884991 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 7.756 5 4

20 rs16863287 3 150984169 G A 0.3141 1.3e‐06 0.721208 rs3732760 MED12L Transcript INTRONIC intron SETP11 Intergenic UPSTREAM upstream 0 20 7.519 7 2

20 rs1472122 3 151034602 A G 0.4622 6.2e‐10 0.960584 rs1565574 GPR87 Transcript 5PRIME_UTR 5_prime_UTR RegulatoryFeature REGULATORY regulatory 0 20 7.458 NA 1

20 rs13327359 3 151123152 C A 0.174 9.5e‐10 0.808012 rs7634096 MED12L Transcript INTRONIC intron 0 20 7.420 7 5

20 rs7633788 3 151093119 T G 0.174 8.9e‐10 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 7.274 7 4

20 rs7428575 3 151074623 G T 0.3638 6.9e‐11 0.987078 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 6.757 6 2

20 rs10935832 3 150988262 G T 0.3141 7.2e‐07 0.729764 rs3732760 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 6.739 5 1

20 rs146582774 3 151010281 C T 0.1879 4.0e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 6.577 7 4

20 rs12637988 3 151065004 A T 0.3161 6.1e‐07 0.789016 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 6.479 7 2

20 rs9880339 3 150966493 G T 0.4901 2.2e‐06 0.682537 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 6.235 5 1

20 rs17282940 3 151060908 T C 0.1879 1.8e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 6.018 7 5

20 rs6790448 3 151075674 G A 0.3718 2.3e‐11 0.978707 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 5.953 5 4

20 rs11378091 3 150996153 CA C 0.1879 1.2e‐09 0.99345 3:151061411_ACAT_A P2RY14 Transcript 5PRIME_UTR 5_prime_UTR,feature_elongation RegulatoryFeature REGULATORY regulatory 0 20 5.944 NA 1

20 rs12497330 3 151069951 A G 0.3638 7.5e‐11 0.987078 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 5.885 7 2

20 rs9838990 3 151027508 T C 0.1879 3.0e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 5.848 6 5

20 rs7634096 3 151087637 T C 0.2068 3.5e‐10 1 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 5.718 7 4

20 rs9821937 3 150943208 T C 0.1769 3.9e‐08 0.898007 3:151061411_ACAT_A MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 5.637 4 4

20 rs9757688 3 150978793 G A 0.4732 8.2e‐10 0.861737 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 5.577 7 4

20 rs8180086 3 151037880 A G 0.4592 1.5e‐10 0.964371 rs1565574 MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 5.498 2b 2

20 3:151061411_ACAT_A 3 151061411 A ACAT 0.1889 1.1e‐10 1 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_truncation P2RY12 Transcript INTRONIC intron,feature_trunca 0 20 5.343 NA 5

20 rs9853676 3 150941892 C A 0.1789 2.3e‐07 0.884991 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 5.208 6 5

20 rs3732759 3 151074925 G A 0.3648 7.3e‐11 0.99139 rs3732760 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 5.101 3a 2

20 rs1317465 3 150980832 T C 0.4652 2.3e‐09 0.89624 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 5.009 NA 4

20 rs9835328 3 150977469 C T 0.4901 6.0e‐06 0.656388 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.859 6 1

20 rs9872645 3 151034997 C T 0.1879 3.3e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 4.850 7 1

20 rs6440737 3 151061090 G A 0.3648 5.9e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 4.599 7 5

20 rs6767192 3 151063660 G A 0.3648 5.1e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 4.586 5 1

20 3:151010076_CTTTT_C 3 151010076 C CTTTT 0.4692 1.2e‐09 0.934302 rs1565574 MED12L Transcript INTRONIC intron,feature_truncation GPR87 Intergenic DOWNSTREAM downstream 0 20 4.546 NA 4

20 rs28527299 3 150994070 G A 0.3191 7.8e‐07 0.774409 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.435 5 1

20 3:151076379_ATTG_A 3 151076379 A ATTG 0.1909 3.3e‐10 0.974529 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_truncation P2RY12 Transcript INTRONIC intron,feature_trunca 0 20 4.432 NA 4

20 rs4269062 3 150964641 A C 0.492 2.8e‐06 0.687902 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.422 6 5

20 rs17304673 3 150944879 T C 0.1779 3.1e‐08 0.904585 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.363 5 4

20 rs9875152 3 151063869 T C 0.4612 5.5e‐11 0.964533 rs1565574 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 4.275 5 1

20 rs10513391 3 150984427 G T 0.3141 1.3e‐06 0.721208 rs3732760 MED12L Transcript INTRONIC intron SETP11 Intergenic UPSTREAM upstream 0 20 4.255 5 2

20 rs9821749 3 150943085 T C 0.1769 4.1e‐08 0.898007 3:151061411_ACAT_A MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 4.200 4 4

20 rs73021201 3 150959237 G A 0.493 2.7e‐06 0.710432 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.147 6 4

20 rs66927386 3 151018968 A G 0.3161 5.3e‐07 0.797058 rs3732760 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 4.126 7 4

20 rs9834154 3 151050891 T C 0.1879 3.6e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY13 Intergenic UPSTREAM upstream 0 20 4.112 5 5

20 rs9831242 3 150941186 A T 0.1779 2.1e‐07 0.878902 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 4.109 7 4

20 3:150987185_TCACACAC 3 150987185 T TCACACACACA0.2594 1.1e‐06 0.610318 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_truncation SETP11 Intergenic UPSTREAM upstream 0 20 4.012 NA 5

20 rs11384390 3 151014381 TC T 0.3161 6.3e‐07 0.797058 rs3732760 GPR87 Transcript INTRONIC intron,feature_elongation MED12L Transcript INTRONIC intron,feature_elonga 0 20 3.999 NA 4

20 rs6801155 3 151071681 A G 0.3171 7.8e‐07 0.800208 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.947 6 5

20 rs1882014 3 150981339 G A 0.4652 2.7e‐09 0.903337 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.918 NA 4

20 rs9812617 3 151023945 G A 0.1879 3.5e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 3.853 7 2



20 rs73159926 3 151130197 T C 0.1769 1.4e‐08 0.800678 rs7634096 MED12L Transcript INTRONIC intron 0 20 3.849 5 4

20 rs9855202 3 151090604 A G 0.174 8.9e‐10 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.770 7 4

20 rs28386791 3 151022583 C T 0.1879 3.5e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.729 4 2

20 rs9814936 3 151004922 G A 0.1879 3.8e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron 0 20 3.686 7 5

20 rs6440730 3 150976014 G A 0.493 3.6e‐06 0.691166 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.610 7 4

20 rs1882016 3 150981071 G A 0.4632 1.6e‐09 0.910732 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.520 2b 4

20 rs73157991 3 151080807 C T 0.1909 1.3e‐10 0.974529 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.438 5 2

20 rs9876933 3 151027724 T A 0.1879 3.0e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.393 7 5

20 rs11719936 3 151021983 G A 0.4652 5.7e‐10 0.949009 rs1565574 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.360 5 4

20 rs1882015 3 150981328 C T 0.4632 5.5e‐10 0.910732 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.331 NA 4

20 rs11391975 3 151063292 CT C 0.4662 1.4e‐09 0.945337 rs1565574 MED12L Transcript INTRONIC intron,feature_elongation P2RY12 Transcript INTRONIC intron,feature_elonga 0 20 3.318 NA 2

20 rs4680260 3 150950172 G C 0.492 2.4e‐06 0.681292 rs1565574 MED12L Transcript INTRONIC intron AC078816.1 Intergenic UPSTREAM upstream 0 20 3.304 7 4

20 rs10689740 3 150996266 TGGGAC T 0.1879 1.2e‐09 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_elongation P2RY14 Intergenic UPSTREAM upstream 0 20 3.264 NA 1

20 rs63696561 3 151031330 TA T 0.3151 3.9e‐07 0.767431 rs3732760 GPR87 Transcript INTRONIC intron,feature_elongation MED12L Transcript INTRONIC intron,feature_elonga 0 20 3.252 NA 3

20 rs13322120 3 151095347 A G 0.174 1.0e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.238 6 2

20 rs9841430 3 151015830 G A 0.1879 4.2e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.235 6 4

20 rs6780660 3 150976313 A T 0.1799 2.3e‐09 0.942397 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.207 5 4

20 rs9827619 3 151015872 C T 0.4622 1.1e‐10 0.960584 rs1565574 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.184 7 4

20 rs10513392 3 151015241 A G 0.4642 6.2e‐10 0.95291 rs1565574 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 3.178 7 4

20 rs28537149 3 150965331 G A 0.493 2.6e‐06 0.67682 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.168 6 5

20 rs28744503 3 150965437 A G 0.492 7.6e‐06 0.675882 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.168 7 5

20 rs9868730 3 151098259 T C 0.1541 1.7e‐07 0.719536 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.166 6 4

20 rs9289837 3 151105992 T C 0.174 1.3e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Intergenic UPSTREAM upstream 0 20 3.117 5 2

20 rs4680273 3 150969401 A T 0.493 3.4e‐06 0.677973 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.104 5 5

20 rs17204459 3 151088098 C T 0.174 1.0e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 3.074 7 4

20 rs6782313 3 150998028 T A 0.4652 5.1e‐10 0.94922 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Intergenic UPSTREAM upstream 0 20 3.052 5 5

20 rs6792089 3 150976263 G A 0.1799 2.5e‐09 0.942397 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 3.024 5 4

20 rs6804769 3 151064016 C T 0.3648 5.2e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 3.006 5 1

20 rs9853297 3 150947618 G A 0.493 2.0e‐06 0.717167 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.974 7 5

20 rs17282947 3 151061702 G A 0.1889 1.9e‐10 0.986905 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.953 6 5

20 rs35144003 3 151037770 C A 0.3171 8.7e‐07 0.792145 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 2.854 4 1

20 rs12497019 3 151044903 T C 0.3151 7.6e‐07 0.793353 rs3732760 P2RY13 Transcript 3PRIME_UTR 3_prime_UTR MED12L Transcript INTRONIC intron 0 20 2.851 7 1

20 rs9844557 3 151088546 A G 0.174 1.2e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.848 7 4

20 rs9848789 3 151058963 T C 0.1879 1.9e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.793 5 2

20 rs7623448 3 150978561 A C 0.4751 1.3e‐09 0.868898 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.791 6 4

20 rs1920396 3 150979193 G A 0.4622 1.9e‐10 0.922251 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.685 NA 4

20 rs9876268 3 151064376 A G 0.1879 1.4e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.670 5 1

20 rs6784934 3 151039018 T A 0.3171 7.3e‐07 0.792145 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 2.592 6 2

20 rs3846072 3 150967863 T C 0.493 4.6e‐06 0.683421 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.582 NA 5

20 rs55751359 3 151079020 C T 0.1918 1.4e‐10 0.968686 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.476 3a 4

20 rs7637803 3 151089226 T C 0.2048 3.8e‐10 0.988143 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.463 6 4

20 rs57858373 3 151054756 AT A 0.3645 8.8e‐11 0.96566 rs3732760 MED12L Transcript INTRONIC intron,feature_elongation P2RY12 Intergenic DOWNSTREAM downstream 0 20 2.431 NA 5

20 rs6785930 3 151056616 A G 0.3151 6.9e‐07 0.793353 rs3732760 MED12L Transcript INTRONIC intron P2RY12 CodingTranscript SYNONYMOUS synonymous 0 20 2.372 7 1

20 rs768818970 3 151061534 G GTGGCTTAACT0.3648 9.2e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron,feature_truncation P2RY12 Transcript INTRONIC intron,feature_trunca 0 20 2.368 NA 5

20 rs9881116 3 150939858 A G 0.175 7.8e‐08 0.885879 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.310 5 4

20 rs6793898 3 151076744 G A 0.3688 9.5e‐11 0.974363 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.275 6 4

20 rs9817216 3 150942578 A C 0.175 5.2e‐08 0.885879 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.245 5 5

20 rs6768130 3 150993619 G A 0.4751 2.2e‐09 0.875162 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 2.103 6 1

20 rs11925037 3 151079041 G A 0.3191 8.2e‐07 0.783034 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.074 3a 4

20 rs7633828 3 151093333 A C 0.174 8.7e‐10 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 2.040 7 4

20 rs7621183 3 150978277 A G 0.4901 2.8e‐09 0.8267 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.981 7 4

20 rs28371419 3 151023230 G T 0.4652 5.4e‐10 0.949009 rs1565574 GPR87 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 1.977 4 1

20 rs73159921 3 151127674 A G 0.1769 1.3e‐08 0.800678 rs7634096 MED12L Transcript INTRONIC intron 0 20 1.972 7 4

20 rs7644001 3 151053898 G A 0.3648 6.5e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Intergenic DOWNSTREAM downstream 0 20 1.961 6 5

20 rs4680307 3 151000939 A T 0.3201 6.2e‐07 0.778897 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Intergenic UPSTREAM upstream 0 20 1.898 3a 5

20 rs1388625 3 151080416 C T 0.1909 1.3e‐10 0.974529 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.887 NA 2

20 rs1882017 3 150979776 A G 0.4662 1.9e‐09 0.907423 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.769 NA 4

20 rs73158000 3 151094995 A G 0.174 1.1e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.764 6 4

20 rs6808091 3 151073997 A G 0.3171 7.5e‐07 0.800208 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.724 7 4

20 rs35786948 3 151072643 G A 0.3171 7.6e‐07 0.800208 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.721 7 4

20 rs4680254 3 150946047 C T 0.4901 1.5e‐06 0.689154 rs1565574 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 1.688 2b 2

20 rs6801273 3 151062830 C T 0.3648 6.2e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.657 7 5

20 rs6796501 3 150994888 T C 0.3211 2.5e‐07 0.781361 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.655 6 1

20 rs7618206 3 150977426 A G 0.2932 1.2e‐06 0.660613 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.588 7 1

20 rs568070212 3 151005705 CT C 0.1918 1.0e‐09 0.967621 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_elongation 0 20 1.566 NA 5

20 rs9864790 3 151091978 A G 0.175 8.7e‐10 0.812347 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.557 6 4

20 rs62283021 3 151003880 G T 0.4751 7.2e‐10 0.912636 rs1565574 MED12L Transcript INTRONIC intron 0 20 1.531 5 5

20 rs28497341 3 151021296 G A 0.4622 1.0e‐10 0.960584 rs1565574 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 1.465 6 4

20 rs10935831 3 150987954 C A 0.3141 8.7e‐07 0.729764 rs3732760 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 1.403 6 1

20 rs7653603 3 150990042 G T 0.4781 2.1e‐09 0.865741 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 1.389 5 5

20 rs13317873 3 150946450 C T 0.4861 2.2e‐06 0.694032 rs1565574 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 1.380 2b 2

20 rs1920393 3 150940329 G A 0.1889 2.7e‐07 0.816382 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.355 7 4

20 rs113691938 3 150940150 T C 0.175 5.6e‐08 0.885879 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.347 7 4

20 rs563684552 3 150944400 GT G 0.1769 8.9e‐08 0.898007 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 20 1.265 NA 4

20 rs9854017 3 150942075 G A 0.1769 4.2e‐08 0.898007 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.256 7 5

20 3:151085842_AAAT_A 3 151085842 A AAAT 0.2346 1.6e‐08 0.754274 3:151061411_ACAT_A MED12L Transcript INTRONIC intron,feature_truncation P2RY12 Transcript INTRONIC intron,feature_trunca 0 20 1.229 NA 4

20 rs73157994 3 151087980 T C 0.174 1.3e‐09 0.818636 rs7634096 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.227 7 4

20 rs11455452 3 150946099 GT G 0.495 8.0e‐07 0.724876 rs1565574 MED12L Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 20 1.205 NA 2

20 rs56253824 3 150960098 T C 0.492 3.5e‐06 0.719584 rs1565574 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 1.197 7 5

20 rs73157938 3 150969293 A G 0.1799 2.4e‐09 0.942397 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.169 6 5

20 rs9880395 3 151010351 A G 0.1889 3.4e‐10 1 3:151061411_ACAT_A MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 1.163 7 4

20 rs10935835 3 150998157 G A 0.3161 5.6e‐07 0.797058 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Intergenic UPSTREAM upstream 0 20 1.136 6 5

20 rs13095610 3 151070002 G A 0.3638 7.3e‐11 0.987078 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 1.119 5 2

20 rs6809692 3 150968515 A G 0.493 2.6e‐06 0.710432 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 1.112 7 4

20 rs9828553 3 151025568 G C 0.4632 4.3e‐10 0.956649 rs1565574 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 0.991 5 5

20 rs149498902 3 151021567 CA C 0.1879 1.0e‐09 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron,feature_elongation MED12L Transcript INTRONIC intron,feature_elonga 0 20 0.958 NA 4

20 rs73157954 3 151003993 T G 0.1879 4.6e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron 0 20 0.948 5 5

20 rs35204062 3 150980552 TA T 0.4632 6.0e‐10 0.910732 rs1565574 MED12L Transcript INTRONIC intron,feature_elongation P2RY14 Transcript INTRONIC intron,feature_elonga 0 20 0.933 NA 4

20 rs56367650 3 150994171 T A 0.4771 5.8e‐09 0.897647 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.908 7 1

20 rs2904430 3 150980756 G A 0.4632 4.6e‐10 0.910732 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.858 7 4

20 rs6440738 3 151062847 A G 0.3648 6.6e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 0.809 7 5

20 rs7641645 3 151061490 C T 0.3648 5.7e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 0.804 7 5

20 rs9871229 3 150938380 A G 0.175 8.4e‐08 0.885879 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.779 5 4

20 rs1844924 3 151011600 G C 0.4632 5.0e‐10 0.956649 rs1565574 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 0.770 5 4

20 rs9840232 3 151052362 T C 0.1879 2.3e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Intergenic DOWNSTREAM downstream 0 20 0.670 7 5

20 rs796502236 3 150981551 A AC 0.4682 3.7e‐09 0.892649 rs1565574 MED12L Transcript INTRONIC intron,feature_truncation P2RY14 Transcript INTRONIC intron,feature_trunca 0 20 0.633 NA 4

20 rs12107539 3 151042464 G A 0.3161 5.6e‐07 0.797058 rs3732760 MED12L Transcript INTRONIC intron P2RY13 Intergenic DOWNSTREAM downstream 0 20 0.620 6 2

20 rs62282988 3 150978442 C A 0.2982 8.5e‐07 0.675522 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.617 7 4

20 rs3773621 3 150996434 C A 0.3191 1.9e‐07 0.799054 rs3732760 MED12L Transcript INTRONIC intron P2RY14 Intergenic UPSTREAM upstream 0 20 0.558 3a 1

20 rs17204437 3 151067007 A G 0.1869 1.3e‐10 0.986917 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 0.555 5 2

20 rs2307020 3 151054625 G A 0.3648 5.9e‐11 0.957173 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Intergenic DOWNSTREAM downstream 0 20 0.549 NA 5

20 rs12330831 3 150981442 C A 0.4632 5.3e‐10 0.910732 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.529 6 4

20 rs9870740 3 150989323 C T 0.4771 2.1e‐09 0.862104 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 0.529 5 5

20 rs28734805 3 151022364 T A 0.1879 3.3e‐10 0.99345 3:151061411_ACAT_A GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 0.524 6 4

20 rs11926145 3 151019928 C A 0.3171 6.6e‐07 0.792145 rs3732760 GPR87 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 0.511 2b 5

20 3:151074941:A:C rs3732760 3 151074941 C A 0.3668 1.7e‐11 1 rs3732760 MED12L Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 20 0.506 3a 2

20 rs9871624 3 150938628 C G 0.1948 5.1e‐06 0.781778 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.498 7 4

20 3:150947261_ATTT_A 3 150947261 A ATTT 0.493 1.8e‐06 0.71614 rs1565574 MED12L Transcript INTRONIC intron,feature_truncation P2RY14 Transcript INTRONIC intron,feature_trunca 0 20 0.479 NA 5

20 rs4679783 3 150983307 G A 0.4761 2.4e‐09 0.857878 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic UPSTREAM upstream 0 20 0.439 5 2

20 rs73157974 3 151050284 A G 0.1899 7.1e‐09 0.980419 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY13 Intergenic UPSTREAM upstream 0 20 0.433 6 5

20 rs10513393 3 151054115 A G 0.1879 2.1e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Intergenic DOWNSTREAM downstream 0 20 0.424 7 5

20 rs4679772 3 150950054 A G 0.493 2.1e‐06 0.717167 rs1565574 MED12L Transcript INTRONIC intron AC078816.1 Intergenic UPSTREAM upstream 0 20 0.338 7 4

20 rs7621211 3 150978347 C G 0.4751 1.3e‐09 0.868898 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.320 7 4

20 rs4680257 3 150949240 T C 0.4911 2.4e‐06 0.729836 rs1565574 MED12L Transcript INTRONIC intron AC078816.1 Intergenic UPSTREAM upstream 0 20 0.291 7 5

20 rs7648875 3 151073381 C G 0.3161 7.6e‐07 0.796496 rs3732760 MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 0.264 6 4

20 rs9867524 3 151050579 G A 0.1879 3.7e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY13 Intergenic UPSTREAM upstream 0 20 0.262 6 5

20 rs6782715 3 150968277 C A 0.4901 3.2e‐06 0.682537 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.260 7 5

20 rs9875587 3 150998988 A G 0.1879 5.3e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Intergenic UPSTREAM upstream 0 20 0.243 7 5

20 rs6788248 3 151002482 T C 0.4652 3.9e‐10 0.94922 rs1565574 MED12L Transcript INTRONIC intron 0 20 0.229 7 5

20 rs3806636 3 151036514 T A 0.3151 7.7e‐07 0.793353 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 0.191 3a 1

20 rs62283022 3 151005481 C G 0.3141 5.1e‐07 0.790236 rs3732760 MED12L Transcript INTRONIC intron 0 20 0.182 7 5



20 rs4475010 3 150991220 G A 0.4672 7.0e‐08 0.86677 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 0.181 7 5

20 rs9856118 3 151078216 G A 0.1899 1.3e‐10 0.968064 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY12 Transcript INTRONIC intron 0 20 0.174 7 4

20 rs9815520 3 150977411 T G 0.5 2.6e‐06 0.712139 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.171 6 1

20 rs56087525 3 151003677 G T 0.3171 6.4e‐07 0.792754 rs3732760 MED12L Transcript INTRONIC intron 0 20 0.163 7 5

20 rs34708786 3 151017416 A G 0.3161 4.2e‐07 0.797058 rs3732760 GPR87 Transcript INTRONIC intron MED12L Transcript INTRONIC intron 0 20 0.132 7 4

20 rs7621113 3 150978242 A G 0.4751 1.3e‐09 0.868898 rs1565574 MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.127 6 4

20 rs13079391 3 151007759 T C 0.3161 5.7e‐07 0.789016 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 0.099 7 5

20 rs10935833 3 150988281 T C 0.3141 8.6e‐07 0.729764 rs3732760 MED12L Transcript INTRONIC intron SETP11 Intergenic DOWNSTREAM downstream 0 20 0.064 5 1

20 rs11714714 3 150984316 C G 0.4761 2.9e‐09 0.857878 rs1565574 MED12L Transcript INTRONIC intron SETP11 Intergenic UPSTREAM upstream 0 20 0.053 6 5

20 rs55705054 3 151007278 A G 0.3171 6.1e‐07 0.784766 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 0.051 7 5

20 rs111558233 3 151035399 T C 0.1879 3.3e‐10 0.99345 3:151061411_ACAT_A MED12L Transcript INTRONIC intron GPR87 Intergenic UPSTREAM upstream 0 20 0.040 7 5

20 rs4680315 3 151010386 C A 0.3191 6.6e‐07 0.783034 rs3732760 MED12L Transcript INTRONIC intron GPR87 Intergenic DOWNSTREAM downstream 0 20 0.030 7 4

20 rs28810515 3 150939327 G A 0.1759 1.1e‐08 0.879332 3:151061411_ACAT_A MED12L Transcript INTRONIC intron P2RY14 Transcript INTRONIC intron 0 20 0.018 7 4

20 rs1048408 3 151011969 A G 0.4642 5.0e‐10 0.95273 rs1565574 MED12L Transcript INTRONIC intron GPR87 CodingTranscript SYNONYMOUS synonymous 0 20 0.003 NA 4

21 rs61571832 5 64318906 T C 0.2008 1.0e‐09 0.913996 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 18.80 4 5 top

21 rs62371000 5 64322590 A G 0.2008 1.2e‐09 0.913996 rs10471645 Intergenic INTERGENIC intergenic 0 21 18.59 7 5

21 rs2968206 5 64310693 T G 0.1998 1.2e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron 0 21 15.85 4 1

21 rs2910769 5 64313879 A G 0.1998 1.1e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 12.69 5 5

21 rs62370993 5 64317659 G A 0.2018 1.2e‐09 0.896822 rs10471645 RegulatoryFeature REGULATORY regulatory RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 12.27 4 2

21 rs2968210 5 64306758 T C 0.2018 9.2e‐10 0.908241 rs10471645 CWC27 Transcript INTRONIC intron 0 21 11.30 6 5

21 rs6449768 5 64314843 G C 0.1998 1.1e‐09 0.919799 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 10.71 5 5

21 rs62370999 5 64322395 A G 0.2008 9.3e‐10 0.913996 rs10471645 Intergenic INTERGENIC intergenic 0 21 9.911 5 5

21 5:64319150_TATTTA_T 5 64319150 T TATTTA 0.2008 1.2e‐09 0.913996 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 9.350 NA 5

21 rs2915441 5 64315793 T C 0.1998 1.1e‐09 0.919799 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 8.547 7 4

21 rs2968208 5 64312446 T C 0.1998 1.0e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 7.537 7 5

21 rs6882833 5 64319904 A G 0.2008 1.1e‐09 0.913996 rs10471645 RP11‐307L14.2 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 7.206 6 5

21 rs2915438 5 64312057 A T 0.1998 7.5e‐10 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 6.774 6 5

21 rs11949445 5 64320495 C T 0.2008 1.3e‐09 0.913996 rs10471645 RP11‐307L14.2 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 6.722 7 5

21 rs11955281 5 64323522 C A 0.2008 1.1e‐09 0.913996 rs10471645 Intergenic INTERGENIC intergenic 0 21 6.596 5 5

21 rs2968209 5 64313114 T C 0.1998 1.0e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 6.344 6 5

21 rs713171 5 64316731 T C 0.1988 6.5e‐10 0.900072 rs10471645 RP11‐307L14.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 5.926 6 5

21 rs62371001 5 64325941 G A 0.1988 1.1e‐09 0.900845 rs10471645 RegulatoryFeature REGULATORY regulatory 0 21 5.429 5 5

21 rs62371005 5 64330619 A G 0.1978 8.2e‐10 0.894329 rs10471645 Intergenic INTERGENIC intergenic 0 21 5.184 4 1

21 rs2915435 5 64311213 A G 0.1998 1.3e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 4.564 6 2

21 rs2968203 5 64273448 A C 0.1859 5.6e‐11 0.993429 rs10471645 CWC27 Transcript INTRONIC intron 0 21 4.344 7 4

21 5:64310046_ATAC_A 5 64310046 A ATAC 0.1998 1.1e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron,feature_truncation 0 21 4.301 NA 5

21 rs2968205 5 64292047 G A 0.1869 2.3e‐11 1 rs10471645 CWC27 Transcript INTRONIC intron 0 21 4.088 7 5

21 rs713172 5 64317005 C T 0.2008 1.1e‐09 0.913996 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 3.969 5 5

21 rs2915437 5 64311741 G C 0.1998 1.2e‐09 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 3.849 4 2

21 rs2968207 5 64312249 G T 0.1998 6.7e‐10 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 3.362 7 5

21 rs112769159 5 64325651 GA G 0.1988 9.1e‐10 0.900845 rs10471645 Intergenic INTERGENIC intergenic 0 21 3.203 NA 5

21 rs2915442 5 64315937 A T 0.1998 9.9e‐10 0.919799 rs10471645 RP11‐307L14.1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RP11‐307L14.2 Intergenic UPSTREAM upstream 0 21 3.070 7 4

21 rs62371003 5 64326563 G C 0.1988 1.1e‐09 0.900845 rs10471645 Intergenic INTERGENIC intergenic 0 21 3.023 7 5

21 rs2915440 5 64315448 C T 0.1998 7.1e‐10 0.919799 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 2.860 4 4

21 rs79039791 5 64330833 C G 0.1978 7.5e‐10 0.894329 rs10471645 RegulatoryFeature REGULATORY regulatory 0 21 2.743 4 1

21 rs6882488 5 64319949 G A 0.2008 1.3e‐09 0.913996 rs10471645 RP11‐307L14.2 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 2.183 7 5

21 rs62370998 5 64322176 C G 0.2008 1.2e‐09 0.913996 rs10471645 Intergenic INTERGENIC intergenic 0 21 2.145 5 5

21 rs7713874 5 64330265 G A 0.1988 1.1e‐09 0.900845 rs10471645 RegulatoryFeature REGULATORY regulatory 0 21 2.096 4 2

21 rs7714577 5 64330480 C G 0.1978 6.6e‐10 0.894329 rs10471645 RegulatoryFeature REGULATORY regulatory 0 21 1.984 2a 1

21 rs2915436 5 64311689 C T 0.1998 7.8e‐10 0.919799 rs10471645 CWC27 Transcript INTRONIC intron RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 1.583 4 2

21 rs10940015 5 64318142 G C 0.2008 1.1e‐09 0.913996 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 1.520 6 5

21 rs75569327 5 64128671 G A 0.1521 1.4e‐08 0.992797 rs56289746 CWC27 Transcript INTRONIC intron 0 21 1.223 6 5

21 rs2915439 5 64314865 G A 0.1998 7.3e‐10 0.919799 rs10471645 CWC27 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic UPSTREAM upstream 0 21 0.721 5 5

21 rs56289746 5 64235342 A G 0.1511 9.1e‐09 1 rs56289746 CWC27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 21 0.523 4 1

21 rs12188412 5 64317898 A G 0.2008 9.2e‐10 0.913996 rs10471645 RegulatoryFeature REGULATORY regulatory RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 0.439 3a 5

21 5:64295363:C:T rs10471645 5 64295363 C T 0.1869 2.1e‐11 1 rs10471645 CWC27 Transcript INTRONIC intron 0 21 0.142 7 4

21 rs6882662 5 64319763 T G 0.2008 1.2e‐09 0.913996 rs10471645 RP11‐307L14.2 Intergenic DOWNSTREAM downstream RP11‐307L14.1 Intergenic DOWNSTREAM downstream 0 21 0.043 6 5

21 rs2915443 5 64282436 G T 0.1859 3.0e‐11 0.993429 rs10471645 CWC27 Transcript INTRONIC intron 0 21 0.026 NA 4

21 5:64274432_GT_G 5 64274432 G GT 0.2276 7.7e‐09 0.742528 rs10471645 CWC27 Transcript INTRONIC intron,feature_truncation 0 21 0.004 NA 4

21 rs2968204 5 64275169 T G 0.1859 5.8e‐11 0.993429 rs10471645 CWC27 Transcript INTRONIC intron 0 21 0.003 4 4

22 rs7482964 11 15066117 C T 0.2386 2.0e‐10 0.977252 rs575909118 CALCB Transcript INTRONIC intron 0 22 20.4 5 7 top

22 rs10832349 11 15081335 A G 0.2376 2.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 19.67 5 13

22 rs1540139 11 15096419 T C 0.2594 1.0e‐09 0.870642 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 13.68 2b 1

22 11:15065582_ATTATACA 11 15065582 A ATTATACAT 0.2425 2.8e‐10 0.95461 rs575909118 CALCB Transcript INTRONIC intron,feature_truncation 0 22 13.27 NA 14

22 rs11023396 11 14981239 C T 0.2913 3.6e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron 0 22 13.01 7 14

22 rs7929159 11 14999877 A G 0.33 1.7e‐08 0.9204 rs903808 CALCB Transcript 5PRIME_UTR 5_prime_UTR 0 22 12.72 6 5

22 rs12275298 11 15115818 A T 0.2634 1.6e‐09 0.852834 rs575909118 Intergenic INTERGENIC intergenic 0 22 12.49 7 5

22 rs10832357 11 15105538 G A 0.2594 5.8e‐10 0.870642 rs575909118 CALCB Intergenic DOWNSTREAM downstream 0 22 12.43 7 5

22 rs6486217 11 15055666 G A 0.2445 7.0e‐10 0.945077 rs575909118 CALCB Transcript INTRONIC intron 0 22 12.33 7 5

22 11:15065593_GTATAATT 11 15065593 G GTATAATTTGG0.2425 2.8e‐10 0.95461 rs575909118 CALCB Transcript INTRONIC intron,feature_truncation 0 22 12.03 NA 14

22 rs11493373 11 15109322 A G 0.2594 5.8e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 11.28 6 9

22 rs3884537 11 15063638 T A 0.2376 1.9e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 10.99 7 2

22 rs769065565 11 15110993 A ACTC 0.2594 1.1e‐09 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 10.94 NA 13

22 rs6486219 11 15062177 T A 0.2435 5.8e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron 0 22 10.93 5 5

22 rs3928 11 15099896 C G 0.2594 6.7e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 10.48 5 5

22 rs3829222 11 15097718 A T 0.2594 1.0e‐09 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 10.45 5 5

22 rs2226917 11 15111580 C T 0.3469 3.1e‐07 0.733915 rs903808 Intergenic INTERGENIC intergenic 0 22 9.787 7 14

22 rs1496162 11 15003073 G A 0.335 2.5e‐08 0.949451 rs903808 CALCB Transcript INTRONIC intron 0 22 9.606 NA 7

22 rs35899646 11 15067486 GA G 0.2376 3.9e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 8.785 NA 7

22 11:14991094_CA_C 11 14991094 C CA 0.2913 3.8e‐07 0.795576 rs903808 CALCA Transcript INTRONIC intron,feature_truncation CALCB Transcript INTRONIC intron,feature_trunca 0 22 8.730 NA 5

22 rs9667612 11 14983705 A G 0.2893 2.1e‐06 0.788776 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 8.465 6 14

22 rs3812726 11 15095651 G A 0.2604 1.2e‐09 0.876383 rs575909118 CALCB Transcript INTRONIC intron 0 22 8.425 4 1

22 rs2956 11 14989121 A T 0.2913 3.3e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 7.894 5 7

22 rs7483930 11 15043747 G A 0.2386 1.6e‐10 0.977019 rs575909118 CALCB Transcript INTRONIC intron 0 22 7.822 6 9

22 rs4757277 11 15111315 G C 0.2594 7.4e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 7.710 7 14

22 11:15008514_TA_T 11 15008514 T TA 0.4076 4.8e‐08 0.668373 rs903808 CALCB Transcript INTRONIC intron,feature_truncation RP11‐7O20.4 Intergenic DOWNSTREAM downstream 0 22 7.627 NA 14

22 rs748520663 11 15104751 GT G 0.3787 1.5e‐08 1 rs748520663 CALCB Intergenic DOWNSTREAM downstream 0 22 7.618 NA 5

22 rs1496164 11 14997490 G A 0.2843 1.0e‐06 0.773002 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 7.494 5 7

22 rs12274674 11 15099695 T C 0.2604 8.0e‐10 0.865858 rs575909118 CALCB Transcript INTRONIC intron 0 22 7.428 6 5

22 rs10832337 11 14981266 A G 0.2972 7.0e‐07 0.816335 rs903808 CALCB Transcript INTRONIC intron 0 22 7.001 6 14

22 rs35677681 11 15048599 GC G 0.2435 2.8e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 6.964 NA 7

22 rs11023429 11 15117007 G A 0.2634 4.0e‐09 0.852834 rs575909118 Intergenic INTERGENIC intergenic 0 22 6.719 6 5

22 rs10832355 11 15094057 A G 0.2515 4.4e‐10 0.910055 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 6.570 5 5

22 rs10741662 11 15094150 G C 0.2515 5.2e‐10 0.910055 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 6.445 5 5

22 rs3781719 11 14994524 G A 0.2982 9.1e‐07 0.819548 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 6.408 NA 1

22 rs6486216 11 15053789 T C 0.2485 2.9e‐10 0.923938 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 6.274 3a 5

22 rs7932352 11 15066910 G C 0.2376 3.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 6.204 5 7

22 rs1540140 11 15100206 G A 0.2594 7.5e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 6.094 6 5

22 11:15109872_CT_C 11 15109872 C CT 0.2594 7.8e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 5.868 NA 9

22 rs11023424 11 15095985 T G 0.2594 9.6e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 5.773 4 1

22 rs7945166 11 15093487 T C 0.2376 2.3e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 5.590 5 5

22 rs11023411 11 15036776 A C 0.2376 2.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 5.543 6 9

22 rs1894128 11 15098067 T G 0.2594 7.9e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 5.392 5 5

22 rs12791060 11 15104923 A T 0.2594 5.9e‐10 0.870642 rs575909118 CALCB Intergenic DOWNSTREAM downstream 0 22 5.387 6 5

22 rs10832346 11 15069497 A T 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 5.384 6 14

22 rs7396909 11 15098203 G A 0.3469 5.4e‐07 0.733915 rs903808 CALCB Transcript INTRONIC intron 0 22 5.282 5 5

22 rs1945614 11 15102765 C T 0.2594 7.5e‐10 0.870642 rs575909118 CALCB Transcript 3PRIME_UTR 3_prime_UTR 0 22 5.278 7 5

22 rs2029877 11 15029576 G A 0.2376 2.3e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 5.226 NA 13

22 rs11608134 11 15003449 G A 0.329 1.1e‐08 0.924912 rs903808 CALCB Transcript INTRONIC intron 0 22 4.991 5 7

22 rs1496166 11 14997412 C A 0.2833 7.5e‐07 0.770036 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 4.980 NA 7

22 rs2282654 11 15099143 T C 0.2594 9.8e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.928 7 5

22 rs7480567 11 15069269 G A 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.822 7 14

22 rs10766206 11 15092483 A G 0.2376 2.5e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 4.765 5 9

22 rs1945615 11 15103477 A G 0.2594 5.9e‐10 0.870642 rs575909118 CALCB Transcript 3PRIME_UTR 3_prime_UTR 0 22 4.740 7 5

22 rs7930346 11 15119961 A T 0.3489 7.3e‐07 0.711393 rs903808 Intergenic INTERGENIC intergenic 0 22 4.626 6 5

22 rs1496165 11 14997489 T C 0.2833 9.6e‐07 0.770036 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 4.557 NA 7

22 rs12805192 11 15078859 A G 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.268 6 14

22 rs10832351 11 15082933 G A 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.246 6 9

22 rs1114462 11 15117685 T C 0.2634 1.8e‐09 0.852834 rs575909118 RegulatoryFeature REGULATORY regulatory 0 22 4.223 4 7

22 rs144498717 11 15045339 TATTTG T 0.2416 2.3e‐10 0.938019 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 4.171 NA 9

22 rs11023413 11 15062576 G T 0.2366 2.1e‐10 0.976797 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.074 6 5



22 rs1874431 11 15033132 G A 0.2376 2.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 4.042 6 7

22 rs10741663 11 15113753 G A 0.2594 7.2e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 3.985 7 7

22 rs6486224 11 15109701 T C 0.2594 7.2e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 3.847 6 9

22 11:15103357_CAT_C 11 15103357 C CAT 0.2594 1.4e‐09 0.870642 rs575909118 CALCB Transcript 3PRIME_UTR 3_prime_UTR,feature_truncation 0 22 3.812 NA 5

22 rs12274061 11 15023977 T C 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 3.744 6 13

22 rs12292608 11 15084343 T C 0.2376 2.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 3.636 4 7

22 rs11023400 11 14987728 A G 0.2913 3.4e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 3.577 5 9

22 rs71044031 11 15013501 CTT C 0.2535 1.8e‐10 0.890315 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 3.546 NA 14

22 rs4609633 11 15013360 C T 0.2475 1.1e‐10 0.918217 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 3.364 6 14

22 rs541233873 11 15030244 CT C 0.2326 1.4e‐10 0.826914 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 3.309 NA 13

22 rs10430834 11 15105688 A C 0.3469 3.4e‐07 0.733915 rs903808 CALCB Intergenic DOWNSTREAM downstream 0 22 3.305 6 14

22 11:15065235:C:CT rs575909118 11 15065235 CT C 0.2366 2.8e‐11 1 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 3.276 NA 14

22 rs1540148 11 15095130 T G 0.2604 1.1e‐09 0.876383 rs575909118 CALCB Transcript 5PRIME_UTR 5_prime_UTR 0 22 3.220 4 1

22 rs10832356 11 15104089 A G 0.2594 8.1e‐10 0.870642 rs575909118 CALCB Intergenic DOWNSTREAM downstream 0 22 3.219 5 5

22 rs11023422 11 15087959 C A 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 3.130 6 9

22 rs4132974 11 15057997 G A 0.2495 5.1e‐10 0.918742 rs575909118 CALCB Transcript INTRONIC intron 0 22 3.081 5 5

22 rs7945290 11 15093581 T C 0.2505 4.9e‐10 0.903528 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 2.949 5 5

22 rs11023428 11 15116717 A G 0.3509 9.6e‐07 0.719578 rs903808 Intergenic INTERGENIC intergenic 0 22 2.924 7 5

22 11:15086425_ATTGT_A 11 15086425 A ATTGT 0.2376 1.5e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron,feature_truncation 0 22 2.913 NA 9

22 11:15119869_CCATATTT 11 15119869 C CCATATTTTG 0.2634 6.8e‐09 0.852834 rs575909118 Intergenic INTERGENIC intergenic 0 22 2.815 NA 5

22 rs10832347 11 15071674 T C 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 2.806 7 9

22 rs12285663 11 15045138 T C 0.2376 1.9e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 2.648 5 9

22 11:15025884_AAATG_A 11 15025884 A AAATG 0.2376 7.6e‐11 0.982722 rs575909118 CALCB Transcript INTRONIC intron,feature_truncation 0 22 2.553 NA 5

22 rs12286051 11 14980848 T C 0.2913 3.6e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron 0 22 2.547 7 14

22 rs12293535 11 15014854 A G 0.2465 1.0e‐10 0.923452 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 2.530 7 9

22 rs1587178 11 15013646 T C 0.2584 2.8e‐10 0.866023 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 2.466 NA 14

22 rs10832344 11 15068155 G A 0.2376 3.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 2.391 7 14

22 rs2187531 11 15089761 T C 0.2376 2.6e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 2.390 7 9

22 rs12275356 11 15085854 C T 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 2.208 6 9

22 rs2132466 11 15012110 T C 0.334 3.2e‐08 0.945196 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 2.056 7 14

22 rs1945613 11 15101270 T C 0.2594 7.4e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.991 6 5

22 rs7481621 11 15073910 A C 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.931 6 9

22 rs10832353 11 15091463 T C 0.2416 2.8e‐10 0.960483 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 1.868 5 9

22 rs11023417 11 15076358 G A 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.831 7 14

22 rs11023397 11 14981625 G T 0.2913 3.6e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron 0 22 1.638 7 14

22 rs2132469 11 15021233 A G 0.2435 8.4e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.597 5 13

22 rs1027425 11 14981899 G C 0.2913 3.6e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron 0 22 1.581 6 13

22 rs536318931 11 15073206 CAA C 0.2356 1.4e‐10 0.971046 rs575909118 CALCB Transcript INTRONIC intron,feature_elongation 0 22 1.527 NA 14

22 rs10832339 11 15017941 T G 0.2376 5.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.525 7 14

22 rs56226851 11 15103361 G T 0.2594 1.0e‐09 0.870642 rs575909118 CALCB Transcript 3PRIME_UTR 3_prime_UTR 0 22 1.475 6 5

22 rs12364906 11 15012927 A G 0.326 1.2e‐08 0.912731 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 1.410 6 14

22 rs7127660 11 15113058 G A 0.3469 3.1e‐07 0.733915 rs903808 Intergenic INTERGENIC intergenic 0 22 1.405 7 13

22 rs7116838 11 15064568 C T 0.2376 3.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.376 6 14

22 rs7121833 11 15045725 A G 0.2495 5.0e‐10 0.919466 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.308 5 9

22 rs12805813 11 15057740 G A 0.2505 4.9e‐10 0.913581 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.303 7 5

22 rs12281705 11 15048697 A C 0.2376 2.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 1.291 5 7

22 rs1027427 11 14982558 T C 0.2922 3.6e‐07 0.790655 rs903808 CALCB Transcript INTRONIC intron 0 22 1.247 7 9

22 rs7358380 11 15009233 T A 0.328 1.4e‐08 0.920744 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 22 1.232 5 14

22 rs11023407 11 15014810 A G 0.2575 2.8e‐10 0.870818 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 1.213 7 9

22 rs10832348 11 15079916 C T 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.183 7 14

22 rs11023416 11 15073872 G C 0.2416 3.6e‐10 0.937565 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.178 7 9

22 rs7938195 11 15049013 T C 0.2435 8.5e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron 0 22 1.136 7 14

22 rs4077537 11 15074612 A G 0.2376 4.4e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 1.071 NA 7

22 rs111367736 11 15052483 A AT 0.4097 2.0e‐08 1 rs111367736 CALCB Transcript INTRONIC intron,feature_truncation 0 22 1.052 NA 5

22 rs7927199 11 15011438 A G 0.335 3.1e‐08 0.940748 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 1.028 7 14

22 rs7936444 11 15052035 C A 0.2545 6.0e‐10 0.893282 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.979 7 5

22 rs6486222 11 15079373 A G 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.953 7 7

22 rs7104596 11 15079052 C T 0.2425 3.8e‐10 0.95461 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 0.925 5 7

22 rs11023409 11 15026465 A G 0.2376 2.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.921 6 5

22 rs369053429 11 15113811 TA T 0.2624 1.9e‐09 0.857504 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.918 NA 5

22 rs7483283 11 15067570 C A 0.2376 3.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.914 5 7

22 rs7394786 11 15018707 G C 0.2485 1.1e‐09 0.923938 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.865 5 14

22 rs1553005 11 14994490 C G 0.2982 8.1e‐07 0.819548 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 0.839 4 1

22 rs796117126 11 15113810 TA T 0.2624 1.9e‐09 0.857504 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.837 NA 5

22 rs6486221 11 15077192 G A 0.2376 3.0e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.786 5 14

22 rs7943502 11 15015055 G C 0.2445 2.2e‐09 0.945077 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.774 7 9

22 rs12294208 11 15051655 C T 0.2435 5.7e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.768 7 5

22 rs12280018 11 15078030 G C 0.2376 6.5e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.765 7 14

22 rs12282127 11 14985780 G A 0.2833 1.4e‐06 0.753455 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 0.742 7 14

22 rs7110243 11 15088434 G A 0.2376 4.4e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.735 6 9

22 rs7103255 11 15083342 G C 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.705 7 9

22 rs10832361 11 15116082 G C 0.2634 1.6e‐09 0.852834 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.700 7 5

22 rs11023408 11 15026332 C A 0.2376 2.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.696 6 5

22 rs1353447 11 15032097 C T 0.2485 6.2e‐10 0.923938 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.687 NA 7

22 rs12364328 11 15016646 A G 0.2485 1.5e‐09 0.923938 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.669 6 14

22 rs6486223 11 15083625 C T 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.613 5 9

22 rs12287141 11 15016400 A G 0.2376 4.6e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.601 7 14

22 rs5242 11 14988998 A G 0.2972 5.9e‐07 0.816335 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 0.586 NA 7

22 rs11023419 11 15084961 G A 0.2376 3.4e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.578 4 9

22 rs12294367 11 15082016 C T 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.563 6 14

22 rs12292746 11 15084361 A G 0.2376 2.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 0.504 4 7

22 rs10832343 11 15060670 C T 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 0.496 4 5

22 rs10766205 11 15092320 A G 0.2376 2.5e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 0.491 5 9

22 11:15073029_TTGGGAG 11 15073029 T TTGGGAGGCTG0.159 3.4e‐08 1 11:15073029_TTGGGAGGCALCB Transcript INTRONIC intron,feature_truncation 0 22 0.421 NA 14

22 rs2201607 11 15039871 T G 0.2435 5.2e‐10 0.950452 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.413 6 9

22 rs12365979 11 15085504 C G 0.2376 3.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.413 7 9

22 rs10430885 11 15103352 A C 0.2594 7.2e‐10 0.870642 rs575909118 CALCB Transcript 3PRIME_UTR 3_prime_UTR 0 22 0.411 7 5

22 rs11023401 11 14987915 C G 0.2913 3.5e‐07 0.795576 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 0.409 6 9

22 rs12275998 11 14985776 C T 0.2833 9.4e‐07 0.753455 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic DOWNSTREAM downstream 0 22 0.354 6 14

22 rs10832338 11 14998061 T G 0.2833 6.9e‐07 0.762093 rs903808 CALCB Transcript INTRONIC intron CALCA Intergenic UPSTREAM upstream 0 22 0.317 5 5

22 rs2187532 11 15090176 C G 0.2376 2.5e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 0.305 6 9

22 rs2282653 11 15098718 A G 0.2594 8.0e‐10 0.870642 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.302 5 5

22 rs12276992 11 15065296 T C 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.296 5 14

22 rs773179010 11 15116040 C CT 0.2624 2.2e‐09 0.845977 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.293 NA 5

22 rs11023431 11 15120775 C T 0.2753 2.3e‐07 0.777131 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.291 7 5

22 rs12294281 11 15115140 G C 0.2634 1.5e‐09 0.852834 rs575909118 RegulatoryFeature REGULATORY regulatory 0 22 0.285 3a 5

22 rs10832345 11 15069490 C T 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.260 6 14

22 rs7131184 11 15091841 T A 0.2376 2.5e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 0.236 5 9

22 rs12288856 11 15082085 T G 0.2604 3.1e‐09 0.861967 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.226 6 14

22 rs12273834 11 15051311 G A 0.2485 6.5e‐10 0.923938 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.212 6 5

22 rs11023418 11 15084959 G A 0.2376 3.3e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.210 4 9

22 rs7948017 11 15000384 C A 0.336 3.2e‐08 0.945023 rs903808 CALCB Transcript INTRONIC intron 0 22 0.195 5 5

22 rs11023415 11 15072633 T G 0.2376 3.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.191 7 9

22 rs12293178 11 15014179 A G 0.2475 1.1e‐10 0.918217 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.174 7 13

22 rs7934915 11 15113645 T C 0.2594 7.9e‐10 0.870642 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.168 7 7

22 rs11023430 11 15117079 A G 0.2644 6.5e‐09 0.848192 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.159 6 5

22 11:15012870_TG_T 11 15012870 T TG 0.3307 1.8e‐08 0.911355 rs903808 CALCB Transcript INTRONIC intron,feature_truncation RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.153 NA 14

22 rs11023404 11 15004340 T C 0.336 2.4e‐08 0.945023 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic DOWNSTREAM downstream 0 22 0.152 6 13

22 rs7942684 11 15015052 C G 0.2435 2.3e‐09 0.950452 rs575909118 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.149 6 9

22 rs7113522 11 15090925 A G 0.2376 2.4e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 0.146 6 9

22 rs903808 11 14999189 C T 0.3449 1.6e‐08 1 rs903808 CALCB Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 22 0.144 NA 5

22 rs10832354 11 15091506 G A 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Intergenic UPSTREAM upstream 0 22 0.142 5 9

22 rs7395042 11 15012391 A G 0.339 2.6e‐08 0.965785 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.141 6 14

22 11:15117227_TA_T 11 15117227 T TA 0.2624 2.6e‐09 0.856383 rs575909118 Intergenic INTERGENIC intergenic 0 22 0.083 NA 5

22 rs10832342 11 15052509 C G 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.074 7 5

22 rs7481894 11 15062640 C G 0.2366 2.1e‐10 0.976797 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.064 7 5

22 rs7124530 11 15106901 T A 0.2594 5.8e‐10 0.870642 rs575909118 CALCB Intergenic DOWNSTREAM downstream 0 22 0.060 7 14

22 rs11023412 11 15046955 T G 0.2376 2.1e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.041 5 9

22 rs36076452 11 15048171 G A 0.2376 2.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.040 5 7

22 rs10832340 11 15030788 C G 0.2386 1.9e‐10 0.977019 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.013 7 13

22 rs7942597 11 15011455 G A 0.335 2.9e‐08 0.940748 rs903808 CALCB Transcript INTRONIC intron RP11‐7O20.4 Intergenic UPSTREAM upstream 0 22 0.012 6 14



22 rs10832350 11 15082063 A G 0.2376 3.2e‐10 0.982722 rs575909118 CALCB Transcript INTRONIC intron 0 22 0.004 7 14

23 rs6587635 1 151938055 C T 0.3171 4.0e‐09 0.849457 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 15.16 6 5

23 rs6686874 1 151915740 A G 0.2783 2.5e‐10 0.912504 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 8.3849e‐06 4.42843e‐06 S100A10 3.06265e‐05 0.00173914 23 14.82 1f 5

23 rs6701374 1 151903858 G A 0.2793 4.3e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 8.1621e‐06 4.42843e‐06 THEM4 8.1621e‐06 4.42843e‐06 23 13.70 7 5

23 rs6587632 1 151911254 G A 0.2793 4.4e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.2785e‐06 4.42843e‐06 THEM4 1.2785e‐06 4.42843e‐06 23 13.51 7 5

23 rs3791153 1 151958144 G A 0.2863 3.9e‐11 0.990153 rs61814883 S100A10 Transcript INTRONIC intron 1 S100A10 1.51883e‐06 0.00173914 S100A10 1.51883e‐06 0.00173914 23 13.10 NA 4 top

23 rs56000812 1 151899104 G A 0.2823 3.6e‐10 0.864943 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.72756e‐05 4.42843e‐06 THEM4 1.72756e‐05 4.42843e‐06 23 10.99 5 5

23 rs112770825 1 151966067 A G 0.2863 3.3e‐11 1 rs61814883 S100A10 Transcript INTRONIC intron NBPF18P Intergenic UPSTREAM upstream 1 S100A10 3.74259e‐06 0.00173914 S100A10 3.74259e‐06 0.00173914 23 10.29 2b 1

23 rs61817720 1 151907457 G A 0.2793 3.8e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.2785e‐06 4.42843e‐06 THEM4 1.2785e‐06 4.42843e‐06 23 10.27 7 5

23 rs6663064 1 151915541 T C 0.2783 2.6e‐10 0.912504 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 8.3849e‐06 4.42843e‐06 S100A10 3.06265e‐05 0.00173914 23 10.20 1f 5

23 rs2337685 1 151923919 T C 0.3052 8.8e‐09 0.797127 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 3.92686e‐07 4.42843e‐06 THEM4 3.92686e‐07 4.42843e‐06 23 10.11 6 5

23 rs751492717 1 151926354 T TTTAA 0.3042 8.8e‐09 0.800232 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 9.878 NA 1

23 1:151930351_CT_C 1 151930351 C CT 0.3072 7.0e‐10 0.760102 rs61814883 Intergenic INTERGENIC intergenic 0 23 9.455 NA 5

23 rs12566232 1 151839838 C A 0.2833 1.5e‐10 0.831864 rs61814883 RegulatoryFeature REGULATORY regulatory 0 23 9.426 1f 5

23 rs58087484 1 151879939 T C 0.2843 2.7e‐10 0.856592 rs61814883 THEM4 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 THEM4 4.42854e‐05 4.42843e‐06 THEM4 4.42854e‐05 4.42843e‐06 23 9.342 4 3

23 rs57785325 1 151928471 G A 0.3042 8.2e‐09 0.800232 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 8.72004e‐07 4.42843e‐06 THEM4 8.72004e‐07 4.42843e‐06 23 9.216 5 5

23 rs72694840 1 151905083 A T 0.2793 4.1e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.16769e‐06 4.42843e‐06 THEM4 6.16769e‐06 4.42843e‐06 23 9.143 6 5

23 rs6695324 1 151926762 T A 0.3042 8.2e‐09 0.800232 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 3.81424e‐07 4.42843e‐06 THEM4 3.81424e‐07 4.42843e‐06 23 8.706 7 1

23 rs56078223 1 151898843 G T 0.2823 3.9e‐10 0.864943 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.72756e‐05 4.42843e‐06 THEM4 1.72756e‐05 4.42843e‐06 23 8.173 4 5

23 rs6693396 1 151930673 G T 0.3052 8.4e‐09 0.804806 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 7.924 6 5

23 rs6693388 1 151930645 C T 0.3042 6.6e‐09 0.800232 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 7.334 6 5

23 rs16833668 1 151918164 A C 0.3082 6.7e‐09 0.778597 rs61814883 RegulatoryFeature REGULATORY regulatory KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 2.57026e‐07 4.42843e‐06 THEM4 2.57026e‐07 4.42843e‐06 23 7.276 1f 2

23 rs902313 1 151935380 A T 0.3161 3.9e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 7.006 1f 5

23 rs6587640 1 151955230 T C 0.3241 6.2e‐09 0.834984 rs61814883 RegulatoryFeature REGULATORY regulatory S100A10 Intergenic DOWNSTREAM downstream 1 S100A10 1.19638e‐05 0.00173914 S100A10 1.19638e‐05 0.00173914 23 6.901 1f 4

23 rs6662611 1 151936485 G A 0.3161 4.0e‐09 0.853446 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 4.69974e‐06 4.42843e‐06 S100A10 1.28227e‐05 0.00173914 23 6.891 1f 5

23 rs6678672 1 151955009 T C 0.2863 4.0e‐11 0.990153 rs61814883 RegulatoryFeature REGULATORY regulatory S100A10 Intergenic DOWNSTREAM downstream 1 S100A10 2.68801e‐06 0.00173914 S100A10 2.68801e‐06 0.00173914 23 6.744 1f 4

23 rs11204920 1 151933962 C T 0.3161 3.8e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 6.449 5 5

23 rs16833743 1 151964879 C T 0.2873 3.8e‐11 0.995091 rs61814883 S100A10 Transcript INTRONIC intron NBPF18P Intergenic UPSTREAM upstream 1 S100A10 1.62379e‐06 0.00173914 S100A10 1.62379e‐06 0.00173914 23 5.978 1f 1

23 rs61814891 1 151995555 T C 0.2903 4.8e‐10 0.922473 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic DOWNSTREAM downstream 1 S100A10 4.98199e‐06 0.00173914 S100A10 4.98199e‐06 0.00173914 23 5.924 7 5

23 rs6672064 1 151884499 G A 0.2803 2.8e‐10 0.874541 rs61814883 THEM4 Intergenic UPSTREAM upstream 0 23 5.493 6 5

23 rs7554832 1 151938585 A T 0.3161 4.2e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 0 23 5.449 4 5

23 rs57674198 1 151876073 C T 0.2823 2.4e‐10 0.864943 rs61814883 THEM4 Transcript INTRONIC intron 0 23 5.320 3a 4

23 rs12083193 1 151962689 C G 0.2873 3.6e‐11 0.995091 rs61814883 S100A10 Transcript INTRONIC intron NBPF18P Intergenic UPSTREAM upstream 1 S100A10 1.62379e‐06 0.00173914 S100A10 1.62379e‐06 0.00173914 23 5.227 1f 1

23 rs11582739 1 151934541 A C 0.2853 1.2e‐10 0.985247 rs61814883 Intergenic INTERGENIC intergenic 1 S100A10 2.85381e‐06 0.00173914 S100A10 2.85381e‐06 0.00173914 23 5.057 1f 5

23 rs11805632 1 151995881 A C 0.2237 3.0e‐08 0.643154 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic DOWNSTREAM downstream 0 23 4.574 6 5

23 rs16833670 1 151922513 G A 0.3062 8.9e‐09 0.78552 rs61814883 KRT8P28 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 THEM4 4.6463e‐07 4.42843e‐06 THEM4 4.6463e‐07 4.42843e‐06 23 4.108 6 5

23 rs61817719 1 151907422 T A 0.2793 3.7e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 2.49973e‐06 4.42843e‐06 THEM4 2.49973e‐06 4.42843e‐06 23 3.993 5 5

23 rs6677973 1 151995248 T C 0.2922 2.8e‐10 0.932448 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic DOWNSTREAM downstream 1 S100A10 7.28688e‐06 0.00173914 S100A10 7.28688e‐06 0.00173914 23 3.899 3a 5

23 rs7554859 1 151937938 T C 0.2853 1.5e‐10 0.985247 rs61814883 Intergenic INTERGENIC intergenic 1 S100A10 6.66829e‐06 0.00173914 S100A10 6.66829e‐06 0.00173914 23 3.852 7 5

23 rs9943251 1 151917115 A G 0.3082 6.8e‐09 0.778597 rs61814883 RegulatoryFeature REGULATORY regulatory KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 2.57026e‐07 4.42843e‐06 THEM4 2.57026e‐07 4.42843e‐06 23 3.713 1f 2

23 rs11204919 1 151933799 G T 0.3151 3.7e‐09 0.857456 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.02145e‐05 4.42843e‐06 S100A10 3.38922e‐07 0.00173914 23 3.710 1f 5

23 rs971887 1 151943497 A G 0.3151 2.6e‐09 0.857456 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 6.43691e‐06 4.42843e‐06 S100A10 2.98835e‐06 0.00173914 23 3.645 1f 2

23 rs7535002 1 151916039 A T 0.2783 2.3e‐10 0.912504 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 8.3849e‐06 4.42843e‐06 S100A10 3.06265e‐05 0.00173914 23 3.609 1f 5

23 rs2337686 1 151925941 C A 0.3042 8.2e‐09 0.800232 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 3.487 5 1

23 rs6684312 1 151844650 A G 0.2823 1.7e‐10 0.855637 rs61814883 THEM4 Intergenic DOWNSTREAM downstream 0 23 3.433 1f 4

23 rs2932570 1 151986820 T C 0.3489 8.9e‐07 0.715618 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic UPSTREAM upstream 1 THEM4 3.20443e‐06 4.42843e‐06 THEM4 3.20443e‐06 4.42843e‐06 23 3.426 NA 5

23 rs7541099 1 151938763 T C 0.3171 4.2e‐09 0.850417 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 3.406 1d 5

23 rs6690449 1 151859166 C T 0.2833 2.6e‐10 0.860714 rs61814883 THEM4 Transcript INTRONIC intron 1 THEM4 1.0348e‐05 4.42843e‐06 THEM4 1.0348e‐05 4.42843e‐06 23 3.374 7 4

23 rs112126840 1 151921690 CTTCT C 0.3032 1.3e‐08 0.77843 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 3.05469e‐07 4.42843e‐06 THEM4 3.05469e‐07 4.42843e‐06 23 3.347 NA 5

23 rs6587637 1 151938131 G A 0.3161 3.8e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 3.278 6 5

23 rs6587634 1 151929022 T G 0.3042 8.2e‐09 0.800232 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 7.36659e‐07 4.42843e‐06 THEM4 7.36659e‐07 4.42843e‐06 23 3.181 6 5

23 rs6693901 1 151925192 C T 0.3052 8.8e‐09 0.797127 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 3.041 7 5

23 rs6703465 1 151939567 G A 0.3151 4.3e‐09 0.857456 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 3.018 1d 5

23 rs2932580 1 151934077 G C 0.3231 3.3e‐09 0.829114 rs61814883 Intergenic INTERGENIC intergenic 1 S100A10 1.38243e‐05 0.00173914 S100A10 1.38243e‐05 0.00173914 23 3.008 5 5

23 rs6587644 1 151994458 A G 0.2913 2.0e‐10 0.937139 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Transcript INTRONIC intron,nc 1 S100A10 3.56855e‐06 0.00173914 S100A10 3.56855e‐06 0.00173914 23 2.824 6 5

23 rs6682605 1 151926457 T C 0.3042 8.3e‐09 0.800232 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 4.83454e‐07 4.42843e‐06 THEM4 4.83454e‐07 4.42843e‐06 23 2.613 5 1

23 rs6703772 1 151939856 G A 0.3161 3.4e‐09 0.845651 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 2.588 5 5

23 1:151970629:A:G rs61814883 1 151970629 A G 0.2863 3.2e‐11 1 rs61814883 NBPF18P Transcript INTRONIC intron,nc S100A10 Intergenic UPSTREAM upstream 1 S100A10 2.92503e‐06 0.00173914 S100A10 2.92503e‐06 0.00173914 23 2.430 7 2

23 rs386635436 1 151937498 TTC T 0.3151 3.8e‐09 0.848661 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.56083e‐06 4.42843e‐06 S100A10 2.34927e‐06 0.00173914 23 2.346 NA 5

23 rs6587638 1 151938138 A G 0.3161 3.8e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.2932e‐05 4.42843e‐06 S100A10 1.97471e‐06 0.00173914 23 2.067 6 5

23 rs1844543 1 151910014 A G 0.2793 4.0e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 2.49973e‐06 4.42843e‐06 THEM4 2.49973e‐06 4.42843e‐06 23 1.997 6 5

23 rs6587636 1 151938080 G A 0.3171 4.1e‐09 0.849457 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 1.844 6 5

23 rs6657658 1 151939864 C T 0.3161 3.5e‐09 0.845651 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 1.725 5 5

23 rs6684114 1 151928715 G A 0.3052 8.4e‐09 0.797127 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.35854e‐07 4.42843e‐06 S100A10 2.96506e‐05 0.00173914 23 1.717 6 5

23 rs56313205 1 151904109 T C 0.2793 3.7e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 0 23 1.641 6 5

23 rs1979637 1 151991140 T G 0.1936 1.8e‐08 0.948301 rs61814883 NBPF18P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc RegulatoryFeature REGULATORY regulatory 0 23 1.638 NA 5

23 rs6587643 1 151982348 G A 0.2922 9.4e‐11 0.942003 rs61814883 NBPF18P Transcript INTRONIC intron,nc 1 S100A10 4.7055e‐06 0.00173914 S100A10 4.7055e‐06 0.00173914 23 1.627 5 5

23 rs2012674 1 151979770 G C 0.2903 8.4e‐11 0.951252 rs61814883 NBPF18P Transcript INTRONIC intron,nc 0 23 1.615 6 5

23 rs61817695 1 151879676 T G 0.2823 2.1e‐10 0.864943 rs61814883 THEM4 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 THEM4 4.80133e‐05 4.42843e‐06 THEM4 4.80133e‐05 4.42843e‐06 23 1.585 4 4

23 rs10494270 1 151907173 G A 0.2793 4.0e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.2785e‐06 4.42843e‐06 THEM4 1.2785e‐06 4.42843e‐06 23 1.447 NA 5

23 rs16833728 1 151945779 C G 0.3151 2.6e‐09 0.857456 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 1.311 1d 1

23 rs61817697 1 151890958 C A 0.2793 7.7e‐10 0.870008 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 4.20939e‐05 4.42843e‐06 THEM4 4.20939e‐05 4.42843e‐06 23 1.237 7 5

23 rs12239945 1 151975094 G A 0.2922 1.0e‐10 0.942003 rs61814883 NBPF18P Transcript INTRONIC intron,nc 1 S100A10 7.24545e‐06 0.00173914 S100A10 7.24545e‐06 0.00173914 23 1.136 7 5

23 rs6703448 1 151909453 C A 0.2793 3.8e‐10 0.879383 rs61814883 RegulatoryFeature REGULATORY regulatory 1 THEM4 4.30041e‐06 4.42843e‐06 THEM4 4.30041e‐06 4.42843e‐06 23 1.086 1d 1

23 rs6659662 1 151884573 G C 0.2803 3.2e‐10 0.874541 rs61814883 THEM4 Intergenic UPSTREAM upstream 0 23 1.071 6 5

23 1:151938535_GTC_G 1 151938535 G GTC 0.331 3.1e‐09 0.784933 rs61814883 Intergenic INTERGENIC intergenic 0 23 1.055 NA 5

23 rs6691212 1 151939857 G C 0.3161 3.4e‐09 0.845651 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 1.031 5 5

23 rs61817724 1 151921111 C A 0.3072 5.8e‐09 0.781467 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 8.32852e‐07 4.42843e‐06 S100A10 2.63874e‐05 0.00173914 23 1.027 5 5

23 rs113674295 1 151955279 GAGAAAAGCTCTGCTG 0.2863 5.3e‐11 0.990153 rs61814883 RegulatoryFeature REGULATORY regulatory S100A10 Intergenic DOWNSTREAM downstream 1 S100A10 2.44034e‐06 0.00173914 S100A10 2.44034e‐06 0.00173914 23 0.990 NA 4

23 rs56028913 1 151836675 C G 0.2823 2.3e‐10 0.837176 rs61814883 Intergenic INTERGENIC intergenic 0 23 0.923 5 5

23 rs2338206 1 151892226 G A 0.2803 4.4e‐10 0.874541 rs61814883 Intergenic INTERGENIC intergenic 0 23 0.904 7 5

23 rs34050111 1 151993313 T C 0.2893 2.0e‐10 0.946374 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Transcript INTRONIC intron,nc 0 23 0.845 6 5

23 rs11204906 1 151841165 A G 0.2823 1.3e‐10 0.855637 rs61814883 RegulatoryFeature REGULATORY regulatory THEM4 Intergenic DOWNSTREAM downstream 1 THEM4 3.39162e‐05 4.42843e‐06 THEM4 3.39162e‐05 4.42843e‐06 23 0.820 5 1

23 rs12095483 1 151921974 T G 0.2773 2.2e‐10 0.91732 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 3.90845e‐05 4.42843e‐06 THEM4 3.90845e‐05 4.42843e‐06 23 0.819 5 5

23 rs7538652 1 151920040 T G 0.3052 7.4e‐09 0.797127 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 2.57026e‐07 4.42843e‐06 THEM4 2.57026e‐07 4.42843e‐06 23 0.758 7 5

23 rs10675058 1 151937495 GAAAAA G 0.3151 3.8e‐09 0.848661 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.56083e‐06 4.42843e‐06 S100A10 2.34927e‐06 0.00173914 23 0.602 NA 5

23 rs6662728 1 151936578 G A 0.3161 4.0e‐09 0.853446 rs61814883 Intergenic INTERGENIC intergenic 0 23 0.592 5 5

23 rs10657503 1 151936550 TTA T 0.3151 3.1e‐09 0.847717 rs61814883 Intergenic INTERGENIC intergenic 0 23 0.508 NA 5

23 rs146748985 1 151856555 TAATA T 0.2525 5.3e‐09 0.657624 rs61814883 THEM4 Transcript INTRONIC intron,feature_elongation 0 23 0.506 NA 5

23 rs6662602 1 151915155 T C 0.2763 2.2e‐09 0.893738 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 2.49491e‐06 4.42843e‐06 THEM4 2.49491e‐06 4.42843e‐06 23 0.474 6 5

23 rs28415528 1 151879761 A G 0.3131 1.7e‐08 0.737904 rs61814883 THEM4 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 THEM4 1.3502e‐05 4.42843e‐06 THEM4 1.3502e‐05 4.42843e‐06 23 0.453 4 4

23 rs9943221 1 151914898 A G 0.2813 3.2e‐10 0.898015 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.34627e‐06 4.42843e‐06 THEM4 1.34627e‐06 4.42843e‐06 23 0.433 1f 5

23 rs71582209 1 151912718 TA T 0.4245 5.0e‐10 1 rs71582209 Intergenic INTERGENIC intergenic 0 23 0.414 NA 5

23 rs6587633 1 151912671 A G 0.2793 3.3e‐10 0.879383 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 1.19434e‐06 4.42843e‐06 THEM4 1.19434e‐06 4.42843e‐06 23 0.355 6 5

23 rs2932574 1 151982020 G A 0.3476 9.5e‐07 0.72181 rs61814883 NBPF18P Transcript INTRONIC intron,nc 1 THEM4 3.20443e‐06 4.42843e‐06 THEM4 3.20443e‐06 4.42843e‐06 23 0.352 NA 5

23 rs999992 1 151996692 C G 0.3201 1.5e‐09 0.69111 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic DOWNSTREAM downstream 0 23 0.335 4 1

23 rs5777792 1 151935515 AT A 0.3101 1.4e‐09 0.808683 rs61814883 Intergenic INTERGENIC intergenic 0 23 0.307 NA 5

23 rs16833669 1 151920539 T A 0.3072 7.6e‐09 0.781467 rs61814883 RegulatoryFeature REGULATORY regulatory KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 4.71657e‐07 4.42843e‐06 S100A10 2.97203e‐05 0.00173914 23 0.305 4 5

23 rs61817725 1 151923177 A G 0.2753 2.7e‐10 0.927438 rs61814883 KRT8P28 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 THEM4 3.90845e‐05 4.42843e‐06 THEM4 3.90845e‐05 4.42843e‐06 23 0.303 6 5

23 rs4845719 1 151933360 G C 0.3151 3.8e‐09 0.857456 rs61814883 Intergenic INTERGENIC intergenic 1 THEM4 6.48406e‐06 4.42843e‐06 S100A10 2.7844e‐06 0.00173914 23 0.295 4 2

23 rs2999561 1 151984547 A G 0.3499 8.3e‐07 0.720372 rs61814883 NBPF18P Transcript INTRONIC intron,nc 1 THEM4 3.3253e‐06 4.42843e‐06 THEM4 3.3253e‐06 4.42843e‐06 23 0.252 3a 5

23 rs6675930 1 151924753 T C 0.3052 8.8e‐09 0.797127 rs61814883 KRT8P28 Intergenic UPSTREAM upstream 1 THEM4 8.8839e‐07 4.42843e‐06 THEM4 8.8839e‐07 4.42843e‐06 23 0.230 7 5

23 rs61817723 1 151920865 A G 0.2783 5.4e‐10 0.912306 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 S100A10 5.10434e‐06 0.00173914 S100A10 5.10434e‐06 0.00173914 23 0.182 7 5

23 rs2999539 1 151986627 C G 0.3489 9.1e‐07 0.715618 rs61814883 NBPF18P Transcript INTRONIC intron,nc AL450992.6 Intergenic UPSTREAM upstream 1 THEM4 5.56161e‐06 4.42843e‐06 THEM4 5.56161e‐06 4.42843e‐06 23 0.155 1d 5

23 rs56170235 1 151872754 A C 0.2823 2.6e‐10 0.864943 rs61814883 THEM4 Transcript INTRONIC intron 0 23 0.107 5 2

23 rs61817722 1 151920862 T C 0.2773 4.0e‐10 0.91732 rs61814883 KRT8P28 Intergenic DOWNSTREAM downstream 1 THEM4 3.78744e‐05 4.42843e‐06 S100A10 3.08839e‐05 0.00173914 23 0.077 7 5

24 rs749514402 5 37724932 C CATT 0.4672 1.7e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 24 14.81 NA 4 top

24 rs12517792 5 37686478 A T 0.4662 3.4e‐09 0.889534 rs1862577 WDR70 Transcript INTRONIC intron 0 24 11.81 7 5

24 rs13187416 5 37683864 T C 0.4662 2.0e‐09 0.889534 rs1862577 WDR70 Transcript INTRONIC intron 0 24 11.41 7 4

24 rs13159969 5 37708676 G A 0.4662 1.5e‐09 0.897336 rs1862577 WDR70 Transcript INTRONIC intron 0 24 10.97 6 5

24 rs2973054 5 37747885 T A 0.1143 4.1e‐08 1 rs13158957 WDR70 Transcript INTRONIC intron 0 24 9.931 5 5

24 5:37764254_ATT_A 5 37764254 A ATT 0.3042 1.5e‐08 0.802719 rs10472291 Intergenic INTERGENIC intergenic 0 24 9.872 NA 5

24 rs13171010 5 37687715 A G 0.4682 1.8e‐09 0.888785 rs1862577 WDR70 Transcript INTRONIC intron 0 24 9.372 6 5

24 rs2973053 5 37746048 T C 0.3857 4.1e‐09 0.627938 rs1862577 WDR70 Transcript INTRONIC intron 0 24 8.153 NA 5

24 rs2973115 5 37757064 G A 0.2306 2.4e‐09 0.944822 rs2973068 WDR70 Intergenic DOWNSTREAM downstream 0 24 8.009 6 5

24 rs574646612 5 37764945 GT G 0.3101 5.2e‐09 0.791171 rs10472291 Intergenic INTERGENIC intergenic 0 24 7.881 NA 5

24 5:37744444_GA_G 5 37744444 G GA 0.3857 7.1e‐09 0.627938 rs1862577 WDR70 Transcript INTRONIC intron,feature_truncation 0 24 7.046 NA 4

24 rs10941361 5 37695743 A C 0.4662 1.6e‐09 0.897336 rs1862577 WDR70 Transcript INTRONIC intron RNU6‐484P Intergenic DOWNSTREAM downstream 0 24 6.124 1f 4

24 rs9292669 5 37756035 C G 0.3121 1.2e‐08 0.815243 rs10472291 WDR70 Intergenic DOWNSTREAM downstream 0 24 5.923 4 4

24 rs10076330 5 37776961 A G 0.2406 1.8e‐08 0.605103 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 5.893 5 5

24 rs7700926 5 37772310 T C 0.3032 1.0e‐08 0.823215 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 5.811 5 2



24 rs56156233 5 37777789 A C 0.3469 1.1e‐10 0.995679 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 5.777 4 6

24 rs2972939 5 37742406 A G 0.1133 4.3e‐08 0.990473 rs13158957 WDR70 Transcript INTRONIC intron 0 24 5.620 4 4

24 rs5867364 5 37758245 CA C 0.3171 1.0e‐08 0.791626 rs10472291 WDR70 Intergenic DOWNSTREAM downstream 0 24 5.405 NA 5

24 rs62358888 5 37759368 C T 0.3111 6.1e‐09 0.827977 rs10472291 Intergenic INTERGENIC intergenic 0 24 4.944 7 5

24 rs56065476 5 37767408 A T 0.3042 1.1e‐08 0.802719 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 4.842 5 5

24 rs4869547 5 37766057 C T 0.3062 1.0e‐08 0.809944 rs10472291 Intergenic INTERGENIC intergenic 0 24 4.340 7 5

24 rs1862577 5 37721865 A G 0.493 2.5e‐10 1 rs1862577 WDR70 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 24 3.723 NA 2

24 rs1363925 5 37728063 C T 0.4652 1.7e‐09 0.894035 rs1862577 WDR70 Transcript INTRONIC intron 0 24 3.659 NA 4

24 rs13361122 5 37764352 G A 0.3032 1.1e‐08 0.806913 rs10472291 Intergenic INTERGENIC intergenic 0 24 3.573 6 5

24 5:37772780:A:C rs10472291 5 37772780 A C 0.3459 3.8e‐11 1 rs10472291 Intergenic INTERGENIC intergenic 0 24 3.430 7 2

24 rs7707022 5 37766385 A G 0.3072 8.2e‐09 0.805857 rs10472291 Intergenic INTERGENIC intergenic 0 24 3.339 6 5

24 rs1019496 5 37773877 C T 0.2276 2.1e‐09 0.951012 rs2973068 Intergenic INTERGENIC intergenic 0 24 3.238 NA 5

24 rs12651803 5 37714165 A G 0.4672 1.5e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron 0 24 3.204 7 5

24 rs10461983 5 37706028 A G 0.4672 1.7e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron 0 24 3.135 6 4

24 rs2973059 5 37792042 G A 0.2634 1.2e‐06 0.768785 rs2973068 Intergenic INTERGENIC intergenic 0 24 2.962 NA 5

24 rs12519774 5 37703522 A G 0.4672 1.9e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron RNU6‐484P Intergenic UPSTREAM upstream 0 24 2.914 7 4

24 rs2973088 5 37751461 T G 0.3857 7.9e‐09 0.627938 rs1862577 WDR70 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 24 2.645 NA 4

24 rs2860520 5 37762690 A G 0.2336 4.6e‐09 0.938792 rs2973068 Intergenic INTERGENIC intergenic 0 24 2.535 7 5

24 rs2973069 5 37775861 G A 0.2296 2.8e‐09 0.950635 rs2973068 Intergenic INTERGENIC intergenic 0 24 2.534 NA 5

24 rs4869548 5 37778732 A G 0.3469 6.9e‐11 0.995679 rs10472291 Intergenic INTERGENIC intergenic 0 24 2.489 7 5

24 rs2910725 5 37737047 G A 0.1193 5.4e‐08 0.954741 rs13158957 WDR70 Transcript INTRONIC intron 0 24 2.402 NA 4

24 rs10070450 5 37774616 T C 0.3439 9.0e‐11 0.991313 rs10472291 Intergenic INTERGENIC intergenic 0 24 2.346 6 5

24 rs58244655 5 37765574 G A 0.3062 8.2e‐09 0.809944 rs10472291 Intergenic INTERGENIC intergenic 0 24 2.235 7 5

24 rs13154033 5 37684186 C G 0.4662 2.6e‐09 0.889534 rs1862577 WDR70 Transcript INTRONIC intron 0 24 2.231 6 4

24 rs11749343 5 37712373 A G 0.4662 1.3e‐09 0.897336 rs1862577 WDR70 Transcript INTRONIC intron 0 24 2.171 7 5

24 rs2112996 5 37758054 T A 0.2525 1.5e‐07 0.895658 rs2973068 WDR70 Intergenic DOWNSTREAM downstream 0 24 2.118 6 5

24 rs2366671 5 37747754 A G 0.1143 4.3e‐08 1 rs13158957 WDR70 Transcript INTRONIC intron 0 24 2.079 7 5

24 rs2161563 5 37780667 C T 0.3429 8.5e‐11 0.970022 rs10472291 Intergenic INTERGENIC intergenic 0 24 1.932 NA 5

24 rs4869542 5 37684507 G A 0.4662 3.6e‐09 0.889534 rs1862577 WDR70 Transcript INTRONIC intron 0 24 1.876 7 4

24 rs13158957 5 37748656 T G 0.1143 4.0e‐08 1 rs13158957 WDR70 Transcript INTRONIC intron 0 24 1.694 7 5

24 rs7719968 5 37775258 C T 0.3469 8.3e‐11 0.995679 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 1.432 3a 5

24 rs1019495 5 37774199 T A 0.3419 9.6e‐11 0.9827 rs10472291 Intergenic INTERGENIC intergenic 0 24 1.409 5 1

24 rs62358889 5 37759412 G C 0.3101 6.7e‐09 0.824575 rs10472291 Intergenic INTERGENIC intergenic 0 24 1.387 7 5

24 rs7700523 5 37768933 C T 0.3042 9.2e‐09 0.818911 rs10472291 Intergenic INTERGENIC intergenic 0 24 1.357 6 5

24 rs10058690 5 37781238 G A 0.3419 9.0e‐11 0.965857 rs10472291 Intergenic INTERGENIC intergenic 0 24 1.163 7 5

24 rs1862575 5 37777214 T A 0.3469 8.5e‐11 0.995679 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 1.131 5 2

24 rs10461984 5 37709829 G A 0.4712 1.3e‐09 0.875033 rs1862577 WDR70 Transcript INTRONIC intron 0 24 1.111 7 5

24 rs870100 5 37734211 C G 0.3857 6.5e‐09 0.627938 rs1862577 WDR70 Transcript INTRONIC intron 0 24 0.961 6 5

24 rs12513493 5 37704925 C T 0.4672 1.9e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron RNU6‐484P Intergenic UPSTREAM upstream 0 24 0.930 6 2

24 rs10473067 5 37775665 C T 0.3469 8.4e‐11 0.995679 rs10472291 Intergenic INTERGENIC intergenic 0 24 0.778 5 5

24 rs4272152 5 37765673 T A 0.3062 1.1e‐08 0.809944 rs10472291 Intergenic INTERGENIC intergenic 0 24 0.725 6 5

24 rs4431371 5 37702906 T C 0.4672 1.9e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron RNU6‐484P Intergenic UPSTREAM upstream 0 24 0.700 6 4

24 rs2973068 5 37778273 C G 0.2366 8.0e‐10 1 rs2973068 Intergenic INTERGENIC intergenic 0 24 0.504 7 5

24 rs13185923 5 37713005 T C 0.4662 1.7e‐09 0.897336 rs1862577 WDR70 Transcript INTRONIC intron 0 24 0.461 6 5

24 rs1363924 5 37771207 G C 0.3022 9.0e‐09 0.811735 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 0.369 3a 2

24 rs12521092 5 37705144 T C 0.4672 1.8e‐09 0.901056 rs1862577 WDR70 Transcript INTRONIC intron RNU6‐484P Intergenic UPSTREAM upstream 0 24 0.363 7 4

24 rs2973086 5 37751672 G A 0.4592 1.3e‐09 0.872965 rs1862577 WDR70 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 24 0.239 5 4

24 rs56868265 5 37777802 T C 0.2406 2.2e‐08 0.605103 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 0.214 4 6

24 rs11749345 5 37712383 A G 0.4662 1.3e‐09 0.897336 rs1862577 WDR70 Transcript INTRONIC intron 0 24 0.172 7 5

24 rs9292670 5 37758599 G A 0.3191 1.4e‐08 0.791955 rs10472291 RegulatoryFeature REGULATORY regulatory 0 24 0.048 4 5

25 rs56221586 15 40650402 G C 0.1531 1.6e‐10 0.920688 rs71472433 RegulatoryFeature REGULATORY regulatory DISP2 Intergenic UPSTREAM upstream 1 DISP2 1.00526e‐20 3.49097e‐19 DISP2 1.00526e‐20 3.49097e‐19 25 9.647 4 1

25 rs3803359 15 40662748 A G 0.1531 2.5e‐10 0.920688 rs71472433 DISP2 Transcript 3PRIME_UTR 3_prime_UTR RP11‐64K12.10 Intergenic UPSTREAM upstream 1 DISP2 2.15975e‐22 3.49097e‐19 DISP2 2.15975e‐22 3.49097e‐19 25 9.260 NA 4 top

25 rs12905240 15 40672145 T C 0.1551 2.8e‐09 0.844514 rs71472433 RegulatoryFeature REGULATORY regulatory KNSTRN Intergenic UPSTREAM upstream 1 DISP2 1.74021e‐22 3.49097e‐19 DISP2 1.74021e‐22 3.49097e‐19 25 7.888 4 2

25 15:40649609:A:C rs71472433 15 40649609 C A 0.1471 6.1e‐11 1 rs71472433 PHGR1 Intergenic DOWNSTREAM downstream DISP2 Intergenic UPSTREAM upstream 1 DISP2 5.2012e‐23 3.49097e‐19 DISP2 5.2012e‐23 3.49097e‐19 25 7.538 5 1

25 rs771029186 15 40646143 C CA 0.1471 2.0e‐10 0.966862 rs71472433 PHGR1 Transcript INTRONIC intron,feature_truncation DISP2 Intergenic UPSTREAM upstream 1 DISP2 2.48931e‐20 3.49097e‐19 DISP2 2.48931e‐20 3.49097e‐19 25 6.204 NA 1 top

25 rs3803360 15 40662669 T C 0.1531 2.1e‐10 0.920688 rs71472433 DISP2 Transcript 3PRIME_UTR 3_prime_UTR RP11‐64K12.10 Intergenic UPSTREAM upstream 1 DISP2 7.15611e‐23 3.49097e‐19 DISP2 7.15611e‐23 3.49097e‐19 25 5.283 NA 4

25 rs11634187 15 40722781 G T 0.1501 4.4e‐10 0.880482 rs71472433 IVD Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 DISP2 7.583e‐22 3.49097e‐19 DISP2 7.583e‐22 3.49097e‐19 25 5.005 2b 1

25 rs7164606 15 40645133 A G 0.1471 1.8e‐10 0.966862 rs71472433 PHGR1 Transcript INTRONIC intron 1 DISP2 2.48931e‐20 3.49097e‐19 DISP2 2.48931e‐20 3.49097e‐19 25 4.440 5 1

25 rs2289328 15 40705417 A G 0.1491 7.5e‐11 0.887933 rs71472433 IVD Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 DISP2 3.74554e‐25 3.49097e‐19 DISP2 3.74554e‐25 3.49097e‐19 25 4.095 NA 4

25 rs111832905 15 40647374 CAA C 0.1471 1.9e‐10 0.966862 rs71472433 PHGR1 Transcript INTRONIC intron,feature_elongation DISP2 Intergenic UPSTREAM upstream 0 25 2.937 NA 3

25 rs11636147 15 40721128 G C 0.1511 4.4e‐10 0.874505 rs71472433 IVD Transcript INTRONIC intron 1 DISP2 1.40339e‐21 3.49097e‐19 DISP2 1.40339e‐21 3.49097e‐19 25 2.275 5 5

25 rs35777573 15 40644246 A T 0.1461 1.9e‐10 0.958568 rs71472433 PHGR1 Transcript INTRONIC intron 1 DISP2 1.33515e‐22 3.49097e‐19 DISP2 1.33515e‐22 3.49097e‐19 25 1.014 6 1

25 rs7164581 15 40645098 C G 0.1471 1.7e‐10 0.966862 rs71472433 PHGR1 Transcript INTRONIC intron 1 DISP2 1.08366e‐20 3.49097e‐19 DISP2 1.08366e‐20 3.49097e‐19 25 0.855 3a 1

25 rs12913300 15 40655444 T C 0.1551 1.6e‐10 0.905858 rs71472433 DISP2 Transcript INTRONIC intron 1 DISP2 2.06705e‐23 3.49097e‐19 DISP2 2.06705e‐23 3.49097e‐19 25 0.756 6 5

25 rs35565646 15 40660515 A G 0.1531 1.9e‐10 0.920688 rs71472433 RegulatoryFeature REGULATORY regulatory LINC00594 Intergenic UPSTREAM upstream 1 DISP2 7.15611e‐23 3.49097e‐19 DISP2 7.15611e‐23 3.49097e‐19 25 0.381 2a 1

25 rs16970633 15 40642877 T G 0.1441 2.3e‐10 0.941647 rs71472433 PHGR1 Intergenic UPSTREAM upstream 1 DISP2 2.48931e‐20 3.49097e‐19 DISP2 2.48931e‐20 3.49097e‐19 25 0.245 1f 1

26 rs11650977 17 7392341 A G 0.3887 8.1e‐09 0.818823 rs12942267 POLR2A Transcript INTRONIC intron ZBTB4 Intergenic UPSTREAM upstream 1 CHRNB1 6.43136e‐06 5.01543e‐12 CHRNB1 6.43136e‐06 5.01543e‐12 26 13.73 1f 2 top

26 17:7434539_CACAA_C 17 7434539 C CACAA 0.3807 4.9e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 13.18 NA 7

26 rs2071502 17 7414958 C G 0.3847 1.8e‐07 0.763698 rs12942267 POLR2A Transcript INTRONIC intron 0 26 9.743 4 3

26 rs8075280 17 7434819 T A 0.3807 3.6e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 9.291 7 7

26 rs8076642 17 7383984 G A 0.3887 8.2e‐09 0.817899 rs12942267 ZBTB4 Transcript INTRONIC intron SLC35G6 Intergenic UPSTREAM upstream 1 CHRNB1 5.04047e‐06 5.01543e‐12 CHRNB1 5.04047e‐06 5.01543e‐12 26 9.284 7 1

26 rs11078680 17 7386428 A G 0.3887 6.8e‐09 0.818823 rs12942267 ZBTB4 Transcript INTRONIC intron POLR2A Intergenic UPSTREAM upstream 1 CHRNB1 6.43136e‐06 5.01543e‐12 CHRNB1 6.43136e‐06 5.01543e‐12 26 8.697 4 1

26 rs11654638 17 7437181 T C 0.3986 1.8e‐06 0.681092 rs12942267 Y_RNA Intergenic DOWNSTREAM downstream 0 26 8.570 6 7

26 rs8073584 17 7434818 T G 0.3807 4.6e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 7.756 7 7

26 rs67486302 17 7387350 CT C 0.4702 1.4e‐08 1 rs67486302 ZBTB4 Transcript 5PRIME_UTR 5_prime_UTR,feature_elongation POLR2A Intergenic UPSTREAM upstream 1 CHRNB1 8.17464e‐06 5.01543e‐12 CHRNB1 8.17464e‐06 5.01543e‐12 26 7.601 NA 1

26 rs55894190 17 7383238 T C 0.3877 7.6e‐09 0.813922 rs12942267 ZBTB4 Transcript INTRONIC intron SLC35G6 Intergenic UPSTREAM upstream 1 CHRNB1 1.02166e‐05 5.01543e‐12 CHRNB1 1.02166e‐05 5.01543e‐12 26 7.561 2b 1

26 rs11651206 17 7392204 A C 0.3877 8.0e‐09 0.813922 rs12942267 POLR2A Transcript INTRONIC intron ZBTB4 Intergenic UPSTREAM upstream 1 CHRNB1 6.43136e‐06 5.01543e‐12 CHRNB1 6.43136e‐06 5.01543e‐12 26 7.164 5 2

26 rs11649768 17 7421871 A G 0.3807 1.9e‐07 0.748764 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 0 26 6.974 6 5

26 rs8081271 17 7384628 G A 0.3877 7.9e‐09 0.813922 rs12942267 ZBTB4 Transcript INTRONIC intron SLC35G6 Intergenic UPSTREAM upstream 1 CHRNB1 6.43136e‐06 5.01543e‐12 CHRNB1 6.43136e‐06 5.01543e‐12 26 5.910 4 1

26 rs9675122 17 7420294 G C 0.341 3.4e‐08 0.895305 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 1 CHRNB1 4.51675e‐08 5.01543e‐12 CHRNB1 4.51675e‐08 5.01543e‐12 26 5.897 7 4

26 17:7389029_CTTTTT_C 17 7389029 C CTTTTT 0.4473 1.1e‐08 1 17:7389029_CTTTTT_C POLR2A Transcript INTRONIC intron,feature_truncation ZBTB4 Intergenic UPSTREAM upstream 0 26 5.708 NA 1

26 rs11658168 17 7406134 G A 0.3479 1.1e‐09 0.979639 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 1.76467e‐08 5.01543e‐12 CHRNB1 1.76467e‐08 5.01543e‐12 26 5.267 1f 4

26 rs55749333 17 7371932 T C 0.3449 2.2e‐10 0.99174 rs12942267 ZBTB4 Transcript INTRONIC intron 1 CHRNB1 2.26374e‐08 5.01543e‐12 CHRNB1 2.26374e‐08 5.01543e‐12 26 5.047 5 3

26 17:7408305_CAA_C 17 7408305 C CAA 0.493 1.1e‐08 1 17:7408305_CAA_C POLR2A Transcript INTRONIC intron,feature_truncation 0 26 5.037 NA 4

26 rs11078685 17 7411447 T C 0.3907 2.5e‐08 0.820524 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 6.24781e‐06 5.01543e‐12 CHRNB1 6.24781e‐06 5.01543e‐12 26 4.738 5 4

26 rs11654632 17 7437146 T C 0.3986 9.8e‐07 0.681092 rs12942267 Y_RNA Intergenic DOWNSTREAM downstream 0 26 4.101 7 7

26 rs56226499 17 7398223 T C 0.3897 1.0e‐08 0.822814 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 5.04047e‐06 5.01543e‐12 CHRNB1 5.04047e‐06 5.01543e‐12 26 3.815 5 4

26 rs8080690 17 7409499 T G 0.3907 2.5e‐08 0.820524 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 5.63223e‐06 5.01543e‐12 CHRNB1 5.63223e‐06 5.01543e‐12 26 3.298 6 4

26 rs8073937 17 7435040 A G 0.338 3.0e‐08 0.891048 rs12942267 Intergenic INTERGENIC intergenic 1 CHRNB1 4.12876e‐07 5.01543e‐12 CHRNB1 4.12876e‐07 5.01543e‐12 26 3.295 6 7

26 rs60915639 17 7427568 G T 0.3807 2.5e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 3.183 6 5

26 rs11656734 17 7426695 G C 0.3797 3.0e‐07 0.749835 rs12942267 RegulatoryFeature REGULATORY regulatory 0 26 2.538 2b 5

26 rs4468689 17 7422832 A T 0.3787 2.7e‐07 0.746149 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 0 26 2.488 7 5

26 17:7423081_TCA_T 17 7423081 T TCA 0.3787 1.6e‐07 0.746149 rs12942267 Intergenic INTERGENIC intergenic 0 26 2.095 NA 5

26 rs7209131 17 7376411 T C 0.3449 2.4e‐10 0.991722 rs12942267 ZBTB4 Transcript INTRONIC intron 1 CHRNB1 1.62399e‐06 5.01543e‐12 CHRNB1 1.62399e‐06 5.01543e‐12 26 1.983 6 4

26 rs11078687 17 7421672 A G 0.3807 2.9e‐07 0.748764 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 0 26 1.955 7 5

26 rs67328311 17 7352976 T G 0.3419 6.0e‐10 0.938628 rs12942267 CHRNB1 Transcript INTRONIC intron RP11‐104H15.10 Intergenic DOWNSTREAM downstream 1 CHRNB1 4.02561e‐08 5.01543e‐12 CHRNB1 4.02561e‐08 5.01543e‐12 26 1.892 7 4

26 rs7210659 17 7433459 A G 0.3807 3.7e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 1.806 4 7

26 rs6761 17 7417663 T C 0.3847 1.9e‐07 0.757761 rs12942267 POLR2A Transcript 3PRIME_UTR 3_prime_UTR 0 26 1.794 4 4

26 rs12600861 17 7355621 C A 0.339 1.9e‐10 0.951074 rs12942267 CHRNB1 Transcript INTRONIC intron 1 CHRNB1 5.85351e‐09 5.01543e‐12 CHRNB1 5.85351e‐09 5.01543e‐12 26 1.163 7 4

26 rs3853821 17 7396327 T G 0.3887 8.9e‐09 0.818823 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 6.43136e‐06 5.01543e‐12 CHRNB1 6.43136e‐06 5.01543e‐12 26 1.156 5 4

26 rs12451961 17 7351479 G A 0.3419 4.3e‐10 0.938848 rs12942267 CHRNB1 Transcript INTRONIC intron RP11‐104H15.8 Intergenic UPSTREAM upstream 1 CHRNB1 2.04733e‐08 5.01543e‐12 CHRNB1 2.04733e‐08 5.01543e‐12 26 1.155 7 4

26 rs9907045 17 7432369 T C 0.3797 3.8e‐07 0.749835 rs12942267 Intergenic INTERGENIC intergenic 0 26 1.101 5 9

26 rs763671529 17 7423230 CT C 0.4115 1.4e‐07 0.664219 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.981 NA 5

26 17:7422536_TTTTG_T 17 7422536 T TTTTG 0.3797 1.7e‐07 0.750929 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 0 26 0.969 NA 5

26 rs6503034 17 7430702 T C 0.3797 3.7e‐07 0.749835 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.862 6 5

26 rs7218694 17 7429319 A C 0.3767 9.2e‐07 0.744697 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.703 7 5

26 rs8081619 17 7423766 T C 0.3708 3.8e‐07 0.722112 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.660 7 5

26 rs9899741 17 7431516 T C 0.3807 3.8e‐07 0.754628 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.653 7 5

26 rs11078692 17 7426065 T C 0.3797 3.1e‐07 0.749835 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.637 7 1

26 rs7225954 17 7397274 A G 0.3887 9.3e‐09 0.818823 rs12942267 POLR2A Transcript INTRONIC intron 1 CHRNB1 1.67875e‐05 5.01543e‐12 CHRNB1 1.67875e‐05 5.01543e‐12 26 0.626 6 4

26 rs9217 17 7363088 C T 0.3419 2.2e‐10 0.96326 rs12942267 ZBTB4 Transcript 3PRIME_UTR 3_prime_UTR CHRNB1 Intergenic DOWNSTREAM downstream 1 CHRNB1 2.61112e‐09 5.01543e‐12 CHRNB1 2.61112e‐09 5.01543e‐12 26 0.624 5 4

26 rs2309751 17 7391524 G A 0.3887 8.6e‐09 0.818823 rs12942267 POLR2A Transcript INTRONIC intron ZBTB4 Intergenic UPSTREAM upstream 1 CHRNB1 1.15687e‐05 5.01543e‐12 CHRNB1 1.15687e‐05 5.01543e‐12 26 0.621 7 3

26 rs10852890 17 7424747 A G 0.3797 2.9e‐07 0.749835 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.517 6 5

26 rs34051502 17 7426263 GA G 0.3867 2.4e‐07 0.742157 rs12942267 RegulatoryFeature REGULATORY regulatory 0 26 0.422 NA 2

26 17:7430620_ATT_A 17 7430620 A ATT 0.3579 8.9e‐08 0.832857 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.416 NA 5

26 rs11658305 17 7429321 C A 0.3817 2.8e‐07 0.751355 rs12942267 Intergenic INTERGENIC intergenic 0 26 0.375 7 5

26 17:7372637:C:T rs12942267 17 7372637 T C 0.3449 6.7e‐11 1 rs12942267 ZBTB4 Transcript INTRONIC intron 1 CHRNB1 2.13246e‐07 5.01543e‐12 CHRNB1 2.13246e‐07 5.01543e‐12 26 0.280 7 4

26 rs549646028 17 7352423 AT A 0.339 3.5e‐09 0.754458 rs12942267 CHRNB1 Transcript INTRONIC intron,feature_elongation RP11‐104H15.10 Intergenic DOWNSTREAM downstream 0 26 0.137 NA 4

26 rs11655920 17 7421696 C T 0.3807 2.8e‐07 0.748764 rs12942267 POLR2A Intergenic DOWNSTREAM downstream 0 26 0.086 7 5

27 rs139922939 15 76703217 CTTT CTT 0.4742 1.3e‐07 0.64285 rs2056544 #NV #NV #NV #NV #NV #NV #NV #NV 0 27 #NV NA 5

27 rs12595738 15 76477155 A G 0.4563 5.4e‐07 0.643814 rs67306087 C15orf27 Transcript INTRONIC intron RP11‐593F23.1 Intergenic UPSTREAM upstream 1 SCAPER 1.87651e‐09 1.3597e‐12 RP11‐593F23.1 8.7777e‐08 2.03633e‐06 27 21.1 4 5 top



27 rs12916022 15 76510304 A G 0.4672 2.4e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 19.85 5 2 top

27 rs12907668 15 76589767 T A 0.4672 3.5e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 8.39885e‐08 1.3597e‐12 RP11‐593F23.1 8.37972e‐08 2.03633e‐06 27 16.77 7 5

27 rs937732 15 76496232 A G 0.2684 3.4e‐07 0.934493 rs2938697 C15orf27 CodingTranscript NON_SYNONYMOUS missense 1 SCAPER 1.0319e‐09 1.3597e‐12 RP11‐593F23.1 3.97683e‐10 2.03633e‐06 27 16.66 5 4 top

27 rs11637494 15 77148253 G A 0.3101 5.5e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.34206e‐16 1.3597e‐12 RP11‐593F23.1 2.69252e‐06 2.03633e‐06 27 16.45 7 4 top

27 rs3759853 15 76587777 T C 0.4672 3.3e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 1.23075e‐08 1.3597e‐12 RP11‐593F23.1 6.66802e‐08 2.03633e‐06 27 16.04 6 4

27 rs34748201 15 77221530 T G 0.494 2.8e‐07 0.708566 rs2056544 RCN2 Intergenic UPSTREAM upstream 1 SCAPER 3.87555e‐12 1.3597e‐12 RP11‐593F23.1 2.42275e‐05 2.03633e‐06 27 15.75 5 5

27 rs11638767 15 76655938 C T 0.331 1.2e‐07 0.684605 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 15.62 3a 4

27 rs4886783 15 76522104 G A 0.2704 8.7e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 5.78033e‐10 1.3597e‐12 RP11‐593F23.1 1.20064e‐09 2.03633e‐06 27 14.87 5 4

27 rs12595717 15 76477038 A G 0.4612 5.1e‐07 0.660299 rs67306087 C15orf27 Transcript INTRONIC intron RP11‐593F23.1 Intergenic UPSTREAM upstream 1 SCAPER 2.85946e‐09 1.3597e‐12 RP11‐593F23.1 5.51742e‐08 2.03633e‐06 27 14.64 4 5

27 15:76669733_CT_C 15 76669733 C CT 0.4732 6.9e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 14.16 NA 4

27 rs11072597 15 76763514 A C 0.327 9.4e‐08 0.667499 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 5.69809e‐15 1.3597e‐12 RP11‐593F23.1 1.24349e‐06 2.03633e‐06 27 14.06 6 4

27 rs17361504 15 76601871 G A 0.4622 9.3e‐07 0.684584 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 9.25451e‐08 1.3597e‐12 RP11‐593F23.1 1.51191e‐07 2.03633e‐06 27 14.03 1f 1

27 rs35710279 15 77082234 A T 0.3052 5.8e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.86955e‐17 1.3597e‐12 RP11‐593F23.1 2.90288e‐07 2.03633e‐06 27 13.86 6 5

27 rs11633869 15 77133322 C A 0.3101 4.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 7.62617e‐16 1.3597e‐12 RP11‐593F23.1 7.9274e‐06 2.03633e‐06 27 13.79 1f 4

27 rs7163397 15 76940315 G A 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.83855e‐13 1.3597e‐12 RP11‐593F23.1 1.30785e‐05 2.03633e‐06 27 13.70 7 4

27 rs62030246 15 76553588 A G 0.2465 1.9e‐07 0.862647 rs2938697 ETFA Transcript INTRONIC intron TYRO3P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 SCAPER 7.12144e‐10 1.3597e‐12 RP11‐593F23.1 1.15256e‐08 2.03633e‐06 27 13.67 5 4

27 rs12592686 15 77148295 C T 0.3101 4.7e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.72302e‐16 1.3597e‐12 RP11‐593F23.1 3.7999e‐06 2.03633e‐06 27 13.43 7 4

27 rs2048856 15 76800083 T C 0.3489 1.8e‐08 0.735394 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.66878e‐14 1.3597e‐12 RP11‐593F23.1 1.41615e‐05 2.03633e‐06 27 13.28 NA 5

27 rs4312276 15 77164361 C T 0.3052 6.6e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 13.25 5 5

27 rs907594 15 77197745 A C 0.3072 5.4e‐07 0.618823 rs2056544 RegulatoryFeature REGULATORY regulatory SCAPER Intergenic UPSTREAM upstream 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 13.12 2b 1

27 rs3816266 15 76993835 G T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.00564e‐12 1.3597e‐12 RP11‐593F23.1 5.51532e‐05 2.03633e‐06 27 12.96 6 4

27 rs12440835 15 77037035 A T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 12.83 6 4

27 rs11635463 15 76762986 T C 0.327 9.4e‐08 0.667499 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 5.06835e‐15 1.3597e‐12 RP11‐593F23.1 7.14234e‐07 2.03633e‐06 27 12.81 5 4

27 rs34478400 15 76923510 T C 0.494 1.5e‐08 0.726469 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 12.74 6 5

27 rs4442773 15 77031633 C T 0.495 1.5e‐08 0.723612 rs2056544 SCAPER Transcript INTRONIC intron RN7SKP217 Intergenic DOWNSTREAM downstream 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 12.49 5 4

27 rs2137307 15 77149020 A T 0.495 2.2e‐08 0.724655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.1817e‐12 1.3597e‐12 SCAPER 2.1817e‐12 1.3597e‐12 27 12.47 6 4

27 rs67920045 15 76800084 A G 0.496 9.2e‐09 0.720766 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.92115e‐13 1.3597e‐12 RP11‐593F23.1 5.53568e‐05 2.03633e‐06 27 12.25 7 5

27 rs3812908 15 77176158 C T 0.3101 8.1e‐07 0.625162 rs2056544 SCAPER CodingTranscript NON_SYNONYMOUS initiator_codon 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 11.99 6 4

27 rs2456046 15 76489113 G A 0.4672 3.9e‐07 0.690807 rs67306087 C15orf27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 8.04479e‐08 1.3597e‐12 RP11‐593F23.1 2.14152e‐08 2.03633e‐06 27 11.81 1f 2

27 rs7164813 15 76708066 C T 0.4732 1.1e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.30832e‐12 1.3597e‐12 RP11‐593F23.1 4.64191e‐07 2.03633e‐06 27 11.51 6 5

27 rs11072580 15 76540231 A G 0.4662 2.3e‐07 0.693211 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 2.40773e‐08 1.3597e‐12 RP11‐593F23.1 1.16438e‐08 2.03633e‐06 27 11.43 7 4

27 rs769783386 15 77154589 G GCTTTTATAAAA0.498 6.0e‐08 0.690658 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 1.95535e‐12 1.3597e‐12 RP11‐593F23.1 1.90249e‐05 2.03633e‐06 27 11.42 NA 5

27 rs61275737 15 76503604 A T 0.2714 1.2e‐07 0.929607 rs2938697 C15orf27 Transcript INTRONIC intron,NMD ETFA Intergenic DOWNSTREAM downstream 1 SCAPER 2.64156e‐09 1.3597e‐12 RP11‐593F23.1 2.78828e‐10 2.03633e‐06 27 11.36 3a 4

27 rs12903874 15 76693318 T A 0.33 1.2e‐07 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.55898e‐14 1.3597e‐12 RP11‐593F23.1 7.26147e‐06 2.03633e‐06 27 11.29 6 5

27 rs7166156 15 77194282 A G 0.494 2.0e‐08 0.719728 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.96542e‐13 1.3597e‐12 RP11‐593F23.1 3.10908e‐05 2.03633e‐06 27 10.93 7 5

27 rs2120108 15 76869929 C A 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 10.92 6 1

27 rs8025991 15 77155268 T C 0.3101 2.3e‐07 0.610683 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.99908e‐15 1.3597e‐12 RP11‐593F23.1 8.85282e‐06 2.03633e‐06 27 10.78 6 5

27 rs8033494 15 76527630 A G 0.2684 1.1e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 10.74 4 4

27 rs3991793 15 76594953 A C 0.2644 5.8e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 10.74 NA 5

27 rs7350777 15 76985441 A G 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.68335e‐13 1.3597e‐12 RP11‐593F23.1 3.24395e‐05 2.03633e‐06 27 10.59 6 5

27 rs56351018 15 76824591 C T 0.4751 9.4e‐08 0.655122 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 10.46 7 5

27 rs2468130 15 76796496 C T 0.3489 1.7e‐08 0.742649 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.07851e‐14 1.3597e‐12 RP11‐593F23.1 1.25833e‐05 2.03633e‐06 27 10.44 NA 4

27 rs7164060 15 76707694 C T 0.4732 1.1e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 10.37 6 5

27 rs2454450 15 76831236 A G 0.33 1.5e‐07 0.688614 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.79737e‐14 1.3597e‐12 RP11‐593F23.1 1.90725e‐05 2.03633e‐06 27 10.23 NA 5

27 rs2404737 15 76872217 G T 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.15778e‐13 1.3597e‐12 RP11‐593F23.1 2.0187e‐05 2.03633e‐06 27 10.16 NA 5

27 rs11072616 15 76985269 C T 0.3101 4.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 10.08 5 5

27 rs4886784 15 76524644 G T 0.2704 7.6e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 4.58032e‐09 1.3597e‐12 RP11‐593F23.1 8.79468e‐10 2.03633e‐06 27 10.08 5 4

27 rs12595586 15 77172210 G A 0.493 2.7e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.11084e‐13 1.3597e‐12 SCAPER 7.11084e‐13 1.3597e‐12 27 9.934 5 4

27 rs908817 15 76639191 A G 0.3419 1.6e‐07 0.636869 rs2056544 RegulatoryFeature REGULATORY regulatory RP11‐685G9.2 Intergenic UPSTREAM upstream 1 SCAPER 6.15067e‐14 1.3597e‐12 RP11‐593F23.1 5.12571e‐07 2.03633e‐06 27 9.854 NA 1

27 rs28823285 15 77050395 C T 0.3101 4.1e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.17848e‐16 1.3597e‐12 RP11‐593F23.1 7.21625e‐06 2.03633e‐06 27 9.823 7 4

27 rs2436996 15 76817420 T C 0.327 1.6e‐07 0.674447 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.12661e‐14 1.3597e‐12 RP11‐593F23.1 2.28895e‐07 2.03633e‐06 27 9.809 7 5

27 rs62030229 15 76510700 T C 0.2316 1.2e‐06 0.77942 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 8.77163e‐07 1.3597e‐12 RP11‐593F23.1 2.89307e‐07 2.03633e‐06 27 9.765 7 4

27 rs12902506 15 76478062 A G 0.4602 4.7e‐07 0.657392 rs67306087 C15orf27 Transcript INTRONIC intron RP11‐593F23.1 Intergenic UPSTREAM upstream 1 SCAPER 1.87651e‐09 1.3597e‐12 RP11‐593F23.1 8.7777e‐08 2.03633e‐06 27 9.737 1f 2

27 rs35093755 15 76566068 TA T 0.4672 1.9e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 3.00151e‐09 1.3597e‐12 RP11‐593F23.1 3.50583e‐08 2.03633e‐06 27 9.720 NA 4

27 rs62026898 15 76944371 A C 0.3091 3.3e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.85097e‐15 1.3597e‐12 RP11‐593F23.1 3.67217e‐06 2.03633e‐06 27 9.682 7 5

27 rs3991794 15 76591820 C T 0.2674 1.4e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 9.530 NA 5

27 rs11852777 15 76929792 G A 0.3082 6.4e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.57269e‐16 1.3597e‐12 RP11‐593F23.1 3.24359e‐06 2.03633e‐06 27 9.325 6 4

27 rs8039545 15 76707247 G A 0.4732 1.1e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.09712e‐13 1.3597e‐12 RP11‐593F23.1 8.12395e‐07 2.03633e‐06 27 9.317 7 4

27 rs66986092 15 76790149 C T 0.4751 8.7e‐08 0.64746 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.57283e‐12 1.3597e‐12 RP11‐593F23.1 4.70545e‐06 2.03633e‐06 27 9.263 7 5

27 rs113973872 15 76497328 TTTGA T 0.2694 1.3e‐07 0.929432 rs2938697 C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 6.46862e‐09 1.3597e‐12 RP11‐593F23.1 6.14216e‐09 2.03633e‐06 27 9.098 NA 4

27 rs36070630 15 76949259 C T 0.499 1.3e‐08 0.714398 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.25183e‐13 1.3597e‐12 SCAPER 3.25183e‐13 1.3597e‐12 27 9.049 7 5

27 rs8028504 15 76587319 C G 0.2674 1.0e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 8.54115e‐09 1.3597e‐12 RP11‐593F23.1 8.60908e‐10 2.03633e‐06 27 9.008 6 5

27 rs71143340 15 76852788 CCA C 0.4751 1.2e‐07 0.655122 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 8.994 NA 4

27 rs78184956 15 77192207 A G 0.3082 3.6e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.55972e‐15 1.3597e‐12 RP11‐593F23.1 7.21279e‐06 2.03633e‐06 27 8.882 7 5

27 rs1875885 15 76638081 A G 0.4851 7.3e‐08 0.613122 rs2056544 RegulatoryFeature REGULATORY regulatory RP11‐685G9.2 Intergenic UPSTREAM upstream 1 SCAPER 7.31224e‐12 1.3597e‐12 RP11‐593F23.1 4.38131e‐07 2.03633e‐06 27 8.799 NA 1

27 rs3784449 15 76517048 A G 0.2684 1.2e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 8.730 5 4

27 rs56275930 15 77192524 T C 0.3082 4.7e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 27 8.704 6 5

27 rs34695797 15 76628864 TG T 0.4811 1.1e‐07 0.64344 rs67306087 RegulatoryFeature REGULATORY regulatory ISL2 Intergenic UPSTREAM upstream 1 SCAPER 2.99083e‐10 1.3597e‐12 RP11‐593F23.1 4.04665e‐07 2.03633e‐06 27 8.697 NA 1

27 rs9707794 15 77181555 C T 0.3101 5.6e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 8.679 7 5

27 rs12911902 15 77053575 C T 0.495 1.5e‐08 0.723612 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.44399e‐13 1.3597e‐12 RP11‐593F23.1 3.50704e‐05 2.03633e‐06 27 8.527 6 4

27 rs4886840 15 77179002 G A 0.3082 5.0e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 8.500 6 5

27 rs536175475 15 77139718 CA C 0.3032 1.3e‐06 0.602045 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 8.470 NA 5

27 rs2016734 15 76507021 A G 0.2704 7.2e‐08 0.933872 rs2938697 C15orf27 Transcript INTRONIC intron,NMD ETFA Intergenic DOWNSTREAM downstream 1 SCAPER 4.069e‐09 1.3597e‐12 RP11‐593F23.1 2.99152e‐09 2.03633e‐06 27 8.091 NA 4

27 rs8036703 15 76951040 G A 0.499 1.3e‐08 0.722178 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.83599e‐13 1.3597e‐12 RP11‐593F23.1 3.12871e‐05 2.03633e‐06 27 8.080 7 4

27 rs11384573 15 76586332 CA C 0.2674 1.4e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 8.057 NA 4

27 rs907593 15 77196953 A G 0.3032 5.2e‐07 0.603129 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 7.999 4 1

27 rs2120109 15 76900654 T C 0.3042 6.9e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.58033e‐18 1.3597e‐12 RP11‐593F23.1 8.83622e‐07 2.03633e‐06 27 7.961 6 5

27 rs6495206 15 76870963 T C 0.4165 6.5e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.15863e‐12 1.3597e‐12 SCAPER 2.15863e‐12 1.3597e‐12 27 7.922 7 4

27 rs1125932 15 76820540 T C 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.61051e‐13 1.3597e‐12 RP11‐593F23.1 3.42653e‐05 2.03633e‐06 27 7.891 7 5

27 rs1850722 15 76571124 T C 0.2674 9.6e‐08 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 5.81371e‐09 1.3597e‐12 RP11‐593F23.1 2.00235e‐09 2.03633e‐06 27 7.875 NA 4

27 rs8030454 15 76591193 G A 0.2674 1.3e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.17602e‐08 1.3597e‐12 RP11‐593F23.1 1.0523e‐09 2.03633e‐06 27 7.861 7 5

27 rs34802988 15 77017758 TAA T 0.497 4.9e‐08 0.725725 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 7.818 NA 4

27 15:76980549_CAT_C 15 76980549 C CAT 0.3082 8.6e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 8.89424e‐17 1.3597e‐12 RP11‐593F23.1 7.91168e‐07 2.03633e‐06 27 7.783 NA 5

27 rs62028423 15 76754514 A G 0.33 9.6e‐08 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.51972e‐14 1.3597e‐12 RP11‐593F23.1 7.97772e‐06 2.03633e‐06 27 7.716 7 1

27 rs12913024 15 77145216 T C 0.3052 6.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.4811e‐17 1.3597e‐12 RP11‐593F23.1 2.94544e‐07 2.03633e‐06 27 7.625 7 4

27 rs760083524 15 76683138 C CTATGTTGTGTT0.331 8.6e‐08 0.684605 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 7.563 NA 5

27 rs8029637 15 76587487 C T 0.2674 1.7e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 7.524 1f 4

27 rs12594556 15 77165363 A G 0.493 1.6e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.13378e‐13 1.3597e‐12 SCAPER 2.13378e‐13 1.3597e‐12 27 7.519 7 5

27 rs11634796 15 76598918 T C 0.2644 3.7e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.41632e‐08 1.3597e‐12 RP11‐593F23.1 3.00144e‐09 2.03633e‐06 27 7.518 5 5

27 rs11631959 15 77040048 C T 0.3101 4.1e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.21093e‐16 1.3597e‐12 RP11‐593F23.1 6.85972e‐06 2.03633e‐06 27 7.515 6 4

27 15:76514667_AT_A 15 76514667 A AT 0.2724 1.3e‐07 0.925115 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation C15orf27 Transcript INTRONIC intron,NMD,feature_t 0 27 7.476 NA 4

27 rs12898416 15 77042292 G C 0.3052 6.7e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.78738e‐17 1.3597e‐12 RP11‐593F23.1 2.49895e‐06 2.03633e‐06 27 7.469 6 4

27 rs10152247 15 76942252 G T 0.3101 3.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.16593e‐15 1.3597e‐12 RP11‐593F23.1 3.0574e‐06 2.03633e‐06 27 7.384 7 4

27 rs757700883 15 77107265 C CAAA 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 7.31011e‐13 1.3597e‐12 RP11‐593F23.1 3.42448e‐05 2.03633e‐06 27 7.350 NA 5

27 rs71405204 15 76635305 G C 0.2813 1.7e‐07 0.787397 rs2938697 RegulatoryFeature REGULATORY regulatory RP11‐685G9.4 Intergenic UPSTREAM upstream 1 SCAPER 2.57127e‐11 1.3597e‐12 RP11‐593F23.1 3.23671e‐08 2.03633e‐06 27 7.348 4 1

27 rs3065642 15 76479485 CTGAA C 0.2575 5.6e‐07 0.88837 rs2938697 C15orf27 Transcript INTRONIC intron,feature_elongation 1 SCAPER 1.97648e‐10 1.3597e‐12 RP11‐593F23.1 6.95947e‐09 2.03633e‐06 27 7.331 NA 5

27 rs12438362 15 77243990 C G 0.494 1.9e‐07 0.694224 rs2056544 RCN2 Intergenic DOWNSTREAM downstream 1 SCAPER 3.87555e‐12 1.3597e‐12 RP11‐593F23.1 2.42275e‐05 2.03633e‐06 27 7.209 5 4

27 rs12595211 15 76528831 T C 0.4662 2.9e‐07 0.693211 rs67306087 ETFA Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 1.66365e‐09 1.3597e‐12 RP11‐593F23.1 1.03037e‐07 2.03633e‐06 27 7.177 1f 4

27 rs56089215 15 76717813 A C 0.4732 1.1e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 7.171 7 5

27 rs58117069 15 77054708 CT C 0.4791 5.9e‐08 0.614386 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 7.157 NA 4

27 rs34465105 15 76658001 AT A 0.328 1.5e‐07 0.670475 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 7.132 NA 5

27 rs58973160 15 77000342 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.42941e‐13 1.3597e‐12 RP11‐593F23.1 3.23527e‐05 2.03633e‐06 27 7.119 6 5

27 rs7174953 15 76906847 C A 0.495 1.5e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 7.038 6 5

27 rs2938697 15 76554991 C T 0.2793 3.2e‐08 1 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.33622e‐09 1.3597e‐12 RP11‐593F23.1 2.62117e‐08 2.03633e‐06 27 7.029 6 4

27 rs781541691 15 76961726 T TAAAAC 0.3101 3.9e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 7.017 NA 5

27 rs11072587 15 76571053 T A 0.2674 1.1e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 4.79384e‐09 1.3597e‐12 RP11‐593F23.1 5.49997e‐10 2.03633e‐06 27 6.963 7 4

27 rs34103231 15 76912690 G A 0.3042 6.9e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.78419e‐17 1.3597e‐12 RP11‐593F23.1 4.37125e‐07 2.03633e‐06 27 6.945 6 4

27 rs2003344 15 76632301 C T 0.2813 1.1e‐07 0.788306 rs2938697 ISL2 Transcript INTRONIC intron RP11‐685G9.4 Intergenic UPSTREAM upstream 1 SCAPER 1.9998e‐11 1.3597e‐12 RP11‐593F23.1 5.0841e‐08 2.03633e‐06 27 6.842 NA 1

27 rs12909718 15 76488621 T C 0.4672 2.9e‐07 0.697262 rs67306087 C15orf27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 6.823 5 2

27 rs937733 15 76496340 T C 0.2674 2.7e‐07 0.938835 rs2938697 C15orf27 CodingTranscript NON_SYNONYMOUS missense 1 SCAPER 1.79769e‐09 1.3597e‐12 RP11‐593F23.1 1.24274e‐09 2.03633e‐06 27 6.726 5 4

27 rs12898810 15 76904738 C T 0.3052 5.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 6.685 6 5

27 rs1607017 15 76726465 T G 0.327 1.4e‐07 0.661534 rs2056544 SCAPER CodingTranscript NON_SYNONYMOUS missense RegulatoryFeature REGULATORY regulatory 1 SCAPER 5.86236e‐15 1.3597e‐12 RP11‐593F23.1 6.29033e‐07 2.03633e‐06 27 6.649 NA 4

27 rs62030232 15 76518640 G T 0.2704 7.9e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 4.58032e‐09 1.3597e‐12 RP11‐593F23.1 8.79468e‐10 2.03633e‐06 27 6.635 6 4

27 rs4886818 15 76880939 A G 0.4165 6.4e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic DOWNSTREAM downstream 1 SCAPER 3.29679e‐13 1.3597e‐12 SCAPER 3.29679e‐13 1.3597e‐12 27 6.627 7 5

27 rs28895952 15 76856776 G A 0.3072 6.3e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.83631e‐16 1.3597e‐12 RP11‐593F23.1 1.37783e‐06 2.03633e‐06 27 6.623 7 5

27 rs776154660 15 77051299 A ATATAT 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 7.04995e‐13 1.3597e‐12 RP11‐593F23.1 5.05913e‐05 2.03633e‐06 27 6.611 NA 4

27 rs117129193 15 76656803 G A 0.4732 1.5e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 6.588 7 4

27 rs4886488 15 76596700 A G 0.2644 8.7e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.44923e‐08 1.3597e‐12 RP11‐593F23.1 2.0246e‐09 2.03633e‐06 27 6.484 7 5

27 rs769019195 15 76843449 C CAGGAACATAA0.4751 1.1e‐07 0.655122 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 1.71151e‐12 1.3597e‐12 RP11‐593F23.1 5.79418e‐06 2.03633e‐06 27 6.451 NA 5

27 rs4886824 15 76969256 G A 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.18103e‐13 1.3597e‐12 SCAPER 1.18103e‐13 1.3597e‐12 27 6.390 6 5

27 rs11072620 15 77048770 A T 0.3101 4.1e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 6.389 5 4



27 rs12910382 15 77053442 C A 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 6.325 6 4

27 rs2083762 15 76907376 C T 0.4195 4.0e‐10 0.996039 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.34966e‐12 1.3597e‐12 SCAPER 2.34966e‐12 1.3597e‐12 27 6.318 2b 5

27 rs1011084 15 77007480 G C 0.3052 5.2e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 6.249 5 4

27 rs2456076 15 76557553 G T 0.4662 2.4e‐07 0.693211 rs67306087 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.26202e‐08 1.3597e‐12 RP11‐593F23.1 4.55691e‐09 2.03633e‐06 27 6.139 7 4

27 rs12438540 15 76943213 G C 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.0429e‐14 1.3597e‐12 RP11‐593F23.1 3.13718e‐05 2.03633e‐06 27 6.126 6 5

27 rs35374222 15 77071394 T G 0.3052 6.5e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.18791e‐17 1.3597e‐12 RP11‐593F23.1 3.98993e‐07 2.03633e‐06 27 6.123 7 5

27 rs35514634 15 76942043 TA T 0.3042 4.3e‐07 0.604818 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 8.83365e‐17 1.3597e‐12 RP11‐593F23.1 9.02456e‐06 2.03633e‐06 27 6.112 NA 4

27 15:76692345_CA_C 15 76692345 C CA 0.4056 2.5e‐09 0.826889 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 27 6.107 NA 5

27 rs11378514 15 76681300 CA C 0.326 4.1e‐08 0.62926 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 6.086 NA 5

27 rs34893715 15 76560265 A G 0.4672 2.6e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 3.00151e‐09 1.3597e‐12 RP11‐593F23.1 3.48371e‐08 2.03633e‐06 27 6.037 6 4

27 rs11634019 15 76634680 C T 0.2803 1.4e‐07 0.791432 rs2938697 ISL2 Transcript 3PRIME_UTR 3_prime_UTR RP11‐685G9.4 Intergenic UPSTREAM upstream 1 SCAPER 2.57127e‐11 1.3597e‐12 RP11‐593F23.1 3.23671e‐08 2.03633e‐06 27 6.001 1f 1

27 rs12592501 15 76554790 A C 0.4672 2.6e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 3.65144e‐08 1.3597e‐12 RP11‐593F23.1 8.5775e‐08 2.03633e‐06 27 5.986 5 4

27 rs2469204 15 77256130 G T 0.3539 4.7e‐06 0.728392 rs2056544 RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.93364e‐07 1.3597e‐12 SCAPER 2.93364e‐07 1.3597e‐12 27 5.969 NA 5

27 rs2404733 15 76954064 G A 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.38171e‐13 1.3597e‐12 RP11‐593F23.1 3.36982e‐05 2.03633e‐06 27 5.968 NA 4

27 15:76564255_TAC_T 15 76564255 T TAC 0.3976 1.1e‐08 1 15:76564255_TAC_T ETFA Transcript INTRONIC intron,feature_truncation 0 27 5.943 NA 4

27 rs60658665 15 77042508 C T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 5.918 6 4

27 rs12438186 15 76925022 C A 0.495 1.5e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.38171e‐13 1.3597e‐12 RP11‐593F23.1 3.36982e‐05 2.03633e‐06 27 5.906 7 5

27 rs3991792 15 76595239 C G 0.2667 4.6e‐07 0.976916 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 2.42629e‐08 1.3597e‐12 RP11‐593F23.1 3.94034e‐10 2.03633e‐06 27 5.899 7 5

27 rs12908421 15 76881794 G T 0.4901 3.7e‐09 0.709014 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic DOWNSTREAM downstream 1 SCAPER 3.49099e‐12 1.3597e‐12 RP11‐593F23.1 2.72579e‐05 2.03633e‐06 27 5.866 3a 1

27 rs367809165 15 76884597 TC T 0.496 8.5e‐08 0.674592 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 5.854 NA 5

27 rs1443115 15 77041829 C T 0.3052 6.7e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.89953e‐16 1.3597e‐12 RP11‐593F23.1 2.8984e‐06 2.03633e‐06 27 5.776 7 4

27 rs201912063 15 77170765 A AG 0.3032 6.0e‐07 0.603129 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 7.01037e‐17 1.3597e‐12 RP11‐593F23.1 1.2684e‐06 2.03633e‐06 27 5.775 NA 5

27 rs10851892 15 77176491 C T 0.3052 1.0e‐06 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.84679e‐17 1.3597e‐12 RP11‐593F23.1 8.12831e‐07 2.03633e‐06 27 5.722 7 5

27 rs57682236 15 76868478 A G 0.3042 4.6e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 5.610 7 1

27 rs62026889 15 76917885 T C 0.3082 8.3e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 3.34206e‐16 1.3597e‐12 RP11‐593F23.1 2.69252e‐06 2.03633e‐06 27 5.590 4 4

27 rs60371615 15 76478500 G T 0.2584 3.6e‐07 0.892647 rs2938697 C15orf27 Transcript INTRONIC intron RP11‐593F23.1 Intergenic UPSTREAM upstream 1 SCAPER 1.19877e‐11 1.3597e‐12 RP11‐593F23.1 7.03521e‐10 2.03633e‐06 27 5.572 2b 5

27 rs2120107 15 76869789 G A 0.4165 7.3e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.15863e‐12 1.3597e‐12 SCAPER 2.15863e‐12 1.3597e‐12 27 5.546 6 2

27 rs4886781 15 76507952 T C 0.2704 7.4e‐08 0.933872 rs2938697 ETFA Transcript 3PRIME_UTR 3_prime_UTR C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 4.069e‐09 1.3597e‐12 RP11‐593F23.1 2.99152e‐09 2.03633e‐06 27 5.543 5 4

27 rs146105925 15 76533986 CA C 0.2684 9.6e‐08 0.925494 rs2938697 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 4.73927e‐09 1.3597e‐12 RP11‐593F23.1 5.34736e‐10 2.03633e‐06 27 5.499 NA 4

27 rs17461634 15 76764107 A G 0.4732 8.6e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 5.341 5 4

27 rs12437627 15 76845050 C T 0.4751 1.0e‐07 0.655122 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 5.320 6 4

27 rs4886791 15 76596250 T C 0.2644 5.6e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.41632e‐08 1.3597e‐12 RP11‐593F23.1 3.00144e‐09 2.03633e‐06 27 5.295 6 5

27 rs2461870 15 76813920 G T 0.3529 1.3e‐08 0.768685 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.24745e‐13 1.3597e‐12 SCAPER 1.24745e‐13 1.3597e‐12 27 5.286 6 5

27 rs11855296 15 77092962 T C 0.3052 5.9e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 5.270 6 4

27 rs71405216 15 76841655 G T 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.85878e‐13 1.3597e‐12 RP11‐593F23.1 3.10787e‐05 2.03633e‐06 27 5.252 6 5

27 rs1838048 15 76931679 G A 0.495 1.7e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.29858e‐13 1.3597e‐12 RP11‐593F23.1 5.0075e‐05 2.03633e‐06 27 5.215 7 5

27 rs12904198 15 77146978 A G 0.495 2.2e‐08 0.724655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.86684e‐13 1.3597e‐12 RP11‐593F23.1 1.20098e‐05 2.03633e‐06 27 5.206 7 4

27 rs11630402 15 76960078 C G 0.3052 5.4e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.3388e‐16 1.3597e‐12 RP11‐593F23.1 1.30996e‐06 2.03633e‐06 27 5.170 6 5

27 rs11072631 15 77132909 C T 0.3052 5.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 5.108 5 4

27 rs12913810 15 77166675 C T 0.494 1.8e‐08 0.719728 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.79139e‐13 1.3597e‐12 SCAPER 7.79139e‐13 1.3597e‐12 27 5.108 7 4

27 rs55778276 15 77136590 A T 0.3052 9.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.32922e‐11 1.3597e‐12 SCAPER 1.32922e‐11 1.3597e‐12 27 5.060 3a 5

27 15:77082571_CA_C 15 77082571 C CA 0.4105 1.6e‐09 0.929197 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 5.050 NA 4

27 rs3215000 15 76584686 TA T 0.4652 2.0e‐07 0.689171 rs67306087 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 2.05125e‐07 1.3597e‐12 RP11‐593F23.1 2.4996e‐07 2.03633e‐06 27 5.036 NA 4

27 rs2404604 15 76991105 G A 0.3052 5.7e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 4.976 NA 4

27 rs1875884 15 76638161 T C 0.4851 7.7e‐08 0.613122 rs2056544 RegulatoryFeature REGULATORY regulatory RP11‐685G9.2 Intergenic UPSTREAM upstream 1 SCAPER 1.32802e‐11 1.3597e‐12 RP11‐593F23.1 3.71819e‐07 2.03633e‐06 27 4.964 NA 1

27 15:76761639_AT_A 15 76761639 A AT 0.4751 9.3e‐08 0.653857 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 7.04704e‐13 1.3597e‐12 RP11‐593F23.1 1.44107e‐05 2.03633e‐06 27 4.956 NA 4

27 rs34362053 15 76847128 TC T 0.4761 1.8e‐07 0.652083 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 4.929 NA 5

27 rs11072591 15 76649562 A G 0.331 8.3e‐08 0.684605 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.63773e‐14 1.3597e‐12 RP11‐593F23.1 1.76158e‐06 2.03633e‐06 27 4.928 6 4

27 rs870296 15 76495004 A C 0.2664 4.0e‐07 0.934455 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.79769e‐09 1.3597e‐12 RP11‐593F23.1 1.24274e‐09 2.03633e‐06 27 4.861 5 4

27 rs56246286 15 76690731 T C 0.33 1.3e‐07 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 4.850 3a 5

27 rs12902452 15 76921465 C T 0.495 1.4e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.42477e‐13 1.3597e‐12 SCAPER 9.42477e‐13 1.3597e‐12 27 4.843 7 5

27 rs4381566 15 76589262 G A 0.4672 3.7e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 1.25987e‐08 1.3597e‐12 RP11‐593F23.1 6.64091e‐08 2.03633e‐06 27 4.827 6 4

27 rs3898352 15 76521770 A G 0.2704 8.8e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 5.78033e‐10 1.3597e‐12 RP11‐593F23.1 1.20064e‐09 2.03633e‐06 27 4.819 NA 4

27 rs4886484 15 76527955 C G 0.3757 1.4e‐08 0.846595 15:76564255_TAC_T ETFA Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 3.35714e‐10 1.3597e‐12 RP11‐593F23.1 3.78019e‐08 2.03633e‐06 27 4.774 4 4

27 rs12437733 15 77155562 G A 0.495 1.7e‐08 0.710161 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 4.732 4 5

27 rs58511211 15 76818070 C T 0.4742 1.1e‐07 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 4.655 6 5

27 rs34924128 15 76965169 G T 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.26386e‐13 1.3597e‐12 RP11‐593F23.1 3.46031e‐05 2.03633e‐06 27 4.650 5 5

27 rs17364076 15 76760891 T C 0.4742 8.5e‐08 0.650509 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 1.79822e‐12 1.3597e‐12 RP11‐593F23.1 8.91289e‐06 2.03633e‐06 27 4.645 6 4

27 rs12594212 15 76802014 A T 0.4175 3.4e‐10 0.988049 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.98773e‐13 1.3597e‐12 SCAPER 3.98773e‐13 1.3597e‐12 27 4.530 7 5

27 rs572570407 15 76960302 TA T 0.5 1.0e‐08 0.718326 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 4.440 NA 5

27 rs12440815 15 76627328 A C 0.4811 2.1e‐07 0.64344 rs67306087 RP11‐685G9.2 Intergenic DOWNSTREAM downstream ISL2 Intergenic UPSTREAM upstream 1 SCAPER 1.15501e‐09 1.3597e‐12 RP11‐593F23.1 7.72701e‐07 2.03633e‐06 27 4.422 5 4

27 rs62029232 15 77147135 A C 0.3101 7.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 0 27 4.409 6 4

27 rs11635273 15 76981325 A G 0.3082 7.4e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.43246e‐15 1.3597e‐12 RP11‐593F23.1 3.03796e‐06 2.03633e‐06 27 4.335 6 5

27 rs12913096 15 76551852 A G 0.4672 2.5e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron TYRO3P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 SCAPER 9.93703e‐09 1.3597e‐12 RP11‐593F23.1 9.40121e‐06 2.03633e‐06 27 4.278 1f 4

27 rs2404600 15 77173557 T C 0.3032 5.8e‐07 0.603129 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.84679e‐17 1.3597e‐12 RP11‐593F23.1 8.12831e‐07 2.03633e‐06 27 4.270 NA 4

27 rs1474117 15 76507838 G C 0.4672 2.3e‐07 0.697262 rs67306087 ETFA Transcript 3PRIME_UTR 3_prime_UTR C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 4.260 5 4

27 rs11634266 15 77093461 G A 0.3101 3.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 4.257 6 4

27 rs2469542 15 76557476 G A 0.4662 2.3e‐07 0.693211 rs67306087 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.26202e‐08 1.3597e‐12 RP11‐593F23.1 4.55691e‐09 2.03633e‐06 27 4.254 NA 4

27 rs12437981 15 76842401 G A 0.3091 3.1e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 4.252 5 5

27 rs11072612 15 76960984 T A 0.3062 4.9e‐07 0.616025 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.55113e‐16 1.3597e‐12 RP11‐593F23.1 4.28026e‐07 2.03633e‐06 27 4.250 5 5

27 rs157759 15 76846990 A T 0.3072 5.3e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.82303e‐08 1.3597e‐12 RP11‐593F23.1 4.63037e‐06 2.03633e‐06 27 4.233 6 5

27 rs7162455 15 76778504 T C 0.4742 8.1e‐08 0.649238 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 4.228 6 5

27 rs35157989 15 77191654 T C 0.495 3.1e‐08 0.724655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.82621e‐13 1.3597e‐12 RP11‐593F23.1 3.32045e‐05 2.03633e‐06 27 4.214 5 4

27 rs12594577 15 76828793 C A 0.4742 1.0e‐07 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.63887e‐13 1.3597e‐12 RP11‐593F23.1 5.22039e‐06 2.03633e‐06 27 4.203 7 5

27 rs12902174 15 76863540 C T 0.495 1.0e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.86302e‐13 1.3597e‐12 RP11‐593F23.1 3.33345e‐05 2.03633e‐06 27 4.184 7 4

27 rs3958426 15 76591887 A G 0.2674 1.4e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 4.177 NA 5

27 rs55864032 15 77122548 G A 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.82995e‐13 1.3597e‐12 RP11‐593F23.1 3.38411e‐05 2.03633e‐06 27 4.151 5 5

27 rs12594541 15 76834368 A G 0.4185 3.1e‐10 1 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.92303e‐13 1.3597e‐12 SCAPER 5.92303e‐13 1.3597e‐12 27 4.147 6 5

27 rs1867197 15 76910031 A G 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 4.088 1f 4

27 rs67418609 15 76627089 A C 0.4811 1.3e‐07 0.64344 rs67306087 RP11‐685G9.2 Intergenic DOWNSTREAM downstream ISL2 Intergenic UPSTREAM upstream 1 SCAPER 2.96491e‐10 1.3597e‐12 RP11‐593F23.1 6.71508e‐07 2.03633e‐06 27 4.087 5 2

27 15:76862887_TAAGTCC_ 15 76862887 T TAAGTCC 0.4165 8.8e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 3.17112e‐13 1.3597e‐12 SCAPER 3.17112e‐13 1.3597e‐12 27 4.062 NA 4

27 rs58684938 15 76664199 G T 0.4742 8.7e‐08 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.49401e‐13 1.3597e‐12 RP11‐593F23.1 6.13313e‐07 2.03633e‐06 27 4.023 6 4

27 rs11072598 15 76764788 C T 0.329 9.1e‐08 0.672549 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic DOWNSTREAM downstream 1 SCAPER 5.86236e‐15 1.3597e‐12 RP11‐593F23.1 6.29033e‐07 2.03633e‐06 27 4.011 6 5

27 rs8039063 15 76580527 T C 0.2684 9.8e‐08 0.943025 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 4.009 5 4

27 rs67010831 15 76965308 G T 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.80217e‐13 1.3597e‐12 RP11‐593F23.1 4.46676e‐05 2.03633e‐06 27 4.006 5 5

27 rs12910734 15 77149931 G A 0.494 2.2e‐08 0.720792 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.34619e‐13 1.3597e‐12 SCAPER 4.34619e‐13 1.3597e‐12 27 3.970 7 4

27 rs11857015 15 76649390 C T 0.328 6.8e‐08 0.670475 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 3.942 6 4

27 rs7180462 15 76589495 A G 0.2674 1.7e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.46752e‐08 1.3597e‐12 RP11‐593F23.1 4.91572e‐10 2.03633e‐06 27 3.902 5 5

27 rs11072628 15 77107761 A C 0.3052 6.0e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 3.891 5 5

27 rs12439141 15 77095423 C T 0.3052 6.0e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 3.862 4 4

27 rs959991 15 76521798 T C 0.4672 2.4e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 3.778 5 4

27 rs112572397 15 77040610 T C 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.63425e‐13 1.3597e‐12 RP11‐593F23.1 3.48986e‐05 2.03633e‐06 27 3.734 7 4

27 rs4886789 15 76565603 A G 0.2684 1.0e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.82202e‐09 1.3597e‐12 RP11‐593F23.1 1.94393e‐10 2.03633e‐06 27 3.696 6 4

27 15:76554815_CTTT_C 15 76554815 C CTTT 0.2674 8.9e‐08 0.929632 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation TYRO3P Intergenic UPSTREAM upstream 0 27 3.691 NA 4

27 rs7178250 15 77099107 C T 0.3101 3.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.78359e‐16 1.3597e‐12 RP11‐593F23.1 6.18449e‐06 2.03633e‐06 27 3.669 6 5

27 rs11637473 15 76481416 T C 0.2396 3.2e‐06 0.818905 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 4.69529e‐10 1.3597e‐12 RP11‐593F23.1 2.66338e‐09 2.03633e‐06 27 3.640 7 5

27 15:76993722_CA_C 15 76993722 C CA 0.3052 6.6e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 3.46262e‐17 1.3597e‐12 RP11‐593F23.1 3.01345e‐07 2.03633e‐06 27 3.624 NA 4

27 rs12148805 15 76800659 A G 0.4185 3.7e‐10 0.99202 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.47312e‐13 1.3597e‐12 SCAPER 1.47312e‐13 1.3597e‐12 27 3.568 7 5

27 rs12909656 15 76664378 T A 0.331 1.1e‐07 0.684605 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.7742e‐15 1.3597e‐12 RP11‐593F23.1 3.08204e‐06 2.03633e‐06 27 3.560 6 4

27 rs11072607 15 76908529 T C 0.3082 9.1e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.34206e‐16 1.3597e‐12 RP11‐593F23.1 2.69252e‐06 2.03633e‐06 27 3.551 7 5

27 rs12591622 15 76930655 T A 0.3042 6.5e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.84269e‐16 1.3597e‐12 RP11‐593F23.1 6.34968e‐07 2.03633e‐06 27 3.525 6 5

27 rs1603860 15 76849591 T A 0.3072 6.0e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron 0 27 3.505 6 5

27 rs112420757 15 77024965 G A 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron RN7SKP217 Intergenic UPSTREAM upstream 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 3.487 4 4

27 rs56216512 15 76686936 C T 0.4742 9.5e‐08 0.64285 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.05327e‐13 1.3597e‐12 RP11‐593F23.1 8.11303e‐07 2.03633e‐06 27 3.485 6 5

27 rs12592171 15 76755133 C G 0.4732 1.3e‐07 0.644632 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.79822e‐12 1.3597e‐12 RP11‐593F23.1 8.91289e‐06 2.03633e‐06 27 3.466 7 4

27 rs7179142 15 76698268 A G 0.4742 6.2e‐08 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 3.447 5 5

27 rs62028406 15 76716325 T A 0.33 1.4e‐07 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 3.433 7 5

27 rs12148786 15 76800362 G A 0.4185 3.6e‐10 0.99202 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.47312e‐13 1.3597e‐12 SCAPER 1.47312e‐13 1.3597e‐12 27 3.427 6 5

27 rs12900494 15 76912504 G A 0.495 1.6e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.14503e‐13 1.3597e‐12 RP11‐593F23.1 3.95187e‐05 2.03633e‐06 27 3.414 6 4

27 rs2280306 15 76652258 G C 0.331 8.6e‐08 0.684605 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 3.411 7 4

27 rs11629888 15 76719880 A T 0.327 1.1e‐07 0.661534 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 3.407 6 4

27 rs8025134 15 76781729 T C 0.4761 8.5e‐08 0.652083 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 3.403 6 5

27 rs35566346 15 76841661 T C 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 3.402 6 5

27 rs12050866 15 77175074 G T 0.3101 4.9e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 3.388 7 4

27 rs11072576 15 76478308 G A 0.2584 3.6e‐07 0.892647 rs2938697 C15orf27 Transcript INTRONIC intron RP11‐593F23.1 Intergenic UPSTREAM upstream 1 SCAPER 1.19877e‐11 1.3597e‐12 RP11‐593F23.1 7.03521e‐10 2.03633e‐06 27 3.380 4 2

27 rs12911987 15 76953256 T C 0.4583 2.1e‐07 0.613685 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.94088e‐13 1.3597e‐12 RP11‐593F23.1 3.87293e‐05 2.03633e‐06 27 3.337 7 5

27 rs7342603 15 76982625 T C 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.21771e‐12 1.3597e‐12 SCAPER 1.21771e‐12 1.3597e‐12 27 3.282 7 5

27 rs35077207 15 76935306 G A 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 3.278 2b 4

27 rs17362383 15 76650702 G A 0.4732 9.6e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 3.232 1f 4

27 rs11852395 15 77087785 C T 0.3052 6.7e‐07 0.607606 rs2056544 SCAPER Transcript SPLICE_SITE splice,intron 1 SCAPER 7.74932e‐17 1.3597e‐12 RP11‐593F23.1 4.34331e‐07 2.03633e‐06 27 3.217 7 4

27 rs34213321 15 76513240 G A 0.4672 2.4e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 5.02137e‐09 1.3597e‐12 RP11‐593F23.1 1.80422e‐07 2.03633e‐06 27 3.168 7 4



27 rs8037847 15 76856551 T C 0.309 5.9e‐07 0.622542 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.91098e‐16 1.3597e‐12 RP11‐593F23.1 1.85856e‐06 2.03633e‐06 27 3.163 7 5

27 rs4886503 15 77108874 C T 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.67548e‐13 1.3597e‐12 RP11‐593F23.1 3.40639e‐05 2.03633e‐06 27 3.156 6 5

27 rs4886493 15 76679026 G A 0.33 1.1e‐07 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.44701e‐15 1.3597e‐12 RP11‐593F23.1 5.80372e‐07 2.03633e‐06 27 3.131 6 4

27 rs35498563 15 76958868 T C 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.0167e‐13 1.3597e‐12 RP11‐593F23.1 3.33391e‐05 2.03633e‐06 27 3.119 5 5

27 rs12916869 15 77112486 A G 0.495 2.3e‐08 0.723612 rs2056544 SCAPER Transcript INTRONIC intron 0 27 3.097 7 5

27 rs8030411 15 76699855 C T 0.4732 7.0e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 3.062 6 5

27 rs4886506 15 77207277 G T 0.3101 5.1e‐06 0.619542 rs2056544 Intergenic INTERGENIC intergenic 1 SCAPER 2.44013e‐14 1.3597e‐12 RP11‐593F23.1 5.02858e‐06 2.03633e‐06 27 3.015 6 7

27 rs12441484 15 77109875 A G 0.497 1.6e‐08 0.725725 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.99606e‐13 1.3597e‐12 RP11‐593F23.1 3.30423e‐05 2.03633e‐06 27 2.997 6 5

27 rs11636851 15 76550973 T C 0.2674 1.2e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic DOWNSTREAM downstream 1 SCAPER 4.46025e‐09 1.3597e‐12 RP11‐593F23.1 1.99912e‐09 2.03633e‐06 27 2.982 1d 4

27 rs34181263 15 77065388 T C 0.492 2.2e‐08 0.710992 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.48498e‐12 1.3597e‐12 SCAPER 3.48498e‐12 1.3597e‐12 27 2.935 5 5

27 rs1117367 15 76872330 C A 0.4165 7.0e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.28132e‐12 1.3597e‐12 SCAPER 2.28132e‐12 1.3597e‐12 27 2.934 6 5

27 rs11072610 15 76930805 A C 0.3042 6.5e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.97734e‐17 1.3597e‐12 RP11‐593F23.1 3.34922e‐07 2.03633e‐06 27 2.913 7 5

27 rs17380507 15 77235361 T C 0.4911 7.7e‐08 0.655824 rs2056544 RCN2 Transcript INTRONIC intron 1 SCAPER 6.23706e‐11 1.3597e‐12 RP11‐593F23.1 6.54711e‐06 2.03633e‐06 27 2.897 7 4

27 rs11855762 15 76933228 T C 0.3052 5.0e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.72648e‐17 1.3597e‐12 RP11‐593F23.1 4.39416e‐07 2.03633e‐06 27 2.883 6 5

27 rs965818 15 76866785 C T 0.3091 2.8e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 2.830 7 5

27 rs2456045 15 76489917 A G 0.4622 2.2e‐07 0.680223 rs67306087 C15orf27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 3.77478e‐09 1.3597e‐12 RP11‐593F23.1 1.31116e‐08 2.03633e‐06 27 2.811 NA 2

27 rs3927264 15 76593878 T C 0.2644 4.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 2.740 5 5

27 rs12899871 15 76757347 C T 0.4732 1.3e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.79822e‐12 1.3597e‐12 RP11‐593F23.1 8.91289e‐06 2.03633e‐06 27 2.726 7 5

27 rs6495197 15 76541101 T C 0.2674 1.3e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 4.79384e‐09 1.3597e‐12 RP11‐593F23.1 5.49997e‐10 2.03633e‐06 27 2.725 6 4

27 rs79318762 15 76897679 A T 0.499 8.4e‐09 0.719829 rs2056544 SCAPER Transcript INTRONIC intron 0 27 2.718 6 5

27 15:76535902_GC_G 15 76535902 G GC 0.2684 1.2e‐07 0.925494 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation 1 SCAPER 3.73955e‐10 1.3597e‐12 RP11‐593F23.1 2.25628e‐09 2.03633e‐06 27 2.712 NA 4

27 rs4592616 15 76550064 A G 0.2674 1.4e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic DOWNSTREAM downstream 0 27 2.673 6 4

27 rs147629910 15 77014269 A T 0.3101 4.4e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 2.658 6 5

27 rs12898430 15 76874923 A G 0.4165 7.3e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic UPSTREAM upstream 1 SCAPER 3.17112e‐13 1.3597e‐12 SCAPER 3.17112e‐13 1.3597e‐12 27 2.638 6 5

27 rs2959850 15 76497217 T C 0.4662 2.2e‐07 0.693211 rs67306087 C15orf27 Transcript 3PRIME_UTR 3_prime_UTR 1 SCAPER 9.99813e‐09 1.3597e‐12 RP11‐593F23.1 3.69376e‐08 2.03633e‐06 27 2.634 NA 4

27 rs11633405 15 76588854 C T 0.2674 1.7e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 2.632 7 5

27 rs11072585 15 76558491 C T 0.2674 1.3e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 3.01967e‐10 1.3597e‐12 RP11‐593F23.1 7.49835e‐10 2.03633e‐06 27 2.604 4 4

27 rs4886839 15 77168689 G C 0.493 2.3e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.41009e‐13 1.3597e‐12 RP11‐593F23.1 3.98796e‐05 2.03633e‐06 27 2.589 7 4

27 rs151036594 15 77184826 T A 0.495 2.3e‐08 0.724655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.42477e‐13 1.3597e‐12 SCAPER 9.42477e‐13 1.3597e‐12 27 2.579 6 5

27 rs2404741 15 76851735 T C 0.3986 3.4e‐09 0.924655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.30067e‐13 1.3597e‐12 RP11‐593F23.1 5.31949e‐05 2.03633e‐06 27 2.576 NA 5

27 rs34049670 15 77111996 A G 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.99645e‐13 1.3597e‐12 RP11‐593F23.1 3.06144e‐05 2.03633e‐06 27 2.529 5 5

27 rs2456071 15 76536337 T C 0.2684 9.3e‐08 0.925494 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.53761e‐09 1.3597e‐12 RP11‐593F23.1 3.69315e‐09 2.03633e‐06 27 2.514 7 4

27 rs12917430 15 76674360 C T 0.4732 9.5e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.06931e‐13 1.3597e‐12 RP11‐593F23.1 8.14015e‐07 2.03633e‐06 27 2.501 7 4

27 rs4886495 15 76738959 C T 0.334 5.7e‐08 0.69192 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.51972e‐14 1.3597e‐12 RP11‐593F23.1 7.97772e‐06 2.03633e‐06 27 2.495 1f 5

27 rs2404974 15 76556699 G T 0.2694 6.4e‐08 0.938238 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 4.58032e‐09 1.3597e‐12 RP11‐593F23.1 8.79468e‐10 2.03633e‐06 27 2.469 6 4

27 rs8024476 15 76983954 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.85878e‐13 1.3597e‐12 RP11‐593F23.1 3.10787e‐05 2.03633e‐06 27 2.467 6 5

27 rs11072625 15 77084984 A G 0.3052 6.9e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 2.460 1f 4

27 rs4360890 15 77173295 A G 0.493 2.5e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.45524e‐13 1.3597e‐12 SCAPER 7.45524e‐13 1.3597e‐12 27 2.447 7 4

27 rs11072600 15 76867915 C T 0.3072 5.5e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 3.34206e‐16 1.3597e‐12 RP11‐593F23.1 2.69252e‐06 2.03633e‐06 27 2.435 4 5

27 rs2468131 15 76794754 C T 0.3489 1.8e‐08 0.742649 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.39169e‐14 1.3597e‐12 RP11‐593F23.1 1.0373e‐05 2.03633e‐06 27 2.427 NA 5

27 rs2047504 15 76883516 T A 0.3072 5.9e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic DOWNSTREAM downstream 1 SCAPER 3.34206e‐16 1.3597e‐12 RP11‐593F23.1 2.69252e‐06 2.03633e‐06 27 2.406 6 5

27 rs8037005 15 76951109 T C 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.29858e‐13 1.3597e‐12 RP11‐593F23.1 5.0075e‐05 2.03633e‐06 27 2.406 6 4

27 15:76826003:A:G rs2056544 15 76826003 A G 0.4185 9.8e‐11 1 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 27 2.391 2a 5

27 rs139381703 15 76535611 CA C 0.2654 1.8e‐07 0.912296 rs2938697 ETFA Transcript INTRONIC intron,feature_elongation 0 27 2.368 NA 4

27 rs7169394 15 76913274 A G 0.495 1.4e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 2.355 6 4

27 rs35940181 15 77180019 A G 0.3082 4.8e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.71616e‐15 1.3597e‐12 RP11‐593F23.1 1.60337e‐05 2.03633e‐06 27 2.354 4 1

27 rs62028380 15 76666653 T C 0.33 1.2e‐07 0.675547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.87427e‐15 1.3597e‐12 RP11‐593F23.1 1.13442e‐06 2.03633e‐06 27 2.353 7 4

27 rs3764245 15 77223176 C G 0.325 1.9e‐06 0.667305 rs2056544 RCN2 Intergenic UPSTREAM upstream 1 SCAPER 4.46558e‐14 1.3597e‐12 RP11‐593F23.1 2.6835e‐06 2.03633e‐06 27 2.349 4 1

27 rs34338978 15 77226805 C T 0.495 2.8e‐07 0.705711 rs2056544 RCN2 Transcript INTRONIC intron 1 SCAPER 3.97338e‐12 1.3597e‐12 RP11‐593F23.1 2.43e‐05 2.03633e‐06 27 2.345 7 4

27 rs2404740 15 76852143 T C 0.3986 3.1e‐09 0.924655 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.30067e‐13 1.3597e‐12 RP11‐593F23.1 5.31949e‐05 2.03633e‐06 27 2.312 NA 4

27 rs8043474 15 76974723 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 2.305 5 4

27 rs1874944 15 76863928 G A 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.8847e‐13 1.3597e‐12 RP11‐593F23.1 5.10228e‐05 2.03633e‐06 27 2.244 NA 4

27 rs11072603 15 76881138 T G 0.4165 7.3e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic DOWNSTREAM downstream 1 SCAPER 3.91044e‐12 1.3597e‐12 SCAPER 3.91044e‐12 1.3597e‐12 27 2.233 6 5

27 rs71405225 15 77061600 A G 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.10267e‐13 1.3597e‐12 SCAPER 7.10267e‐13 1.3597e‐12 27 2.231 7 5

27 rs11632765 15 76974261 T A 0.3101 2.9e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.82774e‐16 1.3597e‐12 RP11‐593F23.1 6.32302e‐06 2.03633e‐06 27 2.228 6 4

27 rs4886813 15 76838221 C T 0.495 8.9e‐09 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.43017e‐13 1.3597e‐12 SCAPER 9.43017e‐13 1.3597e‐12 27 2.216 6 5

27 rs12906143 15 76709523 A T 0.327 1.2e‐07 0.661534 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.4132e‐15 1.3597e‐12 RP11‐593F23.1 3.40049e‐07 2.03633e‐06 27 2.205 6 5

27 rs7167613 15 77041192 A C 0.4195 3.4e‐10 0.996039 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.96501e‐13 1.3597e‐12 SCAPER 1.96501e‐13 1.3597e‐12 27 2.201 6 5

27 rs437131 15 76781051 T C 0.334 3.3e‐08 0.69192 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 27 2.197 6 5

27 rs12903586 15 77168240 A G 0.3072 4.8e‐07 0.612129 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 2.188 7 4

27 rs4886805 15 76739384 T C 0.328 9.7e‐08 0.670475 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.86236e‐15 1.3597e‐12 RP11‐593F23.1 6.29033e‐07 2.03633e‐06 27 2.165 6 5

27 rs12441550 15 76863682 T A 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 2.155 6 4

27 rs3829489 15 77223256 C A 0.494 3.1e‐07 0.708566 rs2056544 RCN2 Intergenic UPSTREAM upstream 1 SCAPER 3.83457e‐12 1.3597e‐12 RP11‐593F23.1 2.44019e‐05 2.03633e‐06 27 2.147 NA 1

27 rs145582475 15 76714907 G C 0.332 5.3e‐08 0.680668 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.35138e‐13 1.3597e‐12 RP11‐593F23.1 1.04809e‐05 2.03633e‐06 27 2.144 7 5

27 rs34215663 15 77075830 A T 0.3052 6.6e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 2.135 7 5

27 rs2456050 15 76479090 A G 0.2604 3.1e‐07 0.892284 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 2.17016e‐10 1.3597e‐12 RP11‐593F23.1 6.6333e‐08 2.03633e‐06 27 2.114 NA 5

27 rs12592386 15 76713031 T A 0.4732 1.0e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 2.109 6 5

27 rs61018254 15 76598552 C T 0.2644 6.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 0 27 2.095 5 5

27 15:77102892_CCA_C 15 77102892 C CCA 0.3907 1.1e‐08 0.876117 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 2.086 NA 5

27 rs12903331 15 77168268 G C 0.3082 4.2e‐07 0.608307 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 2.075 6 4

27 rs55729975 15 76803226 A G 0.499 1.7e‐08 0.711269 rs2056544 SCAPER Transcript INTRONIC intron 0 27 2.059 6 5

27 rs57178708 15 76904069 C T 0.495 1.5e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.12508e‐13 1.3597e‐12 RP11‐593F23.1 5.56961e‐05 2.03633e‐06 27 2.049 6 5

27 rs66866130 15 77128574 C T 0.496 1.9e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.76193e‐13 1.3597e‐12 RP11‐593F23.1 3.3272e‐05 2.03633e‐06 27 2.049 7 5

27 rs35561811 15 77146471 G A 0.498 2.6e‐08 0.704961 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 2.046 6 4

27 rs11634472 15 76543944 T C 0.2674 1.3e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 4.79384e‐09 1.3597e‐12 RP11‐593F23.1 5.49997e‐10 2.03633e‐06 27 2.038 7 4

27 rs11637490 15 76759565 G A 0.332 8.0e‐08 0.680668 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 4.65351e‐14 1.3597e‐12 RP11‐593F23.1 1.06249e‐05 2.03633e‐06 27 2.019 4 4

27 rs12438077 15 76863601 C T 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.19674e‐13 1.3597e‐12 SCAPER 4.19674e‐13 1.3597e‐12 27 2.012 7 4

27 rs1875888 15 76495005 T C 0.2664 4.0e‐07 0.934455 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.79769e‐09 1.3597e‐12 RP11‐593F23.1 1.24274e‐09 2.03633e‐06 27 2.003 5 4

27 rs11072619 15 77043242 C A 0.3101 4.1e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.80647e‐15 1.3597e‐12 SCAPER 7.80647e‐15 1.3597e‐12 27 2.000 7 4

27 rs4383105 15 77055510 C T 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.998 7 4

27 rs2117369 15 76748861 T A 0.4722 1.3e‐07 0.641319 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 1.987 7 5

27 rs11072606 15 76900256 A C 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.984 7 5

27 rs4886780 15 76505418 C T 0.2336 1.1e‐06 0.778292 rs2938697 C15orf27 Transcript INTRONIC intron,NMD ETFA Intergenic DOWNSTREAM downstream 1 SCAPER 5.38209e‐07 1.3597e‐12 RP11‐593F23.1 1.06436e‐07 2.03633e‐06 27 1.978 7 4

27 rs4886787 15 76539838 G C 0.2704 8.4e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 4.069e‐09 1.3597e‐12 RP11‐593F23.1 2.99152e‐09 2.03633e‐06 27 1.971 5 4

27 rs12442266 15 76567142 C T 0.4672 2.6e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 1.970 6 4

27 rs4641709 15 77047736 C T 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.890 6 5

27 rs4886779 15 76490547 G T 0.2714 5.0e‐07 0.921263 rs2938697 C15orf27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 1.56424e‐09 1.3597e‐12 RP11‐593F23.1 1.40851e‐09 2.03633e‐06 27 1.890 1f 2

27 rs2454454 15 76823647 G A 0.3529 1.1e‐08 0.768685 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.68352e‐14 1.3597e‐12 SCAPER 9.68352e‐14 1.3597e‐12 27 1.876 4 5

27 rs12441433 15 76816015 A G 0.4165 8.7e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.51644e‐13 1.3597e‐12 SCAPER 1.51644e‐13 1.3597e‐12 27 1.874 6 5

27 rs3812909 15 77176200 T A 0.3101 6.8e‐07 0.625162 rs2056544 SCAPER Transcript 5PRIME_UTR 5_prime_UTR 1 SCAPER 1.34899e‐15 1.3597e‐12 RP11‐593F23.1 1.20837e‐05 2.03633e‐06 27 1.870 6 4

27 rs12904149 15 77043652 C A 0.3052 6.4e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.41719e‐17 1.3597e‐12 RP11‐593F23.1 5.71267e‐06 2.03633e‐06 27 1.842 7 4

27 rs12908334 15 76581592 T C 0.4672 3.4e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 3.04441e‐09 1.3597e‐12 RP11‐593F23.1 3.52627e‐08 2.03633e‐06 27 1.815 5 4

27 rs10444858 15 76962504 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.61091e‐12 1.3597e‐12 RP11‐593F23.1 4.06479e‐05 2.03633e‐06 27 1.804 7 5

27 rs879625 15 76494315 G C 0.2684 3.1e‐07 0.934493 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.0319e‐09 1.3597e‐12 RP11‐593F23.1 3.97683e‐10 2.03633e‐06 27 1.800 5 4

27 rs12905181 15 77098431 G A 0.3101 3.5e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.68336e‐16 1.3597e‐12 RP11‐593F23.1 5.91642e‐06 2.03633e‐06 27 1.799 6 5

27 rs4079681 15 76695230 A G 0.4732 5.7e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 1.779 NA 4

27 rs2436994 15 76801063 C G 0.3529 1.3e‐08 0.760753 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.11404e‐14 1.3597e‐12 RP11‐593F23.1 3.52107e‐05 2.03633e‐06 27 1.775 6 5

27 rs12050813 15 76480972 T C 0.2356 2.7e‐06 0.804218 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 4.69529e‐10 1.3597e‐12 RP11‐593F23.1 2.66338e‐09 2.03633e‐06 27 1.770 7 5

27 rs12907805 15 76690606 A G 0.4732 9.7e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 1.765 6 5

27 rs284895 15 76751225 G C 0.4722 1.6e‐07 0.641319 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.36845e‐13 1.3597e‐12 RP11‐593F23.1 2.43112e‐06 2.03633e‐06 27 1.764 6 5

27 rs2404736 15 76875943 C T 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic UPSTREAM upstream 1 SCAPER 1.22692e‐13 1.3597e‐12 RP11‐593F23.1 2.54208e‐05 2.03633e‐06 27 1.753 NA 5

27 rs2176623 15 76568579 A G 0.4672 2.1e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 2.93062e‐09 1.3597e‐12 RP11‐593F23.1 3.46721e‐08 2.03633e‐06 27 1.752 NA 4

27 rs7179750 15 76589316 G A 0.2674 1.6e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.711 5 4

27 rs16968083 15 76589279 C T 0.2674 1.6e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.13077e‐08 1.3597e‐12 RP11‐593F23.1 2.52724e‐09 2.03633e‐06 27 1.710 6 4

27 rs11072579 15 76531450 T C 0.2664 1.2e‐07 0.934673 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 2.39665e‐09 1.3597e‐12 RP11‐593F23.1 2.03293e‐09 2.03633e‐06 27 1.705 7 5

27 rs920712 15 77033934 A G 0.3082 8.1e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron RN7SKP217 Intergenic DOWNSTREAM downstream 1 SCAPER 4.20274e‐15 1.3597e‐12 RP11‐593F23.1 1.5653e‐05 2.03633e‐06 27 1.700 5 5

27 rs71405222 15 76997129 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.35088e‐13 1.3597e‐12 RP11‐593F23.1 3.38143e‐05 2.03633e‐06 27 1.697 6 5

27 rs12441247 15 76812316 C T 0.4751 1.0e‐07 0.655122 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 1.691 6 5

27 rs548889454 15 77019394 GA G 0.3082 1.0e‐06 0.619522 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 4.62025e‐15 1.3597e‐12 RP11‐593F23.1 3.90279e‐05 2.03633e‐06 27 1.669 NA 4

27 rs3765115 15 76673716 C T 0.331 8.4e‐08 0.684605 rs2056544 SCAPER Transcript SPLICE_SITE splice,intron 1 SCAPER 8.47927e‐15 1.3597e‐12 RP11‐593F23.1 1.27623e‐06 2.03633e‐06 27 1.669 7 4

27 rs12911174 15 77149943 A G 0.494 2.4e‐08 0.720792 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.24867e‐13 1.3597e‐12 SCAPER 2.24867e‐13 1.3597e‐12 27 1.666 6 4

27 rs11637855 15 76533917 A G 0.2684 9.4e‐08 0.925494 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 4.28504e‐10 1.3597e‐12 RP11‐593F23.1 2.12743e‐09 2.03633e‐06 27 1.655 6 4

27 15:77104824_GA_G 15 77104824 G GA 0.3101 1.9e‐06 0.615287 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 1.653 NA 5

27 rs9672754 15 76898578 G T 0.3072 7.0e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.91839e‐16 1.3597e‐12 RP11‐593F23.1 4.19431e‐06 2.03633e‐06 27 1.650 6 5

27 rs870295 15 76494875 A G 0.2684 2.9e‐07 0.934493 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 9.37285e‐10 1.3597e‐12 RP11‐593F23.1 1.5091e‐09 2.03633e‐06 27 1.650 5 4

27 rs11632670 15 76974055 G A 0.3101 2.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.55972e‐15 1.3597e‐12 RP11‐593F23.1 7.21279e‐06 2.03633e‐06 27 1.644 7 4

27 rs2957614 15 76696635 T C 0.331 6.8e‐08 0.684605 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.79437e‐15 1.3597e‐12 RP11‐593F23.1 2.81308e‐06 2.03633e‐06 27 1.642 NA 4

27 rs62030245 15 76553499 G C 0.2445 2.7e‐07 0.855396 rs2938697 ETFA Transcript INTRONIC intron TYRO3P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 SCAPER 7.83423e‐09 1.3597e‐12 RP11‐593F23.1 5.30691e‐08 2.03633e‐06 27 1.640 7 4

27 rs11072602 15 76873467 C T 0.3091 3.0e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.71071e‐16 1.3597e‐12 RP11‐593F23.1 4.26176e‐06 2.03633e‐06 27 1.627 6 5

27 rs2280194 15 77239651 T C 0.3082 5.0e‐06 0.613863 rs2056544 RCN2 Transcript INTRONIC intron 1 SCAPER 4.24668e‐14 1.3597e‐12 RP11‐593F23.1 3.75702e‐06 2.03633e‐06 27 1.622 NA 4

27 rs11072577 15 76504989 C G 0.2714 9.8e‐08 0.929607 rs2938697 C15orf27 Transcript INTRONIC intron,NMD ETFA Intergenic DOWNSTREAM downstream 1 SCAPER 1.83497e‐08 1.3597e‐12 RP11‐593F23.1 3.61762e‐09 2.03633e‐06 27 1.618 5 4



27 rs12443449 15 76595551 T C 0.2644 3.9e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.608 6 5

27 rs35514276 15 76871443 TG T 0.4165 7.6e‐10 0.992059 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 2.01812e‐12 1.3597e‐12 SCAPER 2.01812e‐12 1.3597e‐12 27 1.595 NA 5

27 rs34060246 15 76980607 A G 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.590 7 5

27 rs34147721 15 77151162 GT G 0.3101 4.6e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 1.545 NA 4

27 rs60017340 15 76535974 C T 0.2684 8.2e‐08 0.925494 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.71607e‐09 1.3597e‐12 RP11‐593F23.1 1.06731e‐08 2.03633e‐06 27 1.541 6 4

27 rs8029283 15 76837140 G A 0.3091 2.8e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.55972e‐15 1.3597e‐12 RP11‐593F23.1 7.21279e‐06 2.03633e‐06 27 1.524 6 5

27 rs12903553 15 76897597 T C 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.502 7 5

27 15:77108995_AT_A 15 77108995 A AT 0.4881 3.6e‐09 0.641686 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 1.499 NA 5

27 rs2007928 15 76480925 A G 0.2604 3.1e‐07 0.892284 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.38711e‐10 1.3597e‐12 RP11‐593F23.1 2.15041e‐09 2.03633e‐06 27 1.487 NA 5

27 rs11629459 15 76500480 C G 0.2694 1.6e‐07 0.93867 rs2938697 C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 1.37938e‐09 1.3597e‐12 RP11‐593F23.1 6.68773e‐10 2.03633e‐06 27 1.485 5 2

27 rs12440151 15 76907992 C T 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.64847e‐12 1.3597e‐12 SCAPER 2.64847e‐12 1.3597e‐12 27 1.478 6 5

27 rs56737606 15 76583292 C T 0.2674 1.1e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.465 7 4

27 rs747062309 15 76941449 G GAGAGC 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 4.41833e‐13 1.3597e‐12 RP11‐593F23.1 3.28993e‐05 2.03633e‐06 27 1.451 NA 4

27 rs11072618 15 77019342 G A 0.3052 5.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.60256e‐16 1.3597e‐12 RP11‐593F23.1 1.24023e‐06 2.03633e‐06 27 1.438 6 4

27 rs5012144 15 76535696 T C 0.2684 1.5e‐07 0.925494 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.4985e‐08 1.3597e‐12 RP11‐593F23.1 1.09246e‐09 2.03633e‐06 27 1.438 7 4

27 rs7174673 15 77071998 C T 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.94086e‐11 1.3597e‐12 SCAPER 2.94086e‐11 1.3597e‐12 27 1.427 7 5

27 rs4886777 15 76482618 G A 0.2555 2.6e‐07 0.862869 rs2938697 C15orf27 Transcript INTRONIC intron 1 SCAPER 8.54889e‐10 1.3597e‐12 RP11‐593F23.1 9.4904e‐10 2.03633e‐06 27 1.417 1f 1

27 rs60561507 15 76568973 C T 0.2545 1.4e‐07 0.893246 rs2938697 ETFA Transcript INTRONIC intron 0 27 1.415 6 4

27 rs10851889 15 77023336 T C 0.3082 7.0e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.58238e‐15 1.3597e‐12 RP11‐593F23.1 1.62695e‐06 2.03633e‐06 27 1.408 6 4

27 rs12440691 15 77146595 T C 0.3101 4.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.72302e‐16 1.3597e‐12 RP11‐593F23.1 3.7999e‐06 2.03633e‐06 27 1.398 7 4

27 rs284899 15 76749478 A G 0.331 7.2e‐08 0.677647 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.32477e‐14 1.3597e‐12 RP11‐593F23.1 1.80727e‐05 2.03633e‐06 27 1.393 NA 5

27 rs11072627 15 77105356 A C 0.3101 5.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.11703e‐16 1.3597e‐12 RP11‐593F23.1 1.57969e‐05 2.03633e‐06 27 1.390 7 5

27 rs7174096 15 77072400 G A 0.4195 4.1e‐10 0.98806 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.98773e‐13 1.3597e‐12 SCAPER 3.98773e‐13 1.3597e‐12 27 1.383 5 4

27 rs2404602 15 77030792 G A 0.4125 8.9e‐10 0.976485 rs2056544 SCAPER Transcript INTRONIC intron RN7SKP217 Intergenic DOWNSTREAM downstream 1 SCAPER 5.27363e‐13 1.3597e‐12 SCAPER 5.27363e‐13 1.3597e‐12 27 1.381 NA 4

27 rs11632222 15 76712927 G C 0.327 1.1e‐07 0.661534 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 1.375 6 5

27 rs12440511 15 76993135 G A 0.3052 4.9e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 1.368 1f 4

27 rs3110382 15 77148688 A G 0.493 2.4e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.21583e‐12 1.3597e‐12 RP11‐593F23.1 1.68779e‐05 2.03633e‐06 27 1.362 NA 4

27 rs11855999 15 76627333 C A 0.2793 2.5e‐07 0.803543 rs2938697 RP11‐685G9.2 Intergenic DOWNSTREAM downstream ISL2 Intergenic UPSTREAM upstream 1 SCAPER 1.93976e‐11 1.3597e‐12 RP11‐593F23.1 1.16787e‐08 2.03633e‐06 27 1.357 5 4

27 rs60702982 15 77061880 C T 0.3062 4.4e‐07 0.603764 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.11515e‐16 1.3597e‐12 RP11‐593F23.1 1.22745e‐07 2.03633e‐06 27 1.348 7 5

27 rs2454451 15 76861461 T G 0.3091 2.6e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.58388e‐15 1.3597e‐12 RP11‐593F23.1 4.21105e‐05 2.03633e‐06 27 1.325 NA 5

27 rs2469565 15 76487030 C T 0.4662 2.8e‐07 0.693211 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 2.13265e‐08 1.3597e‐12 RP11‐593F23.1 1.35288e‐08 2.03633e‐06 27 1.302 NA 5

27 rs3927263 15 76593876 T A 0.2644 4.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.298 5 5

27 rs62030364 15 76829504 G A 0.3499 2.6e‐08 0.759812 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.290 7 5

27 rs2469548 15 76543910 C A 0.2674 1.3e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.85782e‐09 1.3597e‐12 RP11‐593F23.1 1.83753e‐09 2.03633e‐06 27 1.289 NA 4

27 rs3915460 15 76593654 T C 0.2644 4.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.269 7 4

27 rs58889902 15 77173070 C A 0.493 2.4e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.256 6 4

27 rs71405223 15 77005611 T C 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.255 6 5

27 rs141058188 15 76897664 A G 0.4225 4.7e‐10 0.969106 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.243 6 5

27 rs7174889 15 76479344 A G 0.4602 4.6e‐07 0.657392 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.87651e‐09 1.3597e‐12 RP11‐593F23.1 8.7777e‐08 2.03633e‐06 27 1.236 7 5

27 rs12438741 15 76542114 A C 0.4672 2.4e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 1.235 7 4

27 rs2164101 15 76749117 G A 0.4722 1.3e‐07 0.641319 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.0072e‐12 1.3597e‐12 RP11‐593F23.1 8.34113e‐06 2.03633e‐06 27 1.233 NA 5

27 rs35395069 15 76986334 T C 0.496 9.3e‐09 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.81443e‐11 1.3597e‐12 RP11‐593F23.1 2.4629e‐05 2.03633e‐06 27 1.229 7 5

27 rs35831705 15 76553790 T C 0.2674 1.4e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 1 SCAPER 5.88284e‐10 1.3597e‐12 RP11‐593F23.1 7.28363e‐10 2.03633e‐06 27 1.221 5 4

27 rs145844945 15 76830352 G A 0.3499 2.6e‐08 0.759812 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.204 6 5

27 rs12050896 15 76555720 C T 0.2674 1.1e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 1.195 4 4

27 rs12916324 15 77179603 A G 0.493 2.5e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.11084e‐13 1.3597e‐12 SCAPER 7.11084e‐13 1.3597e‐12 27 1.184 7 2

27 rs11072624 15 77075209 G A 0.3101 3.3e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.76871e‐15 1.3597e‐12 RP11‐593F23.1 6.51312e‐06 2.03633e‐06 27 1.166 7 5

27 rs2469541 15 76562118 T C 0.3748 1.1e‐08 0.866287 15:76564255_TAC_T ETFA Transcript INTRONIC intron 1 SCAPER 2.24641e‐10 1.3597e‐12 RP11‐593F23.1 1.38041e‐09 2.03633e‐06 27 1.150 NA 4

27 rs12594460 15 77077085 G C 0.495 1.4e‐08 0.731406 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.145 6 5

27 rs144221837 15 77014847 T C 0.3101 5.2e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 1.126 7 5

27 rs7165911 15 77140676 G T 0.4662 1.8e‐10 0.805471 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.120 6 5

27 rs869452 15 76495088 T C 0.4652 3.8e‐07 0.696639 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 2.26202e‐08 1.3597e‐12 RP11‐593F23.1 4.55691e‐09 2.03633e‐06 27 1.113 NA 4

27 rs62027048 15 76595539 C T 0.2644 5.8e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.110 7 5

27 rs34998733 15 77074700 T C 0.3052 5.7e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 1.107 7 5

27 rs11404877 15 77024872 GT G 0.3101 4.7e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation RN7SKP217 Intergenic UPSTREAM upstream 1 SCAPER 9.68655e‐16 1.3597e‐12 RP11‐593F23.1 3.8822e‐06 2.03633e‐06 27 1.090 NA 4

27 rs12148877 15 76919959 G T 0.495 1.4e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.085 7 5

27 rs55676827 15 76961716 T C 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 1.085 6 5

27 rs4886487 15 76596490 G A 0.2644 5.4e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 8.54115e‐09 1.3597e‐12 RP11‐593F23.1 8.60908e‐10 2.03633e‐06 27 1.056 6 5

27 rs67306087 15 76504599 C T 0.4473 4.6e‐08 1 rs67306087 C15orf27 Transcript INTRONIC intron,NMD ETFA Intergenic DOWNSTREAM downstream 1 SCAPER 3.00879e‐09 1.3597e‐12 RP11‐593F23.1 1.30755e‐05 2.03633e‐06 27 1.056 5 4

27 rs4886507 15 77209694 C T 0.4911 1.9e‐07 0.701704 rs2056544 Intergenic INTERGENIC intergenic 1 SCAPER 3.87555e‐12 1.3597e‐12 RP11‐593F23.1 2.42275e‐05 2.03633e‐06 27 1.047 6 13

27 rs11634060 15 76599916 C T 0.2654 3.9e‐07 0.9301 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 1.036 7 1

27 rs67888330 15 76752483 G A 0.4722 1.3e‐07 0.641319 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.26883e‐13 1.3597e‐12 RP11‐593F23.1 2.26073e‐05 2.03633e‐06 27 1.031 6 5

27 rs75291091 15 77013001 G T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 1.026 5 5

27 rs11857327 15 76764263 C G 0.327 9.4e‐08 0.667499 rs2056544 SCAPER Transcript INTRONIC intron RP11‐331H13.1 Intergenic UPSTREAM upstream 1 SCAPER 5.86236e‐15 1.3597e‐12 RP11‐593F23.1 6.29033e‐07 2.03633e‐06 27 1.019 5 5

27 rs2164102 15 76857227 A C 0.3042 5.2e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.67804e‐17 1.3597e‐12 RP11‐593F23.1 3.5537e‐07 2.03633e‐06 27 1.001 5 5

27 rs145957290 15 77004248 G A 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.999 6 5

27 rs4886837 15 77156417 G A 0.3091 3.1e‐07 0.615614 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 6.88573e‐16 1.3597e‐12 RP11‐593F23.1 4.93297e‐06 2.03633e‐06 27 0.993 5 5

27 rs12441855 15 77186530 C T 0.493 2.0e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.90611e‐13 1.3597e‐12 RP11‐593F23.1 3.30187e‐05 2.03633e‐06 27 0.977 7 4

27 rs12911035 15 76606591 C T 0.4642 8.1e‐07 0.692609 rs67306087 RegulatoryFeature REGULATORY regulatory ETFA Intergenic UPSTREAM upstream 1 SCAPER 1.23075e‐08 1.3597e‐12 RP11‐593F23.1 6.66802e‐08 2.03633e‐06 27 0.964 5 2

27 rs11631394 15 76973209 T G 0.3101 3.5e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.962 7 5

27 rs12906715 15 77140653 G T 0.3101 8.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.952 6 5

27 rs2460154 15 76480225 T C 0.4543 4.9e‐07 0.63087 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.28155e‐08 1.3597e‐12 RP11‐593F23.1 1.04612e‐08 2.03633e‐06 27 0.937 NA 5

27 rs4886486 15 76596215 C G 0.2654 5.8e‐07 0.9301 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 0.924 7 5

27 rs79583818 15 77005220 G T 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.923 7 5

27 rs1588961 15 76752698 G A 0.4722 1.4e‐07 0.641319 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.99539e‐12 1.3597e‐12 RP11‐593F23.1 1.55873e‐05 2.03633e‐06 27 0.908 7 5

27 15:76588343_CGCGT_C 15 76588343 C CGCGT 0.2624 1.3e‐07 0.909302 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation 1 SCAPER 2.53712e‐08 1.3597e‐12 RP11‐593F23.1 2.19213e‐10 2.03633e‐06 27 0.905 NA 5

27 rs9635380 15 77103479 G A 0.3022 8.1e‐07 0.600363 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.900 6 5

27 rs35195096 15 76938447 T C 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.75726e‐13 1.3597e‐12 RP11‐593F23.1 5.42747e‐05 2.03633e‐06 27 0.872 7 5

27 rs283789 15 76777577 A G 0.329 1.2e‐07 0.672549 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.18659e‐14 1.3597e‐12 RP11‐593F23.1 8.67522e‐06 2.03633e‐06 27 0.864 NA 5

27 rs3866543 15 76629609 G T 0.4811 1.8e‐07 0.64344 rs67306087 ISL2 Transcript INTRONIC intron RP11‐685G9.2 Intergenic DOWNSTREAM downstream 1 SCAPER 5.8448e‐09 1.3597e‐12 RP11‐593F23.1 5.81334e‐06 2.03633e‐06 27 0.841 NA 1

27 rs199627106 15 77005187 A G 0.3101 5.1e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.830 7 5

27 rs2404734 15 76936165 C T 0.3052 5.7e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.90033e‐17 1.3597e‐12 RP11‐593F23.1 3.06687e‐07 2.03633e‐06 27 0.805 NA 5

27 rs12595313 15 76978370 G A 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.4201e‐12 1.3597e‐12 SCAPER 5.4201e‐12 1.3597e‐12 27 0.805 6 5

27 rs1471780 15 77026526 C T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron RN7SKP217 Intergenic UPSTREAM upstream 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.801 NA 4

27 rs59088060 15 76859974 C T 0.495 1.2e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.54085e‐13 1.3597e‐12 RP11‐593F23.1 3.4796e‐05 2.03633e‐06 27 0.794 7 5

27 rs12148452 15 77001678 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.2236e‐13 1.3597e‐12 RP11‐593F23.1 4.07582e‐05 2.03633e‐06 27 0.779 7 5

27 rs11637096 15 76931102 C T 0.3042 6.0e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.74421e‐17 1.3597e‐12 RP11‐593F23.1 4.02991e‐07 2.03633e‐06 27 0.764 6 5

27 rs200191537 15 77136587 A ATT 0.3052 9.1e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 6.34015e‐14 1.3597e‐12 RP11‐593F23.1 4.27724e‐06 2.03633e‐06 27 0.744 NA 5

27 15:76597381_CA_C 15 76597381 C CA 0.2644 6.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation 0 27 0.744 NA 5

27 rs7169663 15 77192843 C A 0.493 1.9e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.742 5 5

27 rs2139190 15 76555539 C G 0.4672 2.6e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.9993e‐09 1.3597e‐12 RP11‐593F23.1 3.49297e‐08 2.03633e‐06 27 0.733 4 4

27 rs4886788 15 76561544 T C 0.2684 1.5e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.01967e‐10 1.3597e‐12 RP11‐593F23.1 7.49835e‐10 2.03633e‐06 27 0.732 6 4

27 15:76515179_AT_A 15 76515179 A AT 0.2773 2.3e‐07 0.814097 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation C15orf27 Transcript INTRONIC intron,NMD,feature_t 0 27 0.729 NA 4

27 rs35707798 15 76565026 C G 0.4672 2.5e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 3.8983e‐09 1.3597e‐12 RP11‐593F23.1 1.5171e‐08 2.03633e‐06 27 0.716 6 4

27 rs11445780 15 76542563 GA G 0.2674 1.5e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 1.12486e‐08 1.3597e‐12 RP11‐593F23.1 3.15926e‐09 2.03633e‐06 27 0.711 NA 5

27 rs4886817 15 76877702 T C 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic UPSTREAM upstream 1 SCAPER 6.7384e‐13 1.3597e‐12 RP11‐593F23.1 3.25035e‐05 2.03633e‐06 27 0.710 7 5

27 rs12904834 15 76897663 C T 0.4225 4.7e‐10 0.969106 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.707 6 5

27 rs11635113 15 77015868 A G 0.3082 1.0e‐06 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.705 6 5

27 rs11854850 15 76844571 T C 0.3091 3.3e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.692 7 4

27 rs67204011 15 76846555 T C 0.495 1.1e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.675 7 5

27 rs7177923 15 76525426 A G 0.2684 1.2e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 0.672 7 4

27 rs59904565 15 77105350 T A 0.3101 5.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.80127e‐16 1.3597e‐12 RP11‐593F23.1 5.67498e‐06 2.03633e‐06 27 0.669 7 5

27 rs9646213 15 76807672 C G 0.4742 1.5e‐07 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 0.668 7 5

27 rs34287706 15 76942402 C A 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.94051e‐14 1.3597e‐12 RP11‐593F23.1 3.09367e‐05 2.03633e‐06 27 0.659 7 4

27 rs12440965 15 76958591 A G 0.3052 6.0e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.29803e‐16 1.3597e‐12 RP11‐593F23.1 3.66099e‐07 2.03633e‐06 27 0.657 7 5

27 rs1809875 15 76918994 T G 0.3042 6.3e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.70823e‐17 1.3597e‐12 RP11‐593F23.1 5.21367e‐07 2.03633e‐06 27 0.650 7 5

27 rs11072636 15 77185786 G A 0.3101 4.7e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.636 6 5

27 rs12898415 15 76574232 T C 0.4672 1.9e‐07 0.697262 rs67306087 ETFA Transcript INTRONIC intron 1 SCAPER 3.91509e‐06 1.3597e‐12 RP11‐593F23.1 5.85614e‐08 2.03633e‐06 27 0.630 7 4

27 rs147673985 15 76900105 AT A 0.3042 6.1e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 6.49872e‐17 1.3597e‐12 RP11‐593F23.1 2.32255e‐07 2.03633e‐06 27 0.601 NA 5

27 rs11631690 15 76519136 T C 0.2684 1.3e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 0.596 7 4

27 rs55746932 15 77074794 C T 0.3101 4.0e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.62617e‐16 1.3597e‐12 RP11‐593F23.1 7.9274e‐06 2.03633e‐06 27 0.595 7 5

27 rs200526859 15 76830039 A G 0.494 1.3e‐08 0.725441 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.593 6 5

27 rs71398948 15 77204370 G A 0.494 6.8e‐08 0.720792 rs2056544 Intergenic INTERGENIC intergenic 0 27 0.588 6 7

27 rs2896954 15 76851692 A C 0.3966 7.2e‐09 0.917495 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.10598e‐13 1.3597e‐12 RP11‐593F23.1 3.56909e‐05 2.03633e‐06 27 0.582 NA 5

27 rs34088021 15 76763441 TC T 0.4732 1.2e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation RP11‐331H13.1 Intergenic UPSTREAM upstream 0 27 0.565 NA 4

27 rs4886819 15 76901698 T C 0.3072 7.7e‐07 0.624522 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.68008e‐15 1.3597e‐12 RP11‐593F23.1 5.10928e‐06 2.03633e‐06 27 0.560 7 5

27 rs4343243 15 77004600 A G 0.4175 9.7e‐10 0.988092 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.35394e‐13 1.3597e‐12 SCAPER 4.35394e‐13 1.3597e‐12 27 0.555 7 5

27 rs12904417 15 76964152 A G 0.3082 7.5e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.71779e‐14 1.3597e‐12 RP11‐593F23.1 7.62184e‐06 2.03633e‐06 27 0.552 6 5

27 rs2959853 15 76485966 C T 0.4662 2.8e‐07 0.693211 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 2.13265e‐08 1.3597e‐12 RP11‐593F23.1 1.35288e‐08 2.03633e‐06 27 0.544 NA 5

27 rs35170561 15 77130695 T C 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.531 7 5

27 rs12909065 15 77192017 C G 0.3082 3.7e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.530 7 5



27 rs2456057 15 76526912 C G 0.2704 1.1e‐07 0.942874 rs2938697 ETFA Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.32086e‐09 1.3597e‐12 RP11‐593F23.1 4.43148e‐08 2.03633e‐06 27 0.529 5 5

27 rs35138393 15 76977617 A G 0.497 1.8e‐08 0.725725 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 8.27371e‐13 1.3597e‐12 SCAPER 8.27371e‐13 1.3597e‐12 27 0.526 6 5

27 rs56339024 15 77015200 C T 0.3101 3.4e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.106e‐15 1.3597e‐12 RP11‐593F23.1 8.26815e‐06 2.03633e‐06 27 0.521 7 5

27 rs7165053 15 76978918 C T 0.3101 2.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.24966e‐15 1.3597e‐12 RP11‐593F23.1 4.43765e‐06 2.03633e‐06 27 0.488 6 5

27 rs111589763 15 76663904 G C 0.4742 8.7e‐08 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.24602e‐12 1.3597e‐12 RP11‐593F23.1 7.63242e‐07 2.03633e‐06 27 0.480 6 4

27 rs56193230 15 76934472 T C 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.476 7 4

27 rs11635584 15 77189158 A G 0.3082 3.6e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.04613e‐15 1.3597e‐12 RP11‐593F23.1 3.82867e‐06 2.03633e‐06 27 0.471 6 5

27 rs12443137 15 76840832 T G 0.4185 2.9e‐10 1 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.05206e‐13 1.3597e‐12 SCAPER 3.05206e‐13 1.3597e‐12 27 0.464 7 5

27 rs12914196 15 76941361 T C 0.3052 5.6e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 3.48252e‐17 1.3597e‐12 RP11‐593F23.1 3.37337e‐07 2.03633e‐06 27 0.458 3a 4

27 rs72738889 15 76992063 A G 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.453 5 4

27 15:76590401_TGA_T 15 76590401 T TGA 0.2664 2.0e‐07 0.943139 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation 0 27 0.448 NA 5

27 rs12909665 15 77236574 C G 0.4901 7.8e‐08 0.653131 rs2056544 RCN2 Transcript INTRONIC intron 1 SCAPER 6.97542e‐11 1.3597e‐12 RP11‐593F23.1 5.21323e‐06 2.03633e‐06 27 0.429 7 4

27 rs2304920 15 76993867 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.53426e‐13 1.3597e‐12 RP11‐593F23.1 3.32041e‐05 2.03633e‐06 27 0.425 6 4

27 rs17363713 15 76746128 C G 0.4732 1.3e‐07 0.639547 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 0.417 7 5

27 rs11631874 15 76579536 T G 0.2684 9.1e‐08 0.943025 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.56576e‐09 1.3597e‐12 RP11‐593F23.1 1.80021e‐09 2.03633e‐06 27 0.417 7 4

27 rs4525456 15 76920316 C T 0.495 1.4e‐08 0.730384 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.413 6 5

27 rs55805818 15 76568792 G C 0.2674 1.1e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 3.56427e‐10 1.3597e‐12 RP11‐593F23.1 1.05401e‐09 2.03633e‐06 27 0.406 6 4

27 15:77086839_GA_G 15 77086839 G GA 0.3101 6.2e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.397 NA 4

27 rs66754747 15 76828568 A G 0.494 1.2e‐08 0.725441 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.392 6 5

27 rs17460201 15 76673627 C T 0.4732 8.4e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.08024e‐13 1.3597e‐12 RP11‐593F23.1 8.11742e‐07 2.03633e‐06 27 0.378 6 4

27 rs11631082 15 77037682 T C 0.3052 6.4e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 5.01008e‐17 1.3597e‐12 RP11‐593F23.1 7.549e‐07 2.03633e‐06 27 0.370 7 4

27 rs57182285 15 76530103 C G 0.2674 1.1e‐07 0.938835 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 2.39665e‐09 1.3597e‐12 RP11‐593F23.1 2.03293e‐09 2.03633e‐06 27 0.367 6 5

27 rs11631764 15 76519134 A G 0.2684 1.2e‐07 0.943025 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 0.349 7 4

27 rs1607015 15 76702429 T C 0.327 1.1e‐07 0.661534 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 0.340 7 5

27 rs62027018 15 76586983 C A 0.2674 1.7e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 0.340 6 5

27 rs11636278 15 76592738 C G 0.2674 9.7e‐08 0.947482 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 0.339 6 5

27 rs11629727 15 77009038 C G 0.3052 5.0e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 0.332 5 5

27 rs12439484 15 76602937 C A 0.4622 9.1e‐07 0.684584 rs67306087 ETFA Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 1.06337e‐07 1.3597e‐12 RP11‐593F23.1 1.47388e‐07 2.03633e‐06 27 0.329 2b 1

27 rs36061504 15 76644621 AT A 0.325 8.6e‐08 0.660708 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 1.97654e‐11 1.3597e‐12 SCAPER 1.97654e‐11 1.3597e‐12 27 0.311 NA 4

27 rs8028294 15 77084877 C T 0.495 1.3e‐08 0.723612 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.288 6 4

27 rs67570291 15 77020502 C T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.24342e‐12 1.3597e‐12 SCAPER 2.24342e‐12 1.3597e‐12 27 0.288 6 4

27 rs59011648 15 77105352 T A 0.3101 5.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.06602e‐15 1.3597e‐12 RP11‐593F23.1 8.1618e‐06 2.03633e‐06 27 0.282 7 5

27 rs1946650 15 76848463 C T 0.4751 9.8e‐08 0.655122 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 0.275 6 5

27 rs35999717 15 77193367 C G 0.493 1.9e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.5807e‐13 1.3597e‐12 RP11‐593F23.1 3.41473e‐05 2.03633e‐06 27 0.272 7 5

27 rs57505558 15 76568965 T G 0.2584 1.1e‐07 0.900384 rs2938697 ETFA Transcript INTRONIC intron 0 27 0.267 6 4

27 rs2461871 15 76822418 G C 0.3479 2.0e‐08 0.747436 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 1.39169e‐14 1.3597e‐12 RP11‐593F23.1 1.0373e‐05 2.03633e‐06 27 0.266 5 5

27 rs201627229 15 76713597 G A 0.4732 9.6e‐08 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.265 7 5

27 rs145018770 15 76829847 T G 0.494 1.3e‐08 0.725441 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.258 7 5

27 rs4886829 15 77091182 T G 0.496 1.5e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.256 5 4

27 rs2469566 15 76486382 G A 0.4672 2.8e‐07 0.697262 rs67306087 C15orf27 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.13265e‐08 1.3597e‐12 RP11‐593F23.1 1.35288e‐08 2.03633e‐06 27 0.254 NA 5

27 rs11072626 15 77090826 G A 0.3101 2.6e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.58702e‐14 1.3597e‐12 RP11‐593F23.1 1.26009e‐05 2.03633e‐06 27 0.252 6 4

27 rs1116535 15 77009514 C G 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.248 1f 5

27 rs34272342 15 77012276 C A 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 9.9185e‐11 1.3597e‐12 SCAPER 9.9185e‐11 1.3597e‐12 27 0.244 6 5

27 rs12910293 15 77118117 A G 0.496 1.7e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.241 7 5

27 15:76919569_TA_T 15 76919569 T TA 0.3042 6.3e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 0.235 NA 5

27 rs1838050 15 76931851 T G 0.4165 1.1e‐09 0.992059 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.61968e‐13 1.3597e‐12 SCAPER 4.61968e‐13 1.3597e‐12 27 0.232 7 5

27 rs77268993 15 76569853 C A 0.2644 7.0e‐08 0.934635 rs2938697 ETFA Transcript INTRONIC intron 0 27 0.226 6 4

27 rs12593871 15 77016551 T A 0.496 1.4e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.224 7 5

27 15:76537005_GA_G 15 76537005 G GA 0.2704 1.3e‐07 0.871133 rs2938697 ETFA Transcript INTRONIC intron,feature_truncation 0 27 0.184 NA 4

27 rs746891532 15 77105583 A AAAAAAAAAAA0.4145 2.4e‐08 0.766619 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 0.181 NA 5

27 rs60290059 15 76536506 A G 0.2684 7.1e‐08 0.925494 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 5.44606e‐09 1.3597e‐12 RP11‐593F23.1 1.6748e‐09 2.03633e‐06 27 0.179 7 4

27 rs5813850 15 77117062 ATTTTTTTT A 0.3101 4.6e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 0 27 0.174 NA 5

27 rs9788684 15 77194838 T A 0.497 1.8e‐08 0.704482 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.06699e‐13 1.3597e‐12 RP11‐593F23.1 4.57606e‐05 2.03633e‐06 27 0.171 6 2

27 rs4886830 15 77094418 T A 0.4771 2.9e‐08 0.657064 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.165 6 4

27 rs1011083 15 77007527 T C 0.3101 3.4e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.156 NA 4

27 rs4886822 15 76933087 T C 0.496 1.6e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.154 7 5

27 rs17367297 15 77158026 C A 0.493 1.8e‐08 0.715885 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 1.19562e‐12 1.3597e‐12 SCAPER 1.19562e‐12 1.3597e‐12 27 0.150 2b 2

27 rs4886816 15 76874707 C A 0.3091 3.3e‐07 0.629092 rs2056544 SCAPER Transcript INTRONIC intron MIR3713 Intergenic UPSTREAM upstream 1 SCAPER 7.90013e‐16 1.3597e‐12 RP11‐593F23.1 5.39961e‐06 2.03633e‐06 27 0.135 6 5

27 rs7495566 15 77005976 C G 0.496 1.3e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.134 6 5

27 rs11072578 15 76514361 G A 0.2704 7.2e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 1.21966e‐08 1.3597e‐12 RP11‐593F23.1 1.26847e‐08 2.03633e‐06 27 0.126 6 4

27 rs7181506 15 76935677 C A 0.3052 5.5e‐07 0.607606 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 0.121 6 4

27 rs200142379 15 76830276 C G 0.494 1.2e‐08 0.725441 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.73929e‐12 1.3597e‐12 SCAPER 1.73929e‐12 1.3597e‐12 27 0.120 6 5

27 rs58361452 15 76973372 C T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.66123e‐13 1.3597e‐12 RP11‐593F23.1 3.38893e‐05 2.03633e‐06 27 0.111 7 5

27 rs58995329 15 76536161 A C 0.2644 1.4e‐07 0.926174 rs2938697 ETFA Transcript INTRONIC intron 0 27 0.109 6 4

27 rs12910081 15 77022959 C G 0.3082 7.0e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 6.09843e‐16 1.3597e‐12 RP11‐593F23.1 6.14701e‐06 2.03633e‐06 27 0.098 5 4

27 rs12903483 15 76830218 C A 0.4742 7.7e‐08 0.650509 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 1.71233e‐12 1.3597e‐12 RP11‐593F23.1 5.79164e‐06 2.03633e‐06 27 0.096 6 5

27 rs8043057 15 76689878 A G 0.4732 1.1e‐07 0.645908 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.41041e‐11 1.3597e‐12 RP11‐593F23.1 5.95227e‐07 2.03633e‐06 27 0.096 6 5

27 rs11072583 15 76558143 C T 0.2674 1.1e‐07 0.947482 rs2938697 ETFA Transcript INTRONIC intron TYRO3P Intergenic UPSTREAM upstream 1 SCAPER 2.5892e‐09 1.3597e‐12 RP11‐593F23.1 5.55507e‐10 2.03633e‐06 27 0.096 5 4

27 rs67263359 15 76787900 G C 0.4751 9.7e‐08 0.64746 rs2056544 SCAPER Transcript INTRONIC intron 0 27 0.092 7 5

27 rs17464903 15 77195486 G A 0.494 2.1e‐08 0.714103 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 6.83902e‐13 1.3597e‐12 RP11‐593F23.1 3.24334e‐05 2.03633e‐06 27 0.084 1f 1

27 rs2456049 15 76480427 G C 0.3727 3.8e‐06 0.612619 rs67306087 C15orf27 Transcript INTRONIC intron 1 SCAPER 1.39271e‐07 1.3597e‐12 RP11‐593F23.1 2.24948e‐08 2.03633e‐06 27 0.083 5 5

27 rs883993 15 76515120 C G 0.2704 7.9e‐08 0.933872 rs2938697 ETFA Transcript INTRONIC intron C15orf27 Transcript INTRONIC intron,NMD 1 SCAPER 4.58032e‐09 1.3597e‐12 RP11‐593F23.1 8.79468e‐10 2.03633e‐06 27 0.068 6 4

27 rs61300240 15 76502252 C T 0.2714 1.1e‐07 0.929607 rs2938697 C15orf27 Intergenic DOWNSTREAM downstream 1 SCAPER 2.64156e‐09 1.3597e‐12 RP11‐593F23.1 2.78828e‐10 2.03633e‐06 27 0.068 5 4

27 rs62027047 15 76595404 C G 0.2644 5.8e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 0.060 7 5

27 rs143978024 15 76535783 AAAT A 0.2674 1.3e‐07 0.92107 rs2938697 ETFA Transcript INTRONIC intron,feature_elongation 1 SCAPER 6.83216e‐09 1.3597e‐12 RP11‐593F23.1 7.50312e‐10 2.03633e‐06 27 0.058 NA 4

27 rs148112189 15 76534184 AT A 0.3966 1.4e‐07 0.776634 15:76564255_TAC_T ETFA Transcript INTRONIC intron,feature_elongation 0 27 0.053 NA 4

27 rs10851888 15 76902506 T C 0.3042 6.7e‐07 0.611524 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 4.71717e‐17 1.3597e‐12 RP11‐593F23.1 3.21423e‐07 2.03633e‐06 27 0.048 7 5

27 rs4886798 15 76673226 T C 0.327 9.5e‐08 0.661534 rs2056544 SCAPER Transcript INTRONIC intron 1 SCAPER 2.39652e‐15 1.3597e‐12 RP11‐593F23.1 1.72974e‐07 2.03633e‐06 27 0.043 6 4

27 rs34092470 15 77136612 G GA 0.4811 5.3e‐08 0.616642 rs2056544 SCAPER Transcript INTRONIC intron,feature_truncation 0 27 0.036 NA 5

27 rs12910820 15 77022825 C T 0.3082 6.1e‐07 0.620571 rs2056544 SCAPER Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 SCAPER 2.71049e‐15 1.3597e‐12 RP11‐593F23.1 3.75446e‐06 2.03633e‐06 27 0.035 5 4

27 rs3915459 15 76593640 T G 0.2644 4.0e‐07 0.934635 rs2938697 ETFA Transcript INTRONIC intron 1 SCAPER 1.53485e‐08 1.3597e‐12 RP11‐593F23.1 8.49967e‐10 2.03633e‐06 27 0.021 7 4

27 rs77759308 15 77105349 ATTTGTGTG A 0.3101 5.8e‐07 0.625162 rs2056544 SCAPER Transcript INTRONIC intron,feature_elongation 1 SCAPER 3.37321e‐16 1.3597e‐12 RP11‐593F23.1 7.51791e‐06 2.03633e‐06 27 0.017 NA 5

27 15:76618102_AC_A 15 76618102 A AC 0.4274 8.6e‐07 0.672397 15:76564255_TAC_T Intergenic INTERGENIC intergenic 1 SCAPER 7.95525e‐10 1.3597e‐12 RP11‐593F23.1 2.62271e‐07 2.03633e‐06 27 0.016 NA 5

28 rs4729260 7 96117918 C G 0.3539 3.5e‐08 1 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 17.74 6 14 top

28 rs3113040 7 96093898 A G 0.2535 7.8e‐10 0.989911 rs3113037 AC004458.1 Intergenic DOWNSTREAM downstream 0 28 16.67 3a 7

28 7:96078564:C:T rs3113037 7 96078564 T C 0.2535 1.0e‐10 1 rs3113037 Intergenic INTERGENIC intergenic 0 28 11.55 2b 7

28 rs3094752 7 96077048 G C 0.2575 1.6e‐09 0.98015 rs3113037 Intergenic INTERGENIC intergenic 0 28 11.41 7 7

28 rs10953176 7 96098996 C T 0.2535 4.6e‐10 0.989911 rs3113037 AC004458.1 Intergenic UPSTREAM upstream 0 28 6.214 6 9

28 rs7798294 7 96133499 A C 0.3598 1.5e‐07 0.975222 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 5.642 5 5

28 rs2394477 7 96085345 A G 0.2535 9.0e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 5.524 7 9

28 rs6965122 7 96133319 G A 0.3479 8.2e‐08 0.958763 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 5.522 5 7

28 rs4440558 7 96135274 G A 0.3608 1.7e‐07 0.971276 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 5.336 6 5

28 rs752993538 7 96135291 T TTGTCAA 0.3608 1.5e‐07 0.971276 rs4729260 SHFM1 Transcript INTRONIC intron,nc,feature_truncation C7orf76 Intergenic UPSTREAM upstream 0 28 5.334 NA 5

28 rs3094750 7 96081911 A G 0.2535 7.8e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 4.853 7 7

28 rs10661423 7 96127689 CTG C 0.3598 1.1e‐07 0.975222 rs4729260 C7orf76 Transcript INTRONIC intron,feature_elongation SHFM1 Transcript INTRONIC intron,nc,feature_elon 0 28 4.528 NA 5

28 rs10085588 7 96137674 G A 0.3588 1.5e‐07 0.970906 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 3.929 3a 7

28 rs35108541 7 96143841 ACC A 0.3608 1.6e‐07 0.962756 rs4729260 SHFM1 Transcript INTRONIC intron,nc,feature_elongation 0 28 3.589 NA 9

28 rs3113044 7 96102069 A T 0.2535 4.7e‐10 0.989911 rs3113037 AC004458.1 Intergenic UPSTREAM upstream 0 28 3.227 7 5

28 rs4370463 7 96134401 A G 0.3598 1.8e‐07 0.975222 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 3.144 7 5

28 rs7787512 7 96131103 T C 0.3718 1.3e‐07 0.928708 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 3.095 7 7

28 rs6971293 7 96148577 C T 0.3579 2.9e‐07 0.958428 rs4729260 SHFM1 Transcript INTRONIC intron,nc 0 28 2.919 6 13

28 rs11438472 7 96138305 CT C 0.4543 5.9e‐07 0.651812 rs4729260 SHFM1 Transcript INTRONIC intron,nc,feature_elongation 0 28 2.916 NA 14

28 rs4389863 7 96145105 G A 0.3598 1.9e‐07 0.966821 rs4729260 SHFM1 Transcript INTRONIC intron,nc 0 28 2.487 6 9

28 rs3094751 7 96080962 A G 0.2545 1.9e‐10 0.994959 rs3113037 Intergenic INTERGENIC intergenic 0 28 2.424 NA 9

28 rs2189466 7 96104613 C A 0.2535 3.6e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 2.035 NA 5

28 rs4427101 7 96141701 C T 0.3598 1.4e‐07 0.966821 rs4729260 SHFM1 Transcript INTRONIC intron,nc 0 28 1.959 5 14

28 rs4342521 7 96136005 G T 0.3598 1.7e‐07 0.975222 rs4729260 SHFM1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc C7orf76 Intergenic UPSTREAM upstream 0 28 1.529 6 5

28 rs6960700 7 96146489 C T 0.3598 2.0e‐07 0.966821 rs4729260 SHFM1 Transcript INTRONIC intron,nc 0 28 1.479 7 14

28 rs7781370 7 96133531 C T 0.3598 1.2e‐07 0.975222 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 1.456 6 5

28 rs3113038 7 96085717 T C 0.2535 9.0e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 1.417 6 9

28 rs3113039 7 96089266 A G 0.2535 8.2e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 1.388 6 14

28 rs6465510 7 96133871 A C 0.3718 1.6e‐07 0.928708 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 1.282 7 5

28 rs10808100 7 96130553 T C 0.3598 1.5e‐07 0.975222 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 1.280 7 7

28 rs3094754 7 96104281 A G 0.2535 4.2e‐10 0.989911 rs3113037 Intergenic INTERGENIC intergenic 0 28 1.225 NA 5

28 rs4727338 7 96120675 C G 0.3598 1.2e‐07 0.975222 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 1.186 7 2

28 rs763884 7 96106285 A G 0.2535 4.4e‐10 0.989911 rs3113037 SHFM1 Intergenic DOWNSTREAM downstream C7orf76 Intergenic DOWNSTREAM downstream 0 28 1.084 NA 5

28 rs6465508 7 96127355 A G 0.3598 1.5e‐07 0.975222 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 1.024 6 5

28 rs4383904 7 96121636 C T 0.3598 1.2e‐07 0.975222 rs4729260 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 0.880 7 5

28 rs6465511 7 96134115 G C 0.3598 1.7e‐07 0.975222 rs4729260 SHFM1 Transcript INTRONIC intron,nc C7orf76 Intergenic UPSTREAM upstream 0 28 0.812 7 5

28 rs10281460 7 96115099 G A 0.2455 2.0e‐09 0.931066 rs3113037 C7orf76 Transcript INTRONIC intron SHFM1 Transcript INTRONIC intron,nc 0 28 0.802 7 7

28 rs4448201 7 96154912 C G 0.3579 3.9e‐07 0.950191 rs4729260 SHFM1 Transcript INTRONIC intron,nc 0 28 0.273 6 7



28 rs34482957 7 96082786 AG A 0.2465 7.0e‐10 0.955132 rs3113037 Intergenic INTERGENIC intergenic 0 28 0.064 NA 14

29 rs3813127 18 20037597 G A 0.2813 1.1e‐08 0.89537 rs9960286 Intergenic INTERGENIC intergenic 0 29 21.6 6 2 top

29 rs3813126 18 20037576 A G 0.2714 6.5e‐10 0.937659 rs9960286 Intergenic INTERGENIC intergenic 0 29 18.80 6 2

29 rs12604235 18 20015427 A G 0.2644 4.9e‐10 0.980079 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 15.12 4 5

29 rs12607091 18 20015517 C T 0.2614 5.4e‐10 0.995003 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 13.56 3a 5

29 rs9962205 18 20028189 C T 0.2614 3.6e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 13.54 3a 5

29 rs7228667 18 20015273 T C 0.2614 5.3e‐10 0.995003 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 13.43 4 5

29 rs28569090 18 20027508 G A 0.2614 3.4e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 12.04 6 5

29 rs4239427 18 20020458 T C 0.2614 3.6e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 9.958 6 7

29 rs9962836 18 20028770 C T 0.2604 3.4e‐10 0.990012 rs9960286 Intergenic INTERGENIC intergenic 0 29 8.830 4 5

29 rs4800403 18 20016089 T C 0.2207 2.9e‐08 0.789528 rs9960286 Intergenic INTERGENIC intergenic 0 29 8.512 4 5

29 rs79569651 18 20032590 AT A 0.2237 3.8e‐08 0.792066 rs9960286 Intergenic INTERGENIC intergenic 0 29 7.749 NA 1

29 rs12458848 18 20027101 A G 0.2614 3.9e‐10 0.995003 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 6.938 3a 5

29 rs4800124 18 20030007 C T 0.2604 3.4e‐10 0.990012 rs9960286 Intergenic INTERGENIC intergenic 0 29 6.926 7 5

29 rs11081935 18 20034726 C T 0.2704 7.3e‐10 0.941924 rs9960286 Intergenic INTERGENIC intergenic 0 29 6.921 5 5

29 rs143449564 18 20029426 AAAC A 0.2614 5.7e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 6.883 NA 5

29 rs9957043 18 20027797 C A 0.2614 3.5e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 6.157 5 5

29 rs9962095 18 20028064 G T 0.2614 3.5e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 5.583 2b 5

29 rs4800407 18 20025375 T A 0.2614 4.0e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 5.369 7 5

29 rs599489 18 20042436 A C 0.3131 2.3e‐07 0.600055 rs9960286 Intergenic INTERGENIC intergenic 0 29 5.356 7 5

29 rs28539344 18 20026622 T C 0.2614 4.0e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 5.349 7 5

29 rs28372459 18 20026756 A C 0.2614 4.0e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 5.010 7 5

29 rs9964565 18 20017502 G A 0.2227 3.0e‐08 0.797541 rs9960286 Intergenic INTERGENIC intergenic 0 29 4.757 7 5

29 rs4800405 18 20020894 A C 0.2614 3.6e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 4.673 6 5

29 rs12458651 18 20014598 T C 0.2614 5.3e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 4.511 6 5

29 rs12457603 18 20033165 C T 0.2227 3.7e‐08 0.788042 rs9960286 Intergenic INTERGENIC intergenic 0 29 4.365 5 2

29 rs9962828 18 20028751 C T 0.2604 3.4e‐10 0.990012 rs9960286 Intergenic INTERGENIC intergenic 0 29 4.267 3a 5

29 rs28707213 18 20026961 G A 0.2614 3.9e‐10 0.995003 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 4.031 3a 5

29 rs4800406 18 20025030 G A 0.2614 4.1e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 3.515 7 5

29 rs12455655 18 20010871 T A 0.2744 4.0e‐09 0.896839 rs9960286 Intergenic INTERGENIC intergenic 0 29 3.390 6 5

29 rs2009593 18 20011920 G C 0.2624 2.3e‐10 0.970142 rs9960286 Intergenic INTERGENIC intergenic 0 29 3.256 5 5

29 rs11664887 18 20034539 C T 0.2744 7.1e‐10 0.92387 rs9960286 Intergenic INTERGENIC intergenic 0 29 3.099 5 5

29 rs28723056 18 20033056 G A 0.2237 3.7e‐08 0.792066 rs9960286 Intergenic INTERGENIC intergenic 0 29 3.000 5 2

29 rs67868654 18 20029325 C T 0.2614 3.3e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.768 5 5

29 rs11081933 18 20029026 A C 0.2614 3.3e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.730 3a 5

29 rs4800408 18 20030139 A C 0.2614 3.5e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.449 6 5

29 rs760070073 18 20024307 C CTTG 0.2614 1.4e‐09 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.338 NA 5

29 rs28622511 18 20026862 T C 0.2614 3.9e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.160 6 5

29 rs11660614 18 20034462 A G 0.2654 1.8e‐09 0.916245 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.071 5 5

29 18:20025759_TTAGTAAG18 20025759 T TTAGTAAGAA 0.2614 3.2e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.037 NA 5

29 rs4800409 18 20030182 C T 0.2604 3.4e‐10 0.990012 rs9960286 Intergenic INTERGENIC intergenic 0 29 2.000 7 5

29 rs4800125 18 20030104 G A 0.2614 3.4e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.996 7 5

29 rs28413699 18 20024341 C T 0.2614 1.5e‐09 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.887 6 5

29 rs9958347 18 20024637 T C 0.2614 4.1e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.776 5 5

29 rs68149457 18 20029491 A G 0.2614 3.5e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.748 7 5

29 rs9947425 18 20028438 A G 0.2614 3.8e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.737 4 5

29 rs28653630 18 20026863 G A 0.2614 3.7e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.734 6 5

29 rs9950280 18 20028899 A G 0.2604 3.3e‐10 0.990012 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.606 5 5

29 rs12458850 18 20027136 A G 0.2614 3.9e‐10 0.995003 rs9960286 RegulatoryFeature REGULATORY regulatory 0 29 1.588 2b 5

29 rs9947070 18 20024596 C A 0.2614 3.6e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.362 5 5

29 rs72888250 18 20031130 A G 0.2704 5.8e‐10 0.989642 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.344 NA 5

29 rs17670370 18 20034017 G T 0.2634 2.6e‐09 0.906567 rs9960286 Intergenic INTERGENIC intergenic 0 29 1.281 5 5

29 rs5823345 18 20026359 AAT A 0.2614 4.9e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.817 NA 5

29 rs28537779 18 20033052 C A 0.2237 5.2e‐08 0.792066 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.686 5 2

29 rs997360 18 20013757 G A 0.2594 3.8e‐10 0.985108 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.619 NA 5

29 rs12605625 18 20031613 G A 0.2614 3.5e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.335 7 1

29 rs56209221 18 20021099 T G 0.2614 4.4e‐10 0.995003 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.161 7 5

29 18:20028737:A:G rs9960286 18 20028737 G A 0.2624 2.3e‐10 1 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.057 4 5

29 rs16967171 18 20011523 A G 0.2237 3.8e‐08 0.764527 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.052 6 5

29 18:20013627_GA_G 18 20013627 G GA 0.2684 6.1e‐10 0.940771 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.040 NA 5

29 rs12456453 18 20036152 C G 0.2714 7.2e‐10 0.937659 rs9960286 Intergenic INTERGENIC intergenic 0 29 0.033 5 1

30 rs7212854 17 42254417 G A 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16 CodingTranscript NON_SYNONYMOUS missense ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 22.8 4 4 top

30 rs11080007 17 42265442 T C 0.2714 1.3e‐07 0.786064 17:42236016_AT_A TMUB2 Transcript INTRONIC intron ASB16‐AS1 Intergenic UPSTREAM upstream 0 30 18.70 1f 1 top

30 rs7207464 17 42245033 T C 0.2992 8.0e‐09 0.901583 17:42236016_AT_A ASB16 Intergenic UPSTREAM upstream 0 30 18.59 1f 1

30 rs2071167 17 42287519 T C 0.2416 9.2e‐08 0.606127 17:42236016_AT_A CTB‐175E5.7 Transcript INTRONIC intron,nc UBTF CodingTranscript SYNONYMOUS synonymous 0 30 17.93 NA 2 top

30 rs35777921 17 42238570 CA C 0.2724 3.3e‐08 0.728008 17:42236016_AT_A C17orf53 Transcript INTRONIC intron,feature_elongation 0 30 15.82 NA 4

30 rs228768 17 42191893 T G 0.2992 6.2e‐06 0.628277 rs376816 HDAC5 Transcript INTRONIC intron RP11‐546M21.6 Intergenic UPSTREAM upstream 1 ASB16‐AS1 8.99607e‐06 0.0239413 ASB16‐AS1 8.99607e‐06 0.0239413 30 14.35 NA 4

30 rs2855818 17 42290015 A G 0.2406 3.0e‐07 0.601712 17:42236016_AT_A UBTF Transcript INTRONIC intron CTB‐175E5.7 Transcript INTRONIC intron,nc 0 30 14.08 NA 3

30 rs9906669 17 42305706 G A 0.3151 5.9e‐09 0.943786 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream SHC1P2 Intergenic DOWNSTREAM downstream 0 30 12.95 7 5

30 rs189049 17 42197213 C A 0.2982 2.4e‐08 0.852401 17:42236016_AT_A HDAC5 Transcript INTRONIC intron RP11‐546M21.6 Transcript INTRONIC intron,nc 0 30 12.73 6 2

30 rs112114764 17 42201041 T G 0.2982 8.3e‐09 0.897281 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory HDAC5 Intergenic UPSTREAM upstream 0 30 12.45 2b 1

30 rs9901595 17 42305699 A G 0.3151 6.1e‐09 0.943786 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream SHC1P2 Intergenic DOWNSTREAM downstream 0 30 12.44 7 5

30 rs5820523 17 42174825 GC G 0.2515 8.4e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 30 10.70 NA 2

30 rs113844752 17 42297631 A C 0.2873 2.3e‐09 0.914393 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 10.61 2b 1

30 rs190144 17 42164584 G A 0.2485 6.8e‐06 0.790134 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 10.52 NA 1

30 rs2269908 17 42294198 C G 0.3191 6.9e‐09 0.927475 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 10.46 4 2

30 rs4473241 17 42281282 T G 0.2763 4.3e‐07 0.694333 17:42236016_AT_A CTB‐175E5.7 Transcript INTRONIC intron,nc ATXN7L3 Intergenic UPSTREAM upstream 0 30 10.20 1f 2

30 rs3826412 17 42255097 C T 0.2992 1.0e‐08 0.901583 17:42236016_AT_A ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc ASB16 Transcript SPLICE_SITE splice,intron 0 30 9.834 NA 4

30 rs4793085 17 42320732 C A 0.3121 1.1e‐08 0.929647 rs8074740 Intergenic INTERGENIC intergenic 0 30 9.798 4 5

30 rs4793083 17 42312973 T C 0.3022 4.2e‐10 1 rs8074740 RegulatoryFeature REGULATORY regulatory 0 30 9.764 2b 2

30 17:42297453_AG_A 17 42297453 A AG 0.2962 1.9e‐08 0.832869 rs8074740 UBTF Transcript INTRONIC intron,feature_truncation RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 9.618 NA 1

30 rs721769 17 42261588 G T 0.2992 8.6e‐09 0.901583 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc TMUB2 Intergenic UPSTREAM upstream 0 30 9.309 NA 2

30 rs2251165 17 42234748 C T 0.3012 8.0e‐09 0.90079 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 8.538 NA 4

30 rs112161734 17 42301038 AGTGCTTTG A 0.3181 9.2e‐09 0.931641 rs8074740 RP5‐882C2.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc,feature_elongUBTF Intergenic UPSTREAM upstream 0 30 8.537 NA 2

30 rs9895423 17 42285740 C T 0.2366 2.3e‐07 0.611961 17:42236016_AT_A UBTF Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 8.423 4 3

30 rs186603 17 42207884 T C 0.2992 1.5e‐08 0.901583 17:42236016_AT_A Intergenic INTERGENIC intergenic 0 30 8.135 NA 2

30 rs10208 17 42300278 T C 0.3022 4.9e‐08 0.859055 rs8074740 RP5‐882C2.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc UBTF Intergenic UPSTREAM upstream 0 30 8.029 4 1

30 rs4793086 17 42320751 T C 0.2992 4.2e‐10 0.986096 rs8074740 Intergenic INTERGENIC intergenic 0 30 7.954 5 5

30 17:42285878_CAG_C 17 42285878 C CAG 0.2366 1.7e‐07 0.611961 17:42236016_AT_A UBTF Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 30 7.865 NA 3

30 rs1684662 17 42180822 A T 0.2495 7.5e‐06 0.787156 rs376816 HDAC5 Transcript INTRONIC intron 0 30 7.496 5 3

30 rs555493154 17 42299008 GT G 0.2535 1.9e‐08 0.673637 rs8074740 RegulatoryFeature REGULATORY regulatory RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 7.362 NA 1

30 17:42212396_CATT_C 17 42212396 C CATT 0.2734 1.6e‐07 0.794298 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 1 ASB16‐AS1 1.47726e‐05 0.0239413 ASB16‐AS1 1.47726e‐05 0.0239413 30 7.316 NA 2

30 rs2631295 17 42237884 T C 0.2724 9.1e‐08 0.789703 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 7.305 NA 4

30 rs2526022 17 42213216 T C 0.2724 1.3e‐07 0.789703 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 7.192 NA 5

30 rs227579 17 42223134 A T 0.2734 1.4e‐07 0.794298 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 1 ASB16‐AS1 1.68927e‐05 0.0239413 ASB16‐AS1 1.68927e‐05 0.0239413 30 7.035 1f 4

30 rs2526021 17 42213347 A G 0.2724 1.3e‐07 0.789703 17:42236016_AT_A RNU6‐131P NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 6.956 6 5

30 rs2240226 17 42266218 T C 0.2714 1.3e‐07 0.786064 17:42236016_AT_A TMUB2 Transcript INTRONIC intron ASB16‐AS1 Intergenic UPSTREAM upstream 0 30 6.934 NA 1

30 17:42300634_CAAAAA_ 17 42300634 C CAAAAA 0.3489 2.2e‐07 0.817082 rs8074740 RP5‐882C2.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc,feature_truncUBTF Intergenic UPSTREAM upstream 0 30 6.930 NA 2

30 rs170634 17 42175821 A C 0.2505 9.7e‐06 0.782737 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 6.560 NA 4

30 rs11656316 17 42313644 G A 0.2843 1.7e‐09 0.919867 rs8074740 Intergenic INTERGENIC intergenic 0 30 6.427 5 5

30 rs2526019 17 42242629 G A 0.2992 5.5e‐09 0.901583 17:42236016_AT_A C17orf53 Intergenic DOWNSTREAM downstream 0 30 6.417 NA 4

30 rs2246287 17 42232442 G C 0.2992 7.6e‐09 0.901583 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 6.275 1f 4

30 rs58827203 17 42292020 GCTT G 0.3181 7.5e‐09 0.931641 rs8074740 UBTF Transcript INTRONIC intron,feature_elongation CTB‐175E5.7 Transcript INTRONIC intron,nc,feature_elon 0 30 6.247 NA 4

30 17:42305364_CT_C 17 42305364 C CT 0.3161 3.5e‐10 0.829031 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream SHC1P2 Intergenic DOWNSTREAM downstream 0 30 6.224 NA 5

30 rs377963 17 42158310 G T 0.2227 1.6e‐07 0.959096 rs376816 HDAC5 Transcript INTRONIC intron G6PC3 Intergenic DOWNSTREAM downstream 0 30 6.070 NA 4

30 17:42262778_CTT_C 17 42262778 C CTT 0.2744 1.6e‐07 0.797971 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc,feature_truncation TMUB2 Intergenic UPSTREAM upstream 0 30 5.946 NA 1

30 rs228765 17 42186422 T C 0.2515 6.0e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 5.786 NA 1

30 17:42236016_AT_A 17 42236016 A AT 0.3181 3.6e‐09 1 17:42236016_AT_A C17orf53 Transcript INTRONIC intron,feature_truncation 0 30 5.724 NA 4

30 rs7212573 17 42254281 G A 0.2932 1.4e‐08 0.874269 17:42236016_AT_A ASB16 CodingTranscript NON_SYNONYMOUS missense ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 5.719 4 3

30 rs4239142 17 42205876 G A 0.2724 1.7e‐07 0.789703 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory HDAC5 Intergenic UPSTREAM upstream 0 30 5.578 4 5

30 rs11656871 17 42269141 C G 0.3002 8.5e‐09 0.89645 17:42236016_AT_A ATXN7L3 Intergenic DOWNSTREAM downstream TMUB2 Intergenic DOWNSTREAM downstream 0 30 5.501 2b 3

30 rs7222349 17 42304644 A G 0.3171 5.5e‐09 0.935827 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream SHC1P2 Intergenic DOWNSTREAM downstream 0 30 5.243 7 5

30 rs111567484 17 42316012 G A 0.3042 1.3e‐09 0.990772 rs8074740 Intergenic INTERGENIC intergenic 0 30 5.191 6 5

30 rs7220138 17 42254011 G C 0.2972 8.0e‐09 0.892406 17:42236016_AT_A ASB16 Transcript INTRONIC intron ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 5.187 5 3

30 rs227581 17 42221924 G A 0.2992 8.1e‐09 0.901583 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 5.042 NA 4

30 rs2631299 17 42219773 T G 0.2744 1.4e‐07 0.787999 17:42236016_AT_A C17orf53 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 ASB16‐AS1 2.24059e‐05 0.0239413 ASB16‐AS1 2.24059e‐05 0.0239413 30 4.944 NA 1

30 rs7209801 17 42323376 A G 0.2793 5.8e‐09 0.889306 rs8074740 RegulatoryFeature REGULATORY regulatory AC003102.1 Intergenic DOWNSTREAM downstream 0 30 4.909 2b 2

30 rs227578 17 42210189 A C 0.2992 1.0e‐08 0.901583 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 4.889 NA 5

30 rs10628218 17 42249717 ATG A 0.2714 1.0e‐07 0.786064 17:42236016_AT_A ASB16 Transcript INTRONIC intron,feature_elongation ASB16‐AS1 Intergenic DOWNSTREAM downstream 0 30 4.777 NA 3

30 rs425038 17 42182028 C T 0.2525 5.5e‐06 0.773986 rs376816 HDAC5 Transcript INTRONIC intron 0 30 4.728 NA 2

30 rs2269905 17 42294462 G A 0.3181 7.1e‐09 0.931641 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 4.589 NA 2



30 rs433610 17 42197281 G A 0.2724 4.0e‐07 0.756192 17:42236016_AT_A HDAC5 Transcript INTRONIC intron RP11‐546M21.6 Transcript INTRONIC intron,nc 0 30 4.567 NA 2

30 rs8072954 17 42294722 A G 0.3181 6.9e‐09 0.931641 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 4.390 3a 1

30 rs850851 17 42177674 T C 0.2485 6.6e‐06 0.790134 rs376816 HDAC5 Transcript INTRONIC intron 0 30 4.388 5 4

30 rs58392387 17 42297889 G A 0.2873 2.4e‐09 0.914393 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 4.370 2b 1

30 rs4793079 17 42201956 A C 0.2992 1.2e‐08 0.901583 17:42236016_AT_A RP11‐546M21.6 Intergenic DOWNSTREAM downstream HDAC5 Intergenic UPSTREAM upstream 0 30 4.336 7 1

30 rs184478 17 42209751 G C 0.2724 1.8e‐07 0.789703 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 4.265 1b 5

30 rs4559945 17 42324057 C G 0.2843 2.8e‐09 0.909855 rs8074740 RegulatoryFeature REGULATORY regulatory AC003102.1 Intergenic DOWNSTREAM downstream 0 30 4.223 4 5

30 17:42224804_CT_C 17 42224804 C CT 0.3111 2.6e‐08 0.845217 17:42236016_AT_A C17orf53 Transcript INTRONIC intron,feature_truncation 0 30 4.214 NA 4

30 rs2269906 17 42294337 C A 0.3181 6.6e‐09 0.931641 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 4.129 NA 2

30 rs2631298 17 42219832 C T 0.3002 7.0e‐09 0.89645 17:42236016_AT_A C17orf53 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 4.118 NA 1

30 rs147462187 17 42202805 CA C 0.3032 1.0e‐08 0.881215 17:42236016_AT_A RP11‐546M21.6 Intergenic DOWNSTREAM downstream HDAC5 Intergenic UPSTREAM upstream 0 30 4.073 NA 5

30 rs730228 17 42239349 C T 0.3022 9.0e‐09 0.876893 17:42236016_AT_A C17orf53 Transcript 3PRIME_UTR 3_prime_UTR 0 30 4.040 NA 4

30 rs7214001 17 42241707 A G 0.2724 1.1e‐07 0.789703 17:42236016_AT_A C17orf53 Intergenic DOWNSTREAM downstream 0 30 3.963 7 4

30 17:42226622_CT_C 17 42226622 C CT 0.2594 2.1e‐07 0.617579 17:42236016_AT_A C17orf53 Transcript INTRONIC intron,feature_truncation 0 30 3.848 NA 4

30 rs2269907 17 42294215 A G 0.3191 6.7e‐09 0.927475 rs8074740 UBTF Transcript INTRONIC intron RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 3.808 NA 2

30 rs228764 17 42185469 G A 0.2515 6.0e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 3.362 4 1

30 rs67143613 17 42242656 A G 0.2724 1.1e‐07 0.789703 17:42236016_AT_A C17orf53 Intergenic DOWNSTREAM downstream 0 30 3.260 7 4

30 rs12935898 17 42301718 G A 0.3181 5.6e‐09 0.931641 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream UBTF Intergenic UPSTREAM upstream 0 30 3.191 5 5

30 rs2905983 17 42212429 G T 0.2992 1.1e‐08 0.901583 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 3.149 NA 5

30 rs28897216 17 42240824 G A 0.2992 1.4e‐08 0.901583 17:42236016_AT_A C17orf53 Intergenic DOWNSTREAM downstream 0 30 3.086 7 4

30 rs113184718 17 42206543 T A 0.3082 9.8e‐08 0.848759 17:42236016_AT_A Intergenic INTERGENIC intergenic 0 30 3.045 6 5

30 rs6503488 17 42246158 G T 0.2992 8.2e‐09 0.901583 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory ASB16 Intergenic UPSTREAM upstream 0 30 3.033 4 1

30 rs479044 17 42158613 G A 0.2247 1.4e‐07 0.971171 rs376816 HDAC5 Transcript INTRONIC intron G6PC3 Intergenic DOWNSTREAM downstream 0 30 2.709 7 4

30 rs2523161 17 42179405 T C 0.2505 8.7e‐06 0.782737 rs376816 HDAC5 Transcript INTRONIC intron 0 30 2.687 5 2

30 rs56024261 17 42321203 CATT C 0.3191 1.2e‐09 0.926444 rs8074740 SLC4A1 Intergenic DOWNSTREAM downstream AC003102.1 Intergenic DOWNSTREAM downstream 0 30 2.528 NA 5

30 rs376816 17 42156471 C A 0.2217 3.0e‐08 1 rs376816 HDAC5 Transcript INTRONIC intron G6PC3 Intergenic DOWNSTREAM downstream 0 30 2.483 NA 4

30 17:42312778:A:G rs8074740 17 42312778 A G 0.3022 2.4e‐10 1 rs8074740 Intergenic INTERGENIC intergenic 0 30 2.354 3a 2

30 rs575798 17 42181796 C A 0.2505 4.1e‐06 0.781227 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 2.345 2c 4

30 rs2905982 17 42220910 A G 0.2724 1.0e‐07 0.789703 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 2.326 NA 1

30 rs228749 17 42174570 G A 0.2485 7.1e‐06 0.790134 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 2.303 NA 2

30 rs400460 17 42182770 G A 0.2515 5.8e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron 0 30 2.253 NA 4

30 rs7214273 17 42261289 A C 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc TMUB2 Intergenic UPSTREAM upstream 0 30 2.240 6 4

30 rs11079983 17 42198170 C T 0.2714 3.2e‐07 0.751527 17:42236016_AT_A HDAC5 Transcript INTRONIC intron RP11‐546M21.6 Intergenic DOWNSTREAM downstream 0 30 2.227 1f 2

30 rs7217858 17 42254527 G T 0.2972 7.4e‐09 0.892406 17:42236016_AT_A ASB16 CodingTranscript NON_SYNONYMOUS missense ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 2.202 5 4

30 rs9910055 17 42283037 T C 0.2346 1.4e‐07 0.637175 17:42236016_AT_A UBTF Transcript 3PRIME_UTR 3_prime_UTR CTB‐175E5.7 Transcript INTRONIC intron,nc 0 30 2.129 4 3

30 rs4793080 17 42205593 A G 0.2992 1.4e‐08 0.901583 17:42236016_AT_A HDAC5 Intergenic UPSTREAM upstream 0 30 2.112 7 5

30 rs551849540 17 42218634 CA C 0.2694 6.6e‐08 0.672915 17:42236016_AT_A C17orf53 Intergenic UPSTREAM upstream 0 30 2.048 NA 1

30 rs4793076 17 42171766 C G 0.2515 9.1e‐06 0.788305 rs376816 HDAC5 Transcript INTRONIC intron 0 30 2.019 6 4

30 rs9898613 17 42267290 G A 0.2724 1.3e‐07 0.780688 17:42236016_AT_A TMUB2 Transcript INTRONIC intron ASB16‐AS1 Intergenic UPSTREAM upstream 0 30 1.972 7 4

30 rs408282 17 42182267 G A 0.2505 5.8e‐06 0.781227 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.950 NA 4

30 rs7225868 17 42323831 G C 0.2853 3.3e‐09 0.91474 rs8074740 RegulatoryFeature REGULATORY regulatory AC003102.1 Intergenic DOWNSTREAM downstream 0 30 1.852 3a 5

30 rs9899127 17 42302382 T C 0.3181 5.5e‐09 0.931641 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream UBTF Intergenic UPSTREAM upstream 0 30 1.802 5 5

30 rs7216294 17 42251095 C T 0.2972 7.2e‐09 0.892406 17:42236016_AT_A ASB16 Transcript INTRONIC intron ASB16‐AS1 Intergenic DOWNSTREAM downstream 0 30 1.793 5 4

30 rs4793077 17 42171877 T C 0.2495 6.1e‐06 0.795724 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.773 7 4

30 rs7214540 17 42256604 G A 0.2972 7.3e‐09 0.892406 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc ASB16 Intergenic DOWNSTREAM downstream 0 30 1.740 5 4

30 rs228766 17 42186813 G A 0.2505 4.6e‐06 0.781227 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.685 NA 1

30 rs2905981 17 42238625 T C 0.2724 1.0e‐07 0.789703 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 1.665 NA 4

30 rs2079008 17 42322132 A C 0.3012 6.2e‐10 0.986016 rs8074740 SLC4A1 Intergenic DOWNSTREAM downstream AC003102.1 Intergenic DOWNSTREAM downstream 0 30 1.655 7 5

30 rs609292 17 42180436 A G 0.2505 7.8e‐06 0.782737 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 1.590 NA 3

30 rs9906807 17 42303305 T C 0.3171 5.4e‐09 0.935321 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream UBTF Intergenic UPSTREAM upstream 0 30 1.491 6 5

30 rs6503490 17 42246656 G A 0.2982 6.8e‐09 0.896699 17:42236016_AT_A ASB16 Intergenic UPSTREAM upstream 0 30 1.483 6 5

30 rs11652651 17 42302907 A G 0.3191 5.8e‐09 0.927475 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream UBTF Intergenic UPSTREAM upstream 0 30 1.407 7 5

30 rs228767 17 42188311 G C 0.2535 4.4e‐06 0.769654 rs376816 HDAC5 Transcript INTRONIC intron RP11‐546M21.6 Intergenic UPSTREAM upstream 0 30 1.404 4 1

30 rs5033 17 42326258 T C 0.2883 3.6e‐09 0.918636 rs8074740 SLC4A1 Transcript 3PRIME_UTR 3_prime_UTR AC003102.1 Transcript 3PRIME_UTR 3_prime_UTR 0 30 1.394 NA 5

30 rs170636 17 42184029 G A 0.2515 6.1e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.385 NA 2

30 rs228748 17 42174390 A G 0.2505 9.6e‐06 0.782737 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.368 NA 2

30 rs9896789 17 42314567 T C 0.2863 3.0e‐09 0.928298 rs8074740 Intergenic INTERGENIC intergenic 0 30 1.363 6 5

30 rs8078174 17 42217724 G A 0.2992 1.3e‐08 0.901583 17:42236016_AT_A C17orf53 Intergenic UPSTREAM upstream RNU6‐131P Intergenic UPSTREAM upstream 0 30 1.211 5 5

30 rs4793084 17 42317371 T G 0.2863 3.6e‐09 0.928298 rs8074740 Intergenic INTERGENIC intergenic 0 30 1.197 4 5

30 rs11404715 17 42211306 AC A 0.2734 1.9e‐07 0.794298 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 1 ASB16‐AS1 1.20694e‐05 0.0239413 ASB16‐AS1 1.20694e‐05 0.0239413 30 1.077 NA 1

30 rs13726 17 42239561 T C 0.2793 1.9e‐07 0.816743 17:42236016_AT_A C17orf53 Transcript 3PRIME_UTR 3_prime_UTR 0 30 1.056 6 4

30 rs12937114 17 42325073 G A 0.2803 6.3e‐09 0.893401 rs8074740 RegulatoryFeature REGULATORY regulatory AC003102.1 Intergenic DOWNSTREAM downstream 0 30 1.034 2b 2

30 rs170637 17 42186868 T C 0.2525 6.3e‐06 0.773986 rs376816 HDAC5 Transcript INTRONIC intron 0 30 1.010 NA 1

30 rs7089 17 42269017 C T 0.3002 1.1e‐08 0.89645 17:42236016_AT_A TMUB2 Transcript 3PRIME_UTR 3_prime_UTR ASB16‐AS1 Intergenic UPSTREAM upstream 0 30 1.006 4 3

30 rs2526020 17 42216588 T G 0.2734 2.3e‐07 0.794298 17:42236016_AT_A C17orf53 Intergenic UPSTREAM upstream RNU6‐131P Intergenic UPSTREAM upstream 1 ASB16‐AS1 1.68927e‐05 0.0239413 ASB16‐AS1 1.68927e‐05 0.0239413 30 0.916 NA 1

30 17:42214271_CG_C 17 42214271 C CG 0.2992 1.1e‐08 0.901583 17:42236016_AT_A RNU6‐131P Intergenic UPSTREAM upstream 0 30 0.911 NA 5

30 rs1135215 17 42253519 C T 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16 Transcript INTRONIC intron ASB16‐AS1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 30 0.879 NA 4

30 rs228746 17 42173752 C T 0.2495 5.9e‐06 0.785666 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 0.868 NA 1

30 rs9893756 17 42321109 C T 0.2833 3.4e‐09 0.915424 rs8074740 SLC4A1 Intergenic DOWNSTREAM downstream AC003102.1 Intergenic DOWNSTREAM downstream 0 30 0.827 7 5

30 rs12947939 17 42250378 T G 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16 Transcript INTRONIC intron ASB16‐AS1 Intergenic DOWNSTREAM downstream 0 30 0.796 7 4

30 rs615070 17 42176591 A G 0.2495 9.4e‐06 0.787156 rs376816 HDAC5 Transcript INTRONIC intron 0 30 0.681 1f 4

30 rs12944572 17 42245241 C T 0.3002 7.4e‐09 0.89645 17:42236016_AT_A ASB16 Intergenic UPSTREAM upstream 0 30 0.670 5 1

30 rs81367 17 42159109 G A 0.2256 1.1e‐07 0.965273 rs376816 HDAC5 Transcript INTRONIC intron 0 30 0.648 NA 4

30 rs2905980 17 42240198 G T 0.2724 1.2e‐07 0.789703 17:42236016_AT_A C17orf53 Intergenic DOWNSTREAM downstream 0 30 0.607 NA 4

30 rs11656758 17 42301541 G A 0.3181 5.8e‐09 0.931641 rs8074740 RegulatoryFeature REGULATORY regulatory UBTF Intergenic UPSTREAM upstream 0 30 0.594 2b 1

30 rs778428825 17 42292476 G GA 0.3042 5.8e‐10 0.981537 rs8074740 UBTF Transcript INTRONIC intron,feature_truncation CTB‐175E5.7 Transcript INTRONIC intron,nc,feature_trun 0 30 0.539 NA 3

30 17:42219057_GAA_G 17 42219057 G GAA 0.2734 1.7e‐07 0.794298 17:42236016_AT_A RegulatoryFeature REGULATORY regulatory C17orf53 Intergenic UPSTREAM upstream 0 30 0.520 NA 1

30 rs12940978 17 42178117 A G 0.2495 8.9e‐06 0.787156 rs376816 HDAC5 Transcript INTRONIC intron 0 30 0.518 7 4

30 rs183462 17 42183376 C G 0.2515 6.3e‐06 0.778347 rs376816 HDAC5 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 0.447 4 2

30 rs67613064 17 42300929 AC A 0.2922 2.0e‐09 0.819285 rs8074740 RP5‐882C2.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc,feature_elongUBTF Intergenic UPSTREAM upstream 0 30 0.393 NA 2

30 rs12451882 17 42301922 T C 0.3022 4.4e‐08 0.859055 rs8074740 RP5‐882C2.2 Intergenic DOWNSTREAM downstream UBTF Intergenic UPSTREAM upstream 0 30 0.386 5 5

30 rs850856 17 42157739 T C 0.2237 8.1e‐08 0.988334 rs376816 HDAC5 Transcript INTRONIC intron G6PC3 Intergenic DOWNSTREAM downstream 0 30 0.363 NA 3

30 rs227583 17 42231698 G C 0.2992 6.7e‐09 0.901583 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 0.342 7 4

30 rs7213436 17 42252163 A G 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16 Transcript INTRONIC intron ASB16‐AS1 Intergenic DOWNSTREAM downstream 0 30 0.325 1f 4

30 rs11656104 17 42258965 T A 0.2594 4.0e‐08 0.724451 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc ASB16 Intergenic DOWNSTREAM downstream 0 30 0.303 6 5

30 rs9916444 17 42313512 G C 0.3151 5.6e‐09 0.943786 rs8074740 Intergenic INTERGENIC intergenic 0 30 0.301 7 5

30 rs227577 17 42210298 C T 0.2724 1.3e‐07 0.789703 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 0.295 NA 5

30 rs227580 17 42223068 C T 0.2992 8.2e‐09 0.901583 17:42236016_AT_A C17orf53 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 30 0.209 NA 4

30 rs9911991 17 42278916 C G 0.2376 3.5e‐07 0.647203 17:42236016_AT_A CTB‐175E5.7 Transcript INTRONIC intron,nc ATXN7L3 Intergenic UPSTREAM upstream 0 30 0.190 5 1

30 rs13306780 17 42329004 C A 0.2614 9.0e‐06 0.692059 rs8074740 SLC4A1 Transcript INTRONIC intron AC003102.1 Intergenic UPSTREAM upstream 0 30 0.126 NA 5

30 rs56215655 17 42209013 C A 0.3419 7.9e‐09 0.760304 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 0.114 6 5

30 rs6503489 17 42246289 A G 0.2724 1.0e‐07 0.789703 17:42236016_AT_A ASB16 Intergenic UPSTREAM upstream 0 30 0.094 7 1

30 rs66638912 17 42262010 AT A 0.2714 1.5e‐07 0.786064 17:42236016_AT_A ASB16‐AS1 Transcript INTRONIC intron,nc,feature_elongation TMUB2 Intergenic UPSTREAM upstream 0 30 0.088 NA 2

30 rs3859274 17 42234039 A T 0.2823 4.5e‐08 0.8244 17:42236016_AT_A C17orf53 Transcript INTRONIC intron 0 30 0.070 6 4

30 rs2072081 17 42327493 T G 0.2326 1.1e‐06 0.684023 rs8074740 SLC4A1 Transcript 3PRIME_UTR 3_prime_UTR AC003102.1 Intergenic UPSTREAM upstream 0 30 0.046 NA 1

30 rs368328 17 42170289 A G 0.2495 6.5e‐06 0.795724 rs376816 HDAC5 Transcript INTRONIC intron 0 30 0.028 5 4

30 rs56412041 17 42209011 C A 0.339 8.6e‐09 0.763012 17:42236016_AT_A RNU6‐131P Intergenic DOWNSTREAM downstream 0 30 0.025 6 5

30 rs375263726 17 42250095 ATGATTCTCC A 0.2992 1.2e‐08 0.901583 17:42236016_AT_A ASB16 Transcript INTRONIC intron,feature_elongation ASB16‐AS1 Intergenic DOWNSTREAM downstream 0 30 0.022 NA 3

30 rs228757 17 42164885 C G 0.2485 6.1e‐06 0.790134 rs376816 HDAC5 CodingTranscript NON_SYNONYMOUS missense RegulatoryFeature REGULATORY regulatory 0 30 0.014 4 1

30 rs8079310 17 42270291 G A 0.3012 9.1e‐09 0.891979 17:42236016_AT_A ATXN7L3 Transcript 3PRIME_UTR 3_prime_UTR TMUB2 Intergenic DOWNSTREAM downstream 0 30 0.009 4 3

30 17:42298466_AT_A 17 42298466 A AT 0.3171 6.4e‐09 0.926527 rs8074740 UBTF Transcript INTRONIC intron,feature_truncation RP5‐882C2.2 Intergenic UPSTREAM upstream 0 30 0.008 NA 1

30 rs227584 17 42225547 C A 0.2992 7.3e‐09 0.901583 17:42236016_AT_A C17orf53 CodingTranscript NON_SYNONYMOUS missense 0 30 0.005 NA 4

31 rs1571787 10 18433986 A G 0.2913 3.0e‐09 0.682956 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 13.67 4 5 top

31 rs10764320 10 18432485 A T 0.2744 8.2e‐09 0.618504 rs34606998 CACNB2 Transcript INTRONIC intron 0 31 12.22 5 1

31 rs11012759 10 18415244 C G 0.2256 2.0e‐07 0.802995 rs11012760 Intergenic INTERGENIC intergenic 0 31 5.341 6 5

31 rs7909119 10 18427984 A G 0.2684 1.1e‐08 0.646395 rs34606998 CACNB2 Intergenic UPSTREAM upstream 0 31 4.821 6 5

31 rs16916928 10 18470153 A G 0.2674 6.0e‐06 0.631111 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 4.582 5 5

31 10:18434342_AT_A 10 18434342 A AT 0.4732 9.3e‐07 0.630325 rs1888693 CACNB2 Transcript INTRONIC intron,feature_truncation 0 31 4.091 NA 2

31 rs7897163 10 18414220 T C 0.2237 1.7e‐07 0.80968 rs11012760 Intergenic INTERGENIC intergenic 0 31 3.915 7 5

31 10:18440444:A:G rs1888693 10 18440444 A G 0.3539 2.7e‐10 1 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 3.765 NA 4

31 rs12761409 10 18414778 T C 0.2256 2.1e‐07 0.802995 rs11012760 Intergenic INTERGENIC intergenic 0 31 3.535 6 5

31 rs34606998 10 18430855 T C 0.2565 2.9e‐08 1 rs34606998 CACNB2 Transcript INTRONIC intron 0 31 3.395 2b 1

31 rs10764325 10 18440733 C T 0.4742 9.9e‐08 0.648329 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 3.372 7 4

31 rs1331330 10 18435016 T C 0.4751 5.0e‐07 0.628751 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 2.888 4 5

31 rs10734038 10 18436515 T C 0.4722 2.4e‐07 0.632626 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 2.738 7 5

31 rs2840320 10 18434190 G C 0.4761 6.4e‐07 0.62182 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 2.607 4 2

31 rs12777936 10 18469956 T C 0.2664 5.5e‐06 0.634971 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 2.551 5 5

31 rs7897452 10 18414466 T C 0.1899 2.4e‐08 0.981646 rs11012760 Intergenic INTERGENIC intergenic 0 31 2.531 7 5

31 rs1779235 10 18471274 G A 0.2674 5.5e‐06 0.631111 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 1.445 6 4

31 rs11012760 10 18415289 G C 0.1869 1.7e‐08 1 rs11012760 Intergenic INTERGENIC intergenic 0 31 1.356 7 5

31 rs10764316 10 18409507 G C 0.2684 1.4e‐06 0.608363 rs11012760 Intergenic INTERGENIC intergenic 0 31 1.343 6 14



31 rs10740995 10 18445088 A G 0.4742 1.3e‐07 0.640569 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 1.274 5 5

31 rs10740993 10 18442482 T C 0.4761 1.2e‐07 0.643773 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 1.136 7 4

31 10:18435405_AT_A 10 18435405 A AT 0.3091 2.7e‐07 0.693845 rs1888693 CACNB2 Transcript INTRONIC intron,feature_truncation 0 31 1.010 NA 5

31 rs10828269 10 18438572 C G 0.4742 9.6e‐08 0.640569 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 0.735 5 5

31 rs10828277 10 18443726 C T 0.4771 2.7e‐07 0.642964 rs1888693 CACNB2 Transcript INTRONIC intron 0 31 0.505 7 4

31 rs574228549 10 18445803 GA G 0.3519 3.0e‐07 0.696223 rs1888693 CACNB2 Transcript INTRONIC intron,feature_elongation 0 31 0.292 NA 5

32 rs35717456 4 95747824 CAG C 0.4344 1.1e‐07 0.920993 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 22.2 NA 5 top

32 rs6532515 4 95817306 A G 0.4612 3.2e‐08 0.89126 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 16.19 5 5

32 rs3775029 4 95855396 T C 0.496 6.2e‐06 0.766129 rs2023834 BMPR1B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 32 14.24 4 2

32 4:95766494_CTT_C 4 95766494 C CTT 0.4374 6.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 13.12 NA 5

32 rs1544390 4 95773758 A G 0.4354 9.7e‐08 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 11.31 6 5

32 rs13117041 4 95771318 A T 0.4374 6.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 10.28 5 5

32 rs10004573 4 95767097 C T 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 9.136 6 5

32 rs1544393 4 95775394 A G 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 8.654 6 5

32 rs1544389 4 95773744 A T 0.4354 9.1e‐08 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 7.841 7 5

32 4:95821419:C:T rs3775010 4 95821419 C T 0.3559 6.8e‐10 1 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 7.522 5 5

32 rs4467574 4 95727109 A G 0.4493 6.2e‐07 0.601363 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 7.374 6 5

32 rs6843053 4 95765044 A T 0.4374 8.7e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 6.946 6 5

32 rs35660895 4 95769373 CTT C 0.4374 1.2e‐07 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 6.876 NA 5

32 rs13117507 4 95771536 G T 0.4374 8.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 6.634 6 5

32 rs4429734 4 95775806 G A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 6.546 6 5

32 rs2865410 4 95781474 A C 0.4414 2.6e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 6.235 NA 5

32 rs1472960 4 95714012 A T 0.496 8.0e‐07 0.709388 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.950 7 5

32 rs6812504 4 95765493 G T 0.4374 8.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.855 6 5

32 rs28753985 4 95781256 A G 0.335 7.1e‐10 0.873445 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 5.789 7 5

32 rs71617616 4 95764071 T C 0.4374 6.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.726 5 5

32 rs972409 4 95832551 T C 0.3559 8.0e‐10 1 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 5.693 NA 5

32 rs12500280 4 95763131 T C 0.4364 8.0e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.684 5 1

32 rs6848017 4 95774338 G A 0.4324 1.2e‐07 0.906646 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.621 6 5

32 rs6834911 4 95763445 A T 0.4324 5.1e‐08 0.914001 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.486 5 2

32 rs6858439 4 95763749 T C 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.247 7 2

32 rs13149762 4 95772952 T C 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 5.080 6 5

32 rs6851987 4 95762899 T C 0.4374 8.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.916 3a 1

32 rs6841103 4 95779210 T C 0.4414 2.3e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.915 7 5

32 rs916876 4 95777420 A G 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.911 3a 5

32 rs2865413 4 95773435 T C 0.4374 8.7e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.788 NA 5

32 rs2865375 4 95731394 G A 0.4453 7.3e‐07 0.857498 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.758 7 5

32 rs4364269 4 95775529 T C 0.4374 7.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.682 7 5

32 rs6840962 4 95779246 G A 0.4414 2.0e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.679 6 5

32 rs10005096 4 95770843 T C 0.4374 8.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.610 5 5

32 rs7691832 4 95767910 T C 0.4364 9.5e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.582 7 5

32 rs6816019 4 95764441 G A 0.4374 8.6e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.550 5 5

32 rs10004478 4 95767073 C T 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.497 6 5

32 rs10014945 4 95766951 G A 0.4374 8.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.476 6 5

32 rs1544388 4 95773723 T C 0.4354 9.2e‐08 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.440 7 5

32 rs6817080 4 95764701 A G 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.387 7 5

32 rs143590753 4 95768773 CTG C 0.4384 3.7e‐08 0.927895 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 4.294 NA 5

32 rs13127888 4 95769922 G A 0.4374 9.1e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.183 7 5

32 4:95767996_CAAAA_C 4 95767996 C CAAAA 0.4374 6.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 4.141 NA 5

32 rs6828538 4 95771847 A C 0.4334 8.5e‐08 0.917264 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.087 7 5

32 rs2023834 4 95779772 A T 0.4414 5.4e‐09 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.048 4 5

32 rs1319314 4 95776864 C T 0.4354 8.1e‐08 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 4.040 6 5

32 rs6835688 4 95765531 A G 0.4374 7.9e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.969 5 5

32 rs28403938 4 95781258 T G 0.3363 7.3e‐10 0.872946 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 3.887 7 5

32 4:95823197_GGT_G 4 95823197 G GGT 0.341 9.3e‐09 1 4:95823197_GGT_G BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 3.868 NA 5

32 rs6532516 4 95833086 A T 0.3559 8.8e‐10 1 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 3.840 7 5

32 rs13103529 4 95769918 C T 0.4374 8.6e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.782 7 5

32 rs916878 4 95777500 C T 0.4354 1.2e‐07 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.732 4 5

32 4:95767864_ATATATCTA 4 95767864 A ATATATCTATAT0.4364 5.5e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 3.573 NA 5

32 rs11946778 4 95754481 T C 0.4364 8.4e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.544 6 5

32 rs6828821 4 95762821 G T 0.4374 1.0e‐07 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.529 4 1

32 rs6828950 4 95772009 T C 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.503 5 5

32 rs11730828 4 95776008 A T 0.4374 2.3e‐07 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.495 7 5

32 rs1319315 4 95776917 C A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.481 6 5

32 4:95808387_CA_C 4 95808387 C CA 0.4901 5.6e‐07 0.682439 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 3.456 NA 5

32 rs2865412 4 95774361 G A 0.4324 1.0e‐07 0.906646 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.397 NA 5

32 rs6851643 4 95762849 G A 0.4374 1.0e‐07 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.327 4 1

32 rs2107031 4 95779588 G A 0.4404 2.3e‐08 0.996203 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.287 7 5

32 rs6532512 4 95768267 G A 0.4374 9.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.285 7 5

32 rs10027656 4 95771119 T A 0.4374 8.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.175 5 5

32 rs7663374 4 95753048 A G 0.4364 1.2e‐07 0.92067 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.166 5 5

32 rs9307148 4 95768866 G A 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.113 7 5

32 rs6858132 4 95763449 A G 0.4324 5.1e‐08 0.914001 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.083 5 2

32 rs12500330 4 95763108 A G 0.4374 8.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.050 5 1

32 rs2903003 4 95774362 T C 0.4324 1.1e‐07 0.906646 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 3.002 NA 5

32 rs11097443 4 95765758 T C 0.4374 7.7e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.910 7 5

32 rs6858333 4 95763511 A G 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.848 5 2

32 rs10003992 4 95766579 C T 0.4374 6.6e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.756 6 5

32 rs35805649 4 95766241 GA G 0.4374 8.6e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 2.501 NA 5

32 rs7678784 4 95803113 A G 0.4612 4.3e‐08 0.89126 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.432 5 4

32 rs3836569 4 95834115 CT C 0.3549 1.5e‐09 0.995685 rs3775010 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 2.371 NA 5

32 rs6857888 4 95763321 A G 0.4374 8.6e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.354 7 1

32 rs6828354 4 95771827 G A 0.4334 8.5e‐08 0.917264 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.101 6 5

32 rs13150342 4 95773038 A G 0.4374 8.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.093 5 5

32 rs4401458 4 95691583 G A 0.4871 1.0e‐06 0.623489 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.079 NA 5

32 rs11945430 4 95780182 A T 0.4384 1.6e‐08 0.98866 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 2.063 5 5

32 4:95765150_AG_A 4 95765150 A AG 0.4364 1.1e‐07 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 2.011 NA 5

32 rs10033559 4 95772858 C A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.981 7 5

32 rs1541369 4 95811812 C T 0.4612 4.3e‐08 0.89126 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.960 7 5

32 rs4437261 4 95775845 A G 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.934 7 5

32 rs6857732 4 95786388 G A 0.4433 2.6e‐08 0.98479 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.917 7 5

32 4:95769778_GAA_G 4 95769778 G GAA 0.4374 7.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 1.848 NA 5

32 rs6831418 4 95750839 C T 0.4364 1.2e‐07 0.92067 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.790 7 5

32 rs7673527 4 95789561 A G 0.3539 1.2e‐09 0.957329 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 1.743 6 5

32 rs13127833 4 95769693 C G 0.4374 7.7e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.734 7 5

32 rs116043265 4 95765821 T C 0.4374 6.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.686 6 5

32 rs6854743 4 95772003 C T 0.4374 9.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.685 5 5

32 rs10003866 4 95766421 C T 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.683 6 5

32 rs11945427 4 95780174 C T 0.4384 1.9e‐08 0.98866 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.680 5 5

32 rs11442776 4 95764826 GA G 0.4374 7.1e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 1.655 NA 5

32 rs7654266 4 95777866 C T 0.4354 6.0e‐08 0.932001 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.652 6 5

32 rs11726529 4 95776009 A G 0.4374 9.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.637 7 5

32 rs4254781 4 95775606 C T 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.608 6 5

32 rs11097445 4 95766305 A G 0.4374 8.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.577 7 5

32 rs978122 4 95776848 C T 0.4364 8.1e‐08 0.92087 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.566 7 5

32 rs7692197 4 95767981 A G 0.4374 9.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.546 7 5

32 rs6829477 4 95763126 C T 0.4364 8.9e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.497 5 1

32 rs9992130 4 95766403 A G 0.4374 8.1e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.390 7 5

32 4:95771427_GAA_G 4 95771427 G GAA 0.4364 7.0e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 1.346 NA 5

32 rs1319316 4 95777035 A G 0.4374 8.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.305 6 5

32 rs10017575 4 95767430 G A 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.186 7 5

32 rs11934778 4 95764516 T G 0.4374 7.9e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.182 5 5

32 rs916877 4 95777492 C T 0.4354 1.1e‐07 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.177 4 5

32 rs10004286 4 95745773 T G 0.4354 1.1e‐07 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.176 6 5

32 rs34898640 4 95765159 A G 0.4364 7.2e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.174 5 5

32 rs6817662 4 95765175 G C 0.4364 7.5e‐08 0.928125 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.122 5 5

32 rs4361394 4 95774705 G A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.099 6 5

32 rs2036758 4 95708987 C A 0.4463 9.3e‐06 0.705609 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.089 NA 5

32 rs10015222 4 95767267 G A 0.4374 8.0e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.075 6 5

32 rs13151193 4 95766221 C G 0.4374 7.9e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 1.025 6 5

32 rs6858126 4 95763438 T G 0.4324 5.1e‐08 0.914001 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.977 5 2



32 rs739730 4 95805242 G C 0.3529 7.2e‐10 0.987125 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 0.922 7 5

32 rs6858699 4 95763974 T A 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.912 6 5

32 rs7676033 4 95777827 G A 0.4374 6.4e‐08 0.924265 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.904 7 5

32 rs66715170 4 95769349 AG A 0.4384 5.6e‐08 0.928047 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.894 NA 5

32 rs10010959 4 95769163 A T 0.4374 9.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.893 7 5

32 rs4699691 4 95701879 A G 0.499 2.6e‐06 0.611656 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.827 7 5

32 rs13127197 4 95769622 G A 0.4374 8.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.812 6 5

32 rs34532663 4 95772202 GT G 0.4414 2.9e‐08 0.916437 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.789 NA 5

32 4:95765819_TC_T 4 95765819 T TC 0.4374 6.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_truncation 0 32 0.720 NA 5

32 rs4533780 4 95778688 A G 0.4404 2.9e‐08 0.996203 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.699 6 5

32 rs2023835 4 95779841 C T 0.4414 2.0e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.613 3a 5

32 rs4538488 4 95775322 T G 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.607 6 5

32 rs1544386 4 95773476 C A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.537 7 5

32 rs10004088 4 95796751 C T 0.3529 1.9e‐09 0.987125 rs3775010 BMPR1B Transcript INTRONIC intron 0 32 0.537 6 5

32 rs13149777 4 95773018 C A 0.4374 8.4e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.529 7 5

32 rs11400695 4 95779263 AT A 0.4791 3.3e‐08 0.853513 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.502 NA 5

32 rs6846271 4 95779492 G A 0.4414 2.3e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.448 6 5

32 rs10005252 4 95770816 T G 0.4374 7.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.443 5 5

32 rs200886486 4 95697248 GAA G 0.4911 1.1e‐07 0.641417 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.399 NA 5

32 rs4282183 4 95781190 C G 0.4414 2.6e‐08 1 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.388 5 5

32 rs10212893 4 95769986 C G 0.4374 7.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.356 7 5

32 rs10005450 4 95771023 T G 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.335 5 5

32 rs13139046 4 95753480 A C 0.4374 1.2e‐07 0.924265 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.330 7 5

32 rs13127842 4 95769803 A C 0.4374 8.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.245 7 5

32 rs3068184 4 95776952 ATTAG A 0.4374 4.2e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.227 NA 5

32 rs6816482 4 95764425 A G 0.4374 8.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.212 7 5

32 rs9995378 4 95767475 C G 0.4374 8.3e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.196 7 5

32 rs1544391 4 95774979 T A 0.4433 1.5e‐07 0.909244 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.161 6 5

32 rs4256228 4 95775976 C T 0.4374 8.8e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.153 7 5

32 rs34005686 4 95819869 ACT A 0.4602 3.5e‐08 0.90167 rs2023834 BMPR1B Transcript INTRONIC intron,feature_elongation 0 32 0.131 NA 5

32 rs1544387 4 95773585 T G 0.4384 5.5e‐08 0.928047 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.126 6 5

32 rs6858143 4 95763472 C G 0.4354 4.0e‐08 0.924541 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.119 5 2

32 rs9992179 4 95766650 T C 0.4374 6.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.110 7 5

32 rs9992184 4 95766654 T C 0.4374 6.5e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.083 7 5

32 rs11097444 4 95765834 C G 0.4374 7.9e‐08 0.931745 rs2023834 BMPR1B Transcript INTRONIC intron 0 32 0.029 6 5

33 rs4870765 8 122259446 C G 0.2744 1.9e‐09 0.959159 rs4871180 Intergenic INTERGENIC intergenic 0 33 18.09 4 5 top

33 8:122265544_GT_G 8 122265544 G GT 0.2674 1.1e‐09 0.973476 rs4871180 RegulatoryFeature REGULATORY regulatory 0 33 14.46 NA 7

33 rs10104189 8 122271418 G T 0.2256 6.9e‐09 0.663175 rs4871180 Intergenic INTERGENIC intergenic 0 33 3.261 7 5

33 rs2581547 8 122256724 G C 0.3042 1.1e‐06 0.721392 rs4871180 Intergenic INTERGENIC intergenic 0 33 1.207 5 5

33 rs2174352 8 122267244 C T 0.2932 4.5e‐09 0.837368 rs4871180 Intergenic INTERGENIC intergenic 0 33 1.144 NA 5

33 rs1553506 8 122267821 T G 0.2505 1.2e‐09 0.846076 rs4871180 Intergenic INTERGENIC intergenic 0 33 0.733 NA 5

33 rs35740372 8 122270957 C G 0.2197 5.8e‐08 0.628788 rs4871180 Intergenic INTERGENIC intergenic 0 33 0.327 6 5

33 rs5894562 8 122267276 TA T 0.2922 8.1e‐09 0.831135 rs4871180 Intergenic INTERGENIC intergenic 0 33 0.290 NA 5

33 8:122259074:C:T rs4871180 8 122259074 T C 0.2664 1.1e‐09 1 rs4871180 Intergenic INTERGENIC intergenic 0 33 0.012 5 2

34 rs1571791 9 78729213 C T 0.4066 1.6e‐07 0.658707 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 20.5 2b 4 top

34 rs1571790 9 78729176 T A 0.4066 1.3e‐07 0.658707 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 18.70 4 4

34 rs747838361 9 78731915 T TTAAACTC 0.4543 8.2e‐09 0.81414 rs147496465 PCSK5 Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 34 17.24 NA 5

34 rs7341871 9 78739360 A C 0.496 2.1e‐09 0.991869 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 11.97 7 4

34 rs1339240 9 78744016 C T 0.496 6.3e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 9.622 5 4

34 rs1339236 9 78742125 C T 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 7.881 6 5

34 rs10781339 9 78740596 A T 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 7.525 7 4

34 rs7021578 9 78741603 A G 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 7.440 7 4

34 rs1339238 9 78743399 T G 0.4473 2.1e‐09 0.782286 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 7.295 6 4

34 rs10121047 9 78746944 G A 0.497 7.2e‐09 0.97978 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 6.963 7 5

34 rs7046887 9 78736048 C T 0.5 1.9e‐08 0.97595 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 6.124 6 5

34 rs10124793 9 78735068 A T 0.495 3.7e‐09 0.987778 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 5.872 5 5

34 rs4745503 9 78744994 C T 0.496 6.9e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 5.806 5 4

34 rs10120992 9 78740554 A T 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 5.501 7 4

34 9:78740871_CTT_C 9 78740871 C CTT 0.497 3.0e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron,feature_truncation 0 34 5.310 NA 4

34 rs10120649 9 78744564 T C 0.496 7.2e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 4.533 6 4

34 rs7023434 9 78742313 T C 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 4.189 7 4

34 rs4745502 9 78727965 G A 0.4046 2.2e‐06 0.637293 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 4.114 6 4

34 rs10746989 9 78746597 C T 0.495 6.0e‐09 0.979663 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.986 6 5

34 rs6560500 9 78743564 T C 0.4473 2.1e‐09 0.782286 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.661 6 4

34 rs5898452 9 78744171 TA T 0.496 4.5e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron,feature_elongation 0 34 3.567 NA 4

34 rs4745505 9 78745009 G A 0.494 6.9e‐09 0.975703 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.560 5 4

34 rs10781336 9 78735467 A G 0.496 3.1e‐09 0.991869 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.526 6 5

34 rs10869702 9 78741682 A G 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.323 7 4

34 rs4745504 9 78745002 A G 0.496 6.9e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.235 5 4

34 rs10123147 9 78740572 A G 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 3.195 7 4

34 rs990657 9 78738971 C T 0.4473 1.7e‐09 0.789532 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.999 6 5

34 rs10746990 9 78746599 T A 0.496 2.0e‐08 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.970 6 5

34 rs10121749 9 78746971 C T 0.4433 8.1e‐09 0.755633 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.768 6 5

34 rs7035893 9 78737476 T C 0.497 1.8e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.752 7 5

34 rs10124956 9 78743006 T G 0.497 2.5e‐09 0.987779 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.637 7 4

34 rs1537182 9 78736272 G A 0.5 2.2e‐08 0.976127 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.477 NA 5

34 rs4745506 9 78745330 G T 0.496 6.8e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.437 3a 4

34 rs10120327 9 78740300 G T 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.317 7 4

34 rs1339234 9 78742041 A C 0.496 2.3e‐09 0.991869 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.297 7 5

34 rs7033427 9 78746037 G A 0.496 7.0e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.225 5 5

34 rs10122493 9 78740392 A G 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.157 6 4

34 rs528521778 9 78737037 T C 0.492 1.5e‐09 0.976115 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 2.133 NA 5

34 rs10120333 9 78740353 G T 0.497 1.8e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.890 7 4

34 9:78742794_CT_C 9 78742794 C CT 0.497 2.3e‐09 0.987779 rs147496465 PCSK5 Transcript INTRONIC intron,feature_truncation 0 34 1.834 NA 4

34 rs1339241 9 78744089 A G 0.496 7.1e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.772 6 4

34 rs10746991 9 78746625 G T 0.493 6.3e‐09 0.971529 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.714 7 5

34 rs10781338 9 78737963 C T 0.497 1.7e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.687 7 4

34 rs7038414 9 78741385 C T 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.587 7 4

34 rs7022503 9 78742354 A G 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.581 7 4

34 rs12238181 9 78741792 A G 0.497 2.0e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.494 6 4

34 rs10781337 9 78735580 C T 0.5 1.8e‐08 0.976127 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.396 6 5

34 rs1339239 9 78743959 G A 0.496 5.8e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.298 5 4

34 rs7341864 9 78739465 A G 0.497 1.9e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.190 7 4

34 rs1339237 9 78743151 G A 0.497 2.0e‐09 0.987779 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.135 7 4

34 rs5898450 9 78741937 GA G 0.497 2.4e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron,feature_elongation 0 34 1.118 NA 5

34 rs6560501 9 78743863 G A 0.497 2.6e‐09 0.987779 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.061 5 4

34 rs1339233 9 78727981 T G 0.4563 2.6e‐08 0.69653 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 1.055 7 4

34 rs34304669 9 78735599 GT G 0.499 2.0e‐08 0.979973 rs147496465 PCSK5 Transcript INTRONIC intron,feature_elongation 0 34 0.830 NA 5

34 rs10125902 9 78744413 C G 0.496 6.7e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.749 6 4

34 rs7341894 9 78739525 T G 0.497 2.0e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.745 7 4

34 rs1339235 9 78742042 G A 0.496 2.3e‐09 0.991869 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.591 7 5

34 rs7038266 9 78741470 G A 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.530 7 4

34 9:78742023_GA_G 9 78742023 G GA 0.496 4.3e‐09 0.991869 rs147496465 PCSK5 Transcript INTRONIC intron,feature_truncation 0 34 0.486 NA 5

34 rs10746992 9 78746781 G A 0.496 5.9e‐09 0.983754 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.484 6 5

34 rs766477863 9 78737742 T TC 0.5 1.4e‐08 0.975804 rs147496465 PCSK5 Transcript INTRONIC intron,feature_truncation 0 34 0.437 NA 5

34 rs7035275 9 78741461 G A 0.497 2.1e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.426 7 4

34 rs7019138 9 78741345 T C 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.293 7 4

34 rs7049138 9 78741390 A G 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.170 7 4

34 rs990656 9 78738782 C G 0.497 1.8e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.169 6 5

34 9:78739440:A:ATCAGGAGG rs147496465 9 78739440 ATCAGGAGG A 0.496 1.2e‐09 1 rs147496465 PCSK5 Transcript INTRONIC intron,feature_elongation 0 34 0.124 NA 4

34 rs7041746 9 78741593 C T 0.497 2.2e‐09 0.995926 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.051 6 4

34 rs35275018 9 78737745 C T 0.5 1.6e‐09 0.975804 rs147496465 PCSK5 Transcript INTRONIC intron 0 34 0.009 6 5

35 17:76842808_AAAATAA 17 76842808 A AAAATAAAT 0.2018 2.4e‐07 0.831742 rs1973232 RPL9P29 Transcript INTRONIC intron,nc,feature_truncation 0 35 7.191 NA 5 top

35 17:76856966:A:G rs1973232 17 76856966 A G 0.1958 2.9e‐09 1 rs1973232 TIMP2 Transcript INTRONIC intron 0 35 4.339 NA 4 top

35 rs8176329 17 76852097 A G 0.2306 1.7e‐06 0.777985 rs1973232 TIMP2 Transcript INTRONIC intron RP11‐323N12.5 Intergenic DOWNSTREAM downstream 0 35 3.433 NA 4

35 rs3786146 17 76853337 T C 0.2326 1.3e‐06 0.798997 rs1973232 TIMP2 Transcript INTRONIC intron RP11‐323N12.5 Intergenic DOWNSTREAM downstream 0 35 3.208 NA 4

35 rs9909232 17 76855369 C A 0.1879 5.0e‐08 0.94986 rs1973232 TIMP2 Transcript INTRONIC intron RP11‐323N12.5 Intergenic DOWNSTREAM downstream 0 35 2.684 5 4

35 rs931227 17 76858539 C T 0.2078 2.1e‐07 0.834855 rs1973232 TIMP2 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 35 1.908 NA 2

35 rs1384364 17 76852828 G A 0.1899 5.5e‐08 0.962175 rs1973232 TIMP2 Transcript INTRONIC intron RP11‐323N12.5 Intergenic DOWNSTREAM downstream 0 35 1.906 NA 4

35 rs10626296 17 76843700 TGAG T 0.1958 1.9e‐06 0.806416 rs1973232 RPL9P29 Intergenic UPSTREAM upstream 0 35 1.498 NA 5

35 rs9891478 17 76840805 C T 0.1968 3.7e‐06 0.812292 rs1973232 RPL9P29 Intergenic DOWNSTREAM downstream USP36 Intergenic UPSTREAM upstream 0 35 1.146 5 5



35 rs9916809 17 76856259 C A 0.1899 4.9e‐08 0.962175 rs1973232 TIMP2 Transcript INTRONIC intron RP11‐323N12.5 Intergenic DOWNSTREAM downstream 0 35 0.983 6 4

35 rs9895419 17 76840914 G A 0.1958 4.1e‐06 0.806416 rs1973232 RPL9P29 Intergenic DOWNSTREAM downstream USP36 Intergenic UPSTREAM upstream 0 35 0.905 5 5

35 rs6501254 17 76845245 G A 0.1948 3.0e‐06 0.812032 rs1973232 TIMP2 Intergenic DOWNSTREAM downstream RPL9P29 Intergenic UPSTREAM upstream 0 35 0.066 5 5

36 rs3740722 11 70034096 A G 0.1252 9.2e‐07 0.760705 rs3781659 ANO1‐AS1 Transcript INTRONIC intron,nc ANO1 CodingTranscript NON_SYNONYMOUS missense 0 36 22.9 NA 4 top

36 rs7105955 11 70006331 A C 0.4851 4.3e‐09 1 rs875107 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 7.543 2b 2 top

36 11:70011962_CA_C 11 70011962 C CA 0.1352 4.8e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron,feature_truncation 0 36 7.015 NA 4

36 rs59375526 11 70002185 A AT 0.4205 3.1e‐06 0.668962 rs875107 ANO1 Transcript INTRONIC intron,feature_truncation 0 36 6.234 NA 2

36 rs2276069 11 70007562 A C 0.1352 4.2e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron 0 36 6.204 5 4

36 rs17333347 11 70034854 T C 0.1252 8.9e‐07 0.760705 rs3781659 ANO1 Transcript 3PRIME_UTR 3_prime_UTR ANO1‐AS1 Intergenic UPSTREAM upstream 0 36 6.183 NA 4

36 rs17423765 11 70001711 A C 0.1352 3.9e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 5.652 5 2

36 rs751690958 11 70002184 T TA 0.2783 2.4e‐08 0.734076 rs34094842 ANO1 Transcript INTRONIC intron,feature_truncation 0 36 5.396 NA 2

36 rs12792811 11 69987206 T C 0.1431 1.7e‐07 0.916212 rs3781659 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 5.364 3a 2

36 11:70015049_CCT_C 11 70015049 C CCT 0.1272 1.4e‐06 0.778339 rs3781659 ANO1 Transcript INTRONIC intron,feature_truncation 0 36 4.956 NA 4

36 11:70005374:A:C rs875107 11 70005374 A C 0.4851 3.7e‐09 1 rs875107 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 4.675 NA 4

36 rs35553507 11 70033826 T C 0.1252 9.4e‐07 0.760705 rs3781659 ANO1 Transcript INTRONIC intron ANO1‐AS1 Intergenic DOWNSTREAM downstream 0 36 4.049 4 4

36 rs71464388 11 70037292 A T 0.1262 1.2e‐06 0.75268 rs3781659 ANO1 Intergenic DOWNSTREAM downstream ANO1‐AS1 Intergenic UPSTREAM upstream 0 36 3.768 3a 5

36 rs3781658 11 70002987 A G 0.4145 1.5e‐06 0.677001 rs875107 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 3.609 NA 4

36 rs875106 11 70005641 A G 0.4851 5.2e‐09 1 rs875107 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 3.378 NA 2

36 rs55714726 11 70024311 T C 0.1262 1.3e‐06 0.768838 rs3781659 ANO1 Transcript INTRONIC intron 0 36 3.314 4 1

36 rs12806297 11 70001117 T C 0.1352 5.1e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron 0 36 3.091 5 4

36 rs12420027 11 70018687 A G 0.1272 1.1e‐06 0.778339 rs3781659 ANO1 Transcript INTRONIC intron 0 36 2.898 6 4

36 rs56067021 11 70013853 A G 0.1272 2.2e‐06 0.778339 rs3781659 ANO1 Transcript INTRONIC intron 0 36 2.737 4 4

36 rs4444108 11 70010364 A G 0.1352 5.4e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron 0 36 2.625 5 4

36 rs3781660 11 70002689 T C 0.2833 1.1e‐08 0.712127 rs34094842 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 2.307 NA 2

36 rs12807936 11 69998470 T C 0.2773 2.2e‐08 0.738542 rs34094842 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Intergenic DOWNSTREAM downstream 0 36 2.305 7 4

36 rs481845 11 70033583 G A 0.1252 8.7e‐07 0.760705 rs3781659 ANO1 Transcript INTRONIC intron ANO1‐AS1 Intergenic DOWNSTREAM downstream 0 36 2.179 5 4

36 rs12295837 11 70004367 A G 0.2833 1.3e‐08 0.712127 rs34094842 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 2.117 4 4

36 rs34218719 11 70012663 A G 0.1352 7.3e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron 0 36 1.925 5 4

36 rs34099135 11 70014742 A G 0.1272 1.6e‐06 0.778339 rs3781659 ANO1 Transcript INTRONIC intron 0 36 1.613 5 4

36 rs34094842 11 69983047 G A 0.334 4.7e‐09 1 rs34094842 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 1.606 5 4

36 rs12417151 11 70025292 C T 0.1262 1.3e‐06 0.768838 rs3781659 ANO1 Transcript INTRONIC intron 0 36 1.538 5 4

36 rs12417669 11 69986518 G T 0.2833 2.8e‐08 0.816054 rs34094842 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 1.522 6 4

36 rs568228 11 70036107 G A 0.1262 2.3e‐06 0.75268 rs3781659 ANO1 Intergenic DOWNSTREAM downstream ANO1‐AS1 Intergenic UPSTREAM upstream 0 36 1.465 5 4

36 rs2276068 11 70007484 G C 0.4851 4.8e‐09 1 rs875107 ANO1 Transcript INTRONIC intron 0 36 1.365 5 4

36 rs35368862 11 69990753 A G 0.1342 5.4e‐08 0.991192 rs3781659 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 1.247 5 4

36 rs35760498 11 69989135 G A 0.2744 1.4e‐08 0.752091 rs34094842 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 1.242 5 4

36 rs3781659 11 70002886 C T 0.1352 3.6e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 1.207 NA 4

36 rs12417704 11 69986796 C T 0.2823 2.4e‐08 0.812988 rs34094842 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 1.060 5 4

36 rs2077561 11 69992199 A G 0.2793 8.4e‐09 0.729637 rs34094842 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 0.959 NA 4

36 rs693041 11 70040127 G A 0.1272 1.7e‐06 0.744773 rs3781659 ANO1 Intergenic DOWNSTREAM downstream 0 36 0.937 NA 5

36 rs28972707 11 70040925 A G 0.1302 3.4e‐07 0.721737 rs3781659 Intergenic INTERGENIC intergenic 0 36 0.747 7 5

36 rs5792512 11 70017491 AC A 0.497 5.3e‐06 0.750873 rs875107 ANO1 Transcript INTRONIC intron,feature_elongation 0 36 0.691 NA 4

36 rs34911172 11 70010631 A G 0.1352 5.6e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron 0 36 0.671 5 4

36 rs1788975 11 70027984 C G 0.1252 1.2e‐06 0.760705 rs3781659 ANO1 Transcript INTRONIC intron 0 36 0.498 5 1

36 rs12805142 11 70037756 A G 0.1262 8.1e‐07 0.75268 rs3781659 RegulatoryFeature REGULATORY regulatory ANO1‐AS1 Intergenic UPSTREAM upstream 0 36 0.265 4 2

36 rs36002170 11 69995128 A G 0.1342 4.9e‐08 0.991192 rs3781659 ANO1 Transcript INTRONIC intron RP11‐805J14.3 Transcript INTRONIC intron,nc 0 36 0.245 6 4

36 rs9735394 11 70037231 G C 0.1272 2.2e‐06 0.744773 rs3781659 ANO1 Intergenic DOWNSTREAM downstream ANO1‐AS1 Intergenic UPSTREAM upstream 0 36 0.240 3a 5

36 11:70004728_GA_G 11 70004728 G GA 0.2783 2.7e‐08 0.734076 rs34094842 ANO1 Transcript INTRONIC intron,feature_truncation 0 36 0.198 NA 2

36 rs56274131 11 70024590 A G 0.1252 1.2e‐06 0.760705 rs3781659 ANO1 Transcript INTRONIC intron 0 36 0.189 5 4

36 rs771695951 11 70032419 G GAGA 0.1252 5.8e‐07 0.760705 rs3781659 ANO1 Transcript INTRONIC intron,feature_truncation ANO1‐AS1 Intergenic DOWNSTREAM downstream 0 36 0.152 NA 4

36 rs34682557 11 70024172 A G 0.1262 1.3e‐06 0.768838 rs3781659 ANO1 Transcript INTRONIC intron 0 36 0.144 5 4

36 rs3781657 11 70008644 T C 0.1352 4.7e‐08 1 rs3781659 ANO1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 36 0.060 NA 4

36 rs56057281 11 70024878 A G 0.1262 1.3e‐06 0.768838 rs3781659 ANO1 Transcript INTRONIC intron 0 36 0.052 7 4

36 rs201502142 11 70040609 AATGG A 0.1402 2.6e‐06 0.686742 rs3781659 ANO1 Intergenic DOWNSTREAM downstream 0 36 0.011 NA 5

37 rs55916800 22 41049315 T C 0.2018 1.3e‐07 0.761417 rs562341638 #NV #NV #NV #NV #NV #NV #NV #NV 0 37 #NV 5 5

37 rs17421586 22 40591312 A T 0.3161 1.4e‐07 0.893323 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 17.40 2b 2 top

37 rs56203629 22 41049685 A T 0.1899 2.2e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 13.58 5 5

37 rs111750151 22 41049318 GT G 0.2018 1.4e‐07 0.761417 rs562341638 Intergenic INTERGENIC intergenic 0 37 12.52 NA 5

37 rs12484438 22 40558064 C T 0.3191 1.3e‐07 0.889081 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 9.595 6 4

37 rs4821943 22 40722745 G A 0.333 3.4e‐08 0.952392 rs6001870 TNRC6B Transcript 3PRIME_UTR 3_prime_UTR 0 37 9.024 6 2

37 rs41281265 22 40720704 G A 0.332 3.6e‐08 0.956678 rs6001870 TNRC6B Transcript 3PRIME_UTR 3_prime_UTR RegulatoryFeature REGULATORY regulatory 0 37 8.812 5 1

37 rs533313191 22 40688197 CA C 0.3141 2.1e‐07 0.884526 rs6001870 TNRC6B Transcript INTRONIC intron,feature_elongation 0 37 8.449 NA 4

37 rs55775429 22 41049460 G A 0.1899 2.1e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 6.918 5 5

37 rs5995843 22 40697377 G A 0.3221 5.4e‐08 0.920133 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 6.828 4 3

37 rs17002069 22 41050986 G C 0.1918 2.7e‐07 0.799378 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 6.689 4 2

37 rs743899 22 40688171 C T 0.3171 2.3e‐07 0.898534 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 6.019 7 4

37 rs11089985 22 40675561 G A 0.326 5.0e‐08 0.903157 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 5.862 6 4

37 rs5995886 22 41033801 A G 0.2018 1.3e‐07 0.761417 rs562341638 RegulatoryFeature REGULATORY regulatory MKL1 Intergenic UPSTREAM upstream 0 37 5.203 2b 1

37 rs12160369 22 40694727 C T 0.331 2.8e‐08 0.960984 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 5.022 2b 4

37 rs6001872 22 40703245 G A 0.331 2.6e‐08 0.960984 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 4.871 7 4

37 rs56169543 22 41054459 A G 0.1899 2.3e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 4.708 6 5

37 rs12158399 22 41048941 A G 0.2018 1.5e‐07 0.761417 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 4.680 2b 2

37 22:40688356_CAA_C 22 40688356 C CAA 0.3171 2.3e‐07 0.898534 rs6001870 TNRC6B Transcript INTRONIC intron,feature_truncation 0 37 4.583 NA 4

37 rs6001862 22 40681788 T C 0.328 7.6e‐08 0.912327 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 4.478 5 4

37 rs2143175 22 40603732 G A 0.3191 1.5e‐07 0.889081 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 4.313 6 5

37 rs55746155 22 41049514 G A 0.1899 2.2e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 4.263 5 5

37 22:41048430_TG_T 22 41048430 T TG 0.2018 1.2e‐07 0.761417 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 4.242 NA 1

37 rs17002067 22 41050306 G C 0.2018 1.5e‐07 0.761417 rs562341638 Intergenic INTERGENIC intergenic 0 37 4.194 5 2

37 rs6001877 22 40712637 A G 0.3151 2.6e‐07 0.890297 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 4.144 5 4

37 rs6001848 22 40636799 G A 0.3191 2.8e‐07 0.889642 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 3.825 2b 5

37 22:41062415_CA_C 22 41062415 C CA 0.2416 2.2e‐07 0.601144 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 3.802 NA 4

37 rs8141330 22 41052794 G A 0.2028 1.5e‐07 0.758388 rs562341638 Intergenic INTERGENIC intergenic 0 37 3.741 5 5

37 rs4140512 22 41032863 G A 0.2018 1.4e‐07 0.761417 rs562341638 RegulatoryFeature REGULATORY regulatory MKL1 Intergenic UPSTREAM upstream 0 37 3.705 4 1

37 rs6001832 22 40592214 G A 0.3161 1.3e‐07 0.893323 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 3.700 7 2

37 rs562341638 22 41059547 CA C 0.1889 4.5e‐08 1 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 3.684 NA 4

37 rs4820410 22 40690385 G A 0.3221 6.3e‐08 0.920133 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 3.591 5 4

37 rs73171017 22 41060853 T A 0.1909 2.1e‐07 0.793346 rs562341638 Intergenic INTERGENIC intergenic 0 37 3.584 5 2

37 22:41041220_TA_T 22 41041220 T TA 0.1899 1.9e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 3.430 NA 2

37 rs113860965 22 41057670 T C 0.1899 2.2e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 3.398 6 4

37 rs12627881 22 41044593 T C 0.1899 1.9e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 3.254 5 2

37 rs4820409 22 40686386 A G 0.3211 6.4e‐08 0.915862 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 3.072 4 2

37 rs1811119 22 41049928 C T 0.2018 1.7e‐07 0.761417 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.913 7 5

37 rs12628051 22 40654276 C T 0.3241 3.9e‐08 0.911333 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 2.863 5 2

37 22:41040840_CTG_C 22 41040840 C CTG 0.1899 3.0e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 2.853 NA 5

37 22:40691478_CA_C 22 40691478 C CA 0.334 4.3e‐06 0.77132 rs6001870 TNRC6B Transcript INTRONIC intron,feature_truncation 0 37 2.831 NA 4

37 rs8142396 22 41052756 G T 0.2028 1.5e‐07 0.758388 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.812 6 5

37 rs4821941 22 40675091 G A 0.326 4.2e‐08 0.903157 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 2.780 7 4

37 22:40560764_CAA_C 22 40560764 C CAA 0.3141 7.6e‐07 0.867305 rs6001870 TNRC6B Transcript INTRONIC intron,feature_truncation 0 37 2.763 NA 4

37 rs4470425 22 40716488 A C 0.2913 3.8e‐08 0.820256 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 2.741 6 4

37 rs12160931 22 40614512 G T 0.3191 1.3e‐07 0.889642 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 2.722 6 4

37 rs73171013 22 41051935 A G 0.2028 1.5e‐07 0.758388 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.662 6 5

37 rs6001990 22 41034185 G A 0.2018 1.4e‐07 0.761417 rs562341638 RegulatoryFeature REGULATORY regulatory MKL1 Intergenic UPSTREAM upstream 0 37 2.587 4 1

37 rs733999 22 41050335 G C 0.2018 1.7e‐07 0.761417 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.440 4 2

37 rs12159974 22 41046757 T C 0.2018 1.4e‐07 0.761417 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.425 7 5

37 rs7284768 22 41047764 C T 0.2028 1.4e‐07 0.75637 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 2.362 4 1

37 rs12159200 22 41042091 C A 0.2078 3.3e‐07 0.742613 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.352 5 2

37 rs28722029 22 40611012 A G 0.2922 1.7e‐07 0.772665 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 2.061 6 2

37 rs573694442 22 41053340 TA T 0.2107 1.1e‐06 0.7008 rs562341638 Intergenic INTERGENIC intergenic 0 37 2.018 NA 5

37 rs73171007 22 41049101 G A 0.1899 2.1e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 1.907 4 2

37 rs533119830 22 40656205 CT C 0.3231 7.8e‐08 0.718204 rs6001870 TNRC6B Transcript INTRONIC intron,feature_elongation 0 37 1.735 NA 4

37 rs2008569 22 40688409 G A 0.3171 2.4e‐07 0.898534 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 1.727 5 2

37 rs35990302 22 41050451 TA T 0.1899 2.2e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 1.724 NA 2

37 rs79898470 22 41059171 G A 0.2078 1.6e‐07 0.740495 rs562341638 Intergenic INTERGENIC intergenic 0 37 1.640 6 4

37 rs6002000 22 41051109 A G 0.2028 1.4e‐07 0.758388 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 1.590 3a 2

37 rs527553879 22 41048370 GTGCAGCCTGGTCCCG 0.173 1.4e‐07 0.715975 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 1.398 NA 1

37 rs2072858 22 40708679 C T 0.33 2.9e‐08 0.948124 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 1.201 5 4

37 rs7292804 22 41047556 T G 0.1899 2.0e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 1.179 4 1

37 rs1807554 22 40695364 G C 0.331 2.6e‐08 0.960984 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 1.098 6 4

37 rs739182 22 40615276 T G 0.3191 1.4e‐07 0.889642 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 1.080 4 4

37 rs5995842 22 40679362 G C 0.333 3.4e‐08 0.952392 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 0.975 6 4

37 rs7284506 22 41057977 T C 0.1899 2.2e‐07 0.798898 rs562341638 Intergenic INTERGENIC intergenic 0 37 0.825 7 4



37 rs6001864 22 40684060 G C 0.331 3.0e‐08 0.960984 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 0.779 5 4

37 rs543124501 22 40677499 AT A 0.3101 3.4e‐07 0.84937 rs6001870 TNRC6B Transcript INTRONIC intron,feature_elongation 0 37 0.650 NA 4

37 rs59098711 22 40877004 C T 0.1978 2.6e‐07 0.665419 rs562341638 MKL1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 0.615 7 4

37 rs5995890 22 41051302 C G 0.2028 1.5e‐07 0.758388 rs562341638 Intergenic INTERGENIC intergenic 0 37 0.524 2b 2

37 rs34382227 22 40697589 G T 0.3221 5.1e‐08 0.910956 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 0.417 2b 4

37 rs5995893 22 41062014 C T 0.2038 1.4e‐07 0.753409 rs562341638 Intergenic INTERGENIC intergenic 0 37 0.364 6 4

37 22:41052955_AT_A 22 41052955 A AT 0.2068 8.0e‐08 0.738707 rs562341638 Intergenic INTERGENIC intergenic 0 37 0.226 NA 5

37 rs1474667 22 40559156 A G 0.3181 1.2e‐07 0.893016 rs6001870 TNRC6B Transcript INTRONIC intron 0 37 0.170 7 4

37 rs6001869 22 40695167 C A 0.3241 5.8e‐09 0.990894 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 0.067 5 4

37 rs7293100 22 41047751 T G 0.1899 1.9e‐07 0.798898 rs562341638 RegulatoryFeature REGULATORY regulatory 0 37 0.023 4 1

37 22:40695172:A:C rs6001870 22 40695172 C A 0.3221 4.3e‐09 1 rs6001870 TNRC6B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 37 0.007 5 4

38 20:37493576:A:G rs208814 20 37493576 G A 0.3827 9.0e‐09 1 rs208814 PPP1R16B Transcript INTRONIC intron 0 38 13.86 NA 2 top

38 rs11435986 20 37497798 AT A 0.4692 4.9e‐07 0.691617 rs208814 PPP1R16B Transcript INTRONIC intron,feature_elongation RN7SL116P Intergenic UPSTREAM upstream 0 38 9.392 NA 5

38 rs208818 20 37491375 G T 0.2833 5.1e‐06 0.65493 rs208814 PPP1R16B Transcript INTRONIC intron 0 38 5.598 NA 2

38 rs208816 20 37492751 G A 0.4682 1.1e‐06 0.707333 rs208814 PPP1R16B Transcript INTRONIC intron 1 FAM83D 4.97764e‐06 2.96537e‐19 FAM83D 4.97764e‐06 2.96537e‐19 38 3.878 NA 2

38 rs208820 20 37490280 A G 0.3936 1.3e‐08 0.95364 rs208814 PPP1R16B Transcript INTRONIC intron 0 38 3.797 NA 5

38 rs208807 20 37499139 C T 0.4324 1.9e‐07 0.704914 rs208814 PPP1R16B Transcript INTRONIC intron RN7SL116P Intergenic UPSTREAM upstream 0 38 3.498 NA 2

38 rs208812 20 37494393 G C 0.3857 1.1e‐08 0.986993 rs208814 PPP1R16B Transcript INTRONIC intron 0 38 3.185 5 5

38 rs208805 20 37501507 C T 0.4493 1.2e‐06 0.643424 rs208814 PPP1R16B Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 FAM83D 1.6976e‐05 2.96537e‐19 FAM83D 1.6976e‐05 2.96537e‐19 38 2.637 NA 1

38 rs208813 20 37493761 A G 0.2833 3.7e‐06 0.65493 rs208814 PPP1R16B Transcript INTRONIC intron 0 38 2.546 1f 5

38 20:37493931_TTTTTTTC 20 37493931 T TTTTTTTC 0.3837 4.1e‐08 0.99563 rs208814 PPP1R16B Transcript INTRONIC intron,feature_truncation 0 38 2.262 NA 5

38 rs208817 20 37492316 T C 0.4672 1.3e‐06 0.710264 rs208814 PPP1R16B Transcript INTRONIC intron 1 FAM83D 4.37967e‐06 2.96537e‐19 FAM83D 4.37967e‐06 2.96537e‐19 38 1.550 5 2

38 rs208811 20 37497339 G A 0.4662 1.7e‐06 0.713206 rs208814 PPP1R16B Transcript INTRONIC intron RN7SL116P Intergenic UPSTREAM upstream 1 FAM83D 4.97764e‐06 2.96537e‐19 FAM83D 4.97764e‐06 2.96537e‐19 38 1.476 NA 5

38 rs6028173 20 37498573 A T 0.3708 1.1e‐06 0.752712 rs208814 PPP1R16B Transcript INTRONIC intron RN7SL116P Intergenic UPSTREAM upstream 0 38 1.371 6 5

38 rs208815 20 37493247 C G 0.4672 1.1e‐06 0.710264 rs208814 PPP1R16B Transcript INTRONIC intron 1 FAM83D 4.97764e‐06 2.96537e‐19 FAM83D 4.97764e‐06 2.96537e‐19 38 0.204 1f 2

38 rs6028174 20 37498577 A T 0.4016 2.3e‐08 0.855854 rs208814 PPP1R16B Transcript INTRONIC intron RN7SL116P Intergenic UPSTREAM upstream 0 38 0.049 6 5

38 rs543777 20 37497359 C G 0.2843 5.6e‐06 0.649554 rs208814 PPP1R16B Transcript INTRONIC intron RN7SL116P Intergenic UPSTREAM upstream 0 38 0.021 7 5

39 rs17703186 2 18900049 G A 0.1461 1.1e‐07 0.898591 rs62125298 Intergenic INTERGENIC intergenic 0 39 20.0 5 5

39 rs4832623 2 18969355 A C 0.1441 4.3e‐07 0.869856 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 13.57 5 5 top

39 rs62125296 2 18935097 T A 0.1471 4.2e‐08 0.905908 rs62125298 Intergenic INTERGENIC intergenic 0 39 11.58 7 5

39 rs62125349 2 18969927 A C 0.1491 4.9e‐08 0.905133 rs62125298 RegulatoryFeature REGULATORY regulatory AC106053.1 Intergenic DOWNSTREAM downstream 0 39 9.729 4 5

39 2:18972014_AAT_A 2 18972014 A AAT 0.1441 4.4e‐07 0.869856 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 9.689 NA 5

39 2:18972018_AT_A 2 18972018 A AT 0.1441 4.4e‐07 0.869856 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 9.551 NA 5

39 rs4832618 2 18927235 A G 0.2207 7.4e‐06 0.663465 rs62125298 Intergenic INTERGENIC intergenic 0 39 9.293 4 5

39 rs6739893 2 18949436 G A 0.2217 9.9e‐06 0.673353 rs62125298 Intergenic INTERGENIC intergenic 0 39 9.219 5 5

39 2:18937597_ATATAT_A 2 18937597 A ATATAT 0.2137 3.9e‐06 0.705547 rs62125298 Intergenic INTERGENIC intergenic 0 39 9.016 NA 5

39 rs73916953 2 18945005 A G 0.1481 5.3e‐08 0.91264 rs62125298 Intergenic INTERGENIC intergenic 0 39 8.758 5 5

39 rs141081886 2 18970785 CT C 0.2157 2.4e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 8.169 NA 5

39 rs62125351 2 18971165 T G 0.1491 5.1e‐08 0.905133 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 8.137 7 5

39 rs6738546 2 18958882 C T 0.1412 5.0e‐07 0.863728 rs62125298 Intergenic INTERGENIC intergenic 0 39 8.002 4 5

39 rs6755866 2 18972797 G C 0.1491 5.4e‐08 0.905133 rs62125298 RegulatoryFeature REGULATORY regulatory AC106053.1 Intergenic DOWNSTREAM downstream 0 39 7.380 5 1

39 rs13339895 2 18961771 C G 0.1431 4.2e‐07 0.877469 rs62125298 AC106053.1 Intergenic UPSTREAM upstream 0 39 7.269 6 5

39 rs56112858 2 18944951 G T 0.2147 7.8e‐06 0.701412 rs62125298 Intergenic INTERGENIC intergenic 0 39 7.258 4 5

39 rs62125304 2 18939569 T G 0.2137 5.2e‐06 0.705547 rs62125298 Intergenic INTERGENIC intergenic 0 39 7.149 7 5

39 2:18937190_CAT_C 2 18937190 C CAT 0.1412 1.0e‐07 0.863452 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.982 NA 5

39 rs4832627 2 18996211 G C 0.1551 7.1e‐08 0.847878 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.608 6 5

39 rs56789933 2 18910426 A G 0.1441 1.1e‐07 0.899233 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.596 7 5

39 rs56156231 2 18972039 T G 0.2157 4.2e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 6.575 5 5

39 2:18931810_TTC_T 2 18931810 T TTC 0.2147 6.0e‐06 0.698653 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.353 NA 5

39 rs4832624 2 18969491 T C 0.2157 6.0e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 6.216 7 5

39 rs62126584 2 18988539 C T 0.1551 8.6e‐08 0.847878 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.190 6 5

39 rs62126585 2 18988662 G A 0.1491 5.3e‐08 0.890661 rs62125298 Intergenic INTERGENIC intergenic 0 39 6.051 7 5

39 rs80293550 2 18933646 T C 0.1461 4.9e‐08 0.913198 rs62125298 Intergenic INTERGENIC intergenic 0 39 5.959 4 2

39 rs4563224 2 18947758 A T 0.1431 3.7e‐07 0.877469 rs62125298 Intergenic INTERGENIC intergenic 0 39 5.888 7 5

39 rs141645722 2 18971529 CAG C 0.2157 4.9e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 5.742 NA 5

39 rs4832619 2 18927374 G T 0.1451 4.3e‐08 0.906197 rs62125298 Intergenic INTERGENIC intergenic 0 39 5.597 3a 5

39 rs62125294 2 18933875 G A 0.2227 7.5e‐06 0.669468 rs62125298 Intergenic INTERGENIC intergenic 0 39 5.573 3a 2

39 rs72778929 2 18972151 G A 0.2157 4.5e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 5.522 5 5

39 rs78266430 2 18974345 T C 0.1481 5.5e‐08 0.898085 rs62125298 Intergenic INTERGENIC intergenic 0 39 5.281 5 5

39 rs4832625 2 18969492 G A 0.2157 6.2e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 5.228 7 5

39 rs12996925 2 18975736 A C 0.1799 3.8e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 4.976 7 5

39 2:18972406_CTCTT_C 2 18972406 C CTCTT 0.1491 5.0e‐08 0.905133 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 4.821 NA 1

39 rs35791910 2 18985986 A G 0.1799 5.8e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 4.809 3a 5

39 rs4371357 2 18971405 A G 0.2157 4.5e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 4.083 7 5

39 rs62126586 2 18991566 A G 0.1551 7.2e‐08 0.847878 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.711 7 5

39 rs72778907 2 18930676 G A 0.2227 7.6e‐06 0.669468 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.618 7 5

39 rs34199644 2 18968179 T C 0.1441 4.3e‐07 0.869856 rs62125298 AC106053.1 Transcript INTRONIC intron,nc 0 39 3.183 6 5

39 2:18937283:G:T rs62125298 2 18937283 T G 0.1581 1.0e‐08 1 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.164 7 5

39 rs60191600 2 18982541 A G 0.1799 6.0e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.146 7 5

39 rs11895830 2 18937530 C T 0.2217 8.0e‐06 0.673353 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.065 7 5

39 rs62126577 2 18983275 A G 0.1799 5.5e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 3.033 6 5

39 rs62125295 2 18934733 G A 0.1461 4.6e‐08 0.913198 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.976 7 5

39 rs60731072 2 18983666 A G 0.1799 6.0e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.962 6 5

39 rs6726445 2 18935659 G A 0.2147 4.6e‐06 0.698653 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.827 5 5

39 rs17754262 2 18906485 A C 0.1441 1.2e‐07 0.899233 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.718 7 5

39 rs7559289 2 18952381 A G 0.1431 3.7e‐07 0.877469 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.478 7 5

39 rs16985513 2 18927603 G T 0.2217 7.6e‐06 0.662494 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.254 6 5

39 rs28470329 2 18929741 A C 0.1461 4.3e‐08 0.913198 rs62125298 Intergenic INTERGENIC intergenic 0 39 2.184 6 5

39 rs62125350 2 18970964 A G 0.2167 4.3e‐06 0.693238 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 2.031 5 5

39 rs4832452 2 18927168 C T 0.2207 7.2e‐06 0.663465 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.524 3a 5

39 rs62125284 2 18908596 T G 0.1769 6.8e‐06 0.707181 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.479 7 5

39 rs62125309 2 18951474 T C 0.1431 4.7e‐07 0.877469 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.276 6 5

39 rs56350710 2 18971954 C T 0.2157 4.4e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 1.243 5 5

39 rs3916751 2 18970670 T G 0.2157 4.3e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 1.216 NA 5

39 rs60294199 2 18930155 A G 0.1461 4.3e‐08 0.913198 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.195 6 5

39 rs62125297 2 18937251 T G 0.2207 5.9e‐06 0.677269 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.147 7 5

39 rs62125355 2 18975862 T G 0.1491 5.7e‐08 0.890661 rs62125298 Intergenic INTERGENIC intergenic 0 39 1.049 6 5

39 rs57680112 2 18954555 T A 0.1431 3.4e‐07 0.877469 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.915 7 5

39 rs568493137 2 18962804 TAC T 0.1451 3.1e‐07 0.862336 rs62125298 AC106053.1 Intergenic UPSTREAM upstream 0 39 0.888 NA 5

39 2:18961627_ATT_A 2 18961627 A ATT 0.1431 3.1e‐07 0.877469 rs62125298 AC106053.1 Intergenic UPSTREAM upstream 0 39 0.812 NA 5

39 rs62126582 2 18988334 A G 0.1551 8.9e‐08 0.847878 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.793 7 5

39 rs62126583 2 18988373 T C 0.1799 5.6e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.720 7 5

39 rs13011363 2 18995463 T G 0.1799 5.5e‐06 0.701334 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.672 7 5

39 2:18928813_CG_C 2 18928813 C CG 0.1779 1.5e‐06 0.755072 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.663 NA 5

39 rs62126581 2 18988240 A G 0.1481 5.3e‐08 0.898085 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.650 7 5

39 rs62125305 2 18945170 G A 0.1511 8.2e‐08 0.890379 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.535 7 5

39 rs62125303 2 18939185 A G 0.1471 4.8e‐08 0.920236 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.215 7 5

39 rs6740996 2 18944392 G A 0.1481 5.4e‐08 0.91264 rs62125298 RegulatoryFeature REGULATORY regulatory 0 39 0.203 5 5

39 rs4129693 2 18943278 T C 0.2127 5.3e‐06 0.695761 rs62125298 Intergenic INTERGENIC intergenic 0 39 0.192 NA 5

39 rs62125348 2 18967952 C T 0.2227 9.3e‐06 0.669468 rs62125298 AC106053.1 Transcript INTRONIC intron,nc 0 39 0.066 7 5

39 rs3916752 2 18970660 G C 0.2157 4.4e‐06 0.697309 rs62125298 AC106053.1 Intergenic DOWNSTREAM downstream 0 39 0.028 7 5

40 rs4355387 4 15375950 T C 0.2744 1.6e‐08 0.989751 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 17.42 5 1 top

40 rs4076789 4 15372325 A G 0.2744 2.2e‐08 0.959135 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 14.42 6 5

40 rs4388081 4 15383534 C T 0.3628 2.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 13.69 5 5

40 rs4358396 4 15372404 A G 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 12.42 5 5

40 rs764713456 4 15382007 C CA 0.3628 1.3e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron,feature_truncation RP11‐484O2.1 Transcript INTRONIC intron,nc,feature_trun 0 40 11.86 NA 5

40 rs6848204 4 15381188 A G 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 10.74 7 5

40 rs13102822 4 15388377 A G 0.2773 3.9e‐08 0.99487 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 10.55 6 5

40 rs4328910 4 15384140 G C 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 7.906 6 5

40 rs13113022 4 15376647 T C 0.3618 1.6e‐06 0.647535 rs4132788 C1QTNF7 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 40 7.509 5 1

40 rs6845382 4 15389470 G A 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 7.373 6 5

40 rs4698375 4 15379840 T C 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 40 7.355 2b 5

40 rs10019579 4 15359866 A G 0.3618 6.6e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 40 6.815 7 5

40 rs4515160 4 15384544 G C 0.2763 1.1e‐08 1 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 6.156 6 5

40 rs4549374 4 15356104 T C 0.3608 3.0e‐06 0.611178 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 6.031 5 5

40 rs4530628 4 15377999 G A 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 6.028 4 1

40 rs34210455 4 15376420 AAG A 0.3618 1.6e‐06 0.647535 rs4132788 C1QTNF7 Transcript INTRONIC intron,feature_elongation RP11‐484O2.1 Transcript INTRONIC intron,nc,feature_elon 0 40 5.775 NA 1

40 rs10010275 4 15369617 T C 0.3598 1.8e‐06 0.619388 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 5.759 7 5

40 rs6449133 4 15380277 G T 0.3618 2.7e‐06 0.651122 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 5.647 5 5

40 rs6817864 4 15371404 T C 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 5.117 7 5

40 rs6836057 4 15364283 G T 0.3569 2.3e‐06 0.618724 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.913 5 5



40 rs4303974 4 15375984 A C 0.2744 1.6e‐08 0.989751 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.871 7 1

40 rs35663437 4 15349677 A G 0.2724 1.3e‐08 0.939137 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐665G4.1 Transcript INTRONIC intron,nc 0 40 4.810 7 5

40 4:15386383:C:T rs4132788 4 15386383 T C 0.2763 1.1e‐08 1 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.620 NA 5

40 rs13122790 4 15356795 G A 0.2744 9.6e‐08 0.948847 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 4.582 5 5

40 rs4420978 4 15378268 A G 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.453 7 5

40 rs6449127 4 15357017 G C 0.3618 7.2e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 4.372 6 5

40 rs9994660 4 15374135 C T 0.2753 2.2e‐08 0.964327 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.266 7 5

40 rs4629443 4 15385866 T C 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 4.193 5 5

40 4:15384029_CA_C 4 15384029 C CA 0.3688 1.1e‐06 0.602162 rs4132788 C1QTNF7 Transcript INTRONIC intron,feature_truncation RP11‐484O2.1 Transcript INTRONIC intron,nc,feature_trun 0 40 4.011 NA 5

40 rs4326010 4 15375073 G C 0.2744 1.9e‐08 0.979492 rs4132788 C1QTNF7 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 40 3.994 5 5

40 rs6449135 4 15391784 G A 0.3648 3.6e‐06 0.646331 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.852 7 5

40 rs10003738 4 15354946 A G 0.3608 3.0e‐06 0.611178 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 3.841 5 5

40 rs34674069 4 15358915 A G 0.3618 7.1e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 3.809 7 5

40 rs4698378 4 15388030 T C 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.466 5 5

40 rs4698373 4 15368962 G C 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.448 7 5

40 rs6449129 4 15370327 T G 0.3598 1.7e‐06 0.619388 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.285 7 5

40 rs4346643 4 15372744 C T 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.276 7 5

40 rs1861047 4 15393835 A G 0.3628 1.3e‐06 0.642594 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 3.074 4 5

40 rs6852653 4 15354435 C T 0.3618 7.3e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐665G4.1 Transcript INTRONIC intron,nc 0 40 3.002 5 2

40 rs13149185 4 15382335 A G 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.941 7 5

40 rs4698372 4 15363727 A G 0.3579 5.4e‐06 0.615771 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.938 6 5

40 rs10017025 4 15359448 T G 0.3598 5.4e‐06 0.609905 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 2.927 7 5

40 rs10000232 4 15357291 C A 0.3618 7.6e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 2.925 3a 5

40 rs6827336 4 15390632 G C 0.3638 3.5e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.684 5 5

40 rs4698103 4 15379272 A C 0.3628 1.3e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.551 5 5

40 rs7654487 4 15357856 A G 0.3588 2.3e‐06 0.612831 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 2.524 7 5

40 rs4698379 4 15390324 A G 0.3618 2.7e‐06 0.651122 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.493 6 5

40 rs6830482 4 15380799 G T 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.374 6 5

40 rs2380957 4 15386813 C T 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.363 NA 5

40 rs4586926 4 15375527 C A 0.3608 4.2e‐06 0.633418 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.277 6 2

40 rs6449132 4 15377658 A C 0.3618 1.5e‐06 0.647535 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.036 4 1

40 rs7697446 4 15382561 A G 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 2.017 6 5

40 rs9997766 4 15389961 G C 0.3618 2.6e‐06 0.651122 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.825 7 5

40 rs6827129 4 15390525 T C 0.3638 3.7e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.804 7 5

40 rs4698104 4 15379307 G A 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.687 5 5

40 rs13139590 4 15376654 G A 0.3618 1.7e‐06 0.647535 rs4132788 C1QTNF7 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 40 1.686 5 1

40 rs6449136 4 15392133 G A 0.3648 3.7e‐06 0.646331 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.612 7 5

40 rs13139715 4 15353889 G A 0.3618 7.2e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐665G4.1 Transcript INTRONIC intron,nc 0 40 1.539 6 5

40 rs7654503 4 15357906 A G 0.3608 3.0e‐06 0.611178 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 1.526 7 5

40 rs6824015 4 15364915 T C 0.3569 2.3e‐06 0.618724 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.437 2b 5

40 rs7663994 4 15353649 G C 0.3618 7.2e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐665G4.1 Transcript INTRONIC intron,nc 0 40 1.396 7 5

40 rs10003717 4 15352505 G T 0.3618 7.2e‐06 0.608287 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐665G4.1 Transcript INTRONIC intron,nc 0 40 1.388 6 5

40 rs4511993 4 15377877 G A 0.3638 3.7e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.338 3a 1

40 rs4640665 4 15388627 A C 0.3628 1.4e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.336 5 5

40 rs4336218 4 15361736 T G 0.3579 5.5e‐06 0.615771 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.305 7 5

40 rs780342602 4 15376493 CT C 0.3628 2.9e‐06 0.65216 rs4132788 C1QTNF7 Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 40 1.301 NA 1

40 rs4302460 4 15373225 T C 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.173 7 5

40 rs13146941 4 15387255 A G 0.2783 3.9e‐08 0.989771 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 1.022 4 5

40 rs6449130 4 15370494 T G 0.3598 1.7e‐06 0.619388 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.710 5 5

40 rs12696948 4 15369503 T A 0.3598 1.8e‐06 0.619388 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.700 6 5

40 rs13131702 4 15392125 T G 0.2773 3.9e‐08 0.99487 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.649 7 5

40 rs4395494 4 15373030 T C 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.626 6 5

40 rs13149183 4 15382334 C G 0.3638 3.6e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.550 7 5

40 rs11420282 4 15361844 AG A 0.3598 7.8e‐06 0.614083 rs4132788 C1QTNF7 Transcript INTRONIC intron,feature_elongation RP11‐484O2.1 Transcript INTRONIC intron,nc,feature_elon 0 40 0.547 NA 5

40 rs4575989 4 15392559 C T 0.3648 3.6e‐06 0.646331 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.528 6 5

40 rs4698374 4 15374686 C T 0.3678 2.5e‐06 0.614286 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.507 7 5

40 rs7674557 4 15361025 C G 0.3598 7.2e‐06 0.614083 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.466 7 5

40 rs13137905 4 15375668 G T 0.2744 5.3e‐08 0.979492 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.424 5 2

40 rs6449131 4 15371373 C G 0.3618 2.3e‐06 0.617737 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.395 7 5

40 rs13133314 4 15355480 C G 0.2744 9.5e‐08 0.948847 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Intergenic DOWNSTREAM downstream 0 40 0.316 6 5

40 rs765747 4 15393560 C T 0.3638 3.7e‐06 0.641699 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.277 5 5

40 rs6815159 4 15370761 A G 0.3598 2.3e‐06 0.619388 rs4132788 C1QTNF7 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 40 0.103 2b 5

40 rs10011494 4 15382474 A G 0.3638 1.4e‐06 0.649239 rs4132788 C1QTNF7 Transcript INTRONIC intron RP11‐484O2.1 Transcript INTRONIC intron,nc 0 40 0.035 7 5

41 rs30043 5 122272293 C G 0.3191 7.7e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 18.94 6 5 top

41 rs30055 5 122301079 G T 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 18.35 5 5

41 rs3822367 5 122146272 T C 0.4175 1.3e‐06 0.613227 rs34126945 SNX2 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 41 17.73 NA 4

41 rs451195 5 122359640 C T 0.339 8.5e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 17.02 5 4

41 rs426877 5 122314635 G A 0.3181 5.6e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 16.78 7 2

41 rs34486978 5 122312543 A G 0.2664 2.1e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 16.45 7 5

41 rs13187952 5 122333379 T C 0.3598 3.6e‐06 0.873959 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 1.7305e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.7305e‐06 5.28914e‐07 41 15.26 5 2

41 rs748311825 5 122224118 A ACATTTCTGTG 0.3201 1.4e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 14.15 NA 1

41 rs6859163 5 122354920 G A 0.339 7.5e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 8.52542e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.52542e‐10 5.28914e‐07 41 13.37 6 5

41 rs436546 5 122322790 A G 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 13.19 7 5

41 rs246267 5 122256104 T A 0.3191 8.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 12.73 7 5

41 rs549232633 5 122205592 GTT G 0.3221 1.5e‐07 0.945256 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 0 41 12.40 NA 5

41 rs62377399 5 122324679 A G 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.02254e‐10 5.28914e‐07 RN7SL689P (pseudogene) 1.02254e‐10 5.28914e‐07 41 11.95 7 5

41 rs416763 5 122317241 A G 0.3191 5.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 11.91 7 5

41 rs35479600 5 122324470 T G 0.3171 5.6e‐08 0.950242 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.0277e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.0277e‐10 5.28914e‐07 41 11.86 6 5

41 5:122139008_GT_G 5 122139008 G GT 0.415 1.3e‐06 0.614127 rs34126945 SNX2 Transcript INTRONIC intron,feature_truncation 0 41 11.70 NA 4

41 rs193539 5 122257617 G C 0.3171 9.1e‐08 0.950242 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 11.66 4 1

41 rs144597 5 122223232 C A 0.3201 1.4e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 11.56 5 5

41 rs557100946 5 122161961 AT A 0.4284 4.8e‐07 0.647851 rs34126945 SNX2 Transcript INTRONIC intron,feature_elongation 0 41 11.55 NA 4

41 rs30059 5 122297509 A G 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 11.09 NA 5

41 rs173480 5 122254131 A C 0.3181 9.2e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 10.89 NA 5

41 rs383638 5 122324678 C A 0.3191 5.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.14872e‐10 5.28914e‐07 RN7SL689P (pseudogene) 2.14872e‐10 5.28914e‐07 41 10.87 7 5

41 rs7735618 5 122176245 G C 0.2694 5.0e‐06 0.732615 rs34126945 SNX24 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 10.74 5 5

41 rs424247 5 122347993 A G 0.339 7.7e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 10.62 6 5

41 rs415417 5 122322884 A G 0.2654 2.3e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 10.31 NA 5

41 rs6878609 5 122095549 G C 0.2644 2.5e‐06 0.701571 rs34126945 Intergenic INTERGENIC intergenic 1 RN7SL689P (pseudogene) 2.34268e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.34268e‐09 5.28914e‐07 41 10.22 2b 5

41 rs246314 5 122267456 T C 0.3588 5.1e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.04191e‐07 5.28914e‐07 RN7SL689P (pseudogene) 2.04191e‐07 5.28914e‐07 41 9.986 NA 5

41 rs779360211 5 122271418 T TA 0.3579 5.7e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 2.82072e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.82072e‐06 5.28914e‐07 41 9.841 NA 5

41 rs2126935 5 122313571 G A 0.3191 5.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.57946e‐10 5.28914e‐07 RN7SL689P (pseudogene) 6.57946e‐10 5.28914e‐07 41 9.468 6 5

41 rs30048 5 122270393 G A 0.328 2.6e‐08 0.995759 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.27525e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.27525e‐09 5.28914e‐07 41 9.263 NA 5

41 rs30072 5 122292220 A C 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 9.055 NA 4

41 rs246321 5 122308299 G A 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 8.975 NA 4

41 rs2577102 5 122347857 C A 0.339 7.8e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 8.722 NA 5

41 rs246323 5 122306874 A G 0.3191 5.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 8.599 NA 5

41 5:122307575_TACCTG_T 5 122307575 T TACCTG 0.3191 6.5e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 8.478 NA 5

41 rs10658654 5 122199861 CAGTT C 0.2674 5.4e‐06 0.734534 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 8.390 NA 5

41 rs372854 5 122263773 G A 0.3579 5.4e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 41 8.217 NA 5

41 rs2617453 5 122347871 G A 0.3489 2.0e‐08 0.92133 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 3.60035e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.60035e‐10 5.28914e‐07 41 8.212 6 5

41 rs30065 5 122293914 A T 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.0301e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.0301e‐10 5.28914e‐07 41 8.155 6 5

41 rs11448679 5 122252199 CT C 0.3588 8.7e‐06 0.861255 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 1.17203e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.17203e‐06 5.28914e‐07 41 7.801 NA 5

41 rs246317 5 122309860 A G 0.3191 5.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 7.659 7 5

41 rs246315 5 122266438 T C 0.3181 8.1e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 7.451 NA 5

41 rs13164134 5 122337941 A T 0.3191 5.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 7.446 6 4

41 rs185008 5 122274734 C T 0.3191 7.7e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 7.32473e‐08 5.28914e‐07 RN7SL689P (pseudogene) 7.32473e‐08 5.28914e‐07 41 7.443 NA 5

41 rs246270 5 122258649 C T 0.3181 9.1e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 7.404 NA 5

41 rs119449 5 122283741 G T 0.2654 2.5e‐06 0.751991 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 7.364 NA 4

41 rs30062 5 122296376 G C 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 9.72118e‐10 5.28914e‐07 RN7SL689P (pseudogene) 9.72118e‐10 5.28914e‐07 41 7.148 5 5

41 rs400207 5 122318497 T C 0.2664 2.3e‐06 0.7478 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.28266e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.28266e‐09 5.28914e‐07 41 7.115 6 5

41 rs4555798 5 122332114 T C 0.3191 5.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 6.893 6 5

41 5:122340573_CACAAT_C 5 122340573 C CACAAT 0.3211 1.7e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 7.91853e‐10 5.28914e‐07 RN7SL689P (pseudogene) 7.91853e‐10 5.28914e‐07 41 6.752 NA 4

41 rs13185741 5 122338010 G A 0.3191 5.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 7.43723e‐10 5.28914e‐07 RN7SL689P (pseudogene) 7.43723e‐10 5.28914e‐07 41 6.654 7 4

41 rs2910150 5 122296745 T G 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.04998e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.04998e‐10 5.28914e‐07 41 6.610 6 5

41 rs1870560 5 122111210 C G 0.4175 1.0e‐06 0.606776 rs34126945 SNX2 Transcript INTRONIC intron AC093267.1 Intergenic DOWNSTREAM downstream 0 41 6.598 2b 1

41 rs965821 5 122137708 G A 0.4274 2.6e‐07 0.648878 rs34126945 SNX2 Transcript INTRONIC intron 0 41 6.443 NA 4

41 rs407392 5 122360994 T C 0.339 4.5e‐08 0.877463 rs34126945 PPIC Transcript INTRONIC intron RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 6.438 NA 4

41 rs2910140 5 122264395 A T 0.3181 9.5e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 6.383 5 5

41 rs30063 5 122295693 A G 0.2664 2.3e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 6.325 NA 2

41 rs10900759 5 122105080 A T 0.4423 3.3e‐06 0.619858 rs34126945 Intergenic INTERGENIC intergenic 0 41 6.276 6 14



41 rs36180885 5 122356403 A C 0.2853 3.6e‐06 0.674168 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 41 6.037 7 4

41 rs6892249 5 122145781 T C 0.4185 1.6e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 41 6.007 5 4

41 rs246268 5 122256342 T C 0.3191 8.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 5.909 NA 5

41 5:122201033_TTA_T 5 122201033 T TTA 0.4175 1.5e‐06 0.613227 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 5.897 NA 4

41 rs6880480 5 122354726 A T 0.3469 2.1e‐08 0.912882 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 2.4578e‐10 5.28914e‐07 RN7SL689P (pseudogene) 2.4578e‐10 5.28914e‐07 41 5.846 6 5

41 rs246318 5 122309792 A G 0.3191 4.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 5.796 7 5

41 5:122225321_CAT_C 5 122225321 C CAT 0.3181 9.4e‐08 0.945766 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 5.717 NA 5

41 rs246275 5 122231413 T C 0.3191 9.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 5.599 NA 4

41 rs11241662 5 122181975 A G 0.2674 4.4e‐06 0.726109 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 41 5.585 3a 1

41 rs30035 5 122278545 G A 0.3191 7.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 5.558 NA 5

41 rs154500 5 122211991 G T 0.3211 1.0e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.33115e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.33115e‐09 5.28914e‐07 41 5.534 7 5

41 rs1035372 5 122169448 A C 0.2684 4.7e‐06 0.728988 rs34126945 CTB‐36H16.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc SNX2 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 3.2856e‐09 5.28914e‐07 RN7SL689P (pseudogene) 3.2856e‐09 5.28914e‐07 41 5.517 NA 4

41 rs2045628 5 122095154 T C 0.2644 2.7e‐06 0.701571 rs34126945 Intergenic INTERGENIC intergenic 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 5.490 NA 5

41 rs35334805 5 122335261 A G 0.3191 5.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 5.412 6 5

41 rs407230 5 122345727 A G 0.2674 1.9e‐06 0.75139 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 5.355 5 4

41 rs30068 5 122293609 T C 0.3588 4.7e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 41 5.349 NA 5

41 rs385547 5 122321833 T C 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 5.268 7 5

41 rs30022 5 122285716 A T 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.39307e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.39307e‐10 5.28914e‐07 41 5.238 7 5

41 rs35936015 5 122215983 GT G 0.2684 4.6e‐06 0.737417 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 5.092 NA 5

41 rs12518979 5 122181787 C A 0.2674 4.3e‐06 0.726109 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 1.13226e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.13226e‐09 5.28914e‐07 41 5.028 4 1

41 rs386602 5 122321957 G T 0.3201 5.2e‐08 0.954054 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.999 5 5

41 5:122186485_TAA_T 5 122186485 T TAA 0.2694 5.1e‐06 0.733369 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 4.911 NA 5

41 rs1363200 5 122163802 T G 0.2684 4.5e‐06 0.728988 rs34126945 SNX2 Transcript INTRONIC intron CTB‐36H16.2 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 2.18339e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.18339e‐09 5.28914e‐07 41 4.893 6 4

41 rs30058 5 122297703 G A 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.879 NA 5

41 5:122257325_GA_G 5 122257325 G GA 0.3181 7.9e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.848 NA 2

41 rs246299 5 122249173 G T 0.3191 9.5e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.05606e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.05606e‐10 5.28914e‐07 41 4.834 6 5

41 rs246266 5 122256001 A G 0.3588 5.0e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.19365e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.19365e‐06 5.28914e‐07 41 4.755 NA 5

41 rs30073 5 122290509 T A 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.77226e‐08 5.28914e‐07 RN7SL689P (pseudogene) 1.77226e‐08 5.28914e‐07 41 4.752 7 5

41 rs30029 5 122283170 A C 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.45612e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.45612e‐10 5.28914e‐07 41 4.700 NA 4

41 rs1841994 5 122329258 A G 0.2654 2.5e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 4.646 7 5

41 rs6872932 5 122145636 C T 0.4185 1.4e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron 0 41 4.617 5 4

41 rs173481 5 122254552 A G 0.2644 3.4e‐06 0.749121 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 41 4.614 NA 5

41 rs390234 5 122331523 G A 0.3191 5.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.550 6 5

41 rs246300 5 122249202 G T 0.2664 2.9e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 4.543 7 5

41 rs430069 5 122263351 A G 0.2644 3.5e‐06 0.749121 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 41 4.531 7 5

41 rs246303 5 122251717 G C 0.3181 9.8e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 4.465 2b 2

41 rs34707663 5 122320463 G A 0.3181 5.1e‐08 0.954325 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.456 7 5

41 rs438196 5 122263063 G T 0.3181 9.6e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 4.431 6 5

41 rs383262 5 122345684 T C 0.3201 5.9e‐08 0.954054 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.423 NA 4

41 rs6595409 5 122113756 A G 0.4195 1.0e‐06 0.604751 rs34126945 SNX2 Transcript INTRONIC intron AC093267.1 Intergenic UPSTREAM upstream 0 41 4.418 7 1

41 rs10066632 5 122364683 A C 0.2853 5.2e‐06 0.674168 rs34126945 PPIC Transcript INTRONIC intron SNX24 Transcript INTRONIC intron,nc 1 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 41 4.386 7 4

41 rs431878 5 122261791 G T 0.3181 9.9e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 4.371 5 5

41 rs404442 5 122344931 T C 0.3211 5.3e‐08 0.9497 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.355 NA 4

41 rs27617 5 122236534 A T 0.3062 3.7e‐07 0.898358 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.41728e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.41728e‐09 5.28914e‐07 41 4.331 6 4

41 5:122290423_TA_T 5 122290423 T TA 0.3191 7.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 1.63376e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.63376e‐09 5.28914e‐07 41 4.305 NA 5

41 rs30038 5 122277362 G T 0.3191 7.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 4.283 NA 4

41 rs385996 5 122355228 G T 0.339 8.1e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 4.152 7 5

41 rs30023 5 122285299 G T 0.2664 2.5e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.31697e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.31697e‐09 5.28914e‐07 41 4.144 NA 5

41 rs436160 5 122355953 A G 0.339 8.4e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 4.120 7 5

41 5:122328659_CT_C 5 122328659 C CT 0.3618 1.3e‐06 0.706652 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 4.066 NA 5

41 rs13172043 5 122184759 A G 0.4195 1.4e‐06 0.611157 rs34126945 SNX24 Transcript INTRONIC intron 0 41 4.039 6 5

41 rs30036 5 122278260 G A 0.2654 2.9e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 4.000 NA 2

41 rs35256179 5 122334255 A C 0.3191 5.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.11951e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.11951e‐10 5.28914e‐07 41 3.990 7 5

41 rs13168225 5 122347264 T C 0.2863 3.1e‐06 0.677055 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 41 3.989 7 4

41 rs384483 5 122261573 C A 0.3191 9.9e‐08 0.949858 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.36669e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.36669e‐09 5.28914e‐07 41 3.986 NA 5

41 rs30076 5 122288613 G T 0.3579 4.7e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 41 3.902 NA 5

41 rs1062350 5 122358506 A G 0.339 8.1e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 3.869 NA 4

41 rs364723 5 122326464 G A 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.865 NA 5

41 rs1139334 5 122358419 G A 0.339 6.7e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc PPIC Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 3.853 NA 4

41 rs13166350 5 122153569 T C 0.4185 1.5e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron 0 41 3.842 7 4

41 rs152039 5 122220665 A G 0.3201 1.3e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.746 5 2

41 rs30053 5 122303643 G C 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.718 4 4

41 rs62377425 5 122332625 G C 0.2654 2.4e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 3.648 7 2

41 rs10659941 5 122263094 TAAACC T 0.2644 4.0e‐06 0.749121 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 5.06178e‐09 5.28914e‐07 RN7SL689P (pseudogene) 5.06178e‐09 5.28914e‐07 41 3.550 NA 5

41 rs62377436 5 122353702 G C 0.3121 1.5e‐07 0.772209 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 2.9916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.9916e‐09 5.28914e‐07 41 3.538 6 5

41 rs183634 5 122294159 G A 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.491 NA 5

41 rs113003305 5 122354714 TCTTA T 0.3469 2.0e‐08 0.912882 rs34126945 SNX24 Transcript INTRONIC intron,nc,feature_elongation RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 3.60035e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.60035e‐10 5.28914e‐07 41 3.397 NA 5

41 rs11418980 5 122221693 TGG T 0.3201 1.5e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 0 41 3.373 NA 5

41 rs30047 5 122270524 A G 0.3181 9.5e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 3.342 NA 5

41 rs2910136 5 122254017 G A 0.3181 9.2e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 3.337 6 5

41 rs27976 5 122206460 G A 0.3221 1.1e‐07 0.945256 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 3.309 NA 1

41 rs418229 5 122341664 C T 0.3201 4.5e‐08 0.954054 rs34126945 SNX24 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.229 7 4

41 5:122293944_CA_C 5 122293944 C CA 0.3201 6.8e‐08 0.953971 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 3.210 NA 5

41 rs154497 5 122221420 C T 0.3201 1.3e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 3.071 5 5

41 rs30045 5 122271619 T C 0.3181 8.7e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 3.068 7 5

41 rs154504 5 122204086 T A 0.2694 4.2e‐06 0.741041 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 2.959 7 4

41 rs12109791 5 122146831 T C 0.4185 1.4e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron 0 41 2.951 6 4

41 rs10900758 5 122094684 G A 0.2644 2.5e‐06 0.701571 rs34126945 Intergenic INTERGENIC intergenic 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 2.923 7 5

41 rs10076327 5 122367347 G A 0.2853 3.9e‐06 0.674168 rs34126945 PPIC Transcript INTRONIC intron RP11‐359P5.1 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.19333e‐09 5.28914e‐07 41 2.915 5 5

41 rs27891 5 122236064 G T 0.3579 5.6e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 41 2.887 5 4

41 rs246271 5 122212822 G A 0.3211 1.1e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.869 NA 4

41 rs35858098 5 122334365 G A 0.3191 6.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.796 5 5

41 rs30037 5 122277990 C T 0.3191 7.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.783 NA 5

41 rs34233716 5 122316365 G C 0.3191 5.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.783 7 5

41 rs185009 5 122273767 G A 0.3191 7.5e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.758 NA 4

41 rs35339188 5 122317685 T A 0.3191 5.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.729 3a 5

41 rs154514 5 122192446 G A 0.2704 3.8e‐06 0.736263 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 41 2.701 NA 4

41 rs246310 5 122269632 T C 0.3191 8.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.690 NA 4

41 rs34714850 5 122332695 G A 0.2654 2.4e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.60905e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.60905e‐09 5.28914e‐07 41 2.679 6 2

41 rs2169773 5 122358601 A C 0.339 8.1e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 2.638 7 4

41 rs4349713 5 122391626 G A 0.329 2.1e‐06 0.759301 rs34126945 RP11‐359P5.1 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.45584e‐08 5.28914e‐07 RN7SL689P (pseudogene) 5.45584e‐08 5.28914e‐07 41 2.617 7 5

41 rs13163098 5 122346536 G A 0.339 7.8e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 8.34726e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.34726e‐10 5.28914e‐07 41 2.614 6 4

41 rs28892 5 122283826 A G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.607 5 1

41 rs2407403 5 122174031 A G 0.331 2.6e‐06 0.874614 rs34126945 CTB‐36H16.2 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 2.49737e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.49737e‐09 5.28914e‐07 41 2.601 5 5

41 rs26370 5 122235192 C T 0.2644 4.3e‐06 0.749121 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 41 2.570 7 5

41 rs246312 5 122269455 A G 0.3181 9.8e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 2.96934e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.96934e‐09 5.28914e‐07 41 2.558 NA 4

41 5:122319459_CCT_C 5 122319459 C CCT 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.550 NA 5

41 5:122159047_AT_A 5 122159047 A AT 0.4195 1.9e‐06 0.603167 rs34126945 SNX2 Transcript INTRONIC intron,feature_truncation 0 41 2.545 NA 4

41 5:122225422_GTA_G 5 122225422 G GTA 0.3489 3.8e‐06 0.865238 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 2.535 NA 5

41 rs246273 5 122280975 A G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.533 NA 5

41 rs62377424 5 122332322 A G 0.3191 4.7e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.524 7 5

41 5:122345987_CTT_C 5 122345987 C CTT 0.2654 1.4e‐06 0.74423 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 0 41 2.507 NA 4

41 rs246285 5 122244968 G C 0.328 2.7e‐08 0.995759 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 7.29469e‐10 5.28914e‐07 RN7SL689P (pseudogene) 7.29469e‐10 5.28914e‐07 41 2.504 7 5

41 rs2910137 5 122257987 G A 0.3191 1.1e‐07 0.949927 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.72036e‐09 5.28914e‐07 RN7SL689P (pseudogene) 5.72036e‐09 5.28914e‐07 41 2.490 7 2

41 rs13164161 5 122346897 A G 0.339 8.0e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 2.425 6 4

41 rs398142 5 122345576 T C 0.3201 5.0e‐08 0.954054 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.368 NA 4

41 rs30077 5 122288474 T C 0.3588 4.8e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 41 2.330 NA 5

41 rs397731 5 122322959 G A 0.3191 4.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.315 NA 5

41 rs401729 5 122264285 T G 0.3181 9.7e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 9.0727e‐10 5.28914e‐07 RN7SL689P (pseudogene) 9.0727e‐10 5.28914e‐07 41 2.279 5 5

41 rs246320 5 122308581 G A 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 8.07023e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.07023e‐10 5.28914e‐07 41 2.255 NA 4

41 rs26372 5 122206447 G A 0.3221 9.7e‐08 0.945256 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.254 2b 1

41 rs246301 5 122249380 G T 0.2664 3.8e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49177e‐08 5.28914e‐07 RN7SL689P (pseudogene) 2.49177e‐08 5.28914e‐07 41 2.245 7 5

41 rs35902490 5 122323398 T G 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.37826e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.37826e‐10 5.28914e‐07 41 2.243 6 5

41 rs143798743 5 122319985 GA G 0.3211 1.2e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 5.28912e‐07 5.28914e‐07 RN7SL689P (pseudogene) 5.28912e‐07 5.28914e‐07 41 2.239 NA 5

41 rs762946762 5 122228942 C CCTT 0.3201 1.8e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 1.52132e‐10 5.28914e‐07 RN7SL689P (pseudogene) 1.52132e‐10 5.28914e‐07 41 2.173 NA 5

41 rs246311 5 122269591 T C 0.3181 9.8e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 2.160 NA 4

41 rs1545696 5 122102442 G A 0.4423 1.9e‐06 0.624791 rs34126945 Intergenic INTERGENIC intergenic 0 41 2.145 NA 7

41 rs62377430 5 122334688 G A 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.142 7 5

41 rs34348084 5 122335114 G A 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.59375e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.59375e‐10 5.28914e‐07 41 2.137 6 5

41 rs417268 5 122345012 G A 0.3201 5.0e‐08 0.954054 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.04918e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.04918e‐10 5.28914e‐07 41 2.130 6 4

41 5:122345343_AT_A 5 122345343 A AT 0.3201 7.3e‐08 0.954054 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.55554e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.55554e‐10 5.28914e‐07 41 2.129 NA 4



41 rs395981 5 122347911 T C 0.339 7.8e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 2.125 6 5

41 rs2438150 5 122199196 T C 0.4225 9.8e‐07 0.60504 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 41 2.114 4 2

41 rs246290 5 122247037 A T 0.3191 1.0e‐07 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 2.093 7 5

41 rs152040 5 122209543 C T 0.2684 4.4e‐06 0.737417 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.5122e‐09 5.28914e‐07 RN7SL689P (pseudogene) 4.5122e‐09 5.28914e‐07 41 2.090 7 5

41 rs769174432 5 122317364 T TTTTG 0.33 1.3e‐08 0.995759 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 2.042 NA 5

41 rs15577 5 122359190 T G 0.339 8.4e‐08 0.877463 rs34126945 PPIC Transcript 3PRIME_UTR 3_prime_UTR RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 6.69446e‐10 5.28914e‐07 RN7SL689P (pseudogene) 6.69446e‐10 5.28914e‐07 41 2.041 7 4

41 rs246269 5 122256741 C T 0.3191 8.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.031 NA 5

41 rs246274 5 122280803 C A 0.3181 6.2e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 2.026 7 5

41 rs10071135 5 122146978 G C 0.4284 3.4e‐07 0.647851 rs34126945 SNX2 Transcript INTRONIC intron 0 41 1.980 5 4

41 rs30054 5 122301999 G A 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.59511e‐10 5.28914e‐07 RN7SL689P (pseudogene) 6.59511e‐10 5.28914e‐07 41 1.954 NA 5

41 rs26369 5 122236823 G A 0.3579 5.7e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.05585e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.05585e‐06 5.28914e‐07 41 1.938 7 4

41 rs152038 5 122195846 A G 0.2684 4.7e‐06 0.729729 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 41 1.895 NA 1

41 rs442911 5 122325551 C T 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.890 5 5

41 rs30044 5 122272080 C T 0.3181 8.6e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 1.885 NA 5

41 rs257813 5 122217168 A G 0.3191 1.2e‐07 0.949858 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.91541e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.91541e‐10 5.28914e‐07 41 1.853 7 5

41 rs4283786 5 122101050 C T 0.4205 6.5e‐07 0.600592 rs34126945 Intergenic INTERGENIC intergenic 0 41 1.852 5 14

41 rs154510 5 122196847 C G 0.3231 1.2e‐07 0.932554 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.38509e‐10 5.28914e‐07 RN7SL689P (pseudogene) 2.38509e‐10 5.28914e‐07 41 1.831 7 5

41 rs246287 5 122245426 T A 0.3181 1.1e‐07 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.74224e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.74224e‐09 5.28914e‐07 41 1.808 5 5

41 rs30026 5 122284568 C T 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.795 NA 4

41 rs42537 5 122274688 G A 0.3191 8.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 0 41 1.793 NA 5

41 rs415534 5 122325301 T C 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.792 6 5

41 rs39821 5 122295472 C T 0.2654 2.8e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 1.789 NA 2

41 rs2438151 5 122199197 G A 0.2684 3.8e‐06 0.737417 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 3.10781e‐09 5.28914e‐07 RN7SL689P (pseudogene) 3.10781e‐09 5.28914e‐07 41 1.754 4 2

41 rs1903260 5 122135188 C T 0.2674 3.3e‐06 0.725381 rs34126945 SNX2 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 1.748 6 4

41 rs4836244 5 122116232 G A 0.4284 2.4e‐07 0.647851 rs34126945 SNX2 Transcript INTRONIC intron AC093267.1 Intergenic UPSTREAM upstream 0 41 1.733 2b 2

41 rs36099390 5 122317719 A G 0.3191 5.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.724 4 5

41 rs62377434 5 122340569 A C 0.2674 7.2e‐06 0.734534 rs34126945 SNX24 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 3.49875e‐09 5.28914e‐07 RN7SL689P (pseudogene) 3.49875e‐09 5.28914e‐07 41 1.712 7 4

41 rs1990890 5 122182970 T C 0.3231 1.4e‐07 0.940932 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.38509e‐10 5.28914e‐07 RN7SL689P (pseudogene) 2.38509e‐10 5.28914e‐07 41 1.706 6 1

41 rs434789 5 122357310 T C 0.339 4.9e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 1.698 7 4

41 rs7729834 5 122122159 G A 0.2674 4.8e‐06 0.725381 rs34126945 SNX2 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.8198e‐07 5.28914e‐07 RN7SL689P (pseudogene) 1.8198e‐07 5.28914e‐07 41 1.684 6 4

41 rs2910135 5 122229790 A G 0.2674 5.3e‐06 0.750681 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.06046e‐08 5.28914e‐07 RN7SL689P (pseudogene) 1.06046e‐08 5.28914e‐07 41 1.653 7 5

41 rs17388251 5 122360403 C T 0.3847 4.3e‐07 0.78167 rs34126945 PPIC Transcript INTRONIC intron RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 1.03935e‐08 5.28914e‐07 RN7SL689P (pseudogene) 1.03935e‐08 5.28914e‐07 41 1.642 6 4

41 rs1870559 5 122116706 C G 0.4195 9.2e‐07 0.604751 rs34126945 SNX2 Transcript INTRONIC intron AC093267.1 Intergenic UPSTREAM upstream 0 41 1.605 6 1

41 rs10079941 5 122381363 A G 0.328 1.6e‐06 0.76319 rs34126945 RP11‐359P5.1 Transcript INTRONIC intron,nc 1 RN7SL689P (pseudogene) 1.20902e‐07 5.28914e‐07 RN7SL689P (pseudogene) 1.20902e‐07 5.28914e‐07 41 1.604 6 5

41 rs541756043 5 122175183 ATT A 0.4056 1.9e‐06 0.736879 rs34126945 CTB‐36H16.2 Intergenic DOWNSTREAM downstream SNX24 Intergenic UPSTREAM upstream 0 41 1.601 NA 5

41 rs30049 5 122306097 A G 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.583 NA 5

41 rs425573 5 122326008 C G 0.3191 4.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.02565e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.02565e‐09 5.28914e‐07 41 1.557 6 5

41 rs441855 5 122322556 A G 0.3191 5.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 0 41 1.554 NA 5

41 rs534962263 5 122346544 CTATTTTTTTT C 0.2853 4.9e‐06 0.674168 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 0 41 1.549 NA 4

41 rs30027 5 122283390 C T 0.3181 7.1e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.505 NA 4

41 rs9327279 5 122122160 G T 0.4205 9.8e‐07 0.610159 rs34126945 SNX2 Transcript INTRONIC intron 0 41 1.494 6 4

41 rs246322 5 122307269 C T 0.3191 5.4e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.470 NA 5

41 5:122230703_CT_C 5 122230703 C CT 0.2952 8.1e‐06 0.650905 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 0 41 1.465 NA 5

41 rs2164773 5 122338917 C T 0.3181 5.0e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.440 NA 4

41 rs6884312 5 122103977 C A 0.4423 2.9e‐06 0.619858 rs34126945 Intergenic INTERGENIC intergenic 0 41 1.426 6 14

41 rs35771639 5 122346055 G A 0.3201 5.0e‐08 0.954054 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.383 7 4

41 rs154502 5 122207046 A G 0.3221 9.9e‐08 0.945256 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 1.379 NA 5

41 rs401226 5 122347726 A G 0.339 7.6e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 1.304 7 5

41 rs30052 5 122305009 T A 0.3191 4.5e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.301 7 5

41 rs246276 5 122239957 A G 0.2654 4.0e‐06 0.751991 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.30393e‐08 5.28914e‐07 RN7SL689P (pseudogene) 1.30393e‐08 5.28914e‐07 41 1.281 NA 5

41 rs246286 5 122245374 G A 0.3579 6.0e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.86731e‐06 5.28914e‐07 41 1.250 NA 5

41 rs30069 5 122293026 G A 0.3191 7.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.234 NA 4

41 rs2910141 5 122279625 C T 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.223 7 5

41 rs168913 5 122225793 A G 0.2664 5.5e‐06 0.7478 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.60905e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.60905e‐09 5.28914e‐07 41 1.129 NA 5

41 rs34198272 5 122104288 G A 0.3608 1.3e‐08 0.842231 rs34126945 Intergenic INTERGENIC intergenic 0 41 1.096 6 14

41 rs371604 5 122318432 T C 0.3191 2.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.090 7 5

41 rs42246 5 122276454 G A 0.3181 7.2e‐08 0.954325 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.086 NA 5

41 rs1531340 5 122108017 A G 0.4195 9.8e‐07 0.603167 rs34126945 AC093267.1 Intergenic DOWNSTREAM downstream SNX2 Intergenic UPSTREAM upstream 0 41 1.085 NA 5

41 rs30060 5 122296700 C T 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.082 NA 5

41 rs3756362 5 122108890 G C 0.4423 3.6e‐06 0.619858 rs34126945 AC093267.1 Intergenic DOWNSTREAM downstream SNX2 Intergenic UPSTREAM upstream 0 41 1.066 5 5

41 rs154501 5 122211594 C T 0.3211 1.1e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 1.064 7 5

41 rs10044921 5 122179357 G C 0.332 3.1e‐06 0.870542 rs34126945 SNX24 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 2.54846e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.54846e‐09 5.28914e‐07 41 1.059 5 5

41 rs246313 5 122268507 C T 0.3191 8.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.00606e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.00606e‐09 5.28914e‐07 41 1.047 NA 4

41 rs6887101 5 122109207 G A 0.4195 1.1e‐06 0.603167 rs34126945 AC093267.1 Intergenic DOWNSTREAM downstream SNX2 Intergenic UPSTREAM upstream 0 41 1.038 5 2

41 rs246280 5 122229332 A G 0.3598 6.8e‐06 0.873959 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.12864e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.12864e‐06 5.28914e‐07 41 1.019 NA 5

41 rs10037044 5 122123299 T C 0.2674 3.8e‐06 0.725381 rs34126945 SNX2 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 1.001 7 4

41 rs30039 5 122277179 T G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.994 NA 4

41 rs396941 5 122318265 T G 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.993 6 5

41 rs1460040 5 122105232 G A 0.2704 3.5e‐06 0.727095 rs34126945 Intergenic INTERGENIC intergenic 1 RN7SL689P (pseudogene) 1.12378e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.12378e‐09 5.28914e‐07 41 0.982 NA 14

41 rs147403184 5 122310414 TCAC T 0.3191 5.7e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 5.37826e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.37826e‐10 5.28914e‐07 41 0.961 NA 5

41 rs1809277 5 122090909 G A 0.2644 2.5e‐06 0.701571 rs34126945 Intergenic INTERGENIC intergenic 1 RN7SL689P (pseudogene) 1.86744e‐08 5.28914e‐07 RN7SL689P (pseudogene) 1.86744e‐08 5.28914e‐07 41 0.961 6 5

41 rs40818 5 122295073 C T 0.3181 6.4e‐08 0.954325 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.955 NA 5

41 rs154503 5 122204499 A G 0.2674 4.6e‐06 0.734534 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.952 7 4

41 rs407572 5 122261102 A G 0.3579 5.4e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.03902e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.03902e‐06 5.28914e‐07 41 0.951 NA 5

41 rs246327 5 122306312 T C 0.3191 5.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.939 NA 5

41 rs30042 5 122272641 G A 0.2644 2.9e‐06 0.74846 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 41 0.924 NA 5

41 rs246324 5 122306431 A G 0.3191 5.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.906 NA 5

41 rs257816 5 122211808 G A 0.3211 1.1e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.903 7 5

41 rs30057 5 122298118 T C 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.877 NA 5

41 rs30078 5 122288168 A G 0.3588 4.9e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 41 0.836 NA 4

41 rs246282 5 122225605 T G 0.3201 1.3e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.832 NA 5

41 rs246316 5 122266197 C T 0.3191 8.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.819 NA 5

41 rs424262 5 122348012 A G 0.339 7.6e‐08 0.877463 rs34126945 SNX24 Intergenic DOWNSTREAM downstream snoU13 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 0.794 7 1

41 rs30033 5 122238869 A G 0.3181 1.1e‐07 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 0.776 7 5

41 rs454617 5 122321927 C A 0.3191 4.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.764 NA 5

41 rs10076288 5 122101327 G A 0.4205 6.3e‐07 0.600592 rs34126945 Intergenic INTERGENIC intergenic 0 41 0.737 6 14

41 rs39817 5 122238820 T G 0.3579 5.8e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.81711e‐05 5.28914e‐07 RN7SL689P (pseudogene) 1.81711e‐05 5.28914e‐07 41 0.714 5 5

41 rs30021 5 122285894 A G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.72251e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.72251e‐10 5.28914e‐07 41 0.675 NA 5

41 rs154517 5 122189825 T A 0.2694 4.5e‐06 0.733369 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.29e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.29e‐10 5.28914e‐07 41 0.646 6 4

41 rs448505 5 122336690 C T 0.3181 5.7e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.642 5 4

41 rs154499 5 122219666 C A 0.2674 4.6e‐06 0.750681 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.640 7 5

41 rs10063253 5 122128711 C T 0.4205 7.6e‐07 0.610159 rs34126945 SNX2 Transcript INTRONIC intron snoU13 Intergenic UPSTREAM upstream 0 41 0.626 7 4

41 rs112899951 5 122289222 GA G 0.327 2.6e‐07 0.923848 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 0 41 0.622 NA 5

41 rs10071705 5 122132725 C T 0.4205 8.1e‐07 0.610159 rs34126945 SNX2 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 0 41 0.613 7 4

41 rs39820 5 122299921 A G 0.3191 6.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.09217e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.09217e‐06 5.28914e‐07 41 0.598 NA 5

41 rs30024 5 122285160 G A 0.2664 2.5e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.14355e‐09 5.28914e‐07 RN7SL689P (pseudogene) 3.14355e‐09 5.28914e‐07 41 0.573 NA 5

41 rs246308 5 122270090 T G 0.3181 9.8e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.5731e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.5731e‐09 5.28914e‐07 41 0.569 NA 5

41 rs34200112 5 122354448 C A 0.339 7.9e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 0.550 6 5

41 rs6861987 5 122094152 T C 0.2654 2.2e‐06 0.70437 rs34126945 RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.18455e‐09 5.28914e‐07 RN7SL689P (pseudogene) 4.18455e‐09 5.28914e‐07 41 0.541 6 5

41 rs11422617 5 122129605 TC T 0.331 2.6e‐06 0.866129 rs34126945 SNX2 Transcript INTRONIC intron,feature_elongation snoU13 Intergenic UPSTREAM upstream 0 41 0.527 NA 4

41 5:122321777_AG_A 5 122321777 A AG 0.2664 2.4e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.514 NA 4

41 rs6862366 5 122360158 C G 0.339 9.2e‐08 0.877463 rs34126945 PPIC Transcript INTRONIC intron RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 0.496 7 4

41 rs27740 5 122204772 T A 0.4225 2.9e‐06 0.601882 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.491 7 4

41 rs35157167 5 122318201 C G 0.3191 5.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.490 7 5

41 rs30074 5 122289311 G A 0.3598 4.6e‐06 0.873959 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.34982e‐07 5.28914e‐07 RN7SL689P (pseudogene) 4.34982e‐07 5.28914e‐07 41 0.488 NA 5

41 rs30028 5 122283269 T G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.487 NA 4

41 rs6595412 5 122139685 T G 0.4284 3.1e‐07 0.647851 rs34126945 SNX2 Transcript INTRONIC intron 0 41 0.479 7 4

41 rs30032 5 122238387 T G 0.3181 1.1e‐07 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 9.0727e‐10 5.28914e‐07 RN7SL689P (pseudogene) 9.0727e‐10 5.28914e‐07 41 0.468 7 4

41 rs35847506 5 122327108 A G 0.3191 4.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.444 5 5

41 rs2927639 5 122279666 C G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.437 6 5

41 rs418562 5 122340262 G A 0.3181 4.5e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.435 5 4

41 rs10059964 5 122118293 G A 0.4195 9.5e‐07 0.604751 rs34126945 SNX2 Transcript INTRONIC intron 0 41 0.431 7 4

41 rs42536 5 122276423 C T 0.3181 7.1e‐08 0.954325 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.428 NA 5

41 rs40464 5 122302030 A G 0.3588 4.4e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.61229e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.61229e‐06 5.28914e‐07 41 0.424 NA 5

41 rs30041 5 122275353 C G 0.3191 7.2e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 5.89159e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.89159e‐10 5.28914e‐07 41 0.398 5 5

41 rs30046 5 122271233 C G 0.3181 9.4e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.72e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.72e‐09 5.28914e‐07 41 0.398 5 5

41 rs442427 5 122322265 C T 0.3201 4.9e‐08 0.953971 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.395 2b 5

41 rs13155907 5 122334633 T C 0.3191 5.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.75955e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.75955e‐10 5.28914e‐07 41 0.379 6 5

41 rs154506 5 122202781 G A 0.3211 1.1e‐07 0.941099 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.371 NA 4

41 rs154507 5 122200907 C G 0.4175 9.2e‐07 0.613227 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.366 6 4

41 rs1841993 5 122329233 C G 0.3191 5.4e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.360 7 5



41 rs30071 5 122292330 A G 0.3588 3.9e‐06 0.87754 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.49178e‐06 5.28914e‐07 41 0.328 NA 4

41 rs425192 5 122259527 A G 0.3588 5.3e‐06 0.869703 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.03902e‐06 5.28914e‐07 RN7SL689P (pseudogene) 2.03902e‐06 5.28914e‐07 41 0.321 5 5

41 rs30066 5 122293702 G A 0.2664 2.4e‐06 0.755543 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.44761e‐09 5.28914e‐07 RN7SL689P (pseudogene) 3.44761e‐09 5.28914e‐07 41 0.312 NA 5

41 rs538424 5 122228763 A G 0.3201 1.5e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 RN7SL689P (pseudogene) 3.00671e‐10 5.28914e‐07 41 0.307 NA 5

41 rs246306 5 122279218 C G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.289 5 2

41 rs246279 5 122241263 G C 0.2644 4.6e‐06 0.749121 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 RN7SL689P (pseudogene) 6.54916e‐09 5.28914e‐07 41 0.289 6 5

41 rs755399686 5 122280131 T TTC 0.3211 1.1e‐07 0.949603 rs34126945 SNX24 Transcript INTRONIC intron,feature_truncation 1 RN7SL689P (pseudogene) 6.69941e‐10 5.28914e‐07 RN7SL689P (pseudogene) 6.69941e‐10 5.28914e‐07 41 0.276 NA 5

41 rs6595413 5 122156949 A G 0.2684 4.8e‐06 0.728988 rs34126945 SNX2 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.275 6 4

41 rs2407402 5 122107105 C G 0.2694 4.2e‐06 0.724191 rs34126945 SNX2 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 1.29553e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.29553e‐09 5.28914e‐07 41 0.226 6 5

41 rs30075 5 122289036 G A 0.3191 7.0e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.222 NA 5

41 rs246325 5 122306409 T C 0.3191 5.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.216 NA 5

41 rs2927637 5 122264563 C G 0.3579 5.6e‐06 0.872683 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.48242e‐06 5.28914e‐07 RN7SL689P (pseudogene) 1.48242e‐06 5.28914e‐07 41 0.209 6 5

41 rs4835896 5 122121240 C T 0.2674 3.6e‐06 0.725381 rs34126945 SNX2 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.34353e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.34353e‐09 5.28914e‐07 41 0.198 7 4

41 rs439739 5 122318421 C G 0.3191 2.6e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.197 6 5

41 rs374403 5 122341713 G A 0.3201 4.5e‐08 0.954054 rs34126945 SNX24 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.193 7 4

41 rs42538 5 122292352 T A 0.2654 2.4e‐06 0.752666 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.192 7 4

41 rs446782 5 122341868 T C 0.3201 4.5e‐08 0.954054 rs34126945 SNX24 Transcript INTRONIC intron snoU13 Intergenic DOWNSTREAM downstream 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.173 7 4

41 rs2067242 5 122221253 AGGAATTTGGGGT A 0.2674 6.5e‐06 0.750681 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 5.37873e‐09 5.28914e‐07 RN7SL689P (pseudogene) 5.37873e‐09 5.28914e‐07 41 0.170 NA 5

41 rs246328 5 122287628 A G 0.3191 7.1e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.168 NA 4

41 rs401535 5 122358685 G A 0.339 8.2e‐08 0.877463 rs34126945 SNX24 Transcript INTRONIC intron,nc RN7SL689P Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.21591e‐10 5.28914e‐07 41 0.144 7 4

41 rs4835897 5 122121504 G C 0.4294 2.3e‐07 0.646849 rs34126945 SNX2 Transcript INTRONIC intron 0 41 0.139 6 4

41 rs6595407 5 122100398 T C 0.4205 7.1e‐07 0.600592 rs34126945 Intergenic INTERGENIC intergenic 0 41 0.126 6 14

41 rs112390044 5 122312002 C A 0.3131 1.1e‐07 0.934151 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.114 6 5

41 rs34016681 5 122098493 AC A 0.4205 8.1e‐07 0.600592 rs34126945 Intergenic INTERGENIC intergenic 0 41 0.103 NA 14

41 rs246307 5 122270211 C T 0.3181 9.9e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.5629e‐09 5.28914e‐07 41 0.100 NA 5

41 rs246265 5 122254950 T C 0.3181 9.6e‐08 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 0.099 NA 5

41 rs62377431 5 122335174 C T 0.3748 1.0e‐07 0.742977 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 2.31148e‐09 5.28914e‐07 RN7SL689P (pseudogene) 2.31148e‐09 5.28914e‐07 41 0.092 6 5

41 rs154496 5 122221731 G A 0.3201 1.3e‐07 0.953971 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.15278e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.15278e‐09 5.28914e‐07 41 0.088 5 5

41 rs377316 5 122259875 C G 0.3181 1.0e‐07 0.95427 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.00384e‐09 5.28914e‐07 41 0.087 6 5

41 rs35699701 5 122333756 T G 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.070 6 5

41 rs6859267 5 122141707 C G 0.4185 1.2e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron 0 41 0.061 7 4

41 rs33951173 5 122216929 AAG A 0.3221 1.3e‐07 0.945367 rs34126945 SNX24 Transcript INTRONIC intron,feature_elongation 1 RN7SL689P (pseudogene) 5.45803e‐10 5.28914e‐07 RN7SL689P (pseudogene) 5.45803e‐10 5.28914e‐07 41 0.053 NA 5

41 rs2112683 5 122126848 C T 0.4205 8.3e‐07 0.610159 rs34126945 SNX2 Transcript INTRONIC intron snoU13 Intergenic UPSTREAM upstream 0 41 0.053 NA 4

41 rs30064 5 122294138 A G 0.3191 6.9e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.052 NA 5

41 rs154512 5 122195040 C T 0.2694 3.6e‐06 0.732615 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.75804e‐10 5.28914e‐07 41 0.046 NA 5

41 rs7728489 5 122164612 G A 0.2684 4.5e‐06 0.728988 rs34126945 SNX2 Transcript INTRONIC intron CTB‐36H16.2 Intergenic UPSTREAM upstream 1 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 RN7SL689P (pseudogene) 1.90792e‐09 5.28914e‐07 41 0.044 7 4

41 5:122329729:A:G rs34126945 5 122329729 G A 0.329 1.2e‐08 1 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.044 6 5

41 rs3213794 5 122161638 C A 0.4185 1.3e‐06 0.605752 rs34126945 SNX2 Transcript INTRONIC intron 0 41 0.039 7 4

41 rs10038953 5 122127266 C T 0.4205 6.9e‐07 0.610159 rs34126945 SNX2 Transcript INTRONIC intron snoU13 Intergenic UPSTREAM upstream 0 41 0.032 7 4

41 rs246309 5 122269719 C A 0.2654 3.1e‐06 0.751991 rs34126945 SNX24 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 1 RN7SL689P (pseudogene) 2.27542e‐08 5.28914e‐07 RN7SL689P (pseudogene) 2.27542e‐08 5.28914e‐07 41 0.029 NA 4

41 rs187405 5 122294995 A G 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 0 41 0.019 NA 5

41 rs39819 5 122301676 A G 0.3191 6.5e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 RN7SL689P (pseudogene) 4.73163e‐10 5.28914e‐07 41 0.014 NA 5

41 rs30067 5 122293668 T A 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 Transcript INTRONIC intron 1 RN7SL689P (pseudogene) 8.22108e‐10 5.28914e‐07 RN7SL689P (pseudogene) 8.22108e‐10 5.28914e‐07 41 0.013 7 5

42 rs9268451 6 32349086 C T 0.1998 9.5e‐06 0.850866 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 1.86296e‐08 1.21805e‐26 HLA‐DQA2 3.07313e‐13 1.5472e‐31 42 18.10 6 5

42 rs9268455 6 32349772 T C 0.1998 9.5e‐06 0.850866 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 2.77461e‐09 1.21805e‐26 HLA‐DQA2 1.58115e‐13 1.5472e‐31 42 14.22 7 5

42 6:32609965:A:C rs7990 6 32609965 A C 0.06859 1.4e‐08 1 rs7990 HLA‐DQA1 CodingTranscript NON_SYNONYMOUS missense 1 BAG6 3.96831e‐05 1.68144e‐07 HLA‐DQA2 2.02231e‐09 1.5472e‐31 42 12.14 4 1 top

42 rs1281947 6 32592009 G A 0.1551 1.3e‐06 0.602674 6:32387373_GGAAA_G HLA‐DQA1 Intergenic UPSTREAM upstream 1 HLA‐DRB1 1.52914e‐06 5.66271e‐06 HLA‐DOB 2.69839e‐05 9.2768e‐19 42 8.997 NA 1

42 rs3997872 6 32580617 A T 0.1551 1.6e‐06 0.602674 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 8.83716e‐07 5.66271e‐06 HLA‐DQA2 2.43401e‐25 1.5472e‐31 42 7.974 1f 5

42 rs2760985 6 32566398 A G 0.159 1.3e‐06 0.610701 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 8.83716e‐07 5.66271e‐06 HLA‐DQA2 2.43401e‐25 1.5472e‐31 42 7.762 6 5

42 rs9268614 6 32402778 G T 0.2018 9.5e‐08 0.953109 6:32387373_GGAAA_G HLA‐DRA Intergenic UPSTREAM upstream 1 HLA‐DRB6 1.6391e‐15 1.21805e‐26 HLA‐DQA2 2.67391e‐20 1.5472e‐31 42 6.975 6 5

42 6:32561468_TA_T 6 32561468 T TA 0.159 1.9e‐06 0.610701 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 6.966 NA 5

42 6:32560182_AGTCACTAT 6 32560182 A AGTCACTATT 0.159 1.8e‐06 0.610701 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 6.087 NA 5

42 rs34039593 6 32570311 G T 0.1581 1.0e‐06 0.616342 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 5.484 4 7

42 rs2395175 6 32405026 A G 0.1541 8.0e‐07 0.737626 6:32387373_GGAAA_G RegulatoryFeature REGULATORY regulatory HLA‐DRA Intergenic UPSTREAM upstream 1 HLA‐DRB1 8.94968e‐06 5.66271e‐06 HLA‐DOB 7.6746e‐06 9.2768e‐19 42 5.300 1d 2

42 rs9268433 6 32345891 G T 0.1998 9.7e‐06 0.850866 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 3.31441e‐09 1.21805e‐26 HLA‐DQA2 9.1538e‐14 1.5472e‐31 42 5.221 6 5

42 rs17615220 6 32677413 G A 0.07058 2.6e‐08 0.881598 rs150765422 MTCO3P1 Intergenic UPSTREAM upstream 0 42 4.292 6 14

42 rs9268627 6 32405821 C T 0.2008 1.1e‐07 0.958826 6:32387373_GGAAA_G HLA‐DRA Intergenic UPSTREAM upstream 1 HLA‐DRB6 1.6391e‐15 1.21805e‐26 HLA‐DQA2 2.67391e‐20 1.5472e‐31 42 4.221 4 5

42 rs3129751 6 32582189 C A 0.1551 1.8e‐06 0.602674 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 8.83716e‐07 5.66271e‐06 HLA‐DQA2 2.43401e‐25 1.5472e‐31 42 4.166 5 5

42 rs111374340 6 32509477 G A 0.1889 2.6e‐06 0.714111 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 3.867 7 9

42 rs75495772 6 32455718 G T 0.1421 2.3e‐06 0.625437 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 3.407 5 9

42 rs150765422 6 32656953 T A 0.0666 1.8e‐08 1 rs150765422 Intergenic INTERGENIC intergenic 0 42 3.372 6 5

42 rs6931277 6 32583357 T A 0.1571 1.8e‐06 0.601565 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 1.97991e‐06 5.66271e‐06 HLA‐DQA2 8.3538e‐26 1.5472e‐31 42 3.250 5 5

42 rs1281935 6 32583820 T G 0.05268 1.9e‐06 0.763761 rs7990 Intergenic INTERGENIC intergenic 1 HLA‐DQA2 5.40847e‐07 1.5472e‐31 HLA‐DQA2 5.40847e‐07 1.5472e‐31 42 3.175 NA 5

42 rs2760984 6 32566329 C G 0.159 7.9e‐07 0.610701 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 3.162 NA 5

42 rs3793127 6 32371915 T C 0.1998 9.9e‐06 0.850866 6:32387373_GGAAA_G BTNL2 Transcript INTRONIC intron 1 HLA‐DRB6 3.14353e‐09 1.21805e‐26 HLA‐DQA2 8.97693e‐14 1.5472e‐31 42 3.046 1f 5

42 rs114968045 6 32666960 C T 0.09046 1.1e‐06 0.729653 rs150765422 Intergenic INTERGENIC intergenic 0 42 3.042 7 5

42 rs9268543 6 32384801 T A 0.1541 4.4e‐07 0.760377 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 1.28412e‐05 5.66271e‐06 HLA‐DOB 2.14144e‐05 9.2768e‐19 42 2.882 6 5

42 rs9272417 6 32605078 G A 0.1571 5.3e‐06 0.601565 6:32387373_GGAAA_G RegulatoryFeature REGULATORY regulatory HLA‐DQA1 Intergenic UPSTREAM upstream 0 42 2.834 4 1

42 rs28528859 6 32451395 A G 0.1899 3.4e‐08 0.685893 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 2.685 5 5

42 rs113208447 6 32503314 A G 0.2068 1.8e‐07 0.725905 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 2.596 6 9

42 rs550730214 6 32455719 CT C 0.1421 2.3e‐06 0.625437 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 2.363 NA 9

42 rs373088803 6 32448052 AG A 0.1809 1.3e‐06 0.820981 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 2.287 NA 5

42 rs6941395 6 32583206 A G 0.1561 9.9e‐07 0.607206 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 1.97991e‐06 5.66271e‐06 HLA‐DQA2 8.3538e‐26 1.5472e‐31 42 2.119 5 5

42 rs34350244 6 32561465 T C 0.1551 4.3e‐06 0.604252 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 2.016 7 5

42 rs2395163 6 32387809 C T 0.1978 2.2e‐08 1 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 1.07416e‐13 1.21805e‐26 HLA‐DQA2 1.99751e‐18 1.5472e‐31 42 1.952 6 13

42 rs71565332 6 32451822 T C 0.1809 8.6e‐06 0.810599 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 1.800 NA 5

42 rs35118762 6 32560631 T C 0.159 2.0e‐06 0.610701 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 1 HLA‐DRB1 8.83716e‐07 5.66271e‐06 HLA‐DQA2 2.43401e‐25 1.5472e‐31 42 1.621 5 5

42 rs79936591 6 32503543 A G 0.2038 2.4e‐07 0.731978 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 1.617 7 9

42 rs1281931 6 32587966 C T 0.05169 1.8e‐06 0.749536 rs7990 Intergenic INTERGENIC intergenic 1 HLA‐DQA2 7.07167e‐07 1.5472e‐31 HLA‐DQA2 7.07167e‐07 1.5472e‐31 42 1.549 7 5

42 rs6902536 6 32667511 G A 0.0994 2.7e‐06 0.672446 rs150765422 Intergenic INTERGENIC intergenic 0 42 1.536 7 5

42 rs35294087 6 32561466 G A 0.1551 1.7e‐06 0.604252 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 1.503 NA 5

42 rs553071835 6 32455724 T C 0.1421 2.3e‐06 0.625437 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 1.440 NA 9

42 rs34331363 6 32568439 T C 0.1581 2.7e‐07 0.606121 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 1.318 5 5

42 rs35265698 6 32561334 G C 0.159 1.7e‐06 0.610701 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 1.173 5 5

42 rs113134061 6 32566041 TCCTC T 0.159 1.4e‐06 0.610701 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 1.109 NA 5

42 rs9268926 6 32433067 G A 0.1809 9.0e‐06 0.820981 6:32387373_GGAAA_G HLA‐DRB9 Transcript INTRONIC intron,nc 1 HLA‐DRB1 3.58618e‐05 5.66271e‐06 HLA‐DQA2 1.60798e‐24 1.5472e‐31 42 1.056 6 9

42 rs7770010 6 32574896 A G 0.1571 2.2e‐06 0.601565 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 1.59063e‐05 5.66271e‐06 HLA‐DOB 1.12358e‐05 9.2768e‐19 42 0.829 6 5

42 rs3129769 6 32597022 A G 0.1571 2.0e‐06 0.601565 6:32387373_GGAAA_G HLA‐DQA1 Transcript INTRONIC intron 0 42 0.722 7 5

42 rs35226637 6 32568448 A G 0.1581 2.1e‐07 0.606121 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 0.609 5 5

42 rs9268581 6 32396930 A G 0.1998 9.8e‐08 0.952898 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 1.6391e‐15 1.21805e‐26 HLA‐DQA2 2.67391e‐20 1.5472e‐31 42 0.539 6 5

42 rs1281944 6 32597379 C T 0.05567 4.4e‐07 0.702315 rs7990 HLA‐DQA1 Transcript INTRONIC intron 0 42 0.537 NA 5

42 6:32387373_GGAAA_G 6 32387373 G GGAAA 0.1978 2.1e‐08 1 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB6 1.07416e‐13 1.21805e‐26 HLA‐DQA2 1.99751e‐18 1.5472e‐31 42 0.524 NA 7

42 rs71565338 6 32452110 T C 0.1799 6.3e‐08 0.805319 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 0.339 NA 5

42 rs35525122 6 32561283 A C 0.1581 1.8e‐06 0.606121 6:32387373_GGAAA_G HLA‐DRB1 Intergenic UPSTREAM upstream 0 42 0.325 NA 5

42 rs3129753 6 32583027 C G 0.1571 1.0e‐06 0.601565 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 1 HLA‐DRB1 1.97991e‐06 5.66271e‐06 HLA‐DQA2 8.3538e‐26 1.5472e‐31 42 0.312 7 5

42 rs9268521 6 32381374 C G 0.2048 8.0e‐07 0.913969 6:32387373_GGAAA_G RegulatoryFeature REGULATORY regulatory 1 HLA‐DRB6 3.83775e‐09 1.21805e‐26 HLA‐DQA2 1.51514e‐13 1.5472e‐31 42 0.223 4 2

42 rs2647059 6 32569362 C G 0.1571 1.3e‐06 0.611762 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 0.171 7 5

42 rs77497538 6 32455725 G A 0.1431 2.0e‐06 0.619154 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 0.084 5 9

42 rs76934421 6 32503722 T G 0.2127 4.2e‐07 0.689778 6:32387373_GGAAA_G Intergenic INTERGENIC intergenic 0 42 0.066 7 9

42 rs9268522 6 32381443 T A 0.2048 7.0e‐07 0.913969 6:32387373_GGAAA_G RegulatoryFeature REGULATORY regulatory 1 HLA‐DRB6 3.83775e‐09 1.21805e‐26 HLA‐DQA2 1.51514e‐13 1.5472e‐31 42 0.061 2b 2

43 rs7075614 10 124104390 A T 0.06262 4.3e‐06 0.821571 10:124168942_TTATAGTGGAAATATA_T RegulatoryFeature REGULATORY regulatory RNU6‐728P Intergenic UPSTREAM upstream 0 43 14.93 4 2

43 rs7081388 10 124079083 T C 0.06461 3.7e‐06 0.669418 10:124168942_TTATAGTGBTBD16 Transcript INTRONIC intron 0 43 14.56 7 5 top

43 rs78832427 10 124187560 T C 0.07356 2.5e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 11.97 6 4 top

43 rs56163147 10 124109797 C G 0.06262 3.4e‐06 0.821571 10:124168942_TTATAGTGRNU6‐728P Intergenic DOWNSTREAM downstream 0 43 9.866 6 5

43 10:124168942:T:TTATAGTGGAAATATA rs139760870 10 124168942 T TTATAGTGGAA0.05765 1.4e‐08 1 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron,feature_truncation 0 43 8.978 NA 4

43 rs80123520 10 124136529 A G 0.07356 2.2e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 8.886 7 1

43 rs139101261 10 124134670 C G 0.07356 2.2e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 43 8.838 4 1

43 rs79581661 10 124157699 G A 0.07356 2.4e‐06 0.676706 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 7.958 6 4

43 rs7893926 10 124093780 A G 0.06262 7.6e‐06 0.699441 10:124168942_TTATAGTGBTBD16 Transcript INTRONIC intron 0 43 7.114 7 5

43 rs79508005 10 124164620 A C 0.07256 2.3e‐06 0.715991 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 6.600 7 4

43 rs61007562 10 124073133 T C 0.06461 8.6e‐06 0.669418 10:124168942_TTATAGTGBTBD16 Transcript INTRONIC intron 0 43 6.204 7 5

43 rs74672221 10 124129667 A G 0.07356 3.3e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Intergenic UPSTREAM upstream 0 43 6.095 7 5

43 rs78986650 10 124195677 T C 0.07356 2.5e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Intergenic DOWNSTREAM downstream 0 43 5.636 7 4

43 rs76797659 10 124166839 C T 0.07256 2.3e‐06 0.715991 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 3.796 7 4

43 rs774767895 10 124175270 T TCTGA 0.07356 4.8e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron,feature_truncation MIR3941 Intergenic UPSTREAM upstream 0 43 3.775 NA 4

43 rs74159124 10 124124669 C T 0.05765 3.7e‐07 0.892881 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 3.376 5 5

43 rs79043147 10 124233181 T C 0.06759 4.1e‐06 0.657254 10:124168942_TTATAGTGHTRA1 Transcript INTRONIC intron 0 43 3.372 7 5

43 rs2281674 10 124130308 C G 0.07356 2.8e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Intergenic UPSTREAM upstream 0 43 3.320 5 5

43 rs75178961 10 124198238 C T 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 3.196 7 5

43 rs117634244 10 124199016 A G 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 2.967 7 5

43 rs758466015 10 124195695 C CTG 0.07356 3.4e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Intergenic DOWNSTREAM downstream 0 43 2.875 NA 4



43 rs76432564 10 124150727 G A 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 2.385 6 5

43 rs55815645 10 124109025 G A 0.06262 3.5e‐06 0.821571 10:124168942_TTATAGTGRNU6‐728P Intergenic DOWNSTREAM downstream 0 43 2.337 6 5

43 rs41306858 10 124157385 C T 0.07356 2.5e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 2.111 6 4

43 rs78438709 10 124201071 G A 0.07356 2.2e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 1.935 7 5

43 rs77188800 10 124076754 T C 0.06362 6.3e‐06 0.681098 10:124168942_TTATAGTGBTBD16 Transcript INTRONIC intron 0 43 1.888 7 5

43 rs2421015 10 124183091 G A 0.07356 2.6e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 1.878 7 4

43 rs4551693 10 124159247 T C 0.07356 2.3e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 1.856 7 4

43 rs76568359 10 124196473 T G 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Intergenic DOWNSTREAM downstream 0 43 1.806 7 4

43 rs7087422 10 124088663 C T 0.06461 3.6e‐06 0.669418 10:124168942_TTATAGTGBTBD16 Transcript INTRONIC intron 0 43 1.734 6 5

43 rs184800107 10 124149232 A T 0.07455 2.4e‐06 0.694133 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 1.435 5 4

43 rs74765115 10 124126358 G T 0.07356 3.2e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 1.233 7 5

43 rs12571580 10 124131357 C G 0.07356 2.5e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T RegulatoryFeature REGULATORY regulatory PLEKHA1 Intergenic UPSTREAM upstream 0 43 1.185 4 5

43 rs4598609 10 124158293 C A 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 0.907 5 4

43 rs12571218 10 124147588 G A 0.07356 2.3e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 0.778 3a 4

43 rs76579910 10 124202034 T G 0.07256 3.2e‐06 0.687401 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 0.546 7 5

43 10:124175278_AT_A 10 124175278 A AT 0.07356 2.6e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron,feature_truncation MIR3941 Intergenic UPSTREAM upstream 0 43 0.381 NA 4

43 rs117811194 10 124143523 A G 0.05169 2.1e‐08 0.852296 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 0.230 7 4

43 rs74620354 10 124196887 T G 0.07356 2.4e‐06 0.704918 10:124168942_TTATAGTGGAAATATA_T Intergenic INTERGENIC intergenic 0 43 0.220 7 4

43 rs201996453 10 124138948 C G 0.07356 1.6e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron 0 43 0.164 2b 1

43 rs757535212 10 124138946 A AT 0.07356 1.0e‐06 0.704918 10:124168942_TTATAGTGPLEKHA1 Transcript INTRONIC intron,feature_truncation 0 43 0.020 NA 1

44 rs10883928 10 105615074 T C 0.3082 2.1e‐07 0.617547 rs3752946 SH3PXD2A Transcript 5PRIME_UTR 5_prime_UTR RegulatoryFeature REGULATORY regulatory 0 44 18.66 4 1 top

44 rs760414699 10 105643470 T TC 0.4622 8.6e‐07 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron,feature_truncation RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 17.91 NA 4 top

44 rs11191849 10 105650880 A T 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 13.03 7 4

44 rs769815557 10 105634589 C CTGTG 0.3111 2.7e‐07 0.631629 rs3752946 RegulatoryFeature REGULATORY regulatory RP11‐541N10.3 Intergenic DOWNSTREAM downstream 0 44 12.54 NA 4

44 rs149334576 10 105648181 CTCTT C 0.4662 1.0e‐06 0.769117 rs3752946 OBFC1 Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 44 11.81 NA 2

44 rs35223321 10 105646395 T C 0.4612 1.1e‐06 0.76219 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 10.42 7 4

44 10:105606084_ACT_A 10 105606084 A ACT 0.3082 1.9e‐07 0.617547 rs3752946 SH3PXD2A Transcript INTRONIC intron,feature_truncation 0 44 9.289 NA 2

44 rs4918058 10 105596641 C G 0.3101 2.0e‐07 0.609089 rs3752946 SH3PXD2A Transcript INTRONIC intron 0 44 9.161 4 2

44 rs10786773 10 105644275 T A 0.3091 1.4e‐07 0.64835 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 8.986 5 4

44 rs76220958 10 105615462 CG C 0.3101 1.6e‐07 0.621573 rs3752946 RegulatoryFeature REGULATORY regulatory SH3PXD2A Intergenic UPSTREAM upstream 0 44 7.439 NA 1

44 rs7920217 10 105668172 T C 0.4622 2.3e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 7.283 2b 1

44 rs11191829 10 105614452 T G 0.3151 1.1e‐07 0.627261 rs3752946 SH3PXD2A Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 7.216 2b 1

44 10:105660445_ATCTC_A 10 105660445 A ATCTC 0.3101 2.2e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 44 6.999 NA 4

44 10:105667886_CAA_C 10 105667886 C CAA 0.4632 2.0e‐06 0.778399 rs3752946 OBFC1 Transcript INTRONIC intron,feature_truncation RegulatoryFeature REGULATORY regulatory 0 44 6.952 NA 1

44 rs55983834 10 105601210 T C 0.3082 2.3e‐07 0.617547 rs3752946 SH3PXD2A Transcript INTRONIC intron 0 44 6.752 5 2

44 rs4918068 10 105644736 G T 0.4622 1.1e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 6.625 4 4

44 rs147944736 10 105641935 GCAAGTGA G 0.4622 1.1e‐06 0.781518 rs3752946 RegulatoryFeature REGULATORY regulatory RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 6.612 NA 2

44 rs9325507 10 105645622 T C 0.4622 1.1e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 6.611 5 4

44 rs7100920 10 105640978 T C 0.4612 1.1e‐06 0.777449 rs3752946 OBFC1 Intergenic DOWNSTREAM downstream RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 6.138 6 2

44 rs11191822 10 105599770 G T 0.3091 1.8e‐07 0.619552 rs3752946 SH3PXD2A Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 5.795 5 2

44 rs11191836 10 105627444 T C 0.3141 1.4e‐07 0.63896 rs3752946 Intergenic INTERGENIC intergenic 0 44 5.511 7 5

44 rs10748858 10 105639514 G T 0.3529 6.4e‐08 0.746336 rs3752946 RP11‐541N10.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc OBFC1 Intergenic DOWNSTREAM downstream 0 44 5.357 5 4

44 rs11191833 10 105619678 A G 0.3121 1.3e‐07 0.632595 rs3752946 RegulatoryFeature REGULATORY regulatory SH3PXD2A Intergenic UPSTREAM upstream 0 44 5.172 4 5

44 rs1980653 10 105654164 G A 0.4622 1.3e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 4.448 NA 2

44 rs11598018 10 105661315 A C 0.4622 1.4e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 4.137 5 1

44 rs2273698 10 105649158 A G 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 4.056 NA 4

44 rs10883941 10 105650782 T C 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 3.732 5 4

44 rs7091346 10 105608824 T C 0.3121 1.4e‐07 0.62793 rs3752946 SH3PXD2A Transcript INTRONIC intron 0 44 3.220 7 1

44 rs12573103 10 105639241 G A 0.4443 4.6e‐07 0.835101 rs3752946 RP11‐541N10.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc OBFC1 Intergenic DOWNSTREAM downstream 0 44 3.073 4 4

44 rs12765878 10 105669622 C T 0.4622 1.5e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.995 7 2

44 rs11191846 10 105649813 G A 0.4622 1.4e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.891 3a 2

44 rs2475216 10 105660651 A G 0.3101 1.1e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.796 NA 3

44 rs374586152 10 105669288 G A 0.3101 2.1e‐07 0.636493 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 2.790 6 1

44 rs11191839 10 105634895 A G 0.3121 1.8e‐07 0.633691 rs3752946 RP11‐541N10.3 Intergenic DOWNSTREAM downstream 0 44 2.562 4 4

44 rs10883948 10 105667552 T G 0.4612 1.5e‐06 0.777449 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.558 7 2

44 rs10883940 10 105650598 A G 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.550 4 2

44 rs58543155 10 105643244 A G 0.4622 1.0e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 2.397 5 4

44 rs3814220 10 105647300 G A 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.338 1f 4

44 rs2475213 10 105664459 T A 0.3072 1.2e‐07 0.649168 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.335 7 4

44 rs11191848 10 105650837 C T 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 2.210 7 4

44 rs2902639 10 105658588 C G 0.4622 1.4e‐06 0.75292 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 1.825 6 4

44 rs11191841 10 105639611 C T 0.4553 1.6e‐06 0.75182 rs3752946 OBFC1 Intergenic DOWNSTREAM downstream RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 1.761 5 4

44 rs11191840 10 105634896 T A 0.3111 1.8e‐07 0.631629 rs3752946 RP11‐541N10.3 Intergenic DOWNSTREAM downstream 0 44 1.576 4 4

44 rs9420904 10 105666745 A G 0.3101 1.1e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 1.570 7 5

44 rs67764572 10 105596007 C T 0.3111 2.1e‐07 0.611088 rs3752946 SH3PXD2A Transcript INTRONIC intron 0 44 1.529 5 5

44 rs10786772 10 105610326 A G 0.3091 1.5e‐07 0.619552 rs3752946 SH3PXD2A Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 1.525 4 2

44 rs371240513 10 105669290 G A 0.3091 2.2e‐07 0.640307 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 1.447 6 1

44 rs145188477 10 105639330 TGCA T 0.4642 3.1e‐06 0.761888 rs3752946 RP11‐541N10.3 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc,feature_elongOBFC1 Intergenic DOWNSTREAM downstream 0 44 1.427 NA 4

44 rs1570221 10 105656874 A G 0.3091 8.7e‐08 0.646271 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 1.317 NA 4

44 rs61277100 10 105643352 G A 0.4622 1.0e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 1.284 7 4

44 rs1265166 10 105671248 A C 0.3091 1.3e‐07 0.631202 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 1.225 NA 2

44 rs11191865 10 105672842 A G 0.4622 1.4e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 1.164 7 2

44 10:105668646_AT_A 10 105668646 A AT 0.4384 3.8e‐07 0.83788 rs3752946 OBFC1 Transcript INTRONIC intron,feature_truncation 0 44 1.142 NA 1

44 rs2067832 10 105643134 A G 0.4622 1.0e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 1.099 NA 2

44 rs3850671 10 105659387 C T 0.4622 1.3e‐06 0.76622 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 1.043 NA 4

44 rs11191843 10 105648651 C G 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 0.964 4 2

44 rs11191847 10 105650626 C G 0.4622 1.3e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 0.874 4 4

44 10:105670849:A:T rs3752946 10 105670849 T A 0.4026 1.8e‐08 1 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 0.788 2b 1

44 rs4918067 10 105644636 C A 0.4622 1.1e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 44 0.719 2b 4

44 rs34300861 10 105643332 C A 0.4622 1.1e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 0.636 7 4

44 rs2295786 10 105616482 T A 0.3111 1.3e‐07 0.623613 rs3752946 SH3PXD2A Intergenic UPSTREAM upstream 0 44 0.554 4 1

44 rs10883944 10 105651657 T G 0.3101 1.0e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 0.528 4 4

44 rs10883943 10 105651416 T G 0.4622 1.3e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 0.442 6 4

44 rs34887477 10 105643436 T C 0.4622 1.1e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 0.324 6 4

44 rs10883942 10 105651386 C T 0.4622 1.4e‐06 0.781518 rs3752946 OBFC1 Transcript INTRONIC intron 0 44 0.285 7 4

44 rs796970217 10 105669304 ATG A 0.3101 2.3e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron,feature_elongation RegulatoryFeature REGULATORY regulatory 0 44 0.265 NA 1

44 rs2073338 10 105642803 C A 0.3101 1.0e‐07 0.649383 rs3752946 OBFC1 Transcript INTRONIC intron RP11‐541N10.3 Intergenic UPSTREAM upstream 0 44 0.177 NA 4

45 rs2807860 1 221061254 T C 0.498 2.3e‐07 0.933287 rs2784255 HLX Intergenic DOWNSTREAM downstream 0 45 11.37 4 1 top

45 rs2807864 1 221067753 G C 0.4801 2.8e‐08 1 rs2784255 RegulatoryFeature REGULATORY regulatory 0 45 8.237 3a 1

45 rs2807859 1 221061163 C A 0.498 1.8e‐07 0.933287 rs2784255 HLX Intergenic DOWNSTREAM downstream 0 45 6.970 4 1

45 rs2807865 1 221067981 T A 0.4811 4.2e‐08 0.996136 rs2784255 Intergenic INTERGENIC intergenic 0 45 6.873 4 1

45 rs2738750 1 221050400 A G 0.4722 5.1e‐07 0.725429 rs2784255 HLA‐AS1 Transcript INTRONIC intron,nc HLX Intergenic UPSTREAM upstream 1 RP11‐295M18.2 1.03776e‐05 7.18793e‐16 RP11‐295M18.2 1.03776e‐05 7.18793e‐16 45 6.716 4 1 top

45 rs2050525 1 221066985 A T 0.4801 2.7e‐08 1 rs2784255 RegulatoryFeature REGULATORY regulatory 0 45 6.365 3a 1

45 rs949839 1 221065176 G A 0.4801 3.1e‐08 1 rs2784255 Intergenic INTERGENIC intergenic 0 45 5.894 2b 5

45 rs867027 1 221064963 T C 0.4801 2.6e‐08 1 rs2784255 RegulatoryFeature REGULATORY regulatory 0 45 5.814 NA 5

45 rs2807863 1 221067103 G T 0.4801 2.7e‐08 1 rs2784255 Intergenic INTERGENIC intergenic 0 45 5.555 4 1

45 rs2484698 1 221086065 A T 0.4284 3.8e‐06 0.685779 rs2784255 Intergenic INTERGENIC intergenic 0 45 5.349 6 5

45 rs2784270 1 221094967 G A 0.4493 1.1e‐07 0.826164 rs2784255 RegulatoryFeature REGULATORY regulatory 0 45 4.903 NA 5

45 1:221066373:C:T rs2784255 1 221066373 C T 0.4801 2.0e‐08 1 rs2784255 Intergenic INTERGENIC intergenic 0 45 4.341 5 5

45 rs2484697 1 221094718 G A 0.4493 1.1e‐07 0.826164 rs2784255 Intergenic INTERGENIC intergenic 0 45 4.331 NA 5

45 rs2784251 1 221060472 A G 0.498 1.0e‐07 0.866492 rs2784255 HLX Intergenic DOWNSTREAM downstream 1 RP11‐295M18.2 1.257e‐05 7.18793e‐16 RP11‐295M18.2 1.257e‐05 7.18793e‐16 45 3.431 2b 5

45 rs10637984 1 221084549 CAGAG C 0.4861 2.0e‐08 0.961663 rs2784255 Intergenic INTERGENIC intergenic 0 45 3.420 NA 5

45 rs949840 1 221065371 C G 0.4801 2.7e‐08 1 rs2784255 RegulatoryFeature REGULATORY regulatory 0 45 3.290 4 5

45 rs2491255 1 221071242 G T 0.4831 3.5e‐08 0.988472 rs2784255 Intergenic INTERGENIC intergenic 0 45 2.505 7 5

45 rs2807867 1 221082794 A C 0.4851 3.5e‐08 0.980823 rs2784255 Intergenic INTERGENIC intergenic 0 45 2.135 7 5

45 rs2807869 1 221094068 G A 0.4493 1.1e‐07 0.826164 rs2784255 Intergenic INTERGENIC intergenic 0 45 1.881 6 5

45 rs2784271 1 221081364 C T 0.4831 3.0e‐08 0.988472 rs2784255 Intergenic INTERGENIC intergenic 0 45 1.842 NA 5

45 rs1537806 1 221084222 A G 0.4274 4.3e‐06 0.690623 rs2784255 Intergenic INTERGENIC intergenic 0 45 1.553 6 5

45 rs945448 1 221077354 C A 0.4831 2.6e‐08 0.988472 rs2784255 Intergenic INTERGENIC intergenic 0 45 1.533 NA 5

45 rs2784272 1 221081261 A G 0.4841 2.8e‐08 0.98464 rs2784255 Intergenic INTERGENIC intergenic 0 45 0.847 NA 5

45 rs2784274 1 221073294 T C 0.4831 2.8e‐08 0.988472 rs2784255 Intergenic INTERGENIC intergenic 0 45 0.678 7 5

45 rs2484699 1 221083752 T C 0.4274 3.7e‐06 0.690623 rs2784255 Intergenic INTERGENIC intergenic 0 45 0.657 NA 5

46 3:5843836:A:G rs7624168 3 5843836 G A 0.2296 2.3e‐08 1 rs7624168 Intergenic INTERGENIC intergenic 0 46 6.552 7 14

46 rs2437228 3 5851635 T G 0.2058 4.9e‐07 0.84733 rs7624168 Intergenic INTERGENIC intergenic 0 46 6.166 5 5

46 rs2470653 3 5846502 A T 0.2306 3.5e‐08 0.994371 rs7624168 Intergenic INTERGENIC intergenic 0 46 5.467 6 9

46 rs1897965 3 5831668 G A 0.2286 6.9e‐07 0.873536 rs7624168 Intergenic INTERGENIC intergenic 0 46 4.157 NA 5

46 3:5849819_CA_C 3 5849819 C CA 0.2316 2.7e‐08 0.977215 rs7624168 Intergenic INTERGENIC intergenic 0 46 3.300 NA 9

46 rs62247483 3 5844904 A G 0.2068 6.1e‐07 0.863532 rs7624168 Intergenic INTERGENIC intergenic 0 46 2.704 6 14

46 rs920059 3 5836188 T C 0.2028 5.4e‐06 0.768472 rs7624168 Intergenic INTERGENIC intergenic 0 46 2.015 NA 9

46 rs1960236 3 5832260 C T 0.2256 5.8e‐07 0.889621 rs7624168 Intergenic INTERGENIC intergenic 0 46 1.464 NA 5

46 rs9881284 3 5843339 A G 0.2316 2.5e‐08 0.98875 rs7624168 Intergenic INTERGENIC intergenic 0 46 1.416 6 14



46 rs1836581 3 5832156 C T 0.2316 4.8e‐07 0.859559 rs7624168 Intergenic INTERGENIC intergenic 0 46 1.402 NA 5

46 rs2437216 3 5835060 C T 0.2038 8.0e‐06 0.763676 rs7624168 Intergenic INTERGENIC intergenic 0 46 1.142 NA 9

46 rs920063 3 5847660 G A 0.2286 4.7e‐08 0.994304 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.979 7 9

46 rs1897963 3 5831968 T G 0.2247 5.6e‐07 0.884323 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.691 NA 5

46 3:5832940_AT_A 3 5832940 A AT 0.2336 6.6e‐07 0.859748 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.642 NA 5

46 rs2437221 3 5840111 T C 0.2097 1.5e‐06 0.802577 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.611 5 9

46 rs920064 3 5847824 C G 0.2296 4.0e‐08 0.988599 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.327 7 9

46 rs11420917 3 5837416 AG A 0.2038 5.6e‐06 0.774112 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.183 NA 9

46 rs1897964 3 5831955 C G 0.2306 5.6e‐07 0.85429 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.159 7 5

46 rs4684509 3 5846159 C G 0.2306 2.7e‐08 0.994371 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.070 7 9

46 rs6442993 3 5846022 C G 0.2296 5.0e‐08 1 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.068 7 9

46 rs6442994 3 5849677 T C 0.2336 7.1e‐08 0.96643 rs7624168 Intergenic INTERGENIC intergenic 0 46 0.012 7 9

47 2:33361425:A:G rs6714546 2 33361425 G A 0.2932 2.4e‐08 1 rs6714546 LTBP1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 47 14.12 5 1 top

47 rs4670893 2 33360848 C G 0.2942 3.0e‐08 0.964438 rs6714546 LTBP1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 47 2.937 3a 1

47 rs1545552 2 33360338 G A 0.2942 2.6e‐08 0.974542 rs6714546 LTBP1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 47 0.105 5 1

48 rs678601 13 33717290 T C 0.493 1.4e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 6.864 6 4 top

48 rs2858813 13 33723857 G A 0.494 1.5e‐07 0.675526 rs1473813 STARD13 Transcript INTRONIC intron 0 48 6.395 5 4

48 rs2858807 13 33718012 G T 0.493 1.4e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 5.805 5 4

48 13:33727605:A:G rs1473813 13 33727605 A G 0.3966 2.9e‐08 1 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 3.669 4 4

48 rs540105 13 33685621 T A 0.4682 1.3e‐06 0.658865 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 3.168 4 4

48 rs1473812 13 33726537 T C 0.3976 4.1e‐08 0.996079 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.651 7 4

48 rs585458 13 33718265 T C 0.493 1.4e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.453 5 4

48 rs532166 13 33678505 T C 0.4632 6.8e‐07 0.637916 rs1473813 STARD13 Transcript 3PRIME_UTR 3_prime_UTR 0 48 2.387 NA 4

48 rs492666 13 33719365 C T 0.493 1.5e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.380 5 4

48 rs2516046 13 33720149 T C 0.493 1.4e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.316 5 4

48 rs523523 13 33720790 A G 0.493 1.8e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.240 5 4

48 rs1408892 13 33726131 C T 0.4006 5.5e‐08 0.984528 rs1473813 STARD13 Transcript INTRONIC intron 0 48 2.201 NA 4

48 rs2858815 13 33725386 G A 0.4046 5.4e‐08 0.969258 rs1473813 STARD13 Transcript INTRONIC intron 0 48 1.987 6 4

48 rs523656 13 33720840 A G 0.493 1.8e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 1.928 1f 2

48 rs585081 13 33718184 C T 0.494 1.6e‐07 0.6691 rs1473813 STARD13 Transcript INTRONIC intron 0 48 1.902 5 4

48 rs521868 13 33720644 T C 0.493 1.5e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron 0 48 1.783 1f 4

48 rs617875 13 33720920 C T 0.493 1.8e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 1.489 2b 2

48 rs2858809 13 33720890 T C 0.493 1.8e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 0.776 1f 2

48 rs1408893 13 33725956 C G 0.4006 4.7e‐08 0.984528 rs1473813 STARD13 Transcript INTRONIC intron 0 48 0.660 7 4

48 rs515192 13 33676572 A C 0.4632 7.1e‐07 0.637916 rs1473813 STARD13 Intergenic DOWNSTREAM downstream 0 48 0.632 3a 4

48 rs2858812 13 33723499 G A 0.494 1.5e‐07 0.675526 rs1473813 STARD13 Transcript INTRONIC intron 0 48 0.228 7 4

48 rs2764608 13 33721544 C T 0.493 1.7e‐07 0.671638 rs1473813 STARD13 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 48 0.172 NA 2

48 rs2147813 13 33722669 C A 0.494 1.9e‐07 0.675526 rs1473813 STARD13 Transcript INTRONIC intron 0 48 0.068 NA 4

49 rs62002423 15 68269047 T C 0.327 4.3e‐06 0.703079 rs428022 RP11‐282M16.1 Intergenic UPSTREAM upstream 0 49 20.7 5 5

49 rs754313945 15 68236644 T TTATTGC 0.4722 4.4e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 17.87 NA 5

49 15:68238462:C:T rs387505 15 68238462 C T 0.4284 2.9e‐08 1 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 15.05 2b 1

49 rs62002426 15 68282309 G T 0.337 2.4e‐06 0.615484 rs428022 RP11‐883G10.1 Intergenic DOWNSTREAM downstream 0 49 13.18 5 5

49 rs338390 15 68259214 G A 0.3569 1.5e‐07 0.842868 rs428022 Intergenic INTERGENIC intergenic 0 49 11.50 NA 5

49 rs338373 15 68217809 C T 0.4553 3.1e‐07 0.836196 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 10.73 4 5

49 rs338346 15 68225169 G A 0.4622 3.9e‐06 0.643615 rs387505 Intergenic INTERGENIC intergenic 0 49 10.13 7 5

49 rs338347 15 68225821 C G 0.4622 3.9e‐06 0.643615 rs387505 Intergenic INTERGENIC intergenic 0 49 9.967 7 5

49 rs338400 15 68254156 T C 0.3598 1.3e‐07 0.82434 rs428022 RegulatoryFeature REGULATORY regulatory 0 49 8.289 NA 2

49 rs111785156 15 68214556 CT C 0.4354 1.8e‐06 0.74089 rs387505 Intergenic INTERGENIC intergenic 0 49 8.275 NA 5

49 rs44808 15 68236303 T C 0.4722 4.4e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 7.287 5 5

49 rs12148374 15 68214796 C T 0.4404 2.4e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 7.024 5 5

49 rs428022 15 68249135 G A 0.3181 3.6e‐08 1 rs428022 Intergenic INTERGENIC intergenic 0 49 6.759 5 5

49 rs62016660 15 68215119 T C 0.4404 2.8e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 6.063 7 5

49 rs338381 15 68244188 A G 0.3509 3.0e‐06 0.829272 rs428022 Intergenic INTERGENIC intergenic 0 49 5.545 7 5

49 rs35175069 15 68234630 TG T 0.4722 3.8e‐06 0.815779 rs387505 Intergenic INTERGENIC intergenic 0 49 5.467 NA 5

49 rs1708520 15 68237070 A G 0.4722 4.3e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 5.231 NA 5

49 rs338402 15 68253951 T C 0.3598 1.3e‐07 0.82434 rs428022 RegulatoryFeature REGULATORY regulatory 0 49 4.912 NA 1

49 rs44809 15 68236286 T C 0.4751 3.7e‐06 0.806479 rs387505 Intergenic INTERGENIC intergenic 0 49 4.487 5 5

49 rs59794907 15 68242158 CAA C 0.4225 5.6e‐06 0.601033 rs428022 Intergenic INTERGENIC intergenic 0 49 4.319 NA 5

49 rs338375 15 68218648 T C 0.4563 3.1e‐07 0.833306 rs387505 Intergenic INTERGENIC intergenic 0 49 3.905 7 5

49 rs28694418 15 68242193 G A 0.3519 3.0e‐06 0.82545 rs428022 Intergenic INTERGENIC intergenic 0 49 3.863 5 5

49 rs338368 15 68215096 C A 0.4404 2.8e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 3.805 7 5

49 rs402602 15 68236067 C T 0.4722 4.5e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 3.636 NA 5

49 rs7494835 15 68294331 A T 0.325 2.7e‐06 0.662862 rs428022 RegulatoryFeature REGULATORY regulatory 0 49 3.620 5 5

49 rs421114 15 68232674 G T 0.4901 2.5e‐06 0.728249 rs387505 Intergenic INTERGENIC intergenic 0 49 3.618 NA 5

49 rs338350 15 68229052 G A 0.4354 8.7e‐06 0.731186 rs387505 Intergenic INTERGENIC intergenic 0 49 3.552 7 5

49 rs6494709 15 68294010 C T 0.325 2.9e‐06 0.662862 rs428022 Intergenic INTERGENIC intergenic 0 49 3.508 5 5

49 rs12594726 15 68286778 A C 0.334 5.9e‐06 0.62641 rs428022 Intergenic INTERGENIC intergenic 0 49 3.463 6 5

49 rs436903 15 68213895 A G 0.4006 5.7e‐06 0.628083 rs387505 Intergenic INTERGENIC intergenic 0 49 3.438 NA 5

49 rs2006763 15 68229581 C T 0.4344 8.2e‐06 0.733874 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 3.347 2b 5

49 rs2414978 15 68220565 A T 0.4563 2.6e‐07 0.86435 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 3.142 4 2

49 rs370784 15 68240438 A C 0.3509 3.8e‐06 0.77265 rs428022 Intergenic INTERGENIC intergenic 0 49 3.119 NA 5

49 rs12440190 15 68281008 C T 0.3449 7.5e‐06 0.631849 rs428022 RP11‐883G10.1 Intergenic DOWNSTREAM downstream 0 49 3.003 7 5

49 rs62016663 15 68222880 G A 0.4652 4.2e‐07 0.843211 rs387505 Intergenic INTERGENIC intergenic 0 49 2.746 4 5

49 rs338387 15 68260982 A G 0.3598 1.4e‐07 0.82434 rs428022 Intergenic INTERGENIC intergenic 0 49 2.663 NA 1

49 rs443326 15 68236533 G A 0.4722 4.3e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 2.537 4 5

49 rs57932236 15 68231699 CT C 0.4662 2.0e‐06 0.65159 rs387505 Intergenic INTERGENIC intergenic 0 49 2.499 NA 5

49 rs371724 15 68236098 T C 0.4722 4.4e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 2.317 NA 5

49 rs419919 15 68237047 A G 0.4732 4.9e‐06 0.813309 rs387505 Intergenic INTERGENIC intergenic 0 49 2.287 NA 5

49 rs78647696 15 68230151 TAGA T 0.4056 2.3e‐06 0.833956 rs387505 Intergenic INTERGENIC intergenic 0 49 2.279 NA 2

49 rs396174 15 68221078 A G 0.4612 1.9e‐07 0.848395 rs387505 Intergenic INTERGENIC intergenic 0 49 2.150 NA 5

49 rs6494703 15 68214590 G C 0.4404 2.7e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 2.020 5 5

49 15:68219651_GTCTC_G 15 68219651 G GTCTC 0.4543 1.1e‐07 0.84746 rs387505 Intergenic INTERGENIC intergenic 0 49 1.878 NA 5

49 rs426329 15 68237186 T A 0.4722 4.2e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 1.825 6 5

49 rs12439223 15 68241646 A G 0.3549 3.6e‐06 0.807753 rs428022 Intergenic INTERGENIC intergenic 0 49 1.680 7 5

49 rs145528569 15 68221958 G A 0.4722 1.5e‐07 0.814834 rs387505 Intergenic INTERGENIC intergenic 0 49 1.661 6 5

49 rs7402743 15 68277990 C G 0.326 9.4e‐06 0.690068 rs428022 RP11‐883G10.1 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 49 1.608 4 5

49 rs17247210 15 68220072 T G 0.4225 7.7e‐06 0.740123 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 1.561 4 2

49 rs452740 15 68235584 A G 0.4702 3.2e‐06 0.816367 rs387505 Intergenic INTERGENIC intergenic 0 49 1.431 5 5

49 rs451917 15 68233052 C T 0.4901 2.5e‐06 0.728249 rs387505 Intergenic INTERGENIC intergenic 0 49 1.396 6 5

49 rs400079 15 68237371 G A 0.4732 5.0e‐06 0.807042 rs387505 Intergenic INTERGENIC intergenic 0 49 1.383 NA 5

49 rs34999561 15 68221962 T A 0.4702 1.2e‐07 0.820826 rs387505 Intergenic INTERGENIC intergenic 0 49 1.331 6 5

49 rs398674 15 68235581 C T 0.4692 2.8e‐06 0.818856 rs387505 Intergenic INTERGENIC intergenic 0 49 1.306 5 5

49 rs147753671 15 68221959 C A 0.4692 1.3e‐07 0.823403 rs387505 Intergenic INTERGENIC intergenic 0 49 1.182 6 5

49 rs338393 15 68256995 T A 0.3598 1.2e‐07 0.82434 rs428022 Intergenic INTERGENIC intergenic 0 49 1.037 6 5

49 rs10152788 15 68215492 G A 0.4553 3.4e‐07 0.836196 rs387505 Intergenic INTERGENIC intergenic 0 49 0.996 5 5

49 rs12148770 15 68214854 T C 0.4404 2.6e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 0.890 5 5

49 rs434545 15 68249752 G A 0.3241 5.8e‐08 0.96305 rs428022 Intergenic INTERGENIC intergenic 0 49 0.867 NA 5

49 rs11630193 15 68221930 G C 0.4662 3.4e‐07 0.8405 rs387505 Intergenic INTERGENIC intergenic 0 49 0.864 7 5

49 rs10851782 15 68265049 A G 0.3608 1.3e‐07 0.828036 rs428022 RP11‐282M16.1 Intergenic DOWNSTREAM downstream 0 49 0.848 7 5

49 rs8031161 15 68283127 C T 0.335 3.8e‐06 0.622751 rs428022 RP11‐883G10.1 Intergenic DOWNSTREAM downstream 0 49 0.835 7 5

49 rs12914946 15 68242328 C G 0.3519 3.0e‐06 0.82545 rs428022 Intergenic INTERGENIC intergenic 0 49 0.585 7 5

49 rs338383 15 68245757 A C 0.3201 9.5e‐08 0.971858 rs428022 Intergenic INTERGENIC intergenic 0 49 0.583 5 5

49 rs2458503 15 68241241 C A 0.3787 4.4e‐06 0.739701 rs428022 Intergenic INTERGENIC intergenic 0 49 0.570 NA 5

49 rs338342 15 68272052 C T 0.3648 1.1e‐07 0.799032 rs428022 Intergenic INTERGENIC intergenic 0 49 0.550 NA 5

49 rs7182139 15 68285454 G A 0.325 3.7e‐06 0.662862 rs428022 RegulatoryFeature REGULATORY regulatory 0 49 0.519 4 5

49 rs8036189 15 68292952 G A 0.325 3.4e‐06 0.662862 rs428022 Intergenic INTERGENIC intergenic 0 49 0.506 5 5

49 rs44409 15 68235621 C T 0.4722 2.7e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 0.482 5 5

49 rs12901145 15 68221982 T C 0.4672 1.5e‐07 0.837827 rs387505 Intergenic INTERGENIC intergenic 0 49 0.392 7 5

49 rs338343 15 68270541 C T 0.3559 1.2e‐07 0.837312 rs428022 RP11‐282M16.1 Intergenic UPSTREAM upstream 0 49 0.358 NA 5

49 rs44410 15 68235646 T C 0.499 5.1e‐06 0.735528 rs387505 Intergenic INTERGENIC intergenic 0 49 0.342 NA 5

49 rs11071971 15 68218809 G A 0.4573 3.3e‐07 0.830457 rs387505 RegulatoryFeature REGULATORY regulatory 0 49 0.339 7 5

49 rs12437943 15 68222163 C G 0.4364 3.7e‐06 0.729735 rs387505 Intergenic INTERGENIC intergenic 0 49 0.299 7 5

49 rs2448134 15 68223040 G A 0.4612 3.9e‐06 0.642362 rs387505 Intergenic INTERGENIC intergenic 0 49 0.205 6 5

49 rs7162640 15 68221735 C G 0.4354 9.7e‐06 0.732365 rs387505 Intergenic INTERGENIC intergenic 0 49 0.163 6 5

49 rs395365 15 68237376 T C 0.4722 4.4e‐06 0.816743 rs387505 Intergenic INTERGENIC intergenic 0 49 0.107 NA 5

49 rs8029610 15 68214355 T C 0.4404 2.9e‐06 0.770003 rs387505 Intergenic INTERGENIC intergenic 0 49 0.040 7 5

49 rs8029879 15 68283014 C G 0.3419 4.0e‐06 0.629704 rs428022 RP11‐883G10.1 Intergenic DOWNSTREAM downstream 0 49 0.030 7 5

49 rs449487 15 68240748 C T 0.3509 3.8e‐06 0.820893 rs428022 Intergenic INTERGENIC intergenic 0 49 0.019 NA 5

50 1:245773041:C:T rs12041565 1 245773041 T C 0.1988 3.0e‐08 1 rs12041565 KIF26B Transcript INTRONIC intron 0 50 8.679 3a 4 top

50 rs12748790 1 245777279 A C 0.1968 1.6e‐07 0.962964 rs12041565 KIF26B Transcript INTRONIC intron RP11‐522M21.2 Intergenic DOWNSTREAM downstream 0 50 5.933 5 1

50 rs10924256 1 245778157 G C 0.2018 1.7e‐06 0.759964 rs12041565 KIF26B Transcript INTRONIC intron RP11‐522M21.2 NonCodingTranscript NONCODING_CHANGE non_coding_exon,nc 0 50 4.152 5 1



50 rs10924249 1 245770642 T G 0.2117 1.0e‐06 0.830572 rs12041565 KIF26B Transcript INTRONIC intron 0 50 3.170 5 1

51 rs12549788 8 116539067 A G 0.4394 4.9e‐07 0.862341 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 20.4 4 5 top

51 rs3808448 8 116576827 T C 0.4225 1.8e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 19.65 5 1

51 rs3808428 8 116519769 G C 0.4394 3.6e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 18.51 4 1

51 rs1569364 8 116629732 T C 0.4254 7.4e‐07 0.797031 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 16.42 7 1

51 rs3808434 8 116559435 G A 0.4324 1.8e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 14.18 7 4

51 rs800878 8 116481498 C G 0.4394 6.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 13.94 5 5

51 rs1963677 8 116583869 A G 0.4225 1.6e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 13.73 7 5

51 rs3808436 8 116560967 G A 0.4324 1.9e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 13.38 6 4

51 rs3808459 8 116591906 C T 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 12.43 7 5

51 rs1028274 8 116583551 G T 0.4225 1.9e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 12.01 7 5

51 rs2293889 8 116599199 G T 0.4165 2.6e‐07 0.922026 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 11.47 2b 1

51 rs2737216 8 116630079 T A 0.4225 6.4e‐07 0.805189 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 11.34 6 3

51 rs1180624 8 116476811 C T 0.4404 4.2e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 10.76 NA 2

51 rs997806 8 116619356 T C 0.4314 1.2e‐06 0.863193 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 9.429 NA 5

51 rs2049864 8 116588326 A C 0.4205 1.3e‐06 0.946022 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 9.086 7 2

51 rs12114740 8 116481700 C T 0.4394 6.1e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 8.868 6 5

51 rs1483582 8 116480753 A G 0.4394 6.1e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 8.858 NA 2

51 rs3808461 8 116597716 T C 0.4195 3.2e‐07 0.934201 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 8.713 5 2

51 8:116595497_TA_T 8 116595497 T TA 0.4205 1.1e‐06 0.930388 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 8.567 NA 2

51 rs1384810 8 116486106 T C 0.4394 5.7e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 8.316 NA 5

51 rs3808449 8 116576978 A G 0.4225 1.6e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 8.155 5 1

51 rs800910 8 116496984 A T 0.4384 2.0e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 7.986 6 4

51 rs13271228 8 116597409 G T 0.4205 5.5e‐07 0.930388 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 7.981 4 2

51 rs2178948 8 116571938 A G 0.4225 1.7e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 7.920 7 5

51 rs766367906 8 116595604 A ATTTACT 0.4185 1.4e‐06 0.937673 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 7.394 NA 2

51 rs3808457 8 116589497 A T 0.4215 1.3e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 7.147 5 2

51 rs3808422 8 116516853 C T 0.4384 3.4e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 6.860 5 5

51 rs3808450 8 116579048 A G 0.4225 1.7e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 6.445 6 4

51 rs12543799 8 116555360 A C 0.4314 1.5e‐06 0.890376 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 6.383 6 5

51 rs3808430 8 116521042 T G 0.4394 3.4e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 6.372 7 4

51 rs10093834 8 116521566 A T 0.4384 3.4e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 6.169 5 4

51 8:116510160_TA_T 8 116510160 T TA 0.4394 5.7e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 6.131 NA 5

51 rs12677858 8 116547959 A T 0.4394 4.8e‐07 0.862341 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 6.083 6 5

51 8:116473478_GGATAGA 8 116473478 G GGATAGATAGA0.4404 7.6e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 6.079 NA 5

51 rs800879 8 116479248 C T 0.4394 5.9e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 5.917 NA 5

51 rs10808475 8 116601071 T C 0.4205 2.5e‐07 0.93078 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 5.815 1f 2

51 rs1483583 8 116549176 G A 0.4374 4.2e‐07 0.869385 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 5.290 2b 5

51 rs11786044 8 116481346 A T 0.4394 6.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 5.240 6 5

51 rs2737207 8 116614543 A C 0.4314 1.2e‐06 0.863193 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 5.056 7 4

51 8:116507915_TA_T 8 116507915 T TA 0.4404 3.5e‐07 0.844297 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 4.931 NA 5

51 rs6469600 8 116574861 T C 0.4225 1.7e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.929 5 5

51 rs3808415 8 116482423 G A 0.4394 6.1e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.922 6 5

51 rs6998144 8 116601022 C T 0.4205 2.5e‐07 0.93078 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.857 5 2

51 rs11778934 8 116551405 G C 0.4543 1.1e‐06 0.803672 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.777 5 4

51 rs2178949 8 116594138 G T 0.4185 1.1e‐06 0.937673 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.772 7 1

51 rs800908 8 116497393 T C 0.4384 1.7e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.731 NA 4

51 rs2721929 8 116613258 A G 0.4314 1.1e‐06 0.863193 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.647 5 4

51 rs10097784 8 116561824 A C 0.4324 2.0e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.443 7 4

51 rs1057517 8 116597117 A G 0.4205 1.1e‐06 0.930388 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.297 7 2

51 rs800870 8 116486442 T C 0.4394 5.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.167 NA 5

51 rs9297541 8 116595713 G A 0.4185 1.4e‐06 0.937673 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.165 7 2

51 rs3808439 8 116563675 G A 0.4304 2.1e‐06 0.886867 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.134 4 4

51 rs7832568 8 116498798 C A 0.4394 3.1e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.092 7 4

51 rs3808447 8 116575459 A G 0.4751 8.7e‐06 0.760422 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 4.054 2b 2

51 8:116588546:A:C rs2049865 8 116588546 A C 0.4066 4.9e‐08 1 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 4.036 4 1

51 rs3808456 8 116589218 G A 0.4205 1.3e‐06 0.946022 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 4.008 7 1

51 rs10955752 8 116530831 G A 0.4384 5.0e‐07 0.858258 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.961 7 4

51 rs2721934 8 116628403 T C 0.4254 5.5e‐07 0.79609 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.956 5 4

51 rs2170741 8 116485513 G C 0.4394 5.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.841 5 5

51 rs719422 8 116590260 T A 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.821 5 2

51 rs3808460 8 116597635 C T 0.4195 2.9e‐07 0.934201 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.819 5 2

51 rs2737215 8 116625707 T C 0.4254 9.8e‐07 0.804132 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.818 5 2

51 rs800882 8 116505084 G T 0.4394 4.9e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.765 NA 5

51 rs3779881 8 116586460 T C 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.749 6 4

51 rs3808440 8 116563696 A G 0.4304 2.2e‐06 0.886867 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.741 3a 4

51 rs6986967 8 116580067 A G 0.4225 1.4e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.675 5 5

51 rs2245019 8 116622906 A C 0.4195 1.5e‐06 0.823456 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.496 6 5

51 rs3808437 8 116561743 C T 0.4324 2.0e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.472 7 4

51 rs800871 8 116485696 T A 0.4394 5.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.419 7 5

51 rs1483585 8 116555841 T C 0.4334 1.6e‐06 0.891299 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.414 7 5

51 rs800884 8 116502628 C A 0.4384 3.1e‐07 0.85129 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.340 NA 5

51 rs6469606 8 116601902 T C 0.4185 2.6e‐07 0.922089 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.285 7 4

51 rs10955753 8 116562169 A C 0.4324 1.7e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.264 6 4

51 rs3808435 8 116559894 A G 0.4334 2.3e‐06 0.891299 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.261 4 2

51 rs3808438 8 116563573 C T 0.4324 2.1e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.233 2b 4

51 rs12679749 8 116602459 C T 0.4185 2.7e‐07 0.922089 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.169 3a 4

51 rs7012216 8 116600785 A G 0.4205 2.5e‐07 0.93078 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 3.017 7 4

51 rs2721936 8 116632819 T A 0.4225 5.0e‐06 0.783806 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 2.970 6 2

51 rs2625672 8 116500397 T A 0.4384 2.9e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.934 6 4

51 rs2884366 8 116565839 A C 0.4215 1.2e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.917 6 4

51 rs1963678 8 116584117 T C 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.907 6 5

51 rs6990008 8 116508624 A G 0.4384 6.5e‐07 0.850693 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.849 7 5

51 rs2170740 8 116528095 C T 0.4394 4.0e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic DOWNSTREAM downstream 0 51 2.818 NA 4

51 rs3779879 8 116573023 T C 0.4215 1.3e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.796 7 2

51 rs3808446 8 116574409 A G 0.4225 1.7e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.762 7 5

51 rs10093833 8 116521565 G T 0.4384 3.0e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 2.760 5 4

51 rs7357472 8 116601402 A T 0.4185 2.7e‐07 0.922089 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 2.695 5 2

51 rs3849850 8 116508778 A G 0.4394 5.3e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.667 6 5

51 rs800868 8 116487299 C T 0.4404 4.7e‐06 0.82262 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.638 NA 5

51 rs800883 8 116504323 T A 0.4394 7.3e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.615 5 5

51 rs6469597 8 116570630 A G 0.4205 1.5e‐06 0.930023 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.610 5 4

51 rs6469603 8 116596188 T C 0.4205 1.8e‐06 0.930388 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.564 5 1

51 rs2737214 8 116624987 G C 0.4294 6.7e‐07 0.790735 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.531 2b 5

51 8:116619034_CAAAAA_ 8 116619034 C CAAAAA 0.4205 2.7e‐06 0.817291 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 2.493 NA 5

51 rs7834300 8 116611632 C G 0.4314 9.0e‐07 0.863193 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.409 7 4

51 rs4599845 8 116593598 C T 0.4185 1.1e‐06 0.937673 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.265 7 5

51 rs2721932 8 116620304 A G 0.4314 1.2e‐06 0.863193 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.260 7 5

51 rs2358021 8 116587458 A G 0.4205 1.2e‐06 0.946022 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.253 7 5

51 rs6998448 8 116566315 C T 0.4215 1.1e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.190 6 4

51 rs7813434 8 116511856 A C 0.4394 4.8e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.188 5 5

51 rs3808416 8 116483217 C T 0.4394 6.3e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.136 4 5

51 rs3779878 8 116556299 G A 0.4334 2.3e‐06 0.891299 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.081 7 5

51 rs2245221 8 116624879 A G 0.4294 8.0e‐07 0.790735 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.047 3a 5

51 rs3802219 8 116565365 C T 0.4215 1.1e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 2.022 7 4

51 rs3808454 8 116584109 C T 0.4235 1.3e‐06 0.934994 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.998 6 5

51 rs2721926 8 116608228 G T 0.4264 9.3e‐07 0.850318 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.994 6 4

51 rs10955751 8 116481223 G T 0.4394 6.3e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 1.940 3a 5

51 rs800886 8 116468203 G A 0.4404 5.5e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.924 NA 5

51 rs3808444 8 116570977 T C 0.4215 1.2e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.841 5 4

51 rs2737203 8 116603003 C T 0.4175 2.8e‐07 0.917766 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.759 7 4

51 rs6469605 8 116601894 T C 0.4185 3.5e‐07 0.922089 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.715 7 4

51 rs7825679 8 116560619 C T 0.4324 1.8e‐06 0.894906 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.656 5 4

51 rs13275142 8 116602874 A G 0.4155 3.6e‐07 0.902314 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.642 5 4

51 rs2003643 8 116512856 G C 0.4394 5.9e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.566 7 5

51 rs7011494 8 116593319 T C 0.4185 1.5e‐06 0.929507 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.557 6 5

51 rs11989423 8 116591033 A G 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.527 2b 5

51 rs800909 8 116497173 T C 0.4384 2.0e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.488 NA 4

51 rs3802221 8 116572926 C T 0.4215 1.2e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.473 5 1

51 rs2200218 8 116485315 G A 0.4394 6.2e‐06 0.81799 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.450 6 5

51 rs2223103 8 116579319 T A 0.4225 1.7e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.440 7 4



51 rs1079822 8 116525324 T C 0.4394 3.9e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic DOWNSTREAM downstream 0 51 1.359 NA 4

51 rs2721954 8 116603103 T C 0.4175 2.8e‐07 0.917766 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.320 7 4

51 rs1180648 8 116471025 T G 0.4404 5.5e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.318 NA 5

51 rs2358019 8 116565968 G C 0.4215 1.1e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.318 6 4

51 rs11785504 8 116591288 G A 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.309 5 5

51 rs12056626 8 116557955 G C 0.4344 2.4e‐06 0.887707 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.291 6 5

51 8:116592145_GA_G 8 116592145 G GA 0.4215 1.5e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 1.287 NA 5

51 rs2178947 8 116537530 C A 0.4374 5.4e‐07 0.861783 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.254 6 5

51 rs800881 8 116506134 T G 0.4374 2.6e‐07 0.854215 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.241 NA 2

51 rs10505258 8 116602855 C T 0.4145 2.8e‐07 0.906179 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.188 5 4

51 rs2178946 8 116537058 A G 0.4384 4.9e‐07 0.858258 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.184 6 5

51 rs13269499 8 116602795 C T 0.4175 2.7e‐07 0.917766 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.183 5 4

51 rs1483589 8 116564796 G A 0.4215 1.2e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.167 5 4

51 rs800869 8 116486905 C T 0.4404 6.4e‐06 0.82262 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.160 NA 5

51 rs2625674 8 116492221 A G 0.4374 1.6e‐07 0.854808 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.150 NA 5

51 rs6993253 8 116593107 C T 0.4195 1.5e‐06 0.93384 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 1.056 7 5

51 rs35864552 8 116499483 GA G 0.4294 1.1e‐06 0.785911 rs2049865 TRPS1 Transcript INTRONIC intron,feature_elongation 0 51 1.052 NA 4

51 rs2737205 8 116610180 C T 0.4205 1.6e‐06 0.824603 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.937 6 4

51 rs800880 8 116508132 C T 0.4404 5.1e‐07 0.852425 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.935 NA 5

51 rs7823575 8 116551546 G A 0.4384 4.9e‐07 0.865856 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.917 5 4

51 rs1905376 8 116533758 G A 0.4374 5.5e‐07 0.861783 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.827 NA 4

51 8:116499624_AC_A 8 116499624 A AC 0.4384 2.3e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 0.741 NA 4

51 rs2049867 8 116588570 C T 0.4205 1.2e‐06 0.946022 rs2049865 TRPS1 Transcript INTRONIC intron RegulatoryFeature REGULATORY regulatory 0 51 0.734 3a 1

51 rs2737212 8 116621214 T C 0.4334 1.5e‐06 0.856042 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.698 7 5

51 rs809623 8 116499185 A G 0.4394 2.9e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.665 NA 4

51 rs3808418 8 116491594 G T 0.4374 2.0e‐07 0.854808 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.616 3a 1

51 rs2625673 8 116499686 T A 0.4384 2.2e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.616 7 4

51 rs4326410 8 116593582 T C 0.4185 1.2e‐06 0.937673 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.588 7 5

51 rs9643105 8 116542967 C T 0.4384 3.1e‐07 0.865856 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.585 7 4

51 rs13267535 8 116602676 A G 0.4185 2.7e‐07 0.922089 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.572 4 4

51 rs1180647 8 116472478 T C 0.4404 5.5e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.460 7 5

51 rs800887 8 116468082 G A 0.4404 4.4e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.457 NA 5

51 rs2625675 8 116491133 C T 0.4374 1.9e‐07 0.854808 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.412 NA 5

51 rs1160333 8 116580724 G T 0.4215 1.2e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.407 6 5

51 rs3802220 8 116565452 A G 0.4215 1.1e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.388 6 4

51 rs2721933 8 116627175 C T 0.4245 8.2e‐07 0.80684 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.359 2b 2

51 rs1351744 8 116563879 C A 0.4225 1.0e‐06 0.938423 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.230 6 4

51 rs3824200 8 116531797 A G 0.4384 5.4e‐07 0.858258 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.213 6 5

51 rs12548221 8 116512403 T C 0.4394 5.4e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.171 7 5

51 rs13266941 8 116535753 C T 0.4374 5.4e‐07 0.861783 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.163 7 5

51 8:116476308_TA_T 8 116476308 T TA 0.4404 4.7e‐06 0.815252 rs2049865 TRPS1 Transcript INTRONIC intron,feature_truncation 0 51 0.051 NA 5

51 rs2737217 8 116630311 G A 0.4225 8.9e‐07 0.805189 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.035 7 3

51 rs2103481 8 116585157 T C 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.033 6 4

51 rs2737206 8 116611902 C T 0.4294 7.9e‐07 0.862291 rs2049865 TRPS1 Transcript INTRONIC intron 0 51 0.025 6 4

51 rs1384812 8 116519075 G T 0.4384 3.5e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 0.016 7 5

51 rs3808425 8 116518583 A G 0.4394 3.8e‐07 0.855319 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 0.004 7 5

51 rs3808426 8 116518834 T A 0.4384 2.9e‐07 0.858827 rs2049865 TRPS1 Transcript INTRONIC intron AF178030.2 Intergenic UPSTREAM upstream 0 51 0.004 5 5



Supplementary Table 2: Genes implicated by positional, eQTL, or chromatin interaction mapping of SNPs associated with diverticular disease by FUMA

To link the associated variants to genes, we applied three gene-mapping strategies as implemented in FUMA. Positional gene mapping aligned SNPs to 176 genes 

by genomic location located at the identified 51 distinct genomic risk loci for diverticulosis, by eQTL gene mapping matched with cis-eQTL SNPs to 269 genes 

whose expression levels they influence, and by chromatin interaction mapping annotated SNPs to 977 genes on the basis of 3D DNA–DNA interactions. This 

resulted in 1080 unique mapped genes, 176 of which were implicated by at least two mapping strategies and 97 of which were implicated by all three. The 

majority of these mapped genes are protein coding genes (n=657, 61%), while 39% are RNA genes (n=302) and pseudogenes (n=121). Loci for genes mapped by 

two genomic risk loci are listed as locus1:locus2. Abreviations used in the column headers are coded as follows: pLI = probability of loss of function mutation 

intolerance (higher scores indicate higher probability); ncRVIS : Non-coding residual variation intolerance score. The higher the score is, the more intolerant to 

noncoding variants the gene is; posMapSNPs = SNPs mapped to this gene by positional mapping; eqtlMapSNPs = SNPs mapped to this gene by expression 

quantitative traic locus mapping; eqtlMapminP = minimum P value of eQTL association for the mapped gene; eqtlMapminQ = minimum false discovery rate Q 

value of eQTL association for the mapped gene; Tissues = tissues in which the significant eQTL association or chromatin interaction was observed; eqtlDirection 

= direction of association of eQTL SNP with expression levels (upregulation or downregulation); ciMap = chromatin interaction mapping; minGwasP = 

minimum GWAS P value of SNP(s) implicating the gene.



DiscoveryLocus Ensembl annotate genes symbol HUGO entrezID chr start end type minGwasP pLI ncRVIS posMapSNPs eqtlMapSNPs eqtlMapminP eqtlMapminQ eqtlMapts eqtlDirection ciMap ciMapts

23 ENSG00000159377 PSMB4 PSMB4 5692 1 151372010 151374420 protein_coding 3.2e‐11 0.398813284714522 ‐0.145832206 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000143375 CGN CGN 57530 1 151482986 151511168 protein_coding 1.5e‐10 1.82319246593754e‐22 ‐0.177275847 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell

23 ENSG00000252840 SNORA44 SNORA44 677825 1 151500307 151500414 snoRNA 1.5e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell

23 ENSG00000143367 TUFT1 TUFT1 7286 1 151512781 151556059 protein_coding 1.5e‐10 0.0180800994157088 ‐0.311947419 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell

23 ENSG00000207606 MIR554 MIR554 693139 1 151518272 151518367 miRNA 1.5e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell

23 ENSG00000143376 SNX27 SNX27 81609 1 151584541 151671567 protein_coding 3.2e‐11 0.999884818815405 0.907633168 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000159409 CELF3 CELF3 11189 1 151674880 151689290 protein_coding 3.2e‐11 0.2931429110507 0.169820041 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000178796 RIIAD1 RIIAD1 284485 1 151682909 151702281 protein_coding 3.2e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000206980 RNU6‐662P RNU6‐662P 106479860 1 151720073 151720176 snRNA 3.2e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000143436 MRPL9 MRPL9 65005 1 151732119 151736040 protein_coding 3.2e‐11 0.0513078499662132 ‐0.632687464 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000143450 OAZ3 OAZ3 51686 1 151735445 151743808 protein_coding 3.2e‐11 9.17261329992055e‐05 0.187899691 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000182134 TDRKH TDRKH 11022 1 151742583 151763892 protein_coding 3.2e‐11 0.00696242282858822 0.365422897 0 1 3.96814e‐05 1.95175e‐18 GTEx_v7_Thyroid + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000213171 LINGO4 LINGO4 339398 1 151772740 151778630 protein_coding 3.2e‐11 0.00285409743434757 ‐0.028421878 0 87 3.67701e‐06 1.12418e‐19 GTEx_v7_Skin_Sun_Exposed_Lower_leg + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000143365 RORC RORC 6097 1 151778547 151804348 protein_coding 3.2e‐11 0.997845135319209 ‐0.558270634 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000225556 C2CD4D C2CD4D 100191040 1 151810295 151813033 protein_coding 3.2e‐11 NA 0.095564455 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000196407 THEM5 THEM5 284486 1 151819739 151826173 protein_coding 3.2e‐11 5.98125901231817e‐07 ‐0.032711685 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000159445 THEM4 THEM4 117145 1 151846060 151882284 protein_coding 3.2e‐11 0.000241347691647955 0.737769726 15 99 1.76708e‐60 2.62528e‐27

CMC_NoSVA_cis:CMC_SVA_cis:xQTLServer_eQTLs:aveALL:FCTX:HIPP:MEDU:OCTX:PUTM:SNIG:TCTX:THAL:WHMT:GTEx_v6_Adipose_Subcutane

ous:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Cerebellum:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transfor

med_fibroblasts:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Liver:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial

:GTEx_v6_Pancreas:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_A

drenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_

v7_Brain_Cerebellum:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Hypothalamus:GTEx_v7_Brain_Spinal_cord_cervical_c‐

1:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Es

ophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Li

ver:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Skin_Not_Sun_Exposed_Su

prapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:GTEx_v7_Stomach:GTEx_v7_Whole_Blood:BIOS_e

QTL_geneLevel + Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

23 ENSG00000223810 KRT8P28 KRT8P28 391099 1 151921999 151923388 pseudogene 3.2e‐11 NA NA 32 43 5.10384e‐08 6.07425e‐05 GTEx_v6_Testis:GTEx_v7_Testis ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000197747 S100A10 S100A10 6281 1 151955391 151966866 protein_coding 3.2e‐11 0.173245480827353 ‐0.60763383 12 99 9.15263e‐13 1.56453e‐12

CMC_SVA_cis:GTEx_v6_Artery_Aorta:GTEx_v6_Brain_Hypothalamus:GTEx_v6_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v6_Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Spleen:GTEx_v6_Stomach:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Corona

ry:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Hypothalamus:GTEx_v7

_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Colon_Sigmoid:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Liver:GTEx_v7_Nerve_Tibial:GTEx_v7_Spleen:BIO

S_eQTL_geneLevel + Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

23 ENSG00000229021 NBPF18P NBPF18P 441908 1 151967007 152015250 antisense 3.2e‐11 NA NA 21 99 3.70104e‐31 4.28839e‐25
GTEx_v6_Nerve_Tibial:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:BIOS_eQTL_geneL

evel + Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

23 ENSG00000163191 S100A11 S100A11 6282 1 152004982 152020383 protein_coding 3.2e‐11 0.0501061591847237 ‐0.225330308 4 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

23 ENSG00000237975 FLG‐AS1 FLG‐AS1 339400 1 152140601 152339163 antisense 3.2e‐11 NA NA 0 15 2.24447932308258e‐07 3.23602e‐50 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Thyroid:GTEx_v7_Nerve_Tibial + No NA

23 ENSG00000197915 HRNR HRNR 388697 1 152184558 152196669 protein_coding 3.2e‐11 5.01202544702428e‐29 1.441638117 0 77 NA 0.009 CMC_SVA_cis + No NA

23 ENSG00000143631 FLG FLG 2312 1 152274651 152297679 protein_coding 1.3e‐10 NA ‐0.226739989 0 1 1.69560792195842e‐06 0.0002244938 CMC_SVA_cis:GTEx_v6_Thyroid + Yes Mesendoderm

23 ENSG00000186844 LCE1A LCE1A 353131 1 152799949 152800573 protein_coding 3.2e‐11 0.000409833656946099 0.999251363 0 0 NA NA NA NA Yes Mesendoderm

23 ENSG00000235942 LCE6A LCE6A 448835 1 152815344 152816459 protein_coding 3.2e‐11 NA 0.712734845 0 0 NA NA NA NA Yes Mesendoderm

23 ENSG00000163209 SPRR3 SPRR3 6707 1 152974223 152976332 protein_coding 3.2e‐11 0.00604296707083471 2.449473767 0 0 NA NA NA NA Yes hESC

23 ENSG00000252920 SNORA31 SNORA31 677814 1 152984958 152985090 snoRNA 3.2e‐11 NA NA 0 0 NA NA NA NA Yes hESC

23 ENSG00000169469 SPRR1B SPRR1B 6699 1 153003678 153005376 protein_coding 3.2e‐11 0.17260904615434 0.33045086 0 0 NA NA NA NA Yes hESC

23 ENSG00000163216 SPRR2D SPRR2D 6703 1 153012201 153014407 protein_coding 3.2e‐11 0.00368097397742855 0.620620608 0 0 NA NA NA NA Yes hESC

23 ENSG00000241794 SPRR2A SPRR2A 6700 1 153028589 153030013 protein_coding 3.2e‐11 0.160255855292028 ‐0.203742013 0 0 NA NA NA NA Yes hESC

23 ENSG00000196805 SPRR2B SPRR2B 6701 1 153042700 153113927 protein_coding 3.2e‐11 0.15744268643288 0.273940428 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000244094 SPRR2F SPRR2F 6705 1 153084590 153085991 protein_coding 3.2e‐11 0.00362203147645598 ‐0.186943673 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000229035 SPRR2C SPRR2C 6702 1 153112967 153113185 pseudogene 3.2e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000159516 SPRR2G SPRR2G 6706 1 153122058 153123345 protein_coding 3.2e‐11 0.0266080186616705 0.092655652 0 0 NA NA NA NA Yes hESC:Mesendoderm

23 ENSG00000229699 RP1‐140J1.1 LOC101928009 101928009 1 153146994 153164152 lincRNA 3.2e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

23 ENSG00000203784 LELP1 LELP1 149018 1 153175919 153177596 protein_coding 3.2e‐11 0.000473718090816196 0.161596053 0 0 NA NA NA NA Yes hESC:Mesendoderm

23 ENSG00000203783 PRR9 PRR9 574414 1 153190060 153191793 protein_coding 3.2e‐11 NA ‐0.032711126 0 0 NA NA NA NA Yes hESC:Mesendoderm

23 ENSG00000203782 LOR LOR 4014 1 153232176 153234598 protein_coding 3.2e‐11 0.179479999341018 ‐0.139897696 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000163218 PGLYRP4 PGLYRP4 57115 1 153302596 153321316 protein_coding 3.2e‐11 2.63028984617915e‐08 0.529329994 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000163220 S100A9 S100A9 6280 1 153330330 153333503 protein_coding 3.2e‐11 0.667440117616727 0.10100566 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000163221 S100A12 S100A12 6283 1 153346184 153348125 protein_coding 3.2e‐11 0.0335297458461187 ‐0.048060867 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000196154 S100A4 S100A4 6275 1 153516089 153522612 protein_coding 3.2e‐11 0.00465145853748136 0.0479362 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90

23 ENSG00000188015 S100A3 S100A3 6274 1 153519805 153521848 protein_coding 3.2e‐11 0.000978354164779786 0.503645217 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90

23 ENSG00000196754 S100A2 S100A2 6273 1 153533584 153540366 protein_coding 3.2e‐11 0.000135122428502476 0.051427591 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90

23 ENSG00000188643 S100A16 S100A16 140576 1 153579362 153585621 protein_coding 3.2e‐11 0.00563845182351615 ‐0.327655231 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

23 ENSG00000189334 S100A14 S100A14 57402 1 153586731 153589462 protein_coding 3.2e‐11 0.0570469536230336 0.20033313 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000042781 USH2A USH2A 7399 1 215796236 216596738 protein_coding 4.6e‐14 3.68100336207458e‐43 0.169483538 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

12 ENSG00000196482 ESRRG ESRRG 2104 1 216676588 217311097 protein_coding 1.2e‐09 0.93661120997453 ‐1.124244006 0 0 NA NA NA NA Yes IMR90

12 ENSG00000234070 SPATA17‐AS1 SPATA17‐AS1 103752555 1 217954540 217958462 antisense 1.2e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

12 ENSG00000228247 UBBP2 UBBP2 23668 1 218023745 218023975 pseudogene 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

12 ENSG00000231814 LINC00210 LINC00210 100885798 1 218066242 218094146 lincRNA 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

12 ENSG00000232100 RP11‐152L7.2 LOC101929631 101929631 1 218216847 218232482 lincRNA 1.2e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

12 ENSG00000201493 RNU1‐141P RNU1‐141P 106481633 1 218303137 218303294 snRNA 1.2e‐09 NA NA 0 0 NA NA NA NA Yes hESC:IMR90

12 ENSG00000067533 RRP15 RRP15 51018 1 218458629 218511325 protein_coding 4.6e‐14 0.00163197039115739 ‐0.561872556 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

12 ENSG00000232480 RP11‐224O19.2 TGFB2‐AS1 728463 1 218517538 218519020 antisense 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000092969 TGFB2 TGFB2 7042 1 218519577 218617961 protein_coding 4.6e‐14 0.9891155078203 0.255870434 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm:Pancreas

12 ENSG00000228208 C1orf143 C1orf143 440714 1 218683438 218699320 protein_coding 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000212610 U3 RNU3P1 6068 1 218715033 218715241 snoRNA 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000143353 LYPLAL1 LYPLAL1 127018 1 219347186 219386207 protein_coding 4.6e‐14 3.45406097372974e‐08 ‐0.590678419 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000225920 RIMKLBP2 RIMKLBP2 100422371 1 219373256 219373909 pseudogene 1.2e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

12 ENSG00000215817 ZC3H11B ZC3H11B 643136 1 219782859 219786462 pseudogene 4.6e‐14 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell1

12 ENSG00000196660 SLC30A10 SLC30A10 55532 1 219858769 220131989 protein_coding 4.6e‐14 0.921869997532192 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

12 ENSG00000252086 RNA5SP76 RNA5SP76 100873310 1 219935131 219935217 rRNA 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

12 ENSG00000221673 U3 RNU3P1 6068 1 220136028 220136206 snoRNA 4.6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000118873 RAB3GAP2 RAB3GAP2 25782 1 220321635 220445796 protein_coding 2e‐08 0.99873648274446 ‐1.363875052 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000222370 SNORA36B SNORA36B 677818 1 220373888 220374018 snoRNA 2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

45 ENSG00000213033 AURKAPS1 AURKAPS1 6791 1 220440048 220441259 pseudogene 2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

12 ENSG00000243872 RN7SL464P RN7SL464P 106481049 1 220745085 220745377 misc_RNA 1.2e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

45 ENSG00000162817 C1orf115 C1orf115 79762 1 220863187 220872499 protein_coding 1.1e‐07 0.283640867396314 1.561389334 0 3 4.177e‐08 4.53874957449223e‐05 BIOS_eQTL_geneLevel ‐ No NA

45 ENSG00000186205 MARC1 MARC1 64757 1 220960101 220987735 protein_coding 2e‐08 8.19879290549747e‐05 0.263393569 0 21 1.66027e‐15 NA BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000221571 RNU6ATAC35P RNU6ATAC35P 106481171 1 220998962 220999389 lincRNA 2e‐08 NA NA 0 24 1.50311910339932e‐08 3.66075e‐08
GTEx_v6_Adipose_Subcutaneous:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Thyr

oid + Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000238078 RP11‐295M18.2 LINC01352 101929730 1 221002597 221005771 lincRNA 2e‐08 NA NA 0 25 3.43393e‐21 9.71388e‐49

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Nerve_Tibial

:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_

v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_

v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Expose

d_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel + Yes IMR90

45 ENSG00000257551 HLA‐AS1 HLX‐AS1 100873924 1 221006105 221053482 antisense 2e‐08 NA NA 4 19 4.37799e‐08 7.45487e‐28 GTEx_v7_Artery_Tibial:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Muscle_Skeletal + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm:Pancreas

45 ENSG00000136630 HLX HLX 3142 1 221051699 221058401 protein_coding 2e‐08 0.561219969045613 0.873925502 12 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm:Pancreas

45 ENSG00000234754 RP11‐421L10.1 C1orf140 400804 1 221503422 221509638 lincRNA 2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

45 ENSG00000143507 DUSP10 DUSP10 11221 1 221874766 221915518 protein_coding 2e‐08 0.499521469849817 ‐0.178838857 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

45 ENSG00000227925 RP11‐191N8.2 LOC101929771 101929771 1 222001008 222014008 lincRNA 2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

45 ENSG00000200033 RNU6‐403P RNU6‐403P 106480578 1 222010676 222010779 snRNA 2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

45 ENSG00000227613 QRSL1P2 QRSL1P2 100422330 1 222435175 222436138 pseudogene 2e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

45 ENSG00000143512 HHIPL2 HHIPL2 79802 1 222695602 222721445 protein_coding 2e‐08 1.14241085217888e‐17 0.034392812 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

45 ENSG00000143498 TAF1A TAF1A 9015 1 222731244 222763275 protein_coding 2e‐08 6.60087794025323e‐07 ‐0.09265048 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000225265 RP11‐378J18.3 TAF1A‐AS1 100506161 1 222763167 222766374 antisense 2e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000154305 MIA3 MIA3 375056 1 222791428 222841354 protein_coding 2e‐08 0.47138810555393 ‐0.616197151 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

45 ENSG00000154309 DISP1 DISP1 84976 1 222988406 223179337 protein_coding 2e‐08 4.23342758464293e‐06 ‐0.23613449 0 0 NA NA NA NA Yes IMR90

2 ENSG00000222407 RNA5SP80 RNA5SP80 100873314 1 231417160 231417270 rRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000116903 EXOC8 EXOC8 149371 1 231468480 231473598 protein_coding 8e‐18 0.987113069402522 ‐0.71120391 0 0 NA NA NA NA Yes IMR90

2 ENSG00000010072 SPRTN SPRTN 83932 1 231472850 231490769 protein_coding 8e‐18 0.981335747291668 ‐0.51567965 0 0 NA NA NA NA Yes IMR90

2 ENSG00000135766 EGLN1 EGLN1 54583 1 231499497 231560790 protein_coding 2.5e‐24 0.925890293932093 ‐0.559583566 0 0 NA NA NA NA Yes IMR90

2 ENSG00000229228 LINC00582 LINC00582 100287814 1 231727038 231747836 antisense 8e‐18 NA NA 0 0 NA NA NA NA Yes IMR90

2 ENSG00000222986 RNU5A‐5P RNU5A‐5P 100873835 1 231806381 231806496 snRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes IMR90

2 ENSG00000116991 SIPA1L2 SIPA1L2 57568 1 232533711 232697304 protein_coding 8e‐18 0.999219705697118 0.144737501 0 0 NA NA NA NA Yes IMR90

2 ENSG00000238382 RNU6‐1211P RNU6‐1211P 106480096 1 232835950 232836054 snRNA 8e‐18 NA NA 0 0 NA NA NA NA Yes IMR90

2 ENSG00000206835 RNU1‐74P RNU1‐74P 106480171 1 232967763 232967933 snRNA 8e‐18 NA NA 0 0 NA NA NA NA Yes IMR90:Left_Ventricle

2 ENSG00000135749 PCNXL2 PCNX2 80003 1 233119181 233431459 protein_coding 2.5e‐24 7.55212281834843e‐14 NA 0 0 NA NA NA NA Yes hESC:IMR90:Trophoblast‐like_Cell:Mesendoderm

2 ENSG00000231940 RPS7P3 RPS7P3 440732 1 233424614 233425193 pseudogene 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:IMR90:Trophoblast‐like_Cell:Mesendoderm

2 ENSG00000143674 MLK4 KIAA1804 84451 1 233463514 233520894 protein_coding 2.5e‐24 0.000607298684335364 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

2 ENSG00000252501 RNU4‐77P RNU4‐77P 106481196 1 233584372 233584527 snRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

2 ENSG00000135750 KCNK1 KCNK1 3775 1 233749750 233808258 protein_coding 8e‐18 0.580150979004335 0.009120198 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

2 ENSG00000265744 MIR4427 MIR4427 100616390 1 233759898 233759965 miRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

2 ENSG00000183780 SLC35F3 SLC35F3 148641 1 234040679 234460262 protein_coding 2.5e‐24 0.894523108035515 ‐0.696997931 41 9 1.47895e‐05 0.00975993891089581 BIOS_eQTL_geneLevel + Yes Mesenchymal_Stem_Cell

2 ENSG00000264377 MIR4671 MIR4671 100616380 1 234442213 234442285 miRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm

2 ENSG00000231663 RP5‐827C21.4 LOC101927765 101927765 1 234508553 234509339 antisense 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:GM12878:Mesendoderm

2 ENSG00000168275 COA6 COA6 388753 1 234509202 234519795 protein_coding 2.5e‐24 0.0885473096033926 ‐0.317374164 0 0 NA NA NA NA Yes hESC:GM12878:Mesendoderm

2 ENSG00000059588 TARBP1 TARBP1 6894 1 234527059 234614849 protein_coding 2.5e‐24 5.69518410914162e‐16 0.440309518 0 0 NA NA NA NA Yes GM12878:Mesendoderm

2 ENSG00000231768 RP5‐855F14.1 LINC01354 100506795 1 234663637 234667525 lincRNA 8e‐18 NA NA 0 0 NA NA NA NA Yes Mesendoderm

2 ENSG00000212144 U8 SNORD118 727676 1 234729021 234729148 snoRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

2 ENSG00000168264 IRF2BP2 IRF2BP2 359948 1 234740015 234745271 protein_coding 2.5e‐24 0.470291318540817 ‐0.545562654 0 0 NA NA NA NA Yes hESC:Mesendoderm

2 ENSG00000227630 LINC01132 LINC01132 100506810 1 234859789 234867390 lincRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

2 ENSG00000201638 RNY4P16 RNY4P16 100431173 1 234973720 234973820 misc_RNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:GM12878:Mesendoderm

2 ENSG00000239690 RN7SL668P RN7SL668P 106479466 1 235039933 235040233 misc_RNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesendoderm

2 ENSG00000238005 RP11‐443B7.1 LOC101927851 101927851 1 235093089 235105809 lincRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

2 ENSG00000173726 TOMM20 TOMM20 9804 1 235272651 235292251 protein_coding 2.5e‐24 0.577780758415904 ‐1.79497007 0 0 NA NA NA NA Yes Mesendoderm

2 ENSG00000207181 SNORA14B SNORA14B 677802 1 235291118 235291252 snoRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesendoderm

2 ENSG00000162885 B3GALNT2 B3GALNT2 148789 1 235613238 235667781 protein_coding 8e‐18 4.87048529360604e‐06 NA 0 0 NA NA NA NA Yes Mesendoderm



2 ENSG00000077585 GPR137B GPR137B 7107 1 236305832 236385165 protein_coding 2.5e‐24 0.000253029828140192 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000086619 ERO1LB ERO1B 56605 1 236378855 236445319 protein_coding 2.5e‐24 1.54261289794237e‐05 1.340374397 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

2 ENSG00000222650 RNU2‐70P RNU2‐70P 106480227 1 236431080 236431258 snRNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000186197 EDARADD EDARADD 128178 1 236511562 236648214 protein_coding 8e‐18 0.103567654975129 0.161265722 0 0 NA NA NA NA Yes IMR90

2 ENSG00000244457 ENO1P1 ENO1P1 2025 1 236646465 236647768 pseudogene 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000116977 LGALS8 LGALS8 3964 1 236681300 236716281 protein_coding 2.5e‐24 0.000188797120394855 3.277858346 0 0 NA NA NA NA Yes IMR90

2 ENSG00000223776 LGALS8‐AS1 LGALS8‐AS1 100287902 1 236686369 236687808 antisense 2.5e‐24 NA NA 0 0 NA NA NA NA Yes IMR90

2 ENSG00000119285 HEATR1 HEATR1 55127 1 236712305 236767804 protein_coding 8e‐18 0.999999993216506 1.008679824 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000077522 ACTN2 ACTN2 88 1 236849754 236927931 protein_coding 2.5e‐24 0.999811915853309 0.753612284 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000116984 MTR MTR 4548 1 236958610 237067281 protein_coding 2.5e‐24 2.84377203137864e‐07 3.278822896 0 0 NA NA NA NA Yes IMR90

2 ENSG00000237991 RPL35P1 RPL35P1 440737 1 237144637 237145008 pseudogene 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000244020 MT1HL1 MT1HL1 645745 1 237167403 237167718 protein_coding 2.5e‐24 0.0200621262324532 ‐0.334466532 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

2 ENSG00000198626 RYR2 RYR2 6262 1 237205505 237997288 protein_coding 2.5e‐24 0.999999934433848 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

2 ENSG00000252396 RN7SKP195 RN7SKP195 106481816 1 237284107 237284409 misc_RNA 2.5e‐24 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

50 ENSG00000162849 KIF26B KIF26B 55083 1 245318287 245872733 protein_coding 3e‐08 0.999987955632678 0.252894575 4 0 NA NA NA NA No NA

39 ENSG00000240857 RDH14 RDH14 57665 2 18735989 18741946 protein_coding 1e‐08 0.232943493348579 ‐0.65948759 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

39 ENSG00000250741 NT5C1B‐RDH14 NT5C1B‐RDH14 100526794 2 18736811 18770830 protein_coding 4.9e‐08 5.06962994365991e‐05 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

39 ENSG00000185013 NT5C1B NT5C1B 93034 2 18737050 18770838 protein_coding 4.9e‐08 3.45087072878803e‐05 ‐0.018198055 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

39 ENSG00000207170 RNU6‐1215P RNU6‐1215P 106480097 2 18764633 18764734 snRNA 4.9e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

39 ENSG00000236204 AC092594.1 LINC01376 400945 2 19167729 19546509 lincRNA 1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000266738 MIR4757 MIR4757 100616307 2 19548190 19548266 miRNA 1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000143867 OSR1 OSR1 130497 2 19551246 19558414 protein_coding 1e‐08 0.774760147238011 ‐1.696362235 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000213403 CISD1P1 CISD1P1 130500 2 20026010 20026336 pseudogene 1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000228784 LINC00954 LINC00954 400946 2 20068621 20084808 lincRNA 1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000183891 TTC32 TTC32 130502 2 20096404 20101747 protein_coding 1e‐08 0.0898978964968043 0.090613208 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

39 ENSG00000118965 WDR35 WDR35 57539 2 20110021 20189892 protein_coding 4.9e‐08 2.64838406754913e‐16 0.068467282 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

47 ENSG00000119801 YPEL5 YPEL5 51646 2 30369807 30383399 protein_coding 0.00045 0.799401083937221 0.049777924 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

47 ENSG00000207653 MIR558 MIR558 693143 2 32757220 32757313 miRNA 0.00045 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

47 ENSG00000018699 TTC27 TTC27 55622 2 32853099 33046118 protein_coding 2.4e‐08 6.54258241947822e‐09 ‐0.569398575 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

47 ENSG00000265057 MIR4765 MIR4765 100616219 2 32860322 32860398 miRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

47 ENSG00000230876 LINC00486 LINC00486 285045 2 33050510 33151760 lincRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

47 ENSG00000049323 LTBP1 LTBP1 4052 2 33172039 33624576 protein_coding 2.4e‐08 0.526234698119928 1.161890182 4 4 4.43595e‐10 3.44944e‐06 GTEx_v7_Thyroid ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

47 ENSG00000252502 SNORD112 SNORD112 692215 2 33216326 33216391 snoRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

47 ENSG00000212204 RNA5SP91 RNA5SP91 100873324 2 33510836 33510954 rRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

47 ENSG00000252246 RNA5SP92 RNA5SP92 100873325 2 33557965 33558074 rRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Mesendoderm

47 ENSG00000152689 RASGRP3 RASGRP3 25780 2 33661391 33789817 protein_coding 2.4e‐08 0.110282852347241 0.599649585 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90

47 ENSG00000119812 FAM98A FAM98A 25940 2 33808725 33824449 protein_coding 2.4e‐08 0.68941491445387 ‐0.389898105 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

47 ENSG00000238038 ATP6V0E1P3 ATP6V0E1P3 100133262 2 33827108 33827353 pseudogene 2.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

5 ENSG00000214595 EML6 EML6 400954 2 54950636 55199157 protein_coding 8.9e‐10 0.44303244895019 0.841628904 0 40 NA 0.009 CMC_SVA_cis ‐ No NA

5 ENSG00000115310 RTN4 RTN4 57142 2 55199325 55339757 protein_coding 2.4e‐06 0.0108353564169536 0.05008391 0 20 9.42077e‐06 0.00197042 GTEx_v7_Muscle_Skeletal ‐ No NA

5 ENSG00000162994 CLHC1 CLHC1 130162 2 55401927 55459699 protein_coding 1.2e‐13 4.15102363149147e‐15 ‐0.249408186 0 50 2.66235e‐06 1.32524e‐78 GTEx_v7_Muscle_Skeletal:GTEx_v7_Spleen:GTEx_v7_Whole_Blood ‐ No NA

5 ENSG00000143947 RPS27A RPS27A 6233 2 55459039 55462989 protein_coding 2.1e‐08 0.525112781965164 ‐0.527500255 0 26 3.43658e‐06 0.0081485 GTEx_v7_Colon_Sigmoid + No NA

5 ENSG00000115355 CCDC88A CCDC88A 55704 2 55514978 55647057 protein_coding 3.7e‐19 0.999999956100474 0.660710487 0 29 4.91003e‐08 6.04039e‐21 GTEx_v7_Testis ‐ No NA

5 ENSG00000138041 SMEK2 PPP4R3B 57223 2 55774428 55846015 protein_coding 1.1e‐13 0.811197027412435 ‐0.45962535 0 14 6.28998e‐06 2.90807e‐07 GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

5 ENSG00000138035 PNPT1 PNPT1 87178 2 55861400 55921045 protein_coding 3.7e‐19 0.90826684333985 0.406933375 0 0 NA NA NA NA Yes
hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm

5 ENSG00000115380 EFEMP1 EFEMP1 2202 2 56093102 56151274 protein_coding 3.7e‐19 0.999786492859359 1.001844235 27 164 2.25502069927e‐19 5.64644e‐12

CMC_NoSVA_cis:CMC_SVA_cis:xQTLServer_eQTLs:GTEx_v6_Brain_Frontal_Cortex_BA9:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Thyroi

d:GTEx_v7_Brain_Frontal_Cortex_BA9:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:

BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

5 ENSG00000202344 RN7SKP208 RN7SKP208 106481817 2 56178789 56179149 misc_RNA 3.7e‐19 NA NA 13 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

5 ENSG00000207548 MIR217 MIR217 406999 2 56210102 56210211 miRNA 3.7e‐19 NA NA 8 2 0.000135452059402348 0.0231390645066293 CRBL NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

5 ENSG00000207798 MIR216A MIR216A 406998 2 56216085 56216194 miRNA 3.7e‐19 NA NA 1 2 0.000135452059402348 0.0231390645066293 CRBL NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

5 ENSG00000211520 MIR216B MIR216B 100126319 2 56227849 56227930 miRNA 3.7e‐19 NA NA 1 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

5 ENSG00000199395 RNA5SP93 RNA5SP93 100873326 2 56462352 56462465 rRNA 1.1e‐13 NA NA 0 0 NA NA NA NA Yes Mesendoderm

5 ENSG00000233723 LINC01122 LINC01122 400955 2 58654934 59290901 lincRNA 1.1e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

1 ENSG00000075884 ARHGAP15 ARHGAP15 55843 2 143848931 144525921 protein_coding 4.4e‐55 5.25405675416054e‐06 0.091515084 331 37 1.83475e‐09 6.0945880058508e‐06 GTEx_v7_Artery_Tibial:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell

1 ENSG00000226839 MTND6P11 MTND6P11 106480727 2 143851802 143852284 pseudogene 6.6e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell

1 ENSG00000224852 MTND5P24 MTND5P24 100873262 2 143852358 143854124 pseudogene 6.6e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell

1 ENSG00000232772 MTND4P22 MTND4P22 100873244 2 143854408 143855576 pseudogene 6.6e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell

1 ENSG00000227557 MTND3P9 MTND3P9 100873184 2 143856053 143856398 pseudogene 6.6e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell

1 ENSG00000232377 AC016910.1 LOC101928386 101928386 2 144694640 144721723 antisense 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000121964 GTDC1 GTDC1 79712 2 144695635 145090135 protein_coding 4.4e‐55 2.40902542593717e‐10 ‐0.787953168 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000169554 ZEB2 ZEB2 9839 2 145141648 145282147 protein_coding 4.4e‐55 0.999833866722983 ‐3.332450679 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000238057 ZEB2‐AS1 ZEB2‐AS1 100303491 2 145275664 145279058 antisense 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000226674 TEX41 TEX41 401014 2 145425534 145940216 lincRNA 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

1 ENSG00000214064 RPL6P5 RPL6P5 100270844 2 146094798 146095625 pseudogene 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000251905 RNU7‐2P RNU7‐2P 100147745 2 146902724 146902785 snRNA 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000230559 RPL17P12 RPL17P12 100270938 2 146951864 146952389 pseudogene 4.4e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

1 ENSG00000198526 PABPC1P2 PABPC1P2 728773 2 147345012 147346878 pseudogene 6.6e‐55 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

46 ENSG00000234325 MRPS10P2 MRPS10P2 359802 3 4456264 4456644 pseudogene 2.3e‐08 NA NA 0 0 NA NA NA NA Yes Mesendoderm

46 ENSG00000265180 MIR4790 MIR4790 100616334 3 5291862 5291940 miRNA 4.8e‐07 NA NA 0 0 NA NA NA NA Yes Mesendoderm

46 ENSG00000241227 RN7SL553P RN7SL553P 106480518 3 5294613 5294908 misc_RNA 4.8e‐07 NA NA 0 0 NA NA NA NA Yes Mesendoderm

46 ENSG00000226258 GRM7‐AS3 GRM7‐AS3 101927347 3 6673376 6847136 lincRNA 2.3e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

46 ENSG00000196277 GRM7 GRM7 2917 3 6811688 7783215 protein_coding 2.3e‐08 0.999169068679813 ‐0.078864806 0 0 NA NA NA NA Yes Mesendoderm

46 ENSG00000236152 MRPS36P1 MRPS36P1 347705 3 6814724 6815030 pseudogene 2.3e‐08 NA NA 0 0 NA NA NA NA Yes Mesendoderm

46 ENSG00000237665 GRM7‐AS2 GRM7‐AS2 105376946 3 6934319 6935709 antisense 2.3e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

46 ENSG00000236202 GRM7‐AS1 GRM7‐AS1 100873937 3 7561428 7602020 antisense 2.3e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

46 ENSG00000227110 LMCD1‐AS1 LMCD1‐AS1 100288428 3 7994492 8653610 antisense 2.3e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

46 ENSG00000253081 RNU4ATAC17P RNU4ATAC17P 106480696 3 8406215 8406334 snRNA 2.3e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

46 ENSG00000071282 LMCD1 LMCD1 29995 3 8543393 8609805 protein_coding 2.3e‐08 0.376043791136965 ‐0.171235292 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

46 ENSG00000180914 OXTR OXTR 5021 3 8792094 8811314 protein_coding 4.8e‐07 5.74322739893592e‐05 0.437926005 0 0 NA NA NA NA Yes Left_Ventricle

46 ENSG00000266778 hsa‐mir‐548ba MIR548BA 102465854 3 8812877 8812973 miRNA 4.8e‐07 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

4 ENSG00000154781 CCDC174 CCDC174 51244 3 14693271 14714166 protein_coding 8.8e‐09 2.94812141217999e‐05 0.321126987 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000131379 C3orf20 C3orf20 84077 3 14716606 14814541 protein_coding 8.8e‐09 2.35749782524757e‐14 0.899913636 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000225733 FGD5‐AS1 FGD5‐AS1 100505641 3 14961854 14989931 antisense 8.8e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000177463 NR2C2 NR2C2 7182 3 14989091 15095107 protein_coding 8.8e‐09 0.994140346353249 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000131368 MRPS25 MRPS25 64432 3 15083967 15106842 protein_coding 8.8e‐09 0.545528804168266 ‐0.462142641 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell

4 ENSG00000227578 RPS3AP53 RPS3AP53 100287512 3 15182887 15183664 pseudogene 5.6e‐22 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

4 ENSG00000230524 COL6A4P1 COL6A4P1 344875 3 15193340 15247466 pseudogene 5.6e‐22 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

4 ENSG00000131375 CAPN7 CAPN7 23473 3 15247659 15294425 protein_coding 5.6e‐22 5.28615018685299e‐07 0.214659966 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

4 ENSG00000224660 SH3BP5‐AS1 SH3BP5‐AS1 100505696 3 15295691 15306000 antisense 5.6e‐22 NA NA 0 13 1.06011051782759e‐07 5.01442e‐06 GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v7_Artery_Tibial:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

4 ENSG00000131370 SH3BP5 SH3BP5 9467 3 15296360 15382875 protein_coding 5.6e‐22 0.00902325002023801 ‐0.325778111 0 14 1.27027e‐08 9.76702e‐05 GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

4 ENSG00000201162 RNU6‐454P RNU6‐454P 106480582 3 15381256 15381362 snRNA 5.6e‐22 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

4 ENSG00000226427 HMGN2P7 HMGN2P7 644498 3 15416880 15417152 pseudogene 1.3e‐08 NA NA 19 0 NA NA NA NA No NA

4 ENSG00000206562 METTL6 METTL6 131965 3 15422782 15482073 protein_coding 5.6e‐22 0.000603417643377884 1.553621934 17 21 5.00617e‐35 1.76643e‐18

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Tibial:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_

Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Muscle_Skeletal:GTEx_v6_Skin

_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentu

m:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Brain_Su

bstantia_nigra:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Esophagus_Gastroesophageal_Junction:GT

Ex_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Skin_Not_Sun_Exposed_Suprap

ubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

4 ENSG00000144597 EAF1 EAF1 85403 3 15468862 15484120 protein_coding 2.4e‐10 0.070565049762035 ‐0.59823466 4 1 3.81761e‐08 1.29995e‐24 GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum ‐ No NA

4 ENSG00000206926 RNU6‐1024P RNU6‐1024P 106481504 3 15474617 15474723 snRNA 2.4e‐10 NA NA 2 0 NA NA NA NA No NA

4 ENSG00000249786 EAF1‐AS1 EAF1‐AS1 100873956 3 15477678 15493109 antisense 5.6e‐22 NA NA 4 19 2.93336e‐08 3.54161e‐41
GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v7_Brain_Cerebellum:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Nerve_Tibial:GTEx_v7_

Pituitary:GTEx_v7_Testis:GTEx_v7_Thyroid + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

4 ENSG00000206561 COLQ COLQ 8292 3 15491640 15563258 protein_coding 5.6e‐22 1.42517319859713e‐07 1.234068164 4 24 1.06707e‐24 3.94477e‐14
CRBL:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellar_Hemisphere:GTE

x_v7_Thyroid:BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

4 ENSG00000263573 MIR4270 MIR4270 100422868 3 15537746 15537815 miRNA 5.6e‐22 NA NA 1 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

4 ENSG00000241064 RN7SL110P RN7SL110P 106480371 3 15548132 15548412 misc_RNA 5.6e‐22 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

4 ENSG00000131373 HACL1 HACL1 26061 3 15602211 15643338 protein_coding 8.8e‐09 4.18066326371778e‐10 0.256526443 1 1 1.98443e‐05 0.0460349 GTEx_v7_Brain_Cerebellum ‐ No NA

4 ENSG00000206560 ANKRD28 ANKRD28 23243 3 15708743 15901278 protein_coding 8.8e‐09 0.99992881046712 ‐0.657584586 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000207815 MIR563 MIR563 693148 3 15915278 15915356 miRNA 8.8e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

4 ENSG00000131386 GALNT15 GALNT15 117248 3 16216156 16273499 protein_coding 8.8e‐09 5.51634648613177e‐10 0.685438294 0 0 NA NA NA NA Yes hESC

4 ENSG00000233570 LINC00690 LINC00690 100996597 3 16577827 16582880 lincRNA 5.6e‐22 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000241993 RPL38P1 RPL38P1 116809 3 148413781 148413991 pseudogene 1.3e‐10 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

20 ENSG00000144891 AGTR1 AGTR1 185 3 148415571 148460795 protein_coding 1.3e‐10 0.00727625074022701 0.680424291 0 0 NA NA NA NA Yes Left_Ventricle

20 ENSG00000153002 CPB1 CPB1 1360 3 148508889 148577974 protein_coding 2.1e‐05 2.26972023407954e‐14 0.029035635 0 0 NA NA NA NA Yes Left_Ventricle

20 ENSG00000244089 HMGB1P30 HMGB1P30 100873893 3 148542569 148543174 pseudogene 2.1e‐05 NA NA 0 0 NA NA NA NA Yes IMR90

20 ENSG00000252172 RNU6‐720P RNU6‐720P 106479885 3 149635129 149635236 snRNA 2.1e‐05 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Left_Ventricle

20 ENSG00000241143 RPL32P9 RPL32P9 100270992 3 149868325 149868731 pseudogene 2.1e‐05 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell

20 ENSG00000244541 RP11‐167H9.6 LINC01213 101927992 3 149956306 149957996 lincRNA 2.1e‐05 NA NA 0 0 NA NA NA NA Yes Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000196428 TSC22D2 TSC22D2 9819 3 150126122 150184218 protein_coding 2.1e‐05 0.831881107448022 ‐0.888345303 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell

20 ENSG00000120742 SERP1 SERP1 27230 3 150259781 150321015 protein_coding 2.1e‐05 0.211802393028658 ‐0.428590582 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

20 ENSG00000144895 EIF2A EIF2A 83939 3 150264465 150302029 protein_coding 8.4e‐11 0.00015893869213679 ‐0.33144004 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000198843 SELT SELT 51714 3 150320662 150348222 protein_coding 2.1e‐05 0.143778780365533 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

20 ENSG00000163645 FAM194A ERICH6 131831 3 150377672 150421758 protein_coding 2.1e‐05 1.41957265019042e‐19 ‐0.058898202 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000240137 RP11‐103G8.2 ERICH6‐AS1 101928085 3 150421351 150437933 antisense 2.1e‐05 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000181788 SIAH2 SIAH2 6478 3 150458914 150481264 protein_coding 2.1e‐06 0.360182186098013 NA 0 2 2.74804011928473e‐06 0.030909643 GTEx_v6_Artery_Tibial ‐ Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000244265 SIAH2‐AS1 SIAH2‐AS1 100874005 3 150479724 150480325 antisense 8.4e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000239265 CLRN1‐AS1 CLRN1‐AS1 116933 3 150570271 150798513 antisense 2.1e‐05 NA NA 1 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

20 ENSG00000214237 FAM188B2 FAM188B2 646951 3 150588832 150612089 protein_coding 8.4e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000163646 CLRN1 CLRN1 7401 3 150643950 150690786 protein_coding 8.4e‐11 0.000915821935109622 0.049516537 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000144893 MED12L MED12L 116931 3 150803484 151154860 protein_coding 1.7e‐11 0.99999927637145 0.761000554 213 1 4.9121853480193e‐06 0.009342002 GTEx_v6_Cells_Transformed_fibroblasts ‐ Yes hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000199994 RNA5SP145 RNA5SP145 100873412 3 150905886 150906010 rRNA 1.7e‐11 NA NA 1 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000174946 GPR171 GPR171 29909 3 150915619 150920988 protein_coding 1.7e‐11 0.00167512127492569 0.289980454 1 91 2.58273e‐07 0.000185013876040703 GTEx_v6_Whole_Blood:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000174944 P2RY14 P2RY14 9934 3 150929905 150996255 protein_coding 1.7e‐11 0.000377084300253391 0.006264411 95 202 8.4452e‐74 1.08639e‐07
GTEx_v6_Lung:GTEx_v6_Thyroid:GTEx_v7_Artery_Aorta:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Lung:GTE

x_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm



20 ENSG00000239570 SETP11 SETP11 100419187 3 150987228 150987917 pseudogene 8.4e‐11 NA NA 39 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

20 ENSG00000138271 GPR87 GPR87 53836 3 151011891 151034740 protein_coding 1.7e‐11 0.290536848999693 0.37777332 50 61 1.31012e‐16 7.52967e‐12 GTEx_v6_Testis:GTEx_v7_Testis ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000181631 P2RY13 P2RY13 53829 3 151044100 151047336 protein_coding 1.7e‐11 0.327928323861021 0.548359439 20 189 7.33688e‐26 5.60391e‐07 GTEx_v7_Spleen:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000169313 P2RY12 P2RY12 64805 3 151055168 151102600 protein_coding 1.7e‐11 0.107032257879275 ‐0.130012169 60 123 5.19638e‐08 3.9197e‐24

CMC_SVA_cis:GTEx_v6_Nerve_Tibial:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7

_Artery_Tibial:GTEx_v7_Brain_Putamen_basal_ganglia:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Transverse:GTEx_v7_Nerve_Ti

bial:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000152580 IGSF10 IGSF10 285313 3 151143172 151176497 protein_coding 1.7e‐11 2.98760657394284e‐36 0.782412452 0 63 1.91568e‐09 5.9919707591827e‐06 BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

20 ENSG00000242810 MRPL42P6 MRPL42P6 106480794 3 151193592 151193962 pseudogene 1.7e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

20 ENSG00000197953 AADACL2 AADACL2 344752 3 151451704 151479127 protein_coding 8.4e‐11 1.78138870795841e‐08 ‐0.274950284 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

20 ENSG00000240602 RP11‐64D22.2 AADACP1 201651 3 151488216 151502682 pseudogene 1.7e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000114771 AADAC AADAC 13 3 151531825 151546276 protein_coding 1.7e‐11 0.000181834436419695 0.274777875 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

20 ENSG00000198829 SUCNR1 SUCNR1 56670 3 151591431 151602405 protein_coding 1.7e‐11 6.24867481072073e‐08 0.077607303 0 72 2.61063e‐06 0.00674422 PUTM:GTEx_v7_Spleen ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

20 ENSG00000152601 MBNL1 MBNL1 4154 3 151961617 152183569 protein_coding 1.7e‐11 0.981577652065926 ‐2.052541537 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

20 ENSG00000229619 MBNL1‐AS1 MBNL1‐AS1 401093 3 151980405 151987344 antisense 1.7e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

20 ENSG00000221962 TMEM14E TMEM14EP 645843 3 152057484 152058779 protein_coding 1.7e‐11 0.185564714484572 ‐0.008738727 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

20 ENSG00000242561 ATP5LP5 ATP5LP5 100287091 3 152518223 152518521 pseudogene 1.3e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

20 ENSG00000169860 P2RY1 P2RY1 5028 3 152552736 152555841 protein_coding 8.4e‐11 0.581732803893959 ‐0.15580564 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

20 ENSG00000241810 HMGN2P13 HMGN2P13 100289682 3 152785067 152785340 pseudogene 2.1e‐05 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

20 ENSG00000207323 RNU6‐901P RNU6‐901P 106479965 3 153189255 153189360 snRNA 2.1e‐05 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

20 ENSG00000201398 U8 SNORD118 727676 3 153725156 153725291 snoRNA 9.5e‐10 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

20 ENSG00000240068 RPL21P42 RPL21P42 100271162 3 153741624 153742087 pseudogene 9.5e‐10 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

40 ENSG00000157869 RAB28 RAB28 9364 4 13362978 13485989 protein_coding 1.1e‐08 0.000997907226518685 0.057450472 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

40 ENSG00000038219 BOD1L1 BOD1L1 259282 4 13570362 13629347 protein_coding 1.1e‐08 0.999528154229673 ‐0.768484372 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000266240 MIR5091 MIR5091 100847023 4 13629489 13629581 miRNA 1.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000250634 RP11‐341G5.1 LINC01182 101929071 4 13656803 13978699 lincRNA 1.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Trophoblast‐like_Cell:Mesendoderm:Pancreas

40 ENSG00000248698 LINC01085 LINC01085 152742 4 14113592 14141676 lincRNA 1.1e‐08 NA NA 0 0 NA NA NA NA Yes IMR90

40 ENSG00000248360 LINC00504 LINC00504 201853 4 14472089 14889793 lincRNA 1.1e‐08 NA NA 0 32 3.03364e‐06 0.00479895 GTEx_v7_Esophagus_Muscularis + No NA

40 ENSG00000247624 CPEB2‐AS1 CPEB2‐AS1 441009 4 14911585 15003669 lincRNA 1.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Mesendoderm

40 ENSG00000137449 CPEB2 CPEB2 132864 4 15004298 15071777 protein_coding 1.1e‐08 0.992723048645125 ‐1.886145649 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Mesendoderm

40 ENSG00000249252 RP11‐665G4.1 LOC101929095 101929095 4 15006566 15429538 antisense 1.1e‐08 NA NA 85 79 2.2435e‐10 1.20466e‐06 GTEx_v6_Esophagus_Muscularis:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Muscularis:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000163145 C1QTNF7 C1QTNF7 114905 4 15341442 15447790 protein_coding 1.1e‐08 0.0199101310745169 ‐0.64485227 85 82 2.05855e‐08 1.92837e‐06
GTEx_v6_Esophagus_Mucosa:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Testis:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_

Transverse:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Testis:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000048342 CC2D2A CC2D2A 57545 4 15471489 15603180 protein_coding 1.1e‐08 5.49406447707416e‐15 ‐0.204497848 0 6 2.51451e‐05 0.00036701 GTEx_v7_Esophagus_Muscularis + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000118564 FBXL5 FBXL5 26234 4 15606162 15683302 protein_coding 1.1e‐08 0.977580081625291 0.0846746 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000237765 FAM200B FAM200B 285550 4 15683285 15707188 protein_coding 1.1e‐08 NA ‐0.311233821 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000109743 BST1 BST1 683 4 15704573 15739936 protein_coding 1.1e‐08 2.81284355269231e‐08 ‐0.650093374 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

40 ENSG00000004468 CD38 CD38 952 4 15779898 15854853 protein_coding 1.1e‐08 7.65670798329562e‐05 0.090176185 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

40 ENSG00000169762 TAPT1 TAPT1 202018 4 16162128 16229033 protein_coding 1.1e‐08 0.563962464646747 1.071682125 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

40 ENSG00000263327 TAPT1‐AS1 TAPT1‐AS1 202020 4 16228286 16321763 antisense 1.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

40 ENSG00000251212 MTND5P4 MTND5P4 100873200 4 17063501 17063788 pseudogene 1.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

32 ENSG00000163106 HPGDS HPGDS 27306 4 95219686 95264027 protein_coding 6.8e‐10 8.21760977553245e‐07 ‐0.161111146 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

32 ENSG00000138696 BMPR1B BMPR1B 658 4 95679119 96079599 protein_coding 6.8e‐10 0.991704371391891 0.162729834 164 5 2.17892533033483e‐07 0.00059688435 GTEx_v6_Heart_Left_Ventricle ‐ Yes hESC:IMR90:Mesendoderm

32 ENSG00000201640 RN7SKP28 RN7SKP28 106479107 4 97269889 97270189 misc_RNA 6.8e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

32 ENSG00000236764 COX7A2P2 COX7A2P2 1348 4 97823952 97824201 pseudogene 8.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Left_Ventricle

32 ENSG00000250293 CRYZP2 CRYZP2 100526735 4 98837504 98838552 pseudogene 6.8e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

24 ENSG00000245711 NADK2‐AS1 NADK2‐AS1 101056700 5 36221157 36222004 antisense 3.8e‐11 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

24 ENSG00000113569 NUP155 NUP155 9631 5 37288239 37371283 protein_coding 3.8e‐11 0.990594276419902 ‐1.104018957 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

24 ENSG00000082068 WDR70 WDR70 55100 5 37379314 37753537 protein_coding 3.8e‐11 0.802235272890051 ‐0.502941182 40 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

24 ENSG00000222743 RNU6‐1190P RNU6‐1190P 106480087 5 37620087 37620190 snRNA 3.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

24 ENSG00000206743 RNU6‐484P RNU6‐484P 106479781 5 37700433 37700539 snRNA 3.8e‐11 NA NA 9 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

24 ENSG00000168621 GDNF GDNF 2668 5 37812779 37839788 protein_coding 3.8e‐11 0.698672292120293 ‐0.381042817 0 53 5.87684e‐07 0.000134628 GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum + Yes Mesenchymal_Stem_Cell:IMR90

24 ENSG00000248587 GDNF‐AS1 GDNF‐AS1 100861519 5 37840540 37875901 lincRNA 6.9e‐11 NA NA 0 8 1.29419e‐05 0.00948055 GTEx_v7_Brain_Cerebellum + Yes IMR90

24 ENSG00000251518 CTD‐2130F23.2 LOC105374729 105374729 5 37948593 37951157 lincRNA 3.8e‐11 NA NA 0 37 4.49169e‐06 0.000630594 GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

24 ENSG00000250003 CTD‐2116N24.1 LOC105374731 105374731 5 38025799 38184034 lincRNA 3.8e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

24 ENSG00000248461 CTD‐2207A17.1 LOC101929745 101929745 5 38148582 38153817 lincRNA 3.8e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

24 ENSG00000164318 EGFLAM EGFLAM 133584 5 38258511 38465123 protein_coding 3.8e‐11 9.38438550961537e‐10 0.343739734 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

24 ENSG00000248730 EGFLAM‐AS4 EGFLAM‐AS4 100852408 5 38282366 38291088 antisense 3.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

24 ENSG00000249071 EGFLAM‐AS3 EGFLAM‐AS3 100874116 5 38345449 38346653 antisense 3.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

24 ENSG00000244968 LIFR‐AS1 LIFR‐AS1 100506495 5 38556888 38671318 antisense 3.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

24 ENSG00000265304 MIR3650 MIR3650 100500824 5 38557604 38557663 miRNA 3.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

24 ENSG00000249740 CTD‐2127H9.1 LINC01265 101929768 5 38736157 38845931 lincRNA 2.5e‐10 NA NA 0 0 NA NA NA NA Yes IMR90

24 ENSG00000145623 OSMR OSMR 9180 5 38845960 38945698 protein_coding 2.5e‐10 3.10306262078619e‐11 ‐0.176500312 0 0 NA NA NA NA Yes IMR90

21 ENSG00000186105 LRRC70 LRRC70 100130733 5 61874562 61877275 protein_coding 1.4e‐08 NA 0.08760157 0 0 NA NA NA NA Yes Left_Ventricle

21 ENSG00000217416 ISCA1P1 ISCA1P1 389293 5 62072704 62073090 pseudogene 2.1e‐11 NA NA 0 0 NA NA NA NA Yes hESC

21 ENSG00000164197 RNF180 RNF180 285671 5 63461671 63668696 protein_coding 2.1e‐11 5.17341244679766e‐05 0.924830761 0 0 NA NA NA NA Yes Left_Ventricle:Mesendoderm

21 ENSG00000186479 RGS7BP RGS7BP 401190 5 63802084 63908139 protein_coding 5.6e‐11 0.978832467535271 ‐1.411451138 0 0 NA NA NA NA Yes Mesendoderm

21 ENSG00000242547 RN7SL169P RN7SL169P 106480372 5 63835331 63835621 misc_RNA 5.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesendoderm

21 ENSG00000224296 MRPL49P1 MRPL49P1 359748 5 63970680 63971214 pseudogene 5.6e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

21 ENSG00000145642 FAM159B FAM159B 100132916 5 63986135 64013917 protein_coding 5.6e‐11 0.101184301652243 ‐0.146630249 0 0 NA NA NA NA Yes hESC:Mesendoderm

21 ENSG00000153006 SREK1IP1 SREK1IP1 285672 5 64013971 64064512 protein_coding 2.1e‐11 0.656016357375955 ‐0.006384077 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Mesendoderm

21 ENSG00000153015 CWC27 CWC27 10283 5 64064757 64314590 protein_coding 2.1e‐11 1.01532147516582e‐05 ‐0.26632208 39 2 1.82676e‐06 5.04727e‐15 GTEx_v6_Testis:GTEx_v7_Testis + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Mesendoderm

21 ENSG00000049192 ADAMTS6 ADAMTS6 11174 5 64444563 64777747 protein_coding 2.1e‐11 0.998800472645028 ‐1.50646182 0 0 NA NA NA NA Yes
hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

21 ENSG00000250732 RPEP1 RPEP1 100420512 5 64546954 64547611 pseudogene 2.1e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

21 ENSG00000123219 CENPK CENPK 64105 5 64813593 64858998 protein_coding 2.1e‐11 1.66228604969503e‐08 0.339527267 0 12 3.25333e‐05 0.000190082 GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

21 ENSG00000113593 PPWD1 PPWD1 23398 5 64859063 64883376 protein_coding 2.1e‐11 0.0317857747802877 0.411549096 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

21 ENSG00000113595 TRIM23 TRIM23 373 5 64885507 64921802 protein_coding 6.6e‐10 0.0669671844650749 0.393165256 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

21 ENSG00000207352 RNU6‐540P RNU6‐540P 106479806 5 64900488 64900588 snRNA 1.4e‐08 NA NA 0 0 NA NA NA NA Yes IMR90:Left_Ventricle

21 ENSG00000113597 TRAPPC13 TRAPPC13 80006 5 64920543 64962060 protein_coding 6.6e‐10 0.765500289091919 ‐0.104134763 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

21 ENSG00000253251 CTC‐534A2.2 TRAPPC13 80006 5 64920592 64926718 protein_coding 6.6e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

41 ENSG00000222609 RNU4‐69P RNU4‐69P 106479590 5 120046393 120046535 snRNA 1.3e‐08 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

41 ENSG00000113083 LOX LOX 4015 5 121398890 121413980 protein_coding 1.2e‐08 0.97935777427103 ‐1.435941622 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

41 ENSG00000064692 SNCAIP SNCAIP 9627 5 121647049 121799914 protein_coding 1.2e‐08 0.000362967804998999 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000250328 CTC‐210G5.1 MGC32805 153163 5 121772192 121814782 antisense 8.7e‐05 NA NA 0 0 NA NA NA NA Yes Mesendoderm

41 ENSG00000251538 RP11‐166A12.1 LOC101927379 101927379 5 121964647 122066380 lincRNA 1.2e‐08 NA NA 5 38 1.43272e‐06 3.50309e‐12 GTEx_v7_Testis + Yes hESC:Mesenchymal_Stem_Cell

41 ENSG00000205302 SNX2 SNX2 6643 5 122110691 122165803 protein_coding 1.2e‐08 0.99794124167631 ‐0.36548472 47 269 5.52493e‐06 0.00020865953
GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Nerve_Tibial:GTEx_v7_Thyroid:BIOS_eQTL_geneLev

el + Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000064652 SNX24 SNX24 28966 5 122179134 122365049 protein_coding 1.2e‐08 0.00139280727569243 ‐0.205893279 303 348 3.90933e‐23 1.52699e‐17
CMC_SVA_cis:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Nerve_Tibial:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Nerve_Tibial:BI

OS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000263432 RN7SL689P RN7SL689P 106481111 5 122358184 122358478 misc_RNA 1.2e‐08 NA NA 21 333 5.86268e‐23 1.37161e‐17

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Breast_Mammary_Tissue:

GTEx_v6_Colon_Sigmoid:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GTEx_v6_

Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Ski

n_Not_Sun_Exposed_Suprapubic:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Ao

rta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Col

on_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_M

uscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GT

Ex_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000168938 PPIC PPIC 5480 5 122358945 122372436 protein_coding 1.2e‐08 0.000967993093039106 0.163391152 25 354 1.57964e‐19 1.3825e‐16

GTEx_v6_Artery_Tibial:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Muscle_Skeletal:GTEx_v6_Pancreas:GTE

x_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Thyroid:GTEx_v7_Artery_Tibial:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Transver

se:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Muscle_Skeletal:GTEx_v7_Ovary:GTEx_v7_Pancreas:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GT

Ex_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Stomach:GTEx_v7_Thyroid + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000263654 RN7SL711P RN7SL711P 106479482 5 122406477 122406773 misc_RNA 1.2e‐08 NA NA 1 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000061455 PRDM6 PRDM6 93166 5 122424816 122529960 protein_coding 1.2e‐08 NA ‐0.096321247 0 225 1.35837e‐08 1.9724e‐07
GTEx_v6_Muscle_Skeletal:GTEx_v6_Pancreas:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Muscle_Skeletal:G

TEx_v7_Pancreas:GTEx_v7_Thyroid + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000168944 CEP120 CEP120 153241 5 122680579 122759286 protein_coding 1.2e‐08 4.34470692506916e‐11 ‐0.528864642 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000250539 KRT8P33 KRT8P33 100418737 5 122736616 122738038 pseudogene 1.2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

41 ENSG00000249400 HMGB3P17 HMGB3P17 100419948 5 122804475 122805123 pseudogene 1.2e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

41 ENSG00000151292 CSNK1G3 CSNK1G3 1456 5 122847793 122952739 protein_coding 1.2e‐08 0.996751666329429 ‐0.611901273 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

41 ENSG00000241888 RPSAP37 RPSAP37 100270915 5 125302470 125303778 pseudogene 1.2e‐08 NA NA 0 0 NA NA NA NA Yes IMR90

42 ENSG00000198563 DDX39B DDX39B 7919 6 31497996 31510225 protein_coding 4.4e‐07 0.997728044454765 0.551698355 0 2 5.34008e‐06 2.83011e‐20 GTEx_v7_Whole_Blood ‐ No NA

42 ENSG00000204463 BAG6 BAG6 7917 6 31606805 31620482 protein_coding 1.4e‐08 0.999987885791662 ‐0.321190461 0 47 1.84386e‐06 1.97844e‐43
CMC_SVA_cis:GTEx_v6_Nerve_Tibial:GTEx_v7_Artery_Tibial:GTEx_v7_Colon_Sigmoid:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Nerve_Tibial:G

TEx_v7_Whole_Blood + No NA

42 ENSG00000204435 CSNK2B CSNK2B 1460 6 31633013 31638120 protein_coding 7e‐07 0.943856699084629 0.192573664 0 10 NA 0.009 CMC_NoSVA_cis:CMC_SVA_cis ‐ No NA

42 ENSG00000240053 LY6G5B LY6G5B 58496 6 31637944 31641553 protein_coding 9.9e‐07 0.000871193542460961 0.370528481 0 11 1.67632e‐05 2.67987e‐24 GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Lung:GTEx_v7_Whole_Blood ‐ No NA

42 ENSG00000204428 LY6G5C LY6G5C 80741 6 31644461 31651817 protein_coding 2.1e‐08 0.614670423249105 0.183112979 0 8 2.82875e‐05 0.00423904 GTEx_v7_Heart_Left_Ventricle ‐ No NA

42 ENSG00000204427 ABHD16A ABHD16A 7920 6 31654726 31671221 protein_coding 9.9e‐06 0.988882578133094 ‐0.376322241 0 3 NA 0.049 CMC_SVA_cis + No NA

42 ENSG00000204388 HSPA1B HSPA1B 3304 6 31795512 31798031 protein_coding 8e‐07 NA 0.733333007 0 1 9.02322e‐05 0.0324588 GTEx_v7_Artery_Tibial ‐ No NA

42 ENSG00000243649 CFB CFB 629 6 31895475 31919861 protein_coding 2.1e‐08 0.000978859412496618 ‐0.355687014 0 0 NA NA NA NA Yes Right_Ventricle

42 ENSG00000244255 CFB CFB 629 6 31895475 31919825 protein_coding 2.1e‐08 NA ‐0.355687014 0 0 NA NA NA NA Yes Right_Ventricle

42 ENSG00000204348 DXO DXO 1797 6 31937587 31940069 protein_coding 1.8e‐08 4.98479742091705e‐10 NA 0 2 8.568e‐06 0.000223989 GTEx_v7_Esophagus_Mucosa ‐ No NA

42 ENSG00000204344 STK19 STK19 8859 6 31938868 31950598 protein_coding 9.5e‐06 0.00461708135223375 ‐0.316127665 0 5 2.67914e‐05 0.00778533 GTEx_v7_Adipose_Visceral_Omentum ‐ No NA

42 ENSG00000244731 C4A C4A 720 6 31949801 31970458 protein_coding 4.4e‐07 NA ‐0.318571861 0 1 9.70263e‐05 8.31359e‐29 GTEx_v7_Thyroid + No NA

42 ENSG00000204338 CYP21A1P CYP21A1P 1590 6 31973413 31976228 pseudogene 2.1e‐08 NA NA 0 26 2.46027e‐07 2.67688e‐19
GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Artery_Tibial:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Nerve_Tibial:

GTEx_v7_Testis + No NA

42 ENSG00000250535 STK19P STK19B 373159 6 31981047 31981564 pseudogene 2.1e‐08 NA NA 0 11 1.71452470605591e‐06 2.16317e‐35

GTEx_v6_Adipose_Subcutaneous:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTE

x_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Thyro

id + No NA

42 ENSG00000224389 C4B C4B 721 6 31982539 32003195 protein_coding 1.4e‐08 NA ‐0.318571861 0 13 7.30462e‐06 0.00057051 GTEx_v7_Artery_Aorta:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Stomach ‐ No NA

42 ENSG00000231852 CYP21A2 CYP21A2 1589 6 32006042 32009447 protein_coding 2.1e‐08 0.672306731067129 0.394527384 0 11 2.03422e‐05 7.69872e‐15 GTEx_v7_Nerve_Tibial + No NA

42 ENSG00000252512 RNA5SP206 RNA5SP206 106478999 6 32046285 32046405 rRNA 2.1e‐08 NA NA 0 0 NA NA NA NA Yes GM12878:Right_Ventricle

42 ENSG00000213676 ATF6B ATF6B 1388 6 32065953 32096030 protein_coding 1.8e‐08 1.6770144203098e‐06 0.204046225 0 5 6.6893e‐07 9.46694e‐25 CMC_SVA_cis:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Muscle_Skeletal ‐ No NA

42 ENSG00000204308 RNF5 RNF5 6048 6 32146131 32151930 protein_coding 9.5e‐08 0.00299042376639745 0.006814174 0 10 4.70175e‐06 1.35067e‐26 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v7_Brain_Cerebellum:GTEx_v7_Muscle_Skeletal + No NA

42 ENSG00000204305 AGER AGER 177 6 32148745 32152101 protein_coding 1.4e‐08 1.46448261051773e‐10 ‐0.301868651 0 3 2.47149e‐05 0.000241898 GTEx_v7_Lung ‐ No NA

42 ENSG00000204304 PBX2 PBX2 5089 6 32152512 32157963 protein_coding 2.2e‐08 0.889707316038439 ‐0.473697655 0 14 1.12757e‐11 6.07459603936338e‐06 BIOS_eQTL_geneLevel + No NA

42 ENSG00000213654 GPSM3 GPSM3 63940 6 32158543 32163300 protein_coding 4.4e‐07 0.609591627820476 ‐0.739905355 0 2 5.37253e‐05 0.0309917170360421 BIOS_eQTL_geneLevel + No NA

42 ENSG00000204301 NOTCH4 NOTCH4 4855 6 32162620 32191844 protein_coding 2.1e‐08 1.19532150508521e‐10 0.011318569 0 21 9.58504e‐12 6.72561e‐25

GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQ

TL_geneLevel + No NA

42 ENSG00000204296 C6orf10 C6orf10 10665 6 32256303 32339684 protein_coding 2.1e‐08 1.22806574585252e‐13 1.357988694 4 15 1.54328e‐08 5.37506e‐05 GTEx_v6_Testis:GTEx_v7_Testis + Yes IMR90:GM12878

42 ENSG00000237285 HNRNPA1P2 HNRNPA1P2 100131609 6 32292996 32293955 pseudogene 1.4e‐08 NA NA 0 1 3.48559e‐05 0.000254329 GTEx_v7_Testis + Yes hESC:IMR90:GM12878:Mesendoderm:Right_Ventricle

42 ENSG00000223335 RNU6‐603P RNU6‐603P 106480594 6 32320654 32320760 snRNA 2.1e‐08 NA NA 0 0 NA NA NA NA Yes IMR90:GM12878



42 ENSG00000228962 HCG23 HCG23 414764 6 32358287 32361463 antisense 2.1e‐08 NA NA 2 19 4.31378e‐07 8.97042e‐15 GTEx_v6_Thyroid:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Nerve_Tibial:BIOS_eQTL_geneLevel + Yes IMR90:GM12878

42 ENSG00000204290 BTNL2 BTNL2 56244 6 32361740 32374905 protein_coding 1.4e‐08 2.02725572868094e‐07 NA 7 1 1.71593e‐05 1.01879e‐06 GTEx_v7_Small_Intestine_Terminal_Ileum + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204287 HLA‐DRA HLA‐DRA 3122 6 32407619 32412823 protein_coding 1.4e‐08 0.700164889675938 2.607293214 3 36 4.00071e‐10 5.9676553082294e‐06 BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000196301 HLA‐DRB9 HLA‐DRB9 3132 6 32427598 32441277 pseudogene 2.1e‐08 NA NA 3 35 9.38228e‐07 2.8039e‐33
GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:GTEx_v7_Thyroid:GTEx_v7_Whole_Blood:B

IOS_eQTL_geneLevel + No NA

42 ENSG00000198502 HLA‐DRB5 HLA‐DRB5 3127 6 32485120 32498064 protein_coding 1.4e‐08 0.0032272662883476 NA 4 44 2.58568e‐53 NA BIOS_eQTL_geneLevel + No NA

42 ENSG00000251916 RNU1‐61P RNU1‐61P 106481980 6 32517717 32517867 snRNA 2.2e‐08 NA NA 2 19 2.63278e‐07 0.000190393298155905 BIOS_eQTL_geneLevel + No NA

42 ENSG00000229391 HLA‐DRB6 HLA‐DRB6 3128 6 32520490 32527799 pseudogene 1.4e‐08 NA NA 0 52 8.35685e‐133 8.21784e‐64

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Adrenal_Gland:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Coro

nary:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Caudate_basal_ganglia:GTEx_v6_Brain_Cerebellar_Hemisphere:GTEx_v6_Brain_Cerebellum:GTEx_v

6_Brain_Cortex:GTEx_v6_Brain_Frontal_Cortex_BA9:GTEx_v6_Brain_Hippocampus:GTEx_v6_Brain_Hypothalamus:GTEx_v6_Brain_Nucleus_acc

umbens_basal_ganglia:GTEx_v6_Brain_Putamen_basal_ganglia:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Colon_Sigmoid:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Eso

phagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Liver:GTEx_v6_Lu

ng:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Pancreas:GTEx_v6_Pituitary:GTEx_v6_Prostate:GTEx_v6_Skin_Not_Sun_Exposed_

Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Spleen:GTEx_v6_Stomach:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Whole_Blo

od:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Co

ronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Caudate_basal_ganglia:GTEx_v7_Brain_Cerebell

ar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Frontal_Cortex_BA9:GTEx_v7_Brain_Hippocampus:GTEx_v7

_Brain_Hypothalamus:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Brain_Putamen_basal_ganglia:GTEx_v7_Brain_Spinal_cord_

cervical_c‐

1:GTEx_v7_Brain_Substantia_nigra:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagu

s_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart

_Left_Ventricle:GTEx_v7_Liver:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_

Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Te

stis:GTEx_v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000196126 HLA‐DRB1 HLA‐DRB1 3123 6 32546546 32557625 protein_coding 1.4e‐08 5.62352879494898e‐05 10.15439656 10 52 1.47341e‐90 2.73759e‐32

CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Anterior_cingulate_cortex_BA24:GTEx_

v6_Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Lung

:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v

6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Tibial:GTEx_v7_Brai

n_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_

Hippocampus:GTEx_v7_Colon_Sigmoid:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal

:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Testis:GTEx_v7_Thyroid

:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000196735 HLA‐DQA1 HLA‐DQA1 3117 6 32595956 32614839 protein_coding 1.4e‐08 0.166625329932453 NA 8 52 5.74768e‐25 3.53658e‐55

CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Cortex:GTEx_v6

_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Not_Sun_

Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_

v7_Artery_Tibial:GTEx_v7_Brain_Hippocampus:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_N

erve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Spleen:GTEx_v7_Thyroid:GTEx_v7_

Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:IMR90:Left_Ventricle:GM12878:Mesendoderm:Right_Ventricle

42 ENSG00000179344 HLA‐DQB1 HLA‐DQB1 3119 6 32627244 32636160 protein_coding 1.4e‐08 0.353015151654053 22.53546394 0 57 4.92042e‐65 4.64594e‐105

aveALL:FCTX:MEDU:TCTX:WHMT:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Aorta:GTEx_v6_Arter

y_Tibial:GTEx_v6_Brain_Caudate_basal_ganglia:GTEx_v6_Brain_Putamen_basal_ganglia:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Colon_Tra

nsverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial

_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Not_Sun_Exposed_

Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Stomach:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adip

ose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Putamen_basal_g

anglia:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Muscle_Skelet

al:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:GTEx_v7_Wh

ole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000223534 HLA‐DQB1‐AS1 HLA‐DQB1‐AS1 106480429 6 32627657 32628506 antisense 1.4e‐08 NA NA 0 55 4.92042e‐65 4.69717e‐26

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibi

al:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucos

a:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:

GTEx_v6_Nerve_Tibial:GTEx_v6_Prostate:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Stom

ach:GTEx_v6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Muscle_Skeletal:GTEx_v7_Whole_Blood:BIOS_e

QTL_geneLevel ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000235040 MTCO3P1 MTCO3P1 404026 6 32673901 32674732 pseudogene 1.4e‐08 NA NA 3 0 NA NA NA NA Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000226030 HLA‐DQB3 HLA‐DQB3 3121 6 32698535 32699472 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000237541 HLA‐DQA2 HLA‐DQA2 3118 6 32709119 32714992 protein_coding 1.4e‐08 0.00504406368032515 3.372505394 0 53 3.27167000000001e‐310 7.6989e‐75

aveALL:FCTX:HIPP:MEDU:OCTX:PUTM:SNIG:THAL:WHMT:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Adr

enal_Gland:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Caudate_basal_ganglia:GTEx_v6_Brain_Ce

rebellar_Hemisphere:GTEx_v6_Brain_Frontal_Cortex_BA9:GTEx_v6_Brain_Hypothalamus:GTEx_v6_Brain_Nucleus_accumbens_basal_ganglia:G

TEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Colon_Sigmoid:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Eso

phagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Liver:GTEx_v6_Lu

ng:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Ovary:GTEx_v6_Pancreas:GTEx_v6_Pituitary:GTEx_v6_Prostate:GTEx_v6_Skin_No

t_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Small_Intestine_Terminal_Ileum:GTEx_v6_Spleen:GTEx_v6_Stom

ach:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Uterus:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_O

mentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Amygdala:GTEx_v7

_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Caudate_basal_ganglia:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cereb

ellum:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Frontal_Cortex_BA9:GTEx_v7_Brain_Hippocampus:GTEx_v7_Brain_Hypothalamus:GTEx_v7_Brain

_Nucleus_accumbens_basal_ganglia:GTEx_v7_Brain_Putamen_basal_ganglia:GTEx_v7_Brain_Spinal_cord_cervical_c‐

1:GTEx_v7_Brain_Substantia_nigra:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Eso

phagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Liver:GTEx_v7_Lu

ng:GTEx_v7_Minor_Salivary_Gland:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Ovary:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTE

x_v7_Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:

GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:BIOS_eQTL_ge

neLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000263649 MIR3135B MIR3135B 100616218 6 32717689 32717756 miRNA 2.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000232629 HLA‐DQB2 HLA‐DQB2 3120 6 32723875 32731311 protein_coding 1.4e‐08 0.00935592869459469 2.056435658 0 51 3.14262e‐161 6.23074e‐74

GTEx_v6_Artery_Tibial:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Testis:GTEx_v6_Whole_Bloo

d:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Br

ain_Caudate_basal_ganglia:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Frontal_Cortex_BA9:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_

Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Pancreas:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Who

le_Blood:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Lung:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000241106 HLA‐DOB HLA‐DOB 3112 6 32780540 32784825 protein_coding 1.4e‐08 9.08751665004379e‐05 1.309429378 0 25 1.42401e‐10 2.2141e‐43

GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Adipose_Subcutane

ous:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transvers

e:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Ovar

y:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel + Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Lung:Psoas:Adrenal:Liver:Aorta:IMR90:Left_Ve

ntricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

42 ENSG00000250264 TAP2 TAP2 6891 6 32781544 32806599 protein_coding 2.1e‐08 NA 1.687231754 0 15 5.33035e‐13 6.71516508114158e‐05 BIOS_eQTL_geneLevel + Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204267 TAP2 TAP2 6891 6 32789610 32806557 protein_coding 1.4e‐08 0.00171341819174486 1.687231754 0 35 5.33035e‐13 1.29028e‐17 CMC_SVA_cis:GTEx_v7_Adipose_Subcutaneous:BIOS_eQTL_geneLevel ‐ Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204264 PSMB8 PSMB8 5696 6 32808494 32812480 protein_coding 2.1e‐08 0.0120031719912635 ‐0.438662555 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204261 TAPSAR1 PSMB8‐AS1 100507463 6 32811863 32814272 lincRNA 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000240065 PSMB9 PSMB9 5698 6 32811913 32827362 protein_coding 2.1e‐08 0.225647028212841 0.23556357 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000168394 TAP1 TAP1 6890 6 32812986 32821755 protein_coding 2.1e‐08 0.286650163167608 0.342218619 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000234515 PPP1R2P1 PPP1R2P1 100507444 6 32846948 32847625 pseudogene 2.1e‐08 NA NA 0 1 1.23517e‐08 2.34205749751156e‐05 BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell

42 ENSG00000235301 HLA‐Z HLA‐Z 267017 6 32864193 32864267 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

42 ENSG00000242574 HLA‐DMB HLA‐DMB 3109 6 32902406 32908847 protein_coding 1.8e‐08 0.00490510636506002 0.554261301 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204257 HLA‐DMA HLA‐DMA 3108 6 32916390 32936871 protein_coding 1.4e‐08 0.687977633420569 0.302076019 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204256 BRD2 BRD2 6046 6 32936437 32949282 protein_coding 1.4e‐08 0.999530880243209 1.252742505 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000223837 BRD2‐IT1 BRD2‐IT1 106478972 6 32938009 32938663 sense_intronic 1.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000204252 HLA‐DOA HLA‐DOA 3111 6 32971955 32977389 protein_coding 2.1e‐08 1.88487379125175e‐05 3.610700401 0 0 NA NA NA NA Yes Right_Ventricle

42 ENSG00000231389 HLA‐DPA1 HLA‐DPA1 3113 6 33032346 33048552 protein_coding 2.1e‐08 0.000185717032888532 6.047824288 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:GM12878:Right_Ventricle

42 ENSG00000223865 HLA‐DPB1 HLA‐DPB1 3115 6 33043703 33054978 protein_coding 2.1e‐08 7.18465788950328e‐09 7.10367917 0 1 0.00132790431273495 0.021958745198801 CRBL:MEDU NA Yes Mesenchymal_Stem_Cell:Liver:GM12878:Right_Ventricle

42 ENSG00000224796 RPL32P1 RPL32P1 6163 6 33047228 33047637 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:GM12878:Right_Ventricle

42 ENSG00000231461 HLA‐DPA2 HLA‐DPA2 646702 6 33059530 33065072 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:GM12878:Right_Ventricle

42 ENSG00000228688 COL11A2P1 COL11A2P1 394214 6 33071571 33075107 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:GM12878:Right_Ventricle

42 ENSG00000224557 HLA‐DPB2 HLA‐DPB2 3116 6 33080228 33102442 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000237398 HLA‐DPA3 HLA‐DPA3 267013 6 33098993 33111102 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000230313 HCG24 HCG24 414768 6 33112560 33115544 antisense 2.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

42 ENSG00000231925 TAPBP TAPBP 6892 6 33267471 33282164 protein_coding 2.1e‐08 0.000393581688587975 0.574655219 0 13 NA 0.009 CMC_SVA_cis + No NA

19 ENSG00000172461 FUT9 FUT9 10690 6 96463860 96663488 protein_coding 3.7e‐09 0.0813711620521245 5.37195294 0 0 NA NA NA NA Yes Left_Ventricle

19 ENSG00000271860 RP11‐436D23.1 LOC101927314 101927314 6 98264585 98847748 lincRNA 1.4e‐11 NA NA 176 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

19 ENSG00000238367 MIR2113 MIR2113 100302164 6 98472407 98472497 miRNA 1.4e‐11 NA NA 2 0 NA NA NA NA Yes hESC:Left_Ventricle:Mesendoderm

19 ENSG00000184486 POU3F2 POU3F2 5454 6 99282580 99286660 protein_coding 1.4e‐11 NA ‐0.738809759 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

19 ENSG00000265226 MIR548AI MIR548AI 100616347 6 99572485 99572572 miRNA 1.4e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

19 ENSG00000232699 BDH2P1 BDH2P1 389416 6 99622620 99623357 pseudogene 1.4e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

19 ENSG00000146267 FAXC FAXC 84553 6 99719045 99797938 protein_coding 1.4e‐11 0.872413322160328 2.483492824 0 0 NA NA NA NA Yes Mesendoderm

16 ENSG00000214544 GTF2IRD2P1 GTF2IRD2P1 401375 7 72656902 72694143 pseudogene 5.3e‐08 NA NA 0 3 1.37833e‐05 0.0400851 GTEx_v7_Prostate ‐ No NA

16 ENSG00000189143 CLDN4 CLDN4 1364 7 73213872 73247014 protein_coding 2.9e‐12 0.00013715830896755 ‐0.126563496 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

16 ENSG00000165171 WBSCR27 WBSCR27 155368 7 73248920 73256865 protein_coding 2.9e‐12 0.0679116625114122 NA 0 36 3.2911e‐08 3.21369e‐79 GTEx_v6_Thyroid:GTEx_v7_Artery_Aorta:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Esophagus_Mucosa:BIOS_eQTL_geneLevel + Yes IMR90

16 ENSG00000175877 WBSCR28 WBSCR28 135886 7 73275489 73280223 protein_coding 2.9e‐12 1.58800503099146e‐06 0.424364093 0 0 NA NA NA NA Yes IMR90

16 ENSG00000049540 ELN ELN 2006 7 73442119 73484237 protein_coding 2.9e‐12 1.51996287413625e‐05 ‐0.802877779 44 0 NA NA NA NA Yes Spleen:IMR90

16 ENSG00000106683 LIMK1 LIMK1 3984 7 73497263 73536855 protein_coding 2.9e‐12 0.990896287164463 ‐0.781218183 8 13 7.7281e‐11 0.000311092040334692 GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:BIOS_eQTL_geneLevel ‐ Yes IMR90

16 ENSG00000106682 EIF4H EIF4H 7458 7 73588575 73611431 protein_coding 2.9e‐12 0.922544880243499 ‐1.500430355 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

16 ENSG00000207741 MIR590 MIR590 693175 7 73605528 73605624 miRNA 4.9e‐08 NA NA 0 0 NA NA NA NA Yes IMR90

16 ENSG00000086730 LAT2 LAT2 7462 7 73613982 73644161 protein_coding 4.9e‐08 0.000691063098880473 ‐0.479096813 0 0 NA NA NA NA Yes IMR90

16 ENSG00000077809 GTF2I GTF2I 2969 7 74071994 74175026 protein_coding 1.7e‐10 0.999348689931056 NA 0 30 8.77838384085513e‐06 0.00549406121388107 OCTX NA No NA

28 ENSG00000208014 MIR653 MIR653 724023 7 93112072 93112167 miRNA 1.9e‐10 NA NA 0 0 NA NA NA NA Yes IMR90

28 ENSG00000207656 MIR489 MIR489 574442 7 93113248 93113331 miRNA 1.9e‐10 NA NA 0 0 NA NA NA NA Yes IMR90

28 ENSG00000265423 MIR4652 MIR4652 100616206 7 93346240 93346317 miRNA 1e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

28 ENSG00000105825 TFPI2 TFPI2 7980 7 93514709 93520303 protein_coding 1e‐10 0.237365841602754 0.765584643 0 0 NA NA NA NA Yes Left_Ventricle

28 ENSG00000234695 AC002076.10 LOC105375401 105375401 7 93520225 93522913 antisense 1e‐10 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

28 ENSG00000105829 BET1 BET1 10282 7 93592074 93633694 protein_coding 1e‐10 0.00201119979865631 ‐0.882183043 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

28 ENSG00000158560 DYNC1I1 DYNC1I1 1780 7 95401866 95739634 protein_coding 1e‐10 0.0116377037964894 0.222836809 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

28 ENSG00000208025 MIR591 MIR591 693176 7 95848974 95849068 miRNA 1e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

28 ENSG00000197851 C7orf76 C7orf76 401388 7 96110938 96132835 protein_coding 1e‐10 NA 0.64260271 24 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

28 ENSG00000127922 SHFM1 SHFM1 7979 7 96110938 96339203 protein_coding 1e‐10 0.418592332178749 ‐0.181498149 29 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

28 ENSG00000227284 MARK2P10 MARK2P10 402679 7 96487494 96488930 pseudogene 1e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

28 ENSG00000244318 RN7SL252P RN7SL252P 106481832 7 96569382 96569676 misc_RNA 1e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

28 ENSG00000231764 DLX6‐AS1 DLX6‐AS1 285987 7 96584453 96643377 antisense 1e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

28 ENSG00000006377 DLX6 DLX6 1750 7 96634860 96640351 protein_coding 1e‐10 0.842830433475103 ‐0.587645777 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

28 ENSG00000271956 DLX6‐AS2 DLX6‐AS2 100873931 7 96635695 96637022 antisense 1e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm



28 ENSG00000105880 DLX5 DLX5 1749 7 96649704 96654409 protein_coding 1e‐10 0.675979516490967 ‐0.062332056 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

28 ENSG00000196636 ACN9 SDHAF3 57001 7 96745902 96811075 protein_coding 1e‐10 0.014583040343596 ‐0.532743405 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

28 ENSG00000224551 HMGB3P21 HMGB3P21 100873901 7 96764327 96764873 pseudogene 1e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

28 ENSG00000199475 RN7SKP104 RN7SKP104 106480865 7 97228245 97228572 misc_RNA 1e‐10 NA NA 0 0 NA NA NA NA Yes Mesendoderm

28 ENSG00000006128 TAC1 TAC1 6863 7 97361220 97369784 protein_coding 1e‐10 0.877314614642078 ‐0.108548381 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

28 ENSG00000070669 ASNS ASNS 440 7 97481430 97501854 protein_coding 1e‐10 0.00166592807757199 0.327609865 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

9 ENSG00000166667 SPDYE6 SPDYE6 729597 7 101986192 101996889 pseudogene 1.7e‐09 NA NA 0 119 5.20647e‐06 1.35951e‐08
CMC_SVA_cis:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Colon_Transverse:GTEx_v7_S

kin_Not_Sun_Exposed_Suprapubic ‐ No NA

9 ENSG00000161036 LRWD1 LRWD1 222229 7 102105376 102113615 protein_coding 2.1e‐10 2.01862470800891e‐07 NA 0 134 5.61082e‐08 6.05516e‐23
GTEx_v6_Esophagus_Muscularis:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Artery_Tibial:GTEx_v7_Esophagu

s_Muscularis:GTEx_v7_Testis:GTEx_v7_Thyroid + No NA

9 ENSG00000005075 POLR2J POLR2J 5439 7 102113565 102119354 protein_coding 1.9e‐14 0.444173138750063 NA 0 217 5.2684e‐09 2.36148e‐16 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v7_Artery_Tibial:GTEx_v7_Testis + No NA

9 ENSG00000170667 RASA4B RASA4B 100271927 7 102122892 102158228 protein_coding 1.9e‐14 0.57564632650937 NA 0 60 6.61876e‐27 3.77313e‐09 CMC_SVA_cis:GTEx_v7_Muscle_Skeletal:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + No NA

9 ENSG00000168255 POLR2J3 POLR2J3 548644 7 102178365 102213103 protein_coding 1.9e‐14 NA ‐0.590121818 0 37 6.61876e‐27 1.87901e‐06

CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Artery_Tibial:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transformed_fibrobl

asts:GTEx_v6_Colon_Transverse:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Pancreas:GTEx_v6_Skin_Sun_Expose

d_Lower_leg:GTEx_v6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Lung:GTEx_v7_Whole_Blood:BIOS_eQTL_ge

neLevel ‐ No NA

9 ENSG00000205238 SPDYE2 SPDYE2 441273 7 102191679 102202755 protein_coding 1.9e‐14 NA ‐0.523921368 0 79 3.95911e‐11 4.44868e‐06 GTEx_v6_Muscle_Skeletal:GTEx_v7_Muscle_Skeletal:BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000105808 RASA4 RASA4 10156 7 102220093 102257204 protein_coding 1.9e‐14 0.661336761566351 ‐2.534935851 0 150 1.95591e‐32 2.71418e‐05
GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Heart_Left_Ventricle:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_

Esophagus_Mucosa:BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000267368 UPK3BL UPK3BL 100134938 7 102277472 102283238 protein_coding 1.9e‐14 NA ‐0.643356514 0 55 1.95591e‐32 2.65894e‐23

GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Amygdal

a:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells

_Transformed_fibroblasts:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Muscularis:GTEx_

v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Prostate:

GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000228049 POLR2J2 POLR2J2 246721 7 102277474 102312076 protein_coding 1.9e‐14 0.0923409063648301 NA 0 67 1.18366e‐26 1.82881e‐41

GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_N

ucleus_accumbens_basal_ganglia:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTE

x_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Stomach:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000267645 POLR2J2 POLR2J2 246721 7 102277496 102312088 protein_coding 1.9e‐14 NA NA 0 38 1.18366e‐26 6.20462865297512e‐06 BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000173678 SPDYE2B SPDYE2B 100310812 7 102290772 102301847 protein_coding 1.9e‐14 NA ‐0.516813437 0 138 1.81769e‐12 5.99304806424548e‐06 BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000233297 RASA4DP RASA4DP 100133005 7 102322283 102330916 pseudogene 2e‐14 NA NA 0 41 6.31259e‐07 0.0002244938 GTEx_v6_Muscle_Skeletal:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Thyroid:BIOS_eQTL_geneLevel ‐ No NA

9 ENSG00000222011 FAM185A FAM185A 222234 7 102389418 102449672 protein_coding 2e‐14 NA ‐0.219006264 61 1 2.82707e‐06 0.00213371266002845 BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell:IMR90

9 ENSG00000161040 FBXL13 FBXL13 222235 7 102453308 102715286 protein_coding 7.7e‐15 1.66151922936947e‐11 ‐0.421439864 177 209 9.03425e‐10 1.97715e‐13 CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Stomach:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000252643 RNU6‐1136P RNU6‐1136P 106480066 7 102475052 102475155 snRNA 7.7e‐15 NA NA 22 0 NA NA NA NA Yes
hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

9 ENSG00000238324 RN7SKP198 RN7SKP198 106479183 7 102497897 102498202 misc_RNA 7.7e‐15 NA NA 56 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000128606 LRRC17 LRRC17 10234 7 102553438 102585396 protein_coding 7.7e‐15 6.63875292520614e‐08 ‐0.079359511 31 64 1.10088e‐07 1.38345e‐12 GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Stomach:BIOS_eQTL_geneLevel + Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000230257 NFE4 NFE4 58160 7 102613969 102629303 antisense 7.7e‐15 NA NA 14 62 8.84963e‐18 2.32896652110626e‐05 BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Mesendoderm

9 ENSG00000170632 ARMC10 ARMC10 83787 7 102715328 102740205 protein_coding 7.7e‐15 0.0312022174247536 0.849246632 3 33 4.24823555644171e‐08 6.24299e‐10 CMC_SVA_cis:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneous ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000233025 CRYZP1 CRYZP1 1430 7 102729111 102730057 pseudogene 7.7e‐15 NA NA 1 0 NA NA NA NA Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000161048 NAPEPLD NAPEPLD 222236 7 102740223 102790007 protein_coding 7.7e‐15 0.0627214993961428 ‐0.495890694 9 4 4.26324486885395e‐06 1.3765e‐13 GTEx_v6_Thyroid:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Thyroid ‐ Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000224415 RPL19P12 RPL19P12 100129424 7 102781796 102782386 pseudogene 7.7e‐15 NA NA 4 9 2.29830848746e‐10 0.0138947815777 xQTLServer_eQTLs NA Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

9 ENSG00000170629 DPY19L2P2 DPY19L2P2 349152 7 102815580 102920857 pseudogene 2.1e‐10 NA NA 4 6 1.85223e‐09 5.16549e‐12 GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Nerve_Tibial:GTEx_v7_Thyroid ‐ Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

9 ENSG00000237632 S100A11P1 S100A11P1 729659 7 102902447 102902758 pseudogene 3.8e‐08 NA NA 1 0 NA NA NA NA No NA

9 ENSG00000105819 PMPCB PMPCB 9512 7 102937869 102969958 protein_coding 4.5e‐08 5.37977878966889e‐06 ‐0.013645395 2 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

9 ENSG00000105821 DNAJC2 DNAJC2 27000 7 102952921 102985320 protein_coding 2.1e‐10 0.984694417551266 ‐0.356423582 1 53 2.27513e‐14 1.33343e‐12 GTEx_v6_Testis:GTEx_v7_Muscle_Skeletal:GTEx_v7_Testis:BIOS_eQTL_geneLevel + Yes hESC:Liver:IMR90:Mesendoderm

9 ENSG00000161057 PSMC2 PSMC2 5701 7 102984701 103009842 protein_coding 3.8e‐08 0.999210832748991 ‐0.153370661 0 3 4.44681e‐07 7.13194e‐06 GTEx_v6_Testis:GTEx_v7_Testis + Yes hESC:Liver:IMR90:Mesendoderm

9 ENSG00000197258 EIF4BP6 EIF4BP6 645579 7 104308196 104310023 pseudogene 7.7e‐15 NA NA 0 0 NA NA NA NA Yes hESC:Liver

9 ENSG00000226869 LHFPL3‐AS1 LHFPL3‐AS1 645591 7 104379044 104444554 processed_transcript 6.9e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90:Mesendoderm

9 ENSG00000243352 RN7SL8P RN7SL8P 6034 7 104552364 104552644 misc_RNA 4.9e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

9 ENSG00000228393 LINC01004 LINC01004 100216546 7 104590762 104653491 antisense 6.9e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

9 ENSG00000251911 SNORD112 SNORD112 692215 7 104611734 104611805 snoRNA 7.7e‐15 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell

9 ENSG00000239569 KMT2E‐AS1 KMT2E‐AS1 100216545 7 104653872 104654768 antisense 6.9e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

9 ENSG00000005483 KMT2E KMT2E 55904 7 104654626 104754808 protein_coding 6.9e‐12 0.999999994702687 ‐0.608755693 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

51 ENSG00000238399 MIR2053 MIR2053 100302225 8 113655722 113655812 miRNA 2.5e‐07 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

51 ENSG00000104447 TRPS1 TRPS1 7227 8 116420724 116821899 protein_coding 4.9e‐08 0.990109017620343 ‐0.347407506 169 161 4.92227e‐16 0.009 CMC_SVA_cis:BIOS_eQTL_geneLevel + No NA

51 ENSG00000249917 LINC00536 LINC00536 100859921 8 116962736 117337297 lincRNA 4.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

51 ENSG00000199450 RNA5SP276 RNA5SP276 100873529 8 117034911 117035004 rRNA 4.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

51 ENSG00000147677 EIF3H EIF3H 8667 8 117654369 117779164 protein_coding 4.9e‐08 0.465051249825806 1.14862982 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

51 ENSG00000147679 UTP23 UTP23 84294 8 117778742 117861702 protein_coding 4.9e‐08 0.033108947324346 ‐0.373647173 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

51 ENSG00000164754 RAD21 RAD21 5885 8 117858174 117887105 protein_coding 4.9e‐08 0.999544949425601 ‐0.354117972 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

51 ENSG00000253327 RAD21‐AS1 RAD21‐AS1 644660 8 117886663 117889107 antisense 4.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

51 ENSG00000264875 MIR3610 MIR3610 100500914 8 117886967 117887039 miRNA 4.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

51 ENSG00000205002 AARD AARD 441376 8 117950438 117956726 protein_coding 5.7e‐12 0.328326488367201 ‐0.355449514 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

51 ENSG00000164756 SLC30A8 SLC30A8 169026 8 117962512 118188953 protein_coding 5.7e‐12 1.79754250091306e‐09 0.25841764 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

51 ENSG00000244033 RN7SL228P RN7SL228P 106480983 8 118030185 118030485 misc_RNA 1.3e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

51 ENSG00000240151 RN7SL826P RN7SL826P 106479523 8 118176207 118176492 misc_RNA 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

51 ENSG00000252852 SNORA31 SNORA31 677814 8 118325767 118325900 snoRNA 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

14 ENSG00000164758 MED30 MED30 90390 8 118532952 118552501 protein_coding 4.4e‐13 0.606541510277703 0.245003676 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

14 ENSG00000239917 RPS10P16 RPS10P16 100271050 8 118535510 118536300 pseudogene 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

14 ENSG00000182197 EXT1 EXT1 2131 8 118806729 119124092 protein_coding 4.4e‐13 0.999320485111258 0.987829441 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

14 ENSG00000177570 SAMD12 SAMD12 401474 8 119201698 119634234 protein_coding 4.4e‐13 0.00131724341047217 ‐0.015787042 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000242206 RPS26P35 RPS26P35 441377 8 119774095 119774440 pseudogene 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

14 ENSG00000164761 TNFRSF11B TNFRSF11B 4982 8 119935796 119964439 protein_coding 8.8e‐13 0.272229439885372 ‐0.352503194 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

14 ENSG00000207334 RNU6‐12P RNU6‐12P 106481973 8 119988752 119988858 snRNA 8.8e‐13 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

14 ENSG00000184374 COLEC10 COLEC10 10584 8 120007691 120118821 protein_coding 4.4e‐13 0.09853673511482 0.263250796 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000254278 RP11‐278I4.2 LOC101927513 101927513 8 120075181 120081021 antisense 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

14 ENSG00000147676 MAL2 MAL2 114569 8 120177273 120257913 protein_coding 4.4e‐13 0.458862107533214 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000206776 SNORA32 SNORA32 692063 8 120400588 120400709 snoRNA 5.7e‐12 NA NA 12 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Mesendoderm

14 ENSG00000136999 NOV NOV 4856 8 120428546 120436593 protein_coding 8.8e‐13 0.113896789353618 1.957115733 93 153 7.4877e‐20 9.39244e‐15

CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Colon_Sigmoid:

GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Lung:GTEx_v6_Nerve_Tibial:GTEx_v6_Ski

n_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Testis:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_

Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_C

olon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Hea

rt_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:GTEx_v7_Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Ex

posed_Lower_leg:GTEx_v7_Testis:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Mesendoderm

14 ENSG00000136960 ENPP2 ENPP2 5168 8 120569326 120685693 protein_coding 4.4e‐13 0.00682819825531218 0.004300869 13 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Mesendoderm

14 ENSG00000201896 RN7SKP153 RN7SKP153 106481813 8 120724070 120724385 misc_RNA 4.4e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

14 ENSG00000064313 TAF2 TAF2 6873 8 120743015 120845103 protein_coding 3.7e‐12 0.566087060043687 ‐0.910048385 0 72 NA 0.049 CMC_SVA_cis ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000136982 DSCC1 DSCC1 79075 8 120846216 120868250 protein_coding 4.9e‐12 0.0227186261604573 ‐0.460195208 0 2 5.31749e‐05 2.10677e‐20 GTEx_v7_Lung ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000244642 RN7SL396P RN7SL396P 106479368 8 120874902 120875181 misc_RNA 1.3e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

14 ENSG00000187955 COL14A1 COL14A1 7373 8 121072019 121384275 protein_coding 1.3e‐11 0.00136791753453828 ‐0.229298906 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

33 ENSG00000172172 MRPL13 MRPL13 28998 8 121393000 121457642 protein_coding 1.1e‐09 7.01924287122997e‐07 ‐0.409343148 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

33 ENSG00000172167 MTBP MTBP 27085 8 121457640 121554373 protein_coding 1.1e‐09 1.71020418457244e‐07 ‐0.472317658 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

33 ENSG00000172164 SNTB1 SNTB1 6641 8 121547985 121825513 protein_coding 1.3e‐11 0.618933425335325 0.396242287 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

33 ENSG00000239872 RPL35AP19 RPL35AP19 100271322 8 122392377 122392705 pseudogene 1.1e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

33 ENSG00000170961 HAS2 HAS2 3037 8 122624356 122653630 protein_coding 1.1e‐09 0.994245615539079 2.273752241 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

33 ENSG00000248690 HAS2‐AS1 HAS2‐AS1 594842 8 122651533 122656933 antisense 1.1e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

33 ENSG00000253814 MRPS36P3 MRPS36P3 347704 8 123103719 123103848 pseudogene 1.1e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

33 ENSG00000253819 LINC01151 LINC01151 104266958 8 123682624 123706345 lincRNA 0.00012 NA NA 0 0 NA NA NA NA Yes IMR90

33 ENSG00000178764 ZHX2 ZHX2 22882 8 123793633 123986750 protein_coding 1.1e‐09 0.408482948991885 0.03035561 0 0 NA NA NA NA Yes IMR90

34 ENSG00000202217 RN7SKP47 RN7SKP47 106481974 9 77414811 77415138 misc_RNA 1.2e‐09 NA NA 0 0 NA NA NA NA Yes hESC:IMR90

34 ENSG00000106733 NMRK1 NMRK1 54981 9 77675489 77703133 protein_coding 1.2e‐09 0.00106636786756072 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

34 ENSG00000134996 OSTF1 OSTF1 26578 9 77703459 77762181 protein_coding 1.2e‐09 0.666040393255519 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

34 ENSG00000212316 RNU6‐1228P RNU6‐1228P 106480103 9 77812987 77813093 snRNA 1.2e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

34 ENSG00000099139 PCSK5 PCSK5 5125 9 78505560 78977255 protein_coding 1.2e‐09 0.000207778974917015 1.175306731 70 63 3.03543e‐14 6.11321677466683e‐06 GTEx_v7_Muscle_Skeletal:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

34 ENSG00000231137 RBM22P5 RBM22P5 100133206 9 78901410 78902997 pseudogene 1.2e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

34 ENSG00000204612 FOXB2 FOXB2 442425 9 79634571 79635869 protein_coding 1.2e‐09 2.39247928093334e‐06 ‐0.255425962 0 0 NA NA NA NA Yes IMR90

8 ENSG00000125485 DDX31 DDX31 64794 9 135468384 135545788 protein_coding 4.5e‐15 2.75575676923568e‐06 ‐0.899017337 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

8 ENSG00000125484 GTF3C4 GTF3C4 9329 9 135545422 135570342 protein_coding 4.5e‐15 0.0149762555569875 0.796705006 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

8 ENSG00000160271 RALGDS RALGDS 5900 9 135973107 136039301 protein_coding 4.5e‐15 0.296706347503849 ‐0.211408361 0 31 2.73863e‐07 0.000201065101619389 BIOS_eQTL_geneLevel + No NA

8 ENSG00000148288 GBGT1 GBGT1 26301 9 136028340 136039332 protein_coding 4.5e‐15 0.000100077199027406 0.668450581 0 31 2.73863e‐07 0.000201065101619389 BIOS_eQTL_geneLevel + No NA

8 ENSG00000171102 OBP2B OBP2B 29989 9 136080664 136084630 protein_coding 4.5e‐15 0.182972936041483 ‐0.121398936 0 37 1.05137e‐07 2.54479e‐28 GTEx_v7_Skin_Sun_Exposed_Lower_leg + Yes IMR90

8 ENSG00000119440 LCN1P1 LCN1P1 286310 9 136100292 136103993 pseudogene 4.5e‐15 NA NA 0 0 NA NA NA NA Yes IMR90

8 ENSG00000175164 ABO ABO 28 9 136125788 136150617 processed_transcript 4.5e‐15 NA NA 63 56 6.04673e‐142 4.17138e‐53

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Adrenal_Gland:GTEx_v6_Colon_Transverse:GTEx_v6_Esophag

us_Mucosa:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Ovary:GTEx_v6_Pancr

eas:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Vagina:G

TEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:

GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTE

x_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:

GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Liver:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Ovary:GTEx_v7_Pancre

as:GTEx_v7_Pituitary:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal

_Ileum:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:BIOS_e

QTL_geneLevel ‐ No NA

8 ENSG00000148296 SURF6 SURF6 6838 9 136197552 136203235 protein_coding 4.5e‐15 8.12446562293265e‐05 ‐0.437227567 0 31 1.07716e‐14 5.98265031408914e‐06 BIOS_eQTL_geneLevel + No NA

8 ENSG00000148297 MED22 MED22 6837 9 136205160 136214986 protein_coding 4.5e‐15 0.00632213991393259 ‐0.130266294 0 35 6.85496e‐10 5.98300825655139e‐06 BIOS_eQTL_geneLevel + No NA

8 ENSG00000148290 SURF1 SURF1 6834 9 136218610 136223552 protein_coding 4e‐09 1.02063910629184e‐13 NA 0 13 7.12128e‐12 4.81327e‐35

CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx

_v7_Artery_Tibial:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esopha

gus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Ti

bial:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel + No NA

8 ENSG00000160323 ADAMTS13 ADAMTS13 11093 9 136279478 136324508 protein_coding 4.5e‐15 7.88296728194754e‐11 ‐0.276084391 0 31 1.26658e‐05 0.00850879723103548 BIOS_eQTL_geneLevel ‐ No NA

8 ENSG00000160325 CACFD1 CACFD1 11094 9 136325089 136335970 protein_coding 4.5e‐15 0.00574676872876184 NA 0 10 1.51097e‐14 0.0139549055453991 BIOS_eQTL_geneLevel + Yes Mesenchymal_Stem_Cell:IMR90

8 ENSG00000160326 SLC2A6 SLC2A6 11182 9 136336217 136344259 protein_coding 4.5e‐15 0.000366664150450035 ‐0.033260488 0 10 NA 0.049 CMC_NoSVA_cis ‐ Yes Mesenchymal_Stem_Cell:IMR90

8 ENSG00000187616 TMEM8C TMEM8C 389827 9 136379708 136393734 protein_coding 4.5e‐15 0.00216915928417017 0.106132843 0 0 NA NA NA NA Yes IMR90

8 ENSG00000197859 ADAMTSL2 ADAMTSL2 9719 9 136397286 136440641 protein_coding 4.5e‐15 0.0710586670580913 NA 0 0 NA NA NA NA Yes IMR90

8 ENSG00000196990 FAM163B FAM163B 642968 9 136444079 136451319 protein_coding 4.5e‐15 0.428150995206124 ‐0.470114741 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

31 ENSG00000252537 SNORA31 SNORA31 677814 10 16047807 16047922 snoRNA 2.7e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

31 ENSG00000237913 FTLP19 FTLP19 100873960 10 16113415 16113808 pseudogene 2.7e‐10 NA NA 0 0 NA NA NA NA Yes Mesendoderm

31 ENSG00000165985 C1QL3 C1QL3 389941 10 16555742 16564004 protein_coding 3e‐09 0.718803251749119 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

31 ENSG00000148484 RSU1 RSU1 6251 10 16632610 16859527 protein_coding 2.7e‐10 0.0477656793520055 1.436546813 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

31 ENSG00000107611 CUBN CUBN 8029 10 16865963 17171830 protein_coding 2.7e‐10 3.03432572949695e‐28 ‐0.411312068 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

31 ENSG00000148488 ST8SIA6 ST8SIA6 338596 10 17360382 17496329 protein_coding 2.7e‐10 2.70748990652578e‐08 0.520921374 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm



31 ENSG00000204832 ST8SIA6‐AS1 ST8SIA6‐AS1 100128098 10 17428935 17455502 antisense 2.7e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

31 ENSG00000236582 PRPF38AP2 PRPF38AP2 100131947 10 17619361 17620211 pseudogene 2.7e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

31 ENSG00000165996 PTPLA HACD1 9200 10 17631958 17659376 protein_coding 2.7e‐10 0.278082271575576 NA 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

31 ENSG00000260589 RP11‐390B4.5 STAM‐AS1 102723166 10 17683283 17685877 antisense 2.7e‐10 NA NA 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

31 ENSG00000136738 STAM STAM 8027 10 17686124 17757913 protein_coding 2.7e‐10 0.902578080850864 0.025607504 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

31 ENSG00000148482 SLC39A12 SLC39A12 221074 10 18240768 18332221 protein_coding 2.7e‐10 0.000292985871332697 0.126473059 0 0 NA NA NA NA Yes hESC:IMR90:Mesendoderm

31 ENSG00000226083 SLC39A12‐AS1 SLC39A12‐AS1 100129213 10 18290715 18299491 antisense 2.7e‐10 NA NA 0 28 1.56964e‐15 1.81105e‐15
GTEx_v7_Brain_Amygdala:GTEx_v7_Brain_Caudate_basal_ganglia:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7

_Brain_Cortex:GTEx_v7_Brain_Hypothalamus:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Brain_Putamen_basal_ganglia ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

31 ENSG00000165995 CACNB2 CACNB2 783 10 18429606 18830798 protein_coding 2.7e‐10 0.00182033784193924 ‐0.04239392 22 0 NA NA NA NA Yes IMR90

31 ENSG00000228753 EIF4BP2 EIF4BP2 100129337 10 21317928 21319721 pseudogene 3e‐09 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

3 ENSG00000264574 MIR1254‐2 MIR1254‐2 100616217 10 23682334 23682396 miRNA 4.1e‐10 NA NA 0 0 NA NA NA NA Yes IMR90

3 ENSG00000165312 OTUD1 OTUD1 220213 10 23728198 23731308 protein_coding 3.2e‐11 NA ‐0.182613088 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

3 ENSG00000120549 KIAA1217 KIAA1217 56243 10 23983675 24836772 protein_coding 8.1e‐13 0.0141678943279396 ‐0.484247167 0 0 NA NA NA NA Yes IMR90

3 ENSG00000207930 MIR603 MIR603 693188 10 24564614 24564710 miRNA 8.1e‐13 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

3 ENSG00000107863 ARHGAP21 ARHGAP21 57584 10 24872538 25012597 protein_coding 8.1e‐13 0.999946673207153 ‐0.425680786 0 0 NA NA NA NA Yes Mesendoderm

3 ENSG00000099256 PRTFDC1 PRTFDC1 56952 10 25137536 25241533 protein_coding 6.9e‐11 5.27828246084182e‐09 0.736466459 0 4 2.51592e‐05 0.0480661 GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic + Yes Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000151023 ENKUR ENKUR 219670 10 25270908 25305089 protein_coding 8.1e‐13 9.60808494268811e‐06 0.547365804 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000185875 THNSL1 THNSL1 79896 10 25305587 25315593 protein_coding 8.1e‐13 5.61830090821939e‐12 1.599225866 0 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000231422 RP11‐80K21.3 LINC01516 101929025 10 25401987 25450165 lincRNA 1.7e‐22 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000233642 GPR158‐AS1 GPR158‐AS1 100128811 10 25447001 25465205 antisense 6.1e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

3 ENSG00000151025 GPR158 GPR158 57512 10 25463991 25891155 protein_coding 1.7e‐22 0.678504824963118 ‐1.808169211 311 141 8.58539e‐10 1.5105e‐05 GTEx_v6_Esophagus_Muscularis:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Muscularis ‐ Yes hESC:Mesendoderm

3 ENSG00000222543 RN7SKP220 RN7SKP220 106480901 10 25682486 25682773 misc_RNA 2e‐21 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000227465 GPN3P1 GPN3P1 100302689 10 25936499 25937033 pseudogene 1.7e‐22 NA NA 2 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000271563 HIRAP1 HIRAP1 100422545 10 25980466 25981252 pseudogene 1.7e‐22 NA NA 1 0 NA NA NA NA Yes hESC:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000136750 GAD2 GAD2 2572 10 26505236 26593487 protein_coding 2e‐21 0.898626707693029 ‐0.165224851 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

3 ENSG00000199733 RNA5SP307 RNA5SP307 100873581 10 26798518 26798633 rRNA 8.1e‐13 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

3 ENSG00000233261 LINC00264 LINC00264 645528 10 26878794 26883253 lincRNA 8.1e‐13 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Aorta:IMR90:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000155640 C10orf12 C10orf12 26148 10 98741041 98745582 protein_coding 1.7e‐13 0.979876887411768 ‐0.224876165 0 0 NA NA NA NA Yes IMR90

13 ENSG00000119986 AVPI1 AVPI1 60370 10 99437181 99447080 protein_coding 6e‐14 1.07449770214276e‐05 ‐0.732866833 0 0 NA NA NA NA Yes IMR90

13 ENSG00000155254 MARVELD1 MARVELD1 83742 10 99472930 99477907 protein_coding 6e‐14 NA NA 0 0 NA NA NA NA Yes IMR90

13 ENSG00000155256 ZFYVE27 ZFYVE27 118813 10 99496878 99520664 protein_coding 6e‐14 0.00370395320426504 0.510890184 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

13 ENSG00000120057 SFRP5 SFRP5 6425 10 99526508 99531709 protein_coding 6e‐14 1.17131762074183e‐05 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Left_Ventricle:Mesendoderm

13 ENSG00000227356 LINC00866 LINC00866 100505561 10 99588235 99609555 lincRNA 6e‐14 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90

13 ENSG00000155265 GOLGA7B GOLGA7B 401647 10 99609996 99631337 protein_coding 6e‐14 0.0104883753574862 ‐0.582576424 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90

13 ENSG00000269783 GOLGA7B GOLGA7B 401647 10 99627889 99631294 protein_coding 6e‐14 NA ‐0.582576424 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90

13 ENSG00000166024 R3HCC1L R3HCC1L 27291 10 99894387 100004654 protein_coding 6e‐14 2.88113627340706e‐05 0.209521014 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

13 ENSG00000138131 LOXL4 LOXL4 84171 10 100007447 100028007 protein_coding 6e‐14 2.14099281310303e‐09 ‐0.108095645 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000119943 PYROXD2 PYROXD2 84795 10 100143322 100174941 protein_coding 6e‐14 8.99028044954632e‐08 0.517819896 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000221419 MIR1287 MIR1287 100302133 10 100154975 100155064 miRNA 6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

13 ENSG00000107521 HPS1 HPS1 3257 10 100175955 100206684 protein_coding 6e‐14 5.9907099496673e‐07 1.293199723 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000264610 MIR4685 MIR4685 100616482 10 100191049 100191117 miRNA 6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000172987 HPSE2 HPSE2 60495 10 100218875 100995619 protein_coding 6e‐14 1.85176194871334e‐06 0.549156039 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

13 ENSG00000236818 ARL5AP2 ARL5AP2 641380 10 100772860 100773709 pseudogene 6e‐14 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

13 ENSG00000234109 RPL7P36 RPL7P36 100271218 10 100807396 100808076 pseudogene 6e‐14 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

13 ENSG00000119946 CNNM1 CNNM1 26507 10 101088856 101154087 protein_coding 6e‐14 0.906070593117324 ‐0.435890446 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

13 ENSG00000120053 GOT1 GOT1 2805 10 101156627 101190381 protein_coding 6e‐14 0.129221467229635 0.467384262 0 0 NA NA NA NA Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000257582 RP11‐129J12.2 LINC01475 101927324 10 101286107 101290934 antisense 6e‐14 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000119919 NKX2‐3 NKX2‐3 159296 10 101292690 101296278 protein_coding 6e‐14 0.802089179396299 ‐0.095771669 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000155287 SLC25A28 SLC25A28 81894 10 101370282 101380366 protein_coding 6e‐14 0.765079077823325 ‐0.122074884 40 144 1.48403e‐08 2.33276958068467e‐05 GTEx_v6_Adrenal_Gland:GTEx_v7_Adrenal_Gland:GTEx_v7_Muscle_Skeletal:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000198018 ENTPD7 ENTPD7 57089 10 101419263 101465997 protein_coding 6e‐14 2.56620119878035e‐08 ‐0.32241805 72 149 1.23471e‐12 1.4571e‐08 GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Stomach:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Stomach + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Mesendoderm

13 ENSG00000233690 EBAG9P1 EBAG9P1 100422254 10 101457164 101457706 pseudogene 6e‐14 NA NA 26 1 3.42993e‐05 8.86525e‐07 GTEx_v7_Testis:GTEx_v7_Thyroid + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000119929 CUTC CUTC 51076 10 101462315 101515891 protein_coding 6e‐14 0.0204865647949904 ‐0.673091651 41 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000014919 COX15 COX15 1355 10 101471601 101491857 protein_coding 6e‐14 2.16295028243055e‐09 ‐0.733388569 29 144 2.09119e‐09 2.27322e‐06
CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Pituitary:GTEx_v7_Skin_Sun_Expos

ed_Lower_leg:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000023839 ABCC2 ABCC2 1244 10 101542489 101611949 protein_coding 6e‐14 3.36341398926312e‐29 0.066198671 0 146 6.15099e‐09 1.18750742192139e‐05 GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Hippocampus:BIOS_eQTL_geneLevel ‐ Yes IMR90

13 ENSG00000227351 NANOGP6 NANOGP6 414134 10 101548321 101549167 pseudogene 2e‐13 NA NA 0 0 NA NA NA NA Yes IMR90

13 ENSG00000107554 DNMBP DNMBP 23268 10 101635334 101769676 protein_coding 2e‐13 1.15012174102811e‐09 0.000213292 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Mesendoderm

13 ENSG00000227695 DNMBP‐AS1 DNMBP‐AS1 100188954 10 101686767 101718138 antisense 2e‐13 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90:GM12878:Mesendoderm

13 ENSG00000120054 CPN1 CPN1 1369 10 101801950 101841634 protein_coding 1.4e‐05 1.32620038323609e‐06 ‐0.249009306 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000232230 TPM4P1 TPM4P1 644566 10 101874174 101874980 pseudogene 1.4e‐05 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000107566 ERLIN1 ERLIN1 10613 10 101909851 101948091 protein_coding 6e‐14 0.931709473902675 ‐1.474635322 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000213341 CHUK CHUK 1147 10 101948055 101989376 protein_coding 6e‐14 0.998703705142778 ‐0.488117448 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000095485 CWF19L1 CWF19L1 55280 10 101992055 102027437 protein_coding 1.7e‐13 5.68864368127268e‐09 0.127598735 0 2 2.16345474636111e‐06 4.84065e‐55 GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esophagus_Mucosa:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Nerve_Tibial + Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

13 ENSG00000212464 SNORA12 SNORA12 677800 10 101996913 101997059 snoRNA 6e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000230224 PHBP9 PHBP9 100289414 10 102008028 102008852 pseudogene 1.7e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

13 ENSG00000207362 RNU6‐422P RNU6‐422P 106480580 10 102018328 102018434 snRNA 1.7e‐13 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

13 ENSG00000196072 BLOC1S2 BLOC1S2 282991 10 102033713 102046469 protein_coding 1.4e‐05 0.0560249302301392 ‐0.205282192 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:GM12878:Mesendoderm

13 ENSG00000107593 PKD2L1 PKD2L1 9033 10 102047903 102090243 protein_coding 6e‐14 6.57113540225805e‐17 ‐0.611910322 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000099194 SCD SCD 6319 10 102106881 102124591 protein_coding 6e‐14 0.887398175951616 0.060417966 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000075290 WNT8B WNT8B 7479 10 102222798 102243501 protein_coding 1.4e‐05 0.485778276590173 0.044815085 0 0 NA NA NA NA Yes Mesendoderm

13 ENSG00000075826 SEC31B SEC31B 25956 10 102246399 102289628 protein_coding 1.4e‐05 1.30061598943069e‐24 ‐0.484594919 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000255339 NDUFB8 NDUFB8 4714 10 102265385 102289638 protein_coding 1.4e‐05 NA ‐0.081363241 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000166136 NDUFB8 NDUFB8 4714 10 102267203 102289757 protein_coding 1.4e‐05 0.350528579843796 ‐0.081363241 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000166135 HIF1AN HIF1AN 55662 10 102288829 102319755 protein_coding 1.4e‐05 0.867690854822548 ‐0.352001795 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Trophoblast‐like_Cell:Mesendoderm

13 ENSG00000119906 FAM178A SLF2 55719 10 102672326 102724893 protein_coding 1.4e‐05 0.016447397085142 ‐0.301223499 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:Trophoblast‐like_Cell

44 ENSG00000076685 NT5C2 NT5C2 22978 10 104845940 104953056 protein_coding 6.4e‐08 0.0521978626707803 0.04832858 0 1 NA 0.049 CMC_SVA_cis + No NA

44 ENSG00000107957 SH3PXD2A SH3PXD2A 9644 10 105348285 105615301 protein_coding 1.8e‐08 0.232738023334583 ‐1.211549812 12 57 1.07884e‐26 2.51698e‐13 GTEx_v7_Muscle_Skeletal:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000107960 OBFC1 OBFC1 79991 10 105642300 105677963 protein_coding 1.8e‐08 1.32529699599379e‐05 NA 59 56 5.19246e‐43 3.9197e‐09
CMC_SVA_cis:CRBL:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Muscle_Skeletal:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon

_Transverse:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Muscle_Skeletal:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000065613 SLK SLK 9748 10 105726959 105788991 protein_coding 1.8e‐08 0.428398338221419 ‐0.261973759 0 61 1.66232e‐09 6.68594e‐12 GTEx_v7_Artery_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg + Yes hESC:Spleen:Hippocampus:Mesenchymal_Stem_Cell:Psoas:Adrenal:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000266754 RN7SL524P RN7SL524P 106481066 10 105734277 105734572 misc_RNA 1.8e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Hippocampus:Mesenchymal_Stem_Cell:Psoas:Adrenal:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000065618 COL17A1 COL17A1 1308 10 105791044 105845760 protein_coding 1.8e‐08 5.82447151365916e‐11 ‐0.457013242 0 0 NA NA NA NA Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Lung:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000216083 MIR936 MIR936 100126326 10 105807847 105807944 miRNA 1.8e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000156384 SFR1 SFR1 119392 10 105881816 105886143 protein_coding 1.8e‐08 0.000222754704198165 0.054628391 0 1 2.79447e‐05 0.0172236145920356 BIOS_eQTL_geneLevel NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Hippocampus:Mesenchymal_Stem_Cell:Lung:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000197748 WDR96 CFAP43 80217 10 105889646 105992120 protein_coding 1.8e‐08 1.11043319913338e‐14 ‐0.155010108 0 0 NA NA NA NA Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000208033 MIR609 MIR609 693194 10 105978547 105978641 miRNA 1.8e‐08 NA NA 0 0 NA NA NA NA Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000148834 GSTO1 GSTO1 9446 10 105995114 106027217 protein_coding 1.8e‐08 0.0150378430797143 0.556924426 0 0 NA NA NA NA Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000266852 MIR4482‐1 MIR4482 100616323 10 106028080 106028177 miRNA 1.8e‐08 NA NA 0 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophobla

st‐like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000065621 GSTO2 GSTO2 119391 10 106028631 106064703 protein_coding 1.8e‐08 1.66971146764309e‐07 0.029891167 0 18 5.57670829953859e‐06 0.033908986 CMC_SVA_cis:GTEx_v6_Spleen + Yes
Dorsolateral_Prefrontal_Cortex:hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophobla

st‐like_Cell:Mesendoderm:Right_Ventricle

44 ENSG00000148841 ITPRIP ITPRIP 85450 10 106071894 106098162 protein_coding 1.8e‐08 1.35269477140853e‐05 0.357391012 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000231233 CCDC147‐AS1 CFAP58‐AS1 100505869 10 106111349 106113333 antisense 1.8e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

44 ENSG00000120051 CCDC147 CFAP58 159686 10 106113522 106214848 protein_coding 1.8e‐08 3.42062201153183e‐18 ‐0.58040887 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

43 ENSG00000180230 NACAP2 NACAP2 651144 10 121756598 121757221 pseudogene 2.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

43 ENSG00000227165 WDR11‐AS1 WDR11‐AS1 283089 10 122521324 122610721 antisense 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

43 ENSG00000120008 WDR11 WDR11 55717 10 122610687 122669036 protein_coding 1.4e‐08 0.070328055046955 2.059082202 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

43 ENSG00000227143 LINC01153 LINC01153 101927889 10 122938214 122945480 lincRNA 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Trophoblast‐like_Cell

43 ENSG00000066468 FGFR2 FGFR2 2263 10 123237848 123357972 protein_coding 1.4e‐08 0.999752493022751 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

43 ENSG00000107669 ATE1 ATE1 11101 10 123499939 123688316 protein_coding 1.4e‐08 0.511356720482748 0.462569514 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

43 ENSG00000226864 ATE1‐AS1 ATE1‐AS1 100130887 10 123687827 123711480 antisense 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

43 ENSG00000138152 BTBD16 BTBD16 118663 10 124030821 124097677 protein_coding 1.4e‐08 3.41362084542176e‐12 0.064156791 7 41 1.13024e‐06 3.69369e‐58 GTEx_v6_Thyroid:GTEx_v7_Muscle_Skeletal:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

43 ENSG00000202245 RNU6‐728P RNU6‐728P 106479888 10 124105205 124105308 snRNA 1.4e‐08 NA NA 3 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Lung:Liver:Aorta:IMR90:Left_Ventricle:GM128

78:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

43 ENSG00000107679 PLEKHA1 PLEKHA1 59338 10 124134212 124191867 protein_coding 1.4e‐08 0.0177773375494199 ‐0.988608511 31 35 2.93283e‐08 4.01744719926538e‐05 BIOS_eQTL_geneLevel ‐ Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Psoas:Liver:Aorta:IMR90:Left_Ventricle:GM128

78:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

43 ENSG00000265442 MIR3941 MIR3941 100500866 10 124176481 124176583 miRNA 1.4e‐08 NA NA 5 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Lung:Liver:Aorta:IMR90:Left_Ventricle:GM128

78:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

43 ENSG00000254636 ARMS2 ARMS2 387715 10 124214169 124216868 protein_coding 1.4e‐08 0.0391826461982656 1.303546832 0 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Hippocampus:Mesenchymal_Stem_Cell:Lung:Psoas:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐

like_Cell:Mesendoderm:Pancreas:Right_Ventricle

43 ENSG00000166033 HTRA1 HTRA1 5654 10 124221041 124274424 protein_coding 1.4e‐08 0.0169475465900735 NA 1 30 2.55634e‐06 0.0120485 GTEx_v7_Heart_Atrial_Appendage + Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Hippocampus:Mesenchymal_Stem_Cell:Lung:Psoas:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐

like_Cell:Mesendoderm:Pancreas:Right_Ventricle

43 ENSG00000187908 DMBT1 DMBT1 1755 10 124320181 124403252 protein_coding 1.4e‐08 7.35516622313886e‐32 1.048773101 0 0 NA NA NA NA Yes IMR90

43 ENSG00000183559 C10orf120 C10orf120 399814 10 124457225 124459338 protein_coding 1.4e‐08 1.29529424187308e‐06 0.040054795 0 0 NA NA NA NA Yes hESC:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

43 ENSG00000138161 CUZD1 CUZD1 50624 10 124591665 124639146 protein_coding 1.4e‐08 5.27752199889402e‐06 ‐0.450404011 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000213185 FAM24B FAM24B 196792 10 124608594 124639157 protein_coding 1.4e‐08 0.0336499409548214 0.194440534 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000119965 C10orf88 C10orf88 80007 10 124690419 124713919 protein_coding 1.4e‐08 0.0385850029121195 ‐0.774314805 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000179988 PSTK PSTK 118672 10 124713897 124757029 protein_coding 1.4e‐08 0.00411002353042562 ‐0.159014777 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000095574 IKZF5 IKZF5 64376 10 124750322 124768333 protein_coding 1.4e‐08 0.422736840290601 0.034248301 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000196177 ACADSB ACADSB 36 10 124768495 124817827 protein_coding 1.4e‐08 2.98832226560367e‐08 0.814325718 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

43 ENSG00000188620 HMX3 HMX3 340784 10 124895478 124897257 protein_coding 1.4e‐08 0.772661528331209 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

43 ENSG00000188816 HMX2 HMX2 3167 10 124907638 124910188 protein_coding 1.4e‐08 0.000305119293834059 ‐0.576660809 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

43 ENSG00000154473 BUB3 BUB3 9184 10 124913793 124924886 protein_coding 1.4e‐08 0.554686126711163 ‐0.192884365 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

43 ENSG00000213438 YBX2P1 YBX2P1 100124332 10 125751426 125752185 pseudogene 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

43 ENSG00000065154 OAT OAT 4942 10 126085872 126107545 protein_coding 1.4e‐08 0.000721947397616178 0.561894783 0 0 NA NA NA NA Yes Hippocampus:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

43 ENSG00000203791 METTL10 METTL10 399818 10 126436718 126480439 protein_coding 2.2e‐06 0.371286245054088 ‐0.118741812 0 0 NA NA NA NA Yes IMR90

22 ENSG00000133794 ARNTL ARNTL 406 11 13298199 13408813 protein_coding 2.3e‐07 0.987642966676249 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

22 ENSG00000148925 BTBD10 BTBD10 84280 11 13409548 13484844 protein_coding 2.3e‐07 0.477320145122737 ‐0.177178765 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000152266 PTH PTH 5741 11 13513602 13517728 protein_coding 2.3e‐07 0.270149119024624 ‐0.172241147 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000228901 HMGN2P36 HMGN2P36 100874480 11 13631910 13632318 pseudogene 7.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000152268 SPON1 SPON1 10418 11 13983914 14289646 processed_transcript 2.8e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000133818 RRAS2 RRAS2 22800 11 14299472 14386052 protein_coding 2.3e‐07 0.674254313651317 NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000129083 COPB1 COPB1 1315 11 14464986 14521573 protein_coding 2.8e‐11 0.999763440028058 ‐0.363398311 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000251991 RNU7‐49P RNU7‐49P 100147836 11 14500438 14500499 snRNA 1.6e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

22 ENSG00000129084 PSMA1 PSMA1 5682 11 14515329 14665181 protein_coding 1.5e‐10 0.947988404934487 NA 0 0 NA NA NA NA Yes Mesendoderm



22 ENSG00000256206 PSMA1 PSMA1 5682 11 14515329 14541890 protein_coding 2.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000152270 PDE3B PDE3B 5140 11 14665269 14892350 protein_coding 1.5e‐10 0.0036164696577972 NA 0 0 NA NA NA NA Yes Mesendoderm

22 ENSG00000186104 CYP2R1 CYP2R1 120227 11 14899553 14913798 protein_coding 1.5e‐10 3.05144607991638e‐09 ‐0.337692152 0 1 1.18591e‐05 0.0300467 GTEx_v7_Brain_Caudate_basal_ganglia ‐ Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

22 ENSG00000175868 CALCB CALCB 797 11 14926543 15103888 protein_coding 2.8e‐11 0.0578761947440093 0.390879801 173 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000253179 CALCP CALCP 798 11 14929064 14929532 pseudogene 2.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000110680 CALCA CALCA 796 11 14988214 14993900 protein_coding 2.8e‐11 0.00139555682902756 ‐0.349584835 25 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000188487 INSC INSC 387755 11 15133970 15268754 protein_coding 2.8e‐11 1.3427309129659e‐09 1.092070778 0 42 2.44434e‐06 0.00589792 GTEx_v7_Brain_Cerebellar_Hemisphere + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000110693 SOX6 SOX6 55553 11 15987995 16761138 protein_coding 2.8e‐11 0.999530959870119 ‐2.52258098 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Mesendoderm

22 ENSG00000241943 RN7SL188P RN7SL188P 106479290 11 16598398 16598682 misc_RNA 2.3e‐07 NA NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000110696 C11orf58 C11orf58 10944 11 16634679 16778428 protein_coding 7.6e‐11 0.709037215515083 ‐0.720486365 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

22 ENSG00000166689 PLEKHA7 PLEKHA7 144100 11 16799842 17035990 protein_coding 2.8e‐11 0.000173040691290598 ‐0.710361658 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

22 ENSG00000199883 RN7SKP90 RN7SKP90 106481809 11 16863800 16864134 misc_RNA 7.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000184669 OR7E14P OR7E14P 10819 11 17035545 17074583 pseudogene 2.8e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

22 ENSG00000110700 RPS13 RPS13 6207 11 17095936 17099334 protein_coding 7.6e‐11 0.960207216837053 ‐0.290754602 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000272034 SNORD14A SNORD14A 26822 11 17096201 17096291 snoRNA 7.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000201403 SNORD14B SNORD14B 85388 11 17097326 17097415 snoRNA 7.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000011405 PIK3C2A PIK3C2A 5286 11 17099277 17229530 protein_coding 2.3e‐07 0.14870309003261 ‐1.499424539 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000201586 RNU6‐593P RNU6‐593P 106479828 11 17137199 17137310 snRNA 2.3e‐07 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000070081 NUCB2 NUCB2 4925 11 17229700 17371521 protein_coding 2.3e‐07 8.58987882667095e‐08 ‐0.172073837 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000188211 NCR3LG1 NCR3LG1 374383 11 17373273 17398888 protein_coding 2.3e‐07 NA ‐0.541404258 0 0 NA NA NA NA Yes IMR90

22 ENSG00000006071 ABCC8 ABCC8 6833 11 17414432 17498449 protein_coding 2.3e‐07 3.93872340599153e‐15 NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000255035 SDHCP4 SDHCP4 100422598 11 17457219 17457728 pseudogene 7.6e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

22 ENSG00000129152 MYOD1 MYOD1 4654 11 17741115 17743678 protein_coding 1.6e‐08 2.68321885548831e‐05 NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000129159 KCNC1 KCNC1 3746 11 17756359 17804602 protein_coding 1.6e‐08 0.70997213579973 NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000129158 SERGEF SERGEF 26297 11 17809595 18034709 protein_coding 1.5e‐10 2.21836725525601e‐10 NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000166788 SAAL1 SAAL1 113174 11 18091482 18127638 protein_coding 2.3e‐07 0.000128876571862682 ‐0.165166094 0 0 NA NA NA NA Yes IMR90

22 ENSG00000255254 HIGD1AP5 HIGD1AP5 100289300 11 18128130 18128388 pseudogene 2.3e‐07 NA NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000166787 SAA3P SAA3P 6290 11 18134019 18137679 pseudogene 2.3e‐07 NA NA 0 0 NA NA NA NA Yes IMR90

22 ENSG00000179826 MRGPRX3 MRGPRX3 117195 11 18142502 18160027 protein_coding 2.3e‐07 2.86211366895334e‐08 NA 0 0 NA NA NA NA Yes IMR90

6 ENSG00000254819 RP11‐430L3.1 LOC105376599 105376599 11 26307258 26309554 lincRNA 4.1e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

6 ENSG00000169550 MUC15 MUC15 143662 11 26580580 26593780 protein_coding 1.1e‐08 3.93192149563272e‐05 ‐0.004223107 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

6 ENSG00000148942 SLC5A12 SLC5A12 159963 11 26688566 26744974 protein_coding 1.1e‐08 2.14726778576519e‐05 7.289700852 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000129151 BBOX1 BBOX1 8424 11 27062272 27149356 protein_coding 1.1e‐08 1.50172844518235e‐12 0.117078886 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

6 ENSG00000254560 RP11‐1L12.3 BBOX1‐AS1 103695435 11 27068733 27241660 antisense 4.1e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000109881 CCDC34 CCDC34 91057 11 27352374 27385415 protein_coding 4.1e‐08 4.91354825835912e‐07 ‐0.41837001 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000205213 LGR4 LGR4 55366 11 27387508 27494322 protein_coding 4.1e‐08 0.994112645257008 0.243578277 1 27 6.10269e‐06 0.00428910655981003 CMC_SVA_cis:BIOS_eQTL_geneLevel + Yes hESC

6 ENSG00000254862 RP11‐159H22.2 LOC105376671 105376671 11 27493276 27503980 antisense 2.2e‐07 NA NA 4 4 1.51223e‐06 0.00510338 GTEx_v7_Pancreas ‐ Yes hESC

6 ENSG00000148943 LIN7C LIN7C 55327 11 27516123 27528320 protein_coding 6.8e‐17 0.0300652295135779 ‐0.643347175 11 77 2.1986e‐19 1.63929e‐21

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Tibial:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v

6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Lung:GTEx_v6_Nerve_Tibial:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneou

s:GTEx_v7_Artery_Tibial:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Es

ophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:GTEx_v7_Thyroid ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000245573 BDNF‐AS BDNF‐AS 497258 11 27528385 27719721 antisense 6.8e‐17 NA NA 70 76 4.59343e‐10 9.99922e‐09
CMC_SVA_cis:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transf

ormed_fibroblasts:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000212289 RNA5SP339 RNA5SP339 100873602 11 27543152 27543273 rRNA 2.2e‐15 NA NA 12 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000254934 LINC00678 LINC00678 101410541 11 27639173 27656174 lincRNA 6.8e‐17 NA NA 2 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Mesendoderm

6 ENSG00000176697 BDNF BDNF 627 11 27676440 27743605 protein_coding 6.8e‐17 0.946719308479018 0.108206454 36 10 6.94414e‐06 0.0150525 GTEx_v7_Heart_Left_Ventricle ‐ Yes hESC:Left_Ventricle:Mesendoderm

6 ENSG00000177447 CBX3P1 CBX3P1 159770 11 27827990 27828543 pseudogene 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000121621 KIF18A KIF18A 81930 11 28042167 28129855 protein_coding 6.8e‐17 0.149441082550392 ‐0.472005248 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

6 ENSG00000207874 MIR610 MIR610 693195 11 28078362 28078457 miRNA 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

6 ENSG00000169519 METTL15 METTL15 196074 11 28129795 28355054 protein_coding 6.8e‐17 0.000155430996855608 ‐1.293049057 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

6 ENSG00000222385 RN7SKP158 RN7SKP158 106480883 11 28282741 28283066 misc_RNA 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000272882 OR2BH1P OR2BH1P 403238 11 29008182 29009045 pseudogene 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000255117 RP5‐1027O15.1 LOC105376606 105376606 11 29616465 29652211 lincRNA 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:IMR90

6 ENSG00000255047 HNRNPRP2 HNRNPRP2 100421354 11 29690433 29691175 pseudogene 1.2e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

6 ENSG00000261340 RP11‐215H22.1 LINC01616 106456574 11 30001660 30003939 lincRNA 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000182255 KCNA4 KCNA4 3739 11 30031288 30038570 protein_coding 6.8e‐17 0.946234021376117 ‐1.246154006 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000131808 FSHB FSHB 2488 11 30252563 30256808 protein_coding 1.1e‐08 0.0128991685953233 0.059291078 0 0 NA NA NA NA Yes Left_Ventricle:Mesendoderm

6 ENSG00000152219 ARL14EP ARL14EP 120534 11 30344598 30359774 protein_coding 6.8e‐17 0.151697478147144 ‐0.308297892 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

6 ENSG00000066382 MPPED2 MPPED2 744 11 30406040 30608419 protein_coding 6.8e‐17 0.970565201803493 0.02160185 0 0 NA NA NA NA Yes hESC:Left_Ventricle:Trophoblast‐like_Cell

6 ENSG00000254489 RP5‐1024C24.1 LOC105376609 105376609 11 30605677 30652055 antisense 6.8e‐17 NA NA 0 0 NA NA NA NA Yes hESC:Left_Ventricle:Trophoblast‐like_Cell

36 ENSG00000069482 GAL GAL 51083 11 68451247 68458643 protein_coding 3.7e‐09 0.000289003407059731 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

36 ENSG00000172935 MRGPRF MRGPRF 116535 11 68771863 68780877 protein_coding 3.7e‐09 0.370675550581141 ‐0.628537393 0 0 NA NA NA NA Yes IMR90

36 ENSG00000256508 RP11‐554A11.6 MRGPRF‐AS1 101928200 11 68779751 68785915 antisense 3.7e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

36 ENSG00000261070 RP11‐554A11.8 LOC338694 338694 11 68914696 68939032 lincRNA 3.7e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

36 ENSG00000110092 CCND1 CCND1 595 11 69455855 69469242 protein_coding 3.7e‐09 0.238186361767522 ‐0.876019048 0 3 NA 0.049 CMC_NoSVA_cis + Yes IMR90

36 ENSG00000075388 FGF4 FGF4 2249 11 69587797 69590171 protein_coding 3.7e‐09 0.750215677974647 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

36 ENSG00000186895 FGF3 FGF3 2248 11 69624992 69633792 protein_coding 3.7e‐09 0.0330372169885067 NA 0 0 NA NA NA NA Yes IMR90

36 ENSG00000248844 RP11‐626H12.3 LOC101928443 101928443 11 69902336 69911477 lincRNA 3.7e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

36 ENSG00000254417 ANO1‐AS2 ANO1‐AS2 100009613 11 69918540 69921539 antisense 3.7e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

36 ENSG00000202070 RNU6‐1175P RNU6‐1175P 106480082 11 69921469 69921575 snRNA 3.7e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

36 ENSG00000131620 ANO1 ANO1 55107 11 69924408 70035634 protein_coding 3.7e‐09 0.993084640132559 ‐0.541337712 51 0 NA NA NA NA Yes IMR90

36 ENSG00000254902 ANO1‐AS1 ANO1‐AS1 100873981 11 70033894 70034615 antisense 3.4e‐07 NA NA 18 0 NA NA NA NA No NA

36 ENSG00000168040 FADD FADD 8772 11 70049269 70053496 protein_coding 3.7e‐09 0.665952895317945 ‐0.011248803 3 15 8.48897e‐27 0.00039188663 GTEx_v6_Cells_Transformed_fibroblasts:BIOS_eQTL_geneLevel ‐ No NA

48 ENSG00000237637 FRY‐AS1 FRY‐AS1 100507099 13 32599451 32605776 antisense 1.4e‐07 NA NA 0 0 NA NA NA NA Yes IMR90

48 ENSG00000073910 FRY FRY 10129 13 32605437 32870794 protein_coding 1.4e‐07 0.999999999958023 ‐1.585348213 0 0 NA NA NA NA Yes IMR90

48 ENSG00000215515 IFIT1P1 IFIT1P1 8373 13 32958797 32960245 pseudogene 1.4e‐07 NA NA 0 0 NA NA NA NA Yes IMR90:GM12878

48 ENSG00000139597 N4BP2L1 N4BP2L1 90634 13 32974861 33002315 protein_coding 1.4e‐07 0.945268895282581 1.325738065 0 0 NA NA NA NA Yes IMR90:GM12878

48 ENSG00000244754 N4BP2L2 N4BP2L2 10443 13 33006554 33112970 protein_coding 2.9e‐08 3.06127675841692e‐06 ‐0.451242068 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

48 ENSG00000083642 PDS5B PDS5B 23047 13 33160564 33352157 protein_coding 2.9e‐08 NA 1.037769316 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

48 ENSG00000207325 RNY1P4 RNY1P4 100873804 13 33337576 33337690 misc_RNA 2.9e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

48 ENSG00000226968 LINC00423 LINC00423 100874167 13 33451569 33485788 lincRNA 2.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

48 ENSG00000227604 TOMM22P3 TOMM22P3 122038 13 33528195 33528539 pseudogene 1.4e‐07 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

48 ENSG00000133116 KL KL 9365 13 33590207 33640282 protein_coding 2.9e‐08 1.95267033273788e‐05 ‐0.098179641 0 24 1.34184e‐16 5.97871577185221e‐06 BIOS_eQTL_geneLevel ‐ Yes IMR90

48 ENSG00000133121 STARD13 STARD13 90627 13 33677272 33924767 protein_coding 2.9e‐08 1.84668647836473e‐07 ‐0.449435007 24 6 NA 0.009 CMC_SVA_cis ‐ Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

48 ENSG00000230300 STARD13‐IT1 STARD13‐IT1 100874373 13 33732724 33738546 sense_intronic 2.9e‐08 NA NA 8 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Mesendoderm

48 ENSG00000236581 STARD13‐AS STARD13‐AS 100874241 13 33845516 33855471 processed_transcript 2.9e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

48 ENSG00000133119 RFC3 RFC3 5983 13 34392186 34540695 protein_coding 2.9e‐08 0.000984459541916788 0.081415994 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Mesendoderm

48 ENSG00000252397 RNU5A‐4P RNU5A‐4P 100873870 13 34403676 34403786 snRNA 1.4e‐07 NA NA 0 0 NA NA NA NA Yes GM12878

48 ENSG00000172915 NBEA NBEA 26960 13 35516424 36247159 protein_coding 1.4e‐07 0.999999999999975 NA 0 0 NA NA NA NA Yes Mesendoderm

48 ENSG00000232795 SCAND3P1 SCAND3P1 100873886 13 35759431 35760816 pseudogene 2.9e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878

10 ENSG00000232307 DAOA‐AS1 DAOA‐AS1 282706 13 106111404 106158030 antisense 1.1e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesendoderm

10 ENSG00000182346 DAOA DAOA 267012 13 106118216 106143383 protein_coding 1.1e‐14 0.00804524559202352 0.142635152 0 0 NA NA NA NA Yes hESC

10 ENSG00000226620 LINC00343 LINC00343 144920 13 106356629 106416789 processed_transcript 1.1e‐14 NA NA 0 0 NA NA NA NA Yes hESC

10 ENSG00000134884 ARGLU1 ARGLU1 55082 13 107194021 107220512 protein_coding 1.1e‐14 0.992267193125092 ‐1.220802673 0 0 NA NA NA NA Yes hESC:Mesendoderm

10 ENSG00000204442 FAM155A FAM155A 728215 13 107820883 108519083 protein_coding 1.1e‐14 0.80041532637658 ‐0.284490397 43 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

10 ENSG00000201847 SNORD31 SNORD31 9298 13 107973243 107973311 snoRNA 1.1e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

10 ENSG00000221650 MIR1267 MIR1267 100302286 13 108183519 108183596 miRNA 1.1e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

10 ENSG00000227248 FAM155A‐IT1 FAM155A‐IT1 100874375 13 108440690 108487799 sense_intronic 1.1e‐14 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

10 ENSG00000174405 LIG4 LIG4 3981 13 108859787 108870716 protein_coding 1.1e‐14 0.0021012376555408 2.118169131 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

10 ENSG00000139826 ABHD13 ABHD13 84945 13 108870727 108886603 protein_coding 1.1e‐14 0.637356652288557 ‐0.32039503 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000166073 GPR176 GPR176 11245 15 40091233 40213093 protein_coding 7.5e‐11 0.413262635237383 ‐0.846705603 0 0 NA NA NA NA Yes Left_Ventricle

25 ENSG00000128829 EIF2AK4 EIF2AK4 440275 15 40226347 40327797 protein_coding 7.5e‐11 8.32742943473465e‐10 0.536402465 0 0 NA NA NA NA Yes Left_Ventricle

25 ENSG00000140319 SRP14 SRP14 6727 15 40327940 40331389 protein_coding 6.1e‐11 0.83539573119462 ‐0.536701739 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell

25 ENSG00000248508 SRP14‐AS1 SRP14‐AS1 100131089 15 40331512 40359491 lincRNA 6.1e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell

25 ENSG00000156970 BUB1B BUB1B 701 15 40453224 40513337 protein_coding 6.1e‐11 0.00263162333228221 0.555701687 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell

25 ENSG00000137843 PAK6 PAK6 56924 15 40509629 40569688 protein_coding 6.1e‐11 0.00128179098336292 0.365066568 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

25 ENSG00000259288 RP11‐133K1.2 BUB1B‐PAK6 106821730 15 40509629 40568597 protein_coding 6.1e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

25 ENSG00000176753 C15orf56 C15orf56 644809 15 40542865 40545170 protein_coding 7.5e‐11 0.0517037024480086 ‐0.068632305 0 0 NA NA NA NA Yes IMR90

25 ENSG00000137841 PLCB2 PLCB2 5330 15 40570377 40600136 protein_coding 6.1e‐11 3.01690271048763e‐12 0.087547209 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90

25 ENSG00000230778 ANKRD63 ANKRD63 100131244 15 40573645 40574787 protein_coding 6.1e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90

25 ENSG00000259307 PLCB2‐AS1 PLCB2‐AS1 100874186 15 40592871 40594021 antisense 6.1e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90

25 ENSG00000259330 LINC00984 INAFM2 100505573 15 40617417 40618916 antisense 6.1e‐11 NA NA 0 15 1.06744e‐25 8.21909e‐05
GTEx_v6_Esophagus_Muscularis:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v

7_Skin_Sun_Exposed_Lower_leg:BIOS_eQTL_geneLevel + Yes IMR90

25 ENSG00000188549 C15orf52 C15orf52 388115 15 40623653 40633168 protein_coding 6.1e‐11 0.0025769414685249 ‐0.209898735 1 13 4.55485e‐12 0.0119037488772278 BIOS_eQTL_geneLevel + Yes IMR90

25 ENSG00000252714 RNA5SP392 RNA5SP392 100873645 15 40623738 40623849 rRNA 6.1e‐11 NA NA 0 13 4.55485e‐12 NA BIOS_eQTL_geneLevel + Yes IMR90

25 ENSG00000233041 PHGR1 PHGR1 644844 15 40643234 40648635 protein_coding 6.1e‐11 NA 0.192193456 9 15 3.3372e‐08 0.000112718 GTEx_v6_Colon_Transverse:GTEx_v7_Skin_Sun_Exposed_Lower_leg + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000140323 DISP2 DISP2 85455 15 40650436 40663257 protein_coding 6.1e‐11 0.0162511640768809 0.572681656 13 15 4.76711e‐95 1.69791e‐44

CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Adrenal_Gland:GTEx_v6_Artery_Aorta:GTEx_v6

_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Anterior_cingulate_cortex_BA24:GTEx_v6_Brain_Caudate_basal_ganglia:GTEx_v6_Bra

in_Cortex:GTEx_v6_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v6_Brain_Putamen_basal_ganglia:GTEx_v6_Breast_Mammary_Tissue:GTEx

_v6_Cells_Transformed_fibroblasts:GTEx_v6_Colon_Sigmoid:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GT

Ex_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Liver:GTEx_v6_Lung:GTEx_v6_Muscle

_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Ovary:GTEx_v6_Pancreas:GTEx_v6_Pituitary:GTEx_v6_Prostate:GTEx_v6_Skin_Not_Sun_Exposed_Sup

rapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Spleen:GTEx_v6_Stomach:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Uterus:GTEx_v

6_Vagina:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Ar

tery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Caudate_basal_g

anglia:GTEx_v7_Brain_Cortex:GTEx_v7_Brain_Hippocampus:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Brain_Putamen_basal

_ganglia:GTEx_v7_Brain_Spinal_cord_cervical_c‐

1:GTEx_v7_Brain_Substantia_nigra:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_

v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:G

TEx_v7_Heart_Left_Ventricle:GTEx_v7_Liver:GTEx_v7_Lung:GTEx_v7_Minor_Salivary_Gland:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:G

TEx_v7_Ovary:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Expos

ed_Lower_leg:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:

BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000259714 LINC00594 LINC00594 641314 15 40664026 40664677 lincRNA 7.5e‐11 NA NA 5 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000128944 KNSTRN KNSTRN 90417 15 40674922 40686447 protein_coding 7.5e‐11 3.15834140854417e‐07 0.229116254 1 6 9.00302e‐05 0.049 CMC_SVA_cis:BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000128928 IVD IVD 3712 15 40697686 40728146 protein_coding 6.1e‐11 1.7312786559084e‐11 0.201913933 3 13 2.33474e‐42 3.64582e‐18 CMC_SVA_cis:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v7_Cells_Transformed_fibroblasts:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000140320 BAHD1 BAHD1 22893 15 40731920 40760441 protein_coding 6.1e‐11 0.991930031952242 0.199951031 1 14 2.28683e‐09 2.45112e‐08 GTEx_v7_Esophagus_Muscularis:BIOS_eQTL_geneLevel + Yes Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

25 ENSG00000128891 C15orf57 C15orf57 90416 15 40820882 40857256 protein_coding 6.1e‐11 0.611394297335686 0.356435363 0 15 4.84935e‐21 3.14623e‐58
CMC_NoSVA_cis:CMC_SVA_cis:CRBL:HIPP:WHMT:GTEx_v6_Adipose_Subcutaneous:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Muscle_Skeletal:

BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell:IMR90:GM12878

25 ENSG00000223313 RNU6‐516P RNU6‐516P 106479794 15 40821769 40821872 snRNA 6.1e‐11 NA NA 0 13 2.86709e‐10 5.99772086607089e‐06 BIOS_eQTL_geneLevel ‐ No NA



25 ENSG00000166133 RPUSD2 RPUSD2 27079 15 40861499 40866659 protein_coding 6.1e‐11 0.000105170590634246 0.022289165 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

25 ENSG00000137824 RMDN3 RMDN3 55177 15 41028082 41048049 protein_coding 4.4e‐10 0.023779597676249 ‐0.742079194 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

25 ENSG00000271236 SUMO2P15 SUMO2P15 106480417 15 41052795 41053072 pseudogene 4.4e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

25 ENSG00000137880 GCHFR GCHFR 2644 15 41056218 41059906 protein_coding 4.4e‐10 0.0418968845933878 ‐0.030297317 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

25 ENSG00000188277 C15orf62 C15orf62 643338 15 41062159 41064643 protein_coding 4.4e‐10 NA ‐0.235033727 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

25 ENSG00000104147 OIP5 OIP5 11339 15 41601466 41624819 protein_coding 6.1e‐11 1.53697409243863e‐08 0.035959624 0 0 NA NA NA NA Yes Left_Ventricle

25 ENSG00000137804 NUSAP1 NUSAP1 51203 15 41624892 41673248 protein_coding 6.1e‐11 0.00510251786113418 0.133430873 0 0 NA NA NA NA Yes Left_Ventricle

25 ENSG00000166947 EPB42 EPB42 2038 15 43398423 43513481 protein_coding 7.5e‐11 1.56180488450141e‐07 ‐0.595710426 0 0 NA NA NA NA Yes Left_Ventricle

49 ENSG00000166949 SMAD3 SMAD3 4088 15 67356101 67487533 protein_coding 2.9e‐08 0.868268313208796 ‐0.091610054 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

49 ENSG00000259673 IQCH‐AS1 IQCH‐AS1 100506686 15 67695957 67814182 lincRNA 2.9e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

49 ENSG00000189227 C15orf61 C15orf61 145853 15 67813406 67819628 protein_coding 2.9e‐08 NA ‐0.166715843 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

49 ENSG00000137764 MAP2K5 MAP2K5 5607 15 67835047 68099461 protein_coding 2.9e‐08 0.475918460790794 NA 0 9 6.24634e‐22 NA BIOS_eQTL_geneLevel + Yes Mesenchymal_Stem_Cell:IMR90

49 ENSG00000259512 HNRNPA1P5 HNRNPA1P5 100506712 15 67920190 67921473 pseudogene 2.9e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

49 ENSG00000188779 SKOR1 SKOR1 390598 15 68112042 68126899 protein_coding 1.2e‐07 NA ‐0.128486491 0 40 1.21979e‐06 2.39513e‐06 GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Whole_Blood + No NA

49 ENSG00000033800 PIAS1 PIAS1 8554 15 68346517 68483096 protein_coding 2.9e‐08 0.997024481652262 ‐0.402983589 0 88 1.29165e‐13 5.5547e‐16

GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Nerve_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_

Tibial:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_A

ppendage:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:BIOS_eQTL_geneLevel + Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

49 ENSG00000129007 CALML4 CALML4 91860 15 68483043 68498417 protein_coding 2.9e‐08 0.0102090578324751 ‐0.26395825 0 86 1.7307e‐10 1.49742e‐12
GTEx_v6_Nerve_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Muscle_Skelet

al:GTEx_v7_Nerve_Tibial:GTEx_v7_Testis + Yes Mesenchymal_Stem_Cell:IMR90

49 ENSG00000128973 CLN6 CLN6 54982 15 68499330 68549549 protein_coding 4.2e‐07 0.381706051281562 ‐0.208506066 0 24 1.36122e‐06 0.00115916415427799 GTEx_v7_Heart_Left_Ventricle:BIOS_eQTL_geneLevel + No NA

49 ENSG00000169018 FEM1B FEM1B 10116 15 68570141 68588203 protein_coding 2.9e‐08 0.540948666821381 ‐0.524763854 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

49 ENSG00000140350 ANP32A ANP32A 8125 15 69070874 69113236 protein_coding 3.6e‐08 0.973870035856712 ‐0.320247331 0 0 NA NA NA NA Yes IMR90

49 ENSG00000265195 MIR4312 MIR4312 100422971 15 69094189 69094264 miRNA 3.6e‐08 NA NA 0 0 NA NA NA NA Yes IMR90

49 ENSG00000258484 SPESP1 SPESP1 246777 15 69110560 69239150 protein_coding 3.6e‐08 1.97658953424779e‐05 ‐0.698005088 0 0 NA NA NA NA Yes IMR90

27 ENSG00000241890 RPL13P4 RPL13P4 654383 15 75680608 75681169 pseudogene 1.8e‐10 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

27 ENSG00000140367 UBE2Q2 UBE2Q2 92912 15 76135622 76193419 protein_coding 1.1e‐09 0.00105603997354618 0.384762418 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

27 ENSG00000266308 RN7SL510P RN7SL510P 106479410 15 76187381 76187639 misc_RNA 3.4e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

27 ENSG00000167196 FBXO22 FBXO22 26263 15 76196200 76227609 protein_coding 3.4e‐10 0.893814403062287 ‐1.135967563 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

27 ENSG00000169752 NRG4 NRG4 145957 15 76228310 76352136 protein_coding 9.8e‐11 0.0243875467702028 ‐0.474659806 0 158 1.51507e‐07 0.000724627 GTEx_v7_Adrenal_Gland ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000169758 C15orf27 TMEM266 123591 15 76352178 76521462 protein_coding 9.8e‐11 1.47913813182816e‐08 NA 62 177 1.95773e‐39 1.18884860013077e‐05 BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000259422 RP11‐593F23.1 LOC101929439 101929439 15 76467232 76473827 antisense 9.8e‐11 NA NA 14 541 1.98521e‐44 4.13831e‐18

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transformed_fibrob

lasts:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscular

is:GTEx_v6_Liver:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Pituitary:GTEx_v6_Prostate:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:

GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Small_Intestine_Terminal_Ileum:GTEx_v6_Spleen:GTEx_v6_Stomach:GTEx_v6_Vagina:GTEx_v

7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GT

Ex_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esopha

gus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Liver:GTEx_v7_Lung:GTEx_v7_Minor_

Salivary_Gland:GTEx_v7_Muscle_Skeletal:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubi

c:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_

v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:BIOS_eQTL_geneLevel + Yes Mesenchymal_Stem_Cell:IMR90

27 ENSG00000140374 ETFA ETFA 2108 15 76507696 76603813 protein_coding 1.8e‐10 0.0129272726537226 ‐0.104718017 127 377 1.31471e‐70 6.62278e‐13

GTEx_v6_Muscle_Skeletal:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v6_Whole_Blood:GTEx_v7_Artery_Tibial:GTEx_v7_Cells_Transfor

med_fibroblasts:GTEx_v7_Muscle_Skeletal:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Wh

ole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000259581 TYRO3P TYRO3P 7302 15 76551327 76554031 pseudogene 9.8e‐11 NA NA 23 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000159556 ISL2 ISL2 64843 15 76629065 76634817 protein_coding 9.8e‐11 0.329330132128272 ‐0.901159128 12 519 2.31771e‐74 3.63568e‐20
GTEx_v6_Spleen:GTEx_v6_Testis:GTEx_v6_Whole_Blood:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Spleen:GTEx_v7_Whole_Blood:BIOS_eQTL_

geneLevel ‐ Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000140386 SCAPER SCAPER 49855 15 76640526 77197785 protein_coding 9.8e‐11 0.0392828983920439 0.499724235 401 543 1.00513e‐239 3.02905e‐44

CMC_NoSVA_cis:CMC_SVA_cis:xQTLServer_eQTLs:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Adrenal_Gl

and:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Brain_Cerebellar_Hemisphere:GTEx_v6_Brain_Cerebellu

m:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Colon_Sigmoid:GTEx_v6_Colon_Transverse:GTEx_v6_E

sophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Heart_Atrial_Appendage:GTEx_

v6_Heart_Left_Ventricle:GTEx_v6_Liver:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Ovary:GTEx_v6_Pancreas:GT

Ex_v6_Pituitary:GTEx_v6_Prostate:GTEx_v6_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Spleen:GTEx

_v6_Stomach:GTEx_v6_Testis:GTEx_v6_Thyroid:GTEx_v6_Vagina:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Vi

sceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellar

_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Cortex:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:G

TEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Es

ophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Liver:GTEx_v7_Lung:GTEx_v7_Minor_Salivary_

Gland:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Ovary:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Prostate:GTEx_v7_Skin

_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:GTEx_v7_Spleen:GTEx_v7_S

tomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Uterus:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000266449 MIR3713 MIR3713 100500855 15 76878988 76879032 miRNA 9.8e‐11 NA NA 17 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000201510 RN7SKP217 RN7SKP217 106479191 15 77028982 77029321 misc_RNA 9.8e‐11 NA NA 14 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000117906 RCN2 RCN2 5955 15 77223960 77242601 protein_coding 1.1e‐09 0.449457626519201 ‐0.078480128 8 24 3.66591382782148e‐06 0.00222507 GTEx_v6_Brain_Caudate_basal_ganglia:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Breast_Mammary_Tissue + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000243365 RN7SL278P RN7SL278P 106479324 15 77269258 77269551 misc_RNA 9.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000259565 KRT8P23 KRT8P23 390610 15 77271586 77272792 pseudogene 9.8e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000140368 PSTPIP1 PSTPIP1 9051 15 77285700 77329673 protein_coding 1.1e‐08 0.000726150105344361 ‐0.797914466 0 238 4.22789e‐07 5.23694e‐11 GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000140391 TSPAN3 TSPAN3 10099 15 77336359 77376326 protein_coding 1.4e‐08 0.284424065158703 ‐1.15339426 0 78 9.01718e‐15 5.9765718383935e‐06 GTEx_v7_Adipose_Subcutaneous:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000173517 PEAK1 PEAK1 79834 15 77400471 77712486 protein_coding 1.1e‐09 0.760544632953527 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Mesendoderm

27 ENSG00000140382 HMG20A HMG20A 10363 15 77712754 77777949 protein_coding 1.1e‐09 0.932476251384682 ‐0.888999015 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Mesendoderm

27 ENSG00000259362 RP11‐307C19.1 LOC101929457 101929457 15 77817882 77826452 lincRNA 1.4e‐08 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

27 ENSG00000259420 RP11‐307C19.2 LOC105370906 105370906 15 77861312 77901023 lincRNA 1.9e‐07 NA NA 0 0 NA NA NA NA Yes IMR90

27 ENSG00000169783 LINGO1 LINGO1 84894 15 77905369 78113242 protein_coding 1.9e‐07 0.952116231457105 0.269257827 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

27 ENSG00000259666 RP11‐307C19.3 LINGO1‐AS1 253044 15 77934106 77943997 antisense 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

27 ENSG00000259281 CTD‐2632K10.1 LINGO1‐AS2 101929478 15 77952394 77960416 antisense 1.4e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

27 ENSG00000140395 WDR61 WDR61 80349 15 78570177 78592136 protein_coding 6.8e‐08 0.0897745791618097 ‐0.301818815 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

27 ENSG00000166426 CRABP1 CRABP1 1381 15 78632666 78640572 protein_coding 1.4e‐08 0.12550489400582 NA 0 0 NA NA NA NA Yes Left_Ventricle

27 ENSG00000207695 MIR184 MIR184 406960 15 79502130 79502213 miRNA 1.1e‐09 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

18 ENSG00000103194 USP10 USP10 9100 16 84733584 84813528 protein_coding 2.4e‐09 0.98885345266455 NA 0 21 5.42042e‐07 0.00044754648622729 BIOS_eQTL_geneLevel ‐ No NA

18 ENSG00000103196 CRISPLD2 CRISPLD2 83716 16 84853590 84954374 protein_coding 6.4e‐12 7.37608592707666e‐06 0.836835902 80 53 5.90452e‐78 5.23098e‐11

GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Cells_Transformed_fibroblasts:GTE

x_v7_Heart_Atrial_Appendage:GTEx_v7_Pancreas:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Thyroid:GTEx_v7_Whole_Blood:BIOS_eQTL

_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

18 ENSG00000153786 ZDHHC7 ZDHHC7 55625 16 85007787 85045141 protein_coding 1.5e‐11 0.00507412524920815 NA 0 0 NA NA NA NA Yes IMR90

18 ENSG00000135709 KIAA0513 KIAA0513 9764 16 85061375 85127836 protein_coding 1.5e‐11 0.0758306424438943 1.449833012 0 3 3.41728e‐06 0.00251931135457162 BIOS_eQTL_geneLevel + Yes IMR90

17 ENSG00000154102 C16orf74 C16orf74 404550 16 85723690 85784735 protein_coding 4.1e‐12 0.0240486458910046 NA 0 0 NA NA NA NA Yes IMR90

17 ENSG00000222190 MIR1910 MIR1910 100302261 16 85775227 85775306 miRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes IMR90

17 ENSG00000131148 EMC8 EMC8 10328 16 85805364 85833214 protein_coding 4.1e‐12 0.25900842753047 1.406420611 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000252311 RNU1‐103P RNU1‐103P 106481623 16 85815381 85815505 snRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000270159 RP11‐568J23.6 LOC101928557 101928557 16 85826021 85826539 antisense 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000131143 COX4I1 COX4I1 1327 16 85832239 85840650 protein_coding 4.1e‐12 0.722238025462968 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000140968 IRF8 IRF8 3394 16 85932409 85956215 protein_coding 4.1e‐12 0.926540237878288 ‐0.298038966 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000269186 LINC01082 LINC01082 100506542 16 86229787 86233326 lincRNA 4.1e‐12 NA NA 20 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

17 ENSG00000268754 LINC01081 LINC01081 101154687 16 86259186 86309351 lincRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

17 ENSG00000268532 RP11‐514D23.1 LOC146513 146513 16 86320033 86326995 lincRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

17 ENSG00000168367 LINC00917 LINC00917 732275 16 86365450 86383289 lincRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

17 ENSG00000268388 FENDRR FENDRR 400550 16 86508135 86542705 lincRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

17 ENSG00000103241 FOXF1 FOXF1 2294 16 86544133 86548076 protein_coding 4.1e‐12 0.909443996784091 0.70842486 0 0 NA NA NA NA Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

17 ENSG00000103248 MTHFSD MTHFSD 64779 16 86563782 86588841 protein_coding 4.1e‐12 3.76450383104559e‐09 1.149865082 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

17 ENSG00000260944 RP11‐463O9.5 FOXC2‐AS1 103752587 16 86598751 86601367 antisense 4.1e‐12 NA NA 0 0 NA NA NA NA Yes IMR90

17 ENSG00000176692 FOXC2 FOXC2 2303 16 86600857 86602539 protein_coding 4.1e‐12 NA NA 0 0 NA NA NA NA Yes IMR90

17 ENSG00000176678 FOXL1 FOXL1 2300 16 86609974 86615303 protein_coding 4.1e‐12 0.0639302371886436 ‐1.050807064 0 0 NA NA NA NA Yes IMR90

17 ENSG00000232190 RP11‐134D3.1 LOC440390 440390 16 87091390 87097597 processed_transcript 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

17 ENSG00000260456 C16orf95 C16orf95 100506581 16 87117168 87351022 protein_coding 4.1e‐12 NA 0.915813928 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000261095 RP11‐899L11.1 LOC101928708 101928708 16 87245728 87260036 lincRNA 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

17 ENSG00000261697 RP11‐178L8.5 LOC101928682 101928682 16 87296365 87326044 sense_intronic 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

17 ENSG00000270006 RP11‐178L8.7 LOC101928659 101928659 16 87351115 87351643 antisense 4.1e‐12 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

26 ENSG00000132507 EIF5A EIF5A 1984 17 7210318 7215774 protein_coding 6.7e‐11 0.890876903696708 1.208131332 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

26 ENSG00000132522 GPS2 GPS2 2874 17 7214643 7218883 protein_coding 6.7e‐11 0.590137501711014 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

26 ENSG00000215041 NEURL4 NEURL4 84461 17 7218947 7232712 protein_coding 6.7e‐11 0.999976734381758 ‐0.520876776 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

26 ENSG00000072818 ACAP1 ACAP1 9744 17 7239848 7254797 protein_coding 6.7e‐11 0.237755774679294 ‐0.214185443 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

26 ENSG00000174292 TNK1 TNK1 8711 17 7283853 7293093 protein_coding 6.7e‐11 8.54608747197239e‐05 ‐0.435656686 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000187838 TMEM256‐PLSCR3 PLSCR3 100529211 17 7293046 7307416 protein_coding 6.7e‐11 0.245307294025648 NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000262481 C17orf61‐PLSCR3 TMEM256‐PLSCR3 100529211 17 7293053 7307416 protein_coding 6.7e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000205544 TMEM256 TMEM256 254863 17 7306294 7307456 protein_coding 6.7e‐11 2.94821183080695e‐05 ‐0.394808777 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000169992 NLGN2 NLGN2 57555 17 7308193 7323179 protein_coding 6.7e‐11 0.992624700343966 ‐0.095465965 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000181323 SPEM1 SPEM1 374768 17 7323679 7324951 protein_coding 6.7e‐11 0.0234530633409911 ‐0.215089944 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000184560 C17orf74 C17orf74 201243 17 7328934 7330887 protein_coding 6.7e‐11 2.15480274190153e‐06 0.259637362 0 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000181284 TMEM102 TMEM102 284114 17 7338762 7340998 protein_coding 6.7e‐11 NA 0.016672853 0 39 1.2298e‐10 4.63047e‐13 GTEx_v7_Muscle_Skeletal + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000161958 FGF11 FGF11 2256 17 7341592 7348256 protein_coding 6.7e‐11 0.0681958357641297 ‐0.090451681 4 51 3.90055e‐19 1.58715e‐22 GTEx_v6_Muscle_Skeletal:GTEx_v7_Muscle_Skeletal + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000170175 CHRNB1 CHRNB1 1140 17 7348380 7361026 protein_coding 6.7e‐11 4.33630397665382e‐06 ‐0.373259936 5 51 6.40555e‐43 9.17378e‐46

CMC_NoSVA_cis:CMC_SVA_cis:xQTLServer_eQTLs:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Aor

ta:GTEx_v6_Artery_Coronary:GTEx_v6_Artery_Tibial:GTEx_v6_Breast_Mammary_Tissue:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esop

hagus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Not_Sun_Expos

ed_Suprapubic:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Stomach:GTEx_v6_Testis:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutan

eous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:

GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7_Brain_Cortex:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_

Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esop

hagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial

:GTEx_v7_Ovary:GTEx_v7_Pituitary:GTEx_v7_Prostate:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GT

Ex_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000174282 ZBTB4 ZBTB4 57659 17 7362685 7387582 protein_coding 6.7e‐11 0.998490203413562 ‐0.565704482 19 46 3.99885e‐13 1.23329e‐12 GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Skin_Sun_Exposed_Lower_leg:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000259224 SLC35G6 SLC35G6 643664 17 7384721 7386383 protein_coding 6.7e‐11 0.000990014878643027 0.390339512 13 51 2.24356764995244e‐10 7.32367e‐06 GTEx_v6_Testis:GTEx_v7_Testis ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000181222 POLR2A POLR2A 5430 17 7387685 7417933 protein_coding 1.9e‐10 0.999999942102154 0.931618008 36 1 NA 0.009 CMC_SVA_cis ‐ Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell

26 ENSG00000239697 TNFSF12 TNFSF12 8742 17 7452208 7464925 protein_coding 6.7e‐11 0.997954015355093 ‐0.448531377 0 48 2.30419e‐80 1.23765e‐24 GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v7_Cells_Transformed_fibroblasts:BIOS_eQTL_geneLevel + Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000248871 TNFSF12‐TNFSF13 TNFSF12‐TNFSF13 407977 17 7452416 7464918 protein_coding 6.7e‐11 0.997954015355093 ‐0.561606349 0 42 2.30419e‐80 NA BIOS_eQTL_geneLevel + Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000161955 TNFSF13 TNFSF13 8741 17 7461609 7464925 protein_coding 6.7e‐11 0.877768012752006 ‐0.927188875 0 45 5.39443e‐21 1.03335e‐07 GTEx_v7_Cells_Transformed_fibroblasts:BIOS_eQTL_geneLevel + Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000161956 SENP3 SENP3 26168 17 7465192 7475287 protein_coding 6.7e‐11 0.995995419772783 NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000265500 SENP3‐EIF4A1 SENP3‐EIF4A1 100533955 17 7466604 7482033 processed_transcript 6.7e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000161960 EIF4A1 EIF4A1 1973 17 7476024 7482323 protein_coding 6.7e‐11 0.999614421273252 ‐0.471968494 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000264772 SNORA67 SNORA67 26781 17 7476144 7485342 processed_transcript 6.7e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000209582 SNORA48 SNORA48 652965 17 7478031 7478165 snoRNA 6.7e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm

26 ENSG00000238917 SNORD10 SNORD10 652966 17 7480129 7480270 snoRNA 6.7e‐11 NA NA 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:GM12878:Trophoblast‐like_Cell:Mesendoderm



26 ENSG00000129226 CD68 CD68 968 17 7482785 7485429 protein_coding 6.7e‐11 0.000599774358695153 0.428807086 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000233223 AC113189.5 LOC100996842 100996842 17 7485282 7487390 antisense 6.7e‐11 NA NA 0 42 1.21406e‐18 4.55373406193078e‐05 BIOS_eQTL_geneLevel ‐ Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000129255 MPDU1 MPDU1 9526 17 7486847 7496107 protein_coding 6.7e‐11 0.144211427826061 ‐0.627830289 0 18 NA 0.049 CMC_SVA_cis ‐ Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000129194 SOX15 SOX15 6665 17 7491496 7493488 protein_coding 6.7e‐11 0.361605911080546 ‐0.211833302 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000129245 FXR2 FXR2 9513 17 7494548 7518189 protein_coding 6.7e‐11 0.999770109253338 NA 0 3 7.00497935948598e‐06 0.032694686 GTEx_v6_Skin_Sun_Exposed_Lower_leg ‐ Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000129214 SHBG SHBG 6462 17 7517382 7536700 protein_coding 6.7e‐11 0.000188842387449784 0.239750308 0 4 2.44506e‐05 0.0451674 GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic + Yes Mesenchymal_Stem_Cell:IMR90:GM12878

26 ENSG00000141504 SAT2 SAT2 112483 17 7529552 7531194 protein_coding 3.6e‐07 0.0176163047684809 ‐0.384311169 0 2 4.60691e‐07 0.000337313273009584 BIOS_eQTL_geneLevel + No NA

26 ENSG00000141510 TP53 TP53 7157 17 7565097 7590856 protein_coding 6.7e‐11 0.91222295333147 ‐0.1200951 0 0 NA NA NA NA Yes IMR90:GM12878

26 ENSG00000141499 WRAP53 WRAP53 55135 17 7589389 7606820 protein_coding 6.7e‐11 0.617463015349294 ‐1.786124397 0 0 NA NA NA NA Yes IMR90:GM12878

26 ENSG00000183914 DNAH2 DNAH2 146754 17 7620672 7737062 protein_coding 6.7e‐11 2.48851849978906e‐21 0.332993564 0 30 0.000197116128172899 0.00770528720848837 SNIG NA No NA

26 ENSG00000178971 CTC1 CTC1 80169 17 8130191 8151362 protein_coding 6.7e‐11 3.51222906135356e‐07 NA 0 11 5.02976259512745e‐07 0.012455704 GTEx_v6_Stomach ‐ No NA

30 ENSG00000131470 PSMC3IP PSMC3IP 29893 17 40724333 40729849 protein_coding 3e‐08 0.00019254510299238 ‐0.658299069 0 0 NA NA NA NA Yes Left_Ventricle

30 ENSG00000188825 LINC00910 LINC00910 100130581 17 41447213 41466567 lincRNA 9.1e‐08 NA NA 0 5 4.84484e‐05 0.00049018 GTEx_v7_Adipose_Subcutaneous + No NA

30 ENSG00000267151 MIR2117 MIR2117 106660605 17 41522075 41528568 lincRNA 3.7e‐05 NA NA 0 1 5.06229e‐05 1.73806e‐57 GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic + No NA

30 ENSG00000108861 DUSP3 DUSP3 1845 17 41843489 41856356 protein_coding 6.7e‐09 0.736744916251957 0.986547234 0 23 3.51845e‐06 0.000832925 GTEx_v7_Muscle_Skeletal ‐ Yes Mesenchymal_Stem_Cell:IMR90

30 ENSG00000231256 C17orf105 C17orf105 284067 17 41857803 41864980 protein_coding 2.4e‐08 NA ‐0.266736429 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

30 ENSG00000161647 MPP3 MPP3 4356 17 41878167 41910538 protein_coding 2.4e‐08 1.99785500256477e‐05 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

30 ENSG00000161649 CD300LG CD300LG 146894 17 41924516 41940997 protein_coding 2.4e‐08 0.0299351091325868 ‐0.286688769 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

30 ENSG00000108852 MPP2 MPP2 4355 17 41952725 41987068 protein_coding 7e‐09 0.00258050734391977 0.781071494 0 63 6.9307e‐21 0.00135281664687355 BIOS_eQTL_geneLevel ‐ No NA

30 ENSG00000261514 RP11‐527L4.2 LOC107546764 107546764 17 42015731 42016327 protein_coding 1.2e‐05 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

30 ENSG00000108849 PPY PPY 5539 17 42018172 42019836 protein_coding 1.2e‐05 0.563418203683469 ‐0.132522332 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

30 ENSG00000131096 PYY PYY 5697 17 42030106 42081837 protein_coding 2.4e‐08 0.0544166347481236 ‐0.075103266 1 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

30 ENSG00000161653 NAGS NAGS 162417 17 42081914 42086431 protein_coding 2.4e‐08 4.88883525644423e‐05 ‐0.021619152 6 0 NA NA NA NA Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

30 ENSG00000091947 TMEM101 TMEM101 84336 17 42088556 42101314 protein_coding 2.4e‐08 0.161635623953233 ‐0.333976629 9 13 1.18237e‐07 8.32778147901399e‐05 CMC_SVA_cis:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

30 ENSG00000221044 U3 RNU3P1 6068 17 42102389 42102591 snoRNA 7.9e‐09 NA NA 8 5 5.06949e‐05 0.0294313179408858 BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

30 ENSG00000161654 LSM12 LSM12 124801 17 42112003 42144987 protein_coding 5.5e‐09 0.931681763448656 ‐1.278175902 6 64 2.28987e‐06 0.00208299 GTEx_v7_Artery_Tibial:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Thyroid + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

30 ENSG00000141349 G6PC3 G6PC3 92579 17 42148103 42153709 protein_coding 5.5e‐09 1.07483483664146e‐05 ‐0.032947633 8 113 2.17038e‐15 8.072e‐11 GTEx_v7_Muscle_Skeletal:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

30 ENSG00000108840 HDAC5 HDAC5 10014 17 42154114 42201070 protein_coding 5.5e‐09 0.999808248473516 ‐0.080621216 53 123 2.14077e‐16 1.23195e‐11 GTEx_v6_Esophagus_Mucosa:GTEx_v7_Esophagus_Mucosa ‐ No NA

30 ENSG00000267638 RP11‐546M21.6 LOC105371789 105371789 17 42193280 42197963 antisense 8.3e‐09 NA NA 20 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

30 ENSG00000212446 RNU6‐131P RNU6‐131P 106479624 17 42213251 42213357 snRNA 7e‐09 NA NA 26 0 NA NA NA NA No NA

30 ENSG00000125319 C17orf53 C17orf53 78995 17 42219274 42239844 protein_coding 2.4e‐10 5.99401321600703e‐08 ‐0.372742575 44 137 6.15537e‐10 5.96480763495377e‐06 BIOS_eQTL_geneLevel ‐ No NA

30 ENSG00000161664 ASB16 ASB16 92591 17 42247815 42256451 protein_coding 2.4e‐10 2.42234553349084e‐10 ‐0.335009546 35 162 4.12245e‐101 3.144e‐21

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Brain_Cerebellar_Hemisphere:GTEx_v6_Cells_Transformed_fi

broblasts:GTEx_v6_Esophagus_Mucosa:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Sun_Exposed_Lower_le

g:GTEx_v6_Testis:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Tibial:GTEx_

v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_Transformed_fibroblasts:GTEx

_v7_Esophagus_Mucosa:GTEx_v7_Heart_Left_Ventricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Su

n_Exposed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLeve

l ‐ No NA

30 ENSG00000267080 ASB16‐AS1 ASB16‐AS1 339201 17 42253341 42264085 antisense 2.4e‐10 NA NA 29 164 2.55654e‐107 8.05536e‐16

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Coronary:GTEx_v6_Brain_Cerebellum:GTEx_v6_Breast

_Mammary_Tissue:GTEx_v6_Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Cells_Transformed_fibroblasts:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esophagus_Muc

osa:GTEx_v6_Lung:GTEx_v6_Muscle_Skeletal:GTEx_v6_Nerve_Tibial:GTEx_v6_Pancreas:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Testis

:GTEx_v6_Thyroid:GTEx_v6_Whole_Blood:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gland:GT

Ex_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Brain_Cerebellum:GTE

x_v7_Brain_Frontal_Cortex_BA9:GTEx_v7_Brain_Hippocampus:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Cells_Transformed_fibroblasts:GTEx_v7_Colon_Sigmoid:GTEx_v7_Colon_Transverse:GTEx_v7_Esophagus_

Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage:GTEx_v7_Heart_L

eft_Ventricle:GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v

7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Small_Intestine_Terminal_Ileum:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyro

id:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ No NA

30 ENSG00000168591 TMUB2 TMUB2 79089 17 42264338 42269099 protein_coding 5.5e‐09 0.00130113933247463 ‐0.162668534 17 69 4.42119e‐07 0.0010061 GTEx_v7_Thyroid + No NA

30 ENSG00000087152 ATXN7L3 ATXN7L3 56970 17 42269173 42277481 protein_coding 5.5e‐09 0.955238890019342 ‐0.793286018 15 28 NA 0.009 CMC_SVA_cis ‐ No NA

30 ENSG00000108312 UBTF UBTF 7343 17 42282401 42298994 protein_coding 2.4e‐10 0.999998048435118 ‐0.502117621 33 62 1.19386e‐08 2.32991612301957e‐05 BIOS_eQTL_geneLevel + No NA

30 ENSG00000267691 SHC1P2 SHC1P2 6466 17 42306128 42307596 pseudogene 2.4e‐10 NA NA 27 0 NA NA NA NA No NA

30 ENSG00000004939 SLC4A1 SLC4A1 6521 17 42325753 42345509 protein_coding 4.2e‐10 0.909484294882695 ‐0.189689473 16 0 NA NA NA NA No NA

30 ENSG00000239702 RN7SL507P RN7SL507P 106479408 17 42368226 42368519 misc_RNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

30 ENSG00000221496 U3 RNU3P1 6068 17 42381382 42381570 snoRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

30 ENSG00000252628 RNU6‐453P RNU6‐453P 106479766 17 42384456 42384541 snRNA 2.4e‐08 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

30 ENSG00000108309 RUNDC3A RUNDC3A 10900 17 42385781 42396039 protein_coding 2.4e‐08 0.960334019427912 NA 0 0 NA NA NA NA Yes Left_Ventricle

30 ENSG00000013306 SLC25A39 SLC25A39 51629 17 42396993 42402238 protein_coding 1.1e‐08 0.000102385453221932 NA 0 16 2.80442e‐07 1.05189e‐17 GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Sun_Exposed_Lower_leg:BIOS_eQTL_geneLevel + No NA

30 ENSG00000161682 FAM171A2 FAM171A2 284069 17 42430583 42441243 protein_coding 1.1e‐07 NA NA 0 1 4.43526e‐05 1.76478e‐06 GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic ‐ No NA

30 ENSG00000180340 FZD2 FZD2 2535 17 42634925 42636907 protein_coding 2.4e‐10 NA NA 0 11 4.52533e‐07 0.00317208 GTEx_v7_Brain_Frontal_Cortex_BA9 + Yes IMR90

30 ENSG00000266979 RP11‐1072C15.2 LINC01180 101927017 17 42723732 42727717 lincRNA 2.4e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

30 ENSG00000180336 C17orf104 MEIOC 284071 17 42733762 42767676 protein_coding 2.4e‐10 0.978536144710685 0.492102922 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

30 ENSG00000161692 DBF4B DBF4B 80174 17 42785976 42829632 protein_coding 1.1e‐07 4.43213751313207e‐08 ‐0.507761261 0 1 2.24802e‐05 1.6721e‐22 GTEx_v7_Esophagus_Gastroesophageal_Junction + No NA

23 ENSG00000132471 WBP2 WBP2 23558 17 73841780 73852588 protein_coding 3.2e‐11 0.089618232806846 ‐0.534164411 0 94 7.56135141593243e‐07 0.000591254473003539 aveALL:FCTX:HIPP:MEDU:OCTX:PUTM:SNIG:TCTX:THAL:WHMT NA No NA

35 ENSG00000055483 USP36 USP36 57602 17 76783463 76837523 protein_coding 2.4e‐07 0.0685526746674987 ‐0.21563499 5 1 1.42742e‐05 0.00949034232166762 BIOS_eQTL_geneLevel ‐ No NA

35 ENSG00000267355 RPL9P29 RPL9P29 100129357 17 76842035 76842950 pseudogene 5.5e‐08 NA NA 8 0 NA NA NA NA No NA

35 ENSG00000035862 TIMP2 TIMP2 7077 17 76849059 76921469 protein_coding 2.9e‐09 0.526868279273317 ‐1.662845515 13 11 1.11364e‐37 0.00192601 GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ No NA

35 ENSG00000178404 DDC8 CEP295NL 100653515 17 76866992 76899299 protein_coding 2.9e‐09 NA NA 1 11 3.17138e‐33 6.0020406938359e‐06 BIOS_eQTL_geneLevel ‐ No NA

35 ENSG00000108679 LGALS3BP LGALS3BP 3959 17 76967320 76976191 protein_coding 2.9e‐09 3.92643319809695e‐07 ‐0.068876466 0 11 2.24512e‐09 6.0020406938359e‐06 BIOS_eQTL_geneLevel ‐ No NA

29 ENSG00000263748 EXOGP1 EXOGP1 100128324 18 18762464 18763460 pseudogene 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC

29 ENSG00000265142 MIR1‐2 MIR1‐2 102723167 18 19405448 19411371 antisense 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

29 ENSG00000252325 RNU6‐1038P RNU6‐1038P 106480022 18 19459762 19459865 snRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

29 ENSG00000222520 RNA5SP451 RNA5SP451 100873696 18 19508946 19509055 rRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

29 ENSG00000265758 RP11‐595B24.1 LOC102724208 102724208 18 19561082 19631120 lincRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

29 ENSG00000221363 RNU6ATAC20P RNU6ATAC20P 106480541 18 19710564 19710690 snRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Mesendoderm

29 ENSG00000266010 GATA6‐AS1 GATA6‐AS1 100128893 18 19746859 19748929 lincRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

29 ENSG00000141448 GATA6 GATA6 2627 18 19749404 19782491 protein_coding 2.3e‐10 NA ‐1.284431187 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

29 ENSG00000201852 RNU6‐702P RNU6‐702P 106481912 18 19760073 19760179 snRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

29 ENSG00000212710 CTAGE1 CTAGE1 64693 18 19993564 19997878 protein_coding 2.3e‐10 2.09542255826793e‐06 ‐0.250959609 0 0 NA NA NA NA Yes
hESC:Spleen:Mesenchymal_Stem_Cell:Lung:Adrenal:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Pancreas:Right_Ventricle

29 ENSG00000239490 RPS4XP18 RPS4XP18 646583 18 20166428 20167190 pseudogene 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

29 ENSG00000206827 RNU6‐1032P RNU6‐1032P 106481506 18 20227545 20227651 snRNA 2.3e‐10 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

29 ENSG00000134508 CABLES1 CABLES1 91768 18 20714528 20840431 protein_coding 2.3e‐10 0.445044394222778 ‐1.360229922 0 0 NA NA NA NA Yes IMR90

29 ENSG00000134490 TMEM241 TMEM241 85019 18 20777108 21017925 protein_coding 2.3e‐10 7.76288053512061e‐05 0.555791066 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

29 ENSG00000101782 RIOK3 RIOK3 8780 18 21032787 21066567 protein_coding 2.3e‐10 0.000146775088539085 ‐0.732723669 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

29 ENSG00000141458 NPC1 NPC1 4864 18 21086148 21166862 protein_coding 2.3e‐10 0.000213375031005479 ‐0.263911393 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000105675 ATP4A ATP4A 495 19 36040945 36054560 protein_coding 2e‐16 6.98616960990842e‐08 ‐0.257183017 0 0 NA NA NA NA Yes Pancreas

7 ENSG00000161270 NPHS1 NPHS1 4868 19 36316866 36360189 protein_coding 6.1e‐09 7.72410839762903e‐11 0.715347903 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

7 ENSG00000126259 KIRREL2 KIRREL2 84063 19 36346763 36358011 protein_coding 6.1e‐09 8.95380796903671e‐06 ‐0.978897209 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

7 ENSG00000105290 APLP1 APLP1 333 19 36358801 36370693 protein_coding 6.1e‐09 0.525926955621001 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

7 ENSG00000167635 ZNF146 ZNF146 7705 19 36705504 36729676 protein_coding 2e‐16 0.811745908933633 ‐1.509645771 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

7 ENSG00000181007 ZFP82 ZFP82 284406 19 36874022 36909558 protein_coding 2e‐16 0.0523308001818033 ‐0.376209288 0 0 NA NA NA NA Yes IMR90

7 ENSG00000198182 ZNF607 ZNF607 84775 19 38187264 38210691 protein_coding 2e‐16 8.48062246875504e‐08 0.349141417 0 0 NA NA NA NA Yes hESC:Mesendoderm

7 ENSG00000189144 ZNF573 ZNF573 126231 19 38226734 38307940 protein_coding 2e‐16 9.43002239919919e‐09 0.174970819 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Mesendoderm

7 ENSG00000225868 AC016582.2 LOC100631378 100631378 19 38314362 38345855 lincRNA 2e‐16 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

7 ENSG00000171804 WDR87 WDR87 83889 19 38375463 38397317 protein_coding 2e‐16 NA ‐0.135219132 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000105738 SIPA1L3 SIPA1L3 23094 19 38397868 38699012 protein_coding 2e‐16 0.999676985877316 ‐0.516623811 0 18 7.23009e‐06 0.00499164783334971 BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000266428 RN7SL663P RN7SL663P 106481103 19 38690874 38691170 misc_RNA 2e‐16 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

7 ENSG00000011332 DPF1 DPF1 8193 19 38701646 38720354 protein_coding 2e‐16 0.988986049504721 NA 4 16 3.62714e‐07 0.00105678 GTEx_v7_Esophagus_Muscularis + Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000167642 SPINT2 SPINT2 10653 19 38734675 38783254 protein_coding 2e‐16 0.0296186146049727 ‐0.750009436 63 56 7.87226e‐41 1.01055e‐13

CMC_SVA_cis:GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Adipose_Visceral_Omentum:GTEx_v6_Artery_Aorta:GTEx_v6_Artery_Tibial:GTEx_v6_

Cells_EBV‐

transformed_lymphocytes:GTEx_v6_Nerve_Tibial:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Adrenal_Gl

and:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Brain_Cerebellar_Hemisphere:GTEx_v7_Cells_EBV‐

transformed_lymphocytes:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Atrial_Appendage

:GTEx_v7_Lung:GTEx_v7_Nerve_Tibial:GTEx_v7_Stomach:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000167641 PPP1R14A PPP1R14A 94274 19 38741877 38747231 protein_coding 2e‐16 0.287406516614265 NA 37 63 2.2505e‐49 8.4029e‐41

GTEx_v6_Artery_Tibial:GTEx_v6_Colon_Sigmoid:GTEx_v6_Colon_Transverse:GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Esopha

gus_Mucosa:GTEx_v6_Esophagus_Muscularis:GTEx_v6_Nerve_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Tibial:GTEx_v7_Colon_Sigmoid:GT

Ex_v7_Colon_Transverse:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx

_v7_Nerve_Tibial:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Vagina:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000167644 C19orf33 C19orf33 64073 19 38794801 38795649 protein_coding 2e‐16 0.269214271948265 0.328486975 3 52 6.40576e‐153 1.52169e‐53

GTEx_v6_Adipose_Subcutaneous:GTEx_v6_Heart_Left_Ventricle:GTEx_v6_Nerve_Tibial:GTEx_v6_Spleen:GTEx_v6_Whole_Blood:GTEx_v7_Adip

ose_Subcutaneous:GTEx_v7_Adipose_Visceral_Omentum:GTEx_v7_Artery_Aorta:GTEx_v7_Artery_Coronary:GTEx_v7_Artery_Tibial:GTEx_v7_Br

ain_Anterior_cingulate_cortex_BA24:GTEx_v7_Brain_Nucleus_accumbens_basal_ganglia:GTEx_v7_Breast_Mammary_Tissue:GTEx_v7_Colon_Si

gmoid:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Heart_Left_Ve

ntricle:GTEx_v7_Lung:GTEx_v7_Muscle_Skeletal:GTEx_v7_Nerve_Tibial:GTEx_v7_Pancreas:GTEx_v7_Pituitary:GTEx_v7_Skin_Not_Sun_Exposed

_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Spleen:GTEx_v7_Stomach:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Whole_Bl

ood:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000167645 YIF1B YIF1B 90522 19 38795753 38807913 protein_coding 2e‐16 0.0375242137865894 NA 3 53 1.5991e‐34 2.05739e‐09
GTEx_v6_Nerve_Tibial:GTEx_v6_Skin_Sun_Exposed_Lower_leg:GTEx_v6_Thyroid:GTEx_v7_Esophagus_Mucosa:GTEx_v7_Heart_Atrial_Appenda

ge:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000099337 KCNK6 KCNK6 9424 19 38810484 38819660 protein_coding 2e‐16 0.199609234281455 0.908633956 1 44 1.54126e‐44 6.15346747892437e‐06 BIOS_eQTL_geneLevel ‐ Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000099338 CATSPERG CATSPERG 57828 19 38826415 38861589 protein_coding 2e‐16 1.31477258507678e‐11 0.20229429 2 50 2.01138e‐33 2.76845e‐20

GTEx_v6_Esophagus_Gastroesophageal_Junction:GTEx_v6_Lung:GTEx_v6_Stomach:GTEx_v6_Thyroid:GTEx_v7_Adipose_Subcutaneous:GTEx_v

7_Artery_Aorta:GTEx_v7_Esophagus_Gastroesophageal_Junction:GTEx_v7_Esophagus_Muscularis:GTEx_v7_Lung:GTEx_v7_Skin_Not_Sun_Expo

sed_Suprapubic:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Testis:GTEx_v7_Thyroid:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + Yes hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000099341 PSMD8 PSMD8 5714 19 38865176 38874464 protein_coding 2e‐16 0.176154540930518 ‐0.582685255 3 2 2.5111e‐05 0.015641312453393 BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000179168 GGN GGN 199720 19 38874905 38878722 protein_coding 2e‐16 0.134074173944406 ‐0.548547855 1 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000188766 SPRED3 SPRED3 399473 19 38879061 38886881 protein_coding 2e‐16 0.422884638271983 NA 1 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

7 ENSG00000130244 FAM98C FAM98C 147965 19 38893775 38899728 protein_coding 2.7e‐05 3.566522831586e‐10 NA 0 1 1.21879e‐05 0.0082522869523351 BIOS_eQTL_geneLevel ‐ No NA

7 ENSG00000171777 RASGRP4 RASGRP4 115727 19 38899695 38916945 protein_coding 6.1e‐09 0.0501177515861943 ‐0.156145354 0 5 1.21858e‐10 4.55166135639508e‐05 BIOS_eQTL_geneLevel ‐ No NA

7 ENSG00000182472 CAPN12 CAPN12 147968 19 39220827 39260544 protein_coding 2e‐16 7.47956767719308e‐20 0.388153081 0 0 NA NA NA NA Yes Mesendoderm

7 ENSG00000205076 LGALS7 LGALS7 3963 19 39261611 39264132 protein_coding 2e‐16 0.43376704344564 NA 0 0 NA NA NA NA Yes Mesendoderm

7 ENSG00000178934 LGALS7B LGALS7B 653499 19 39279851 39282389 protein_coding 2e‐16 0.478395552225766 NA 0 0 NA NA NA NA Yes Mesendoderm

7 ENSG00000262484 CCER2 CCER2 643669 19 39399620 39402798 protein_coding 2e‐16 0.384220416304139 NA 0 1 3.29582e‐05 0.000832972 GTEx_v7_Thyroid + Yes Mesenchymal_Stem_Cell:Left_Ventricle

7 ENSG00000104835 SARS2 SARS2 54938 19 39405906 39440495 protein_coding 2e‐16 5.30599942085599e‐05 0.033099837 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Left_Ventricle

7 ENSG00000128626 MRPS12 MRPS12 6183 19 39421188 39423802 protein_coding 2e‐16 0.0104262673685507 0.547386478 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:Left_Ventricle

7 ENSG00000128011 LRFN1 LRFN1 57622 19 39797208 39805976 protein_coding 3.9e‐06 0.830755525384285 0.126097278 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000130755 GMFG GMFG 9535 19 39818993 39833012 protein_coding 3.9e‐06 1.91273633031565e‐05 ‐0.188923916 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000179134 SAMD4B SAMD4B 55095 19 39833036 39876350 protein_coding 3.9e‐06 0.998551353474612 ‐0.634444018 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000244253 RPS29P24 RPS29P24 100271589 19 40079595 40079765 pseudogene 6.1e‐09 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000243581 RPS29P25 RPS29P25 100271590 19 40081621 40081791 pseudogene 6.1e‐09 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

7 ENSG00000239320 RPS29P26 RPS29P26 100271591 19 40088472 40088642 pseudogene 6.1e‐09 NA NA 0 0 NA NA NA NA Yes Left_Ventricle



7 ENSG00000105198 LGALS13 LGALS13 29124 19 40093164 40098116 protein_coding 6.1e‐09 6.77894375320678e‐05 ‐0.013858616 0 0 NA NA NA NA Yes Left_Ventricle

38 ENSG00000132821 VSTM2L VSTM2L 128434 20 36531499 36573752 protein_coding 3.7e‐06 0.362003649087479 NA 0 2 NA 0.049 CMC_SVA_cis + No NA

38 ENSG00000101442 ACTR5 ACTR5 79913 20 37377085 37400834 protein_coding 9e‐09 1.00014232070039e‐12 0.539172179 0 14 6.64993e‐10 2.26101e‐41 GTEx_v7_Lung:GTEx_v7_Skin_Sun_Exposed_Lower_leg:GTEx_v7_Testis:BIOS_eQTL_geneLevel ‐ Yes GM12878:Mesendoderm

38 ENSG00000199691 RN7SKP173 RN7SKP173 106635535 20 37390171 37390485 misc_RNA 9e‐09 NA NA 0 0 NA NA NA NA Yes GM12878:Mesendoderm

38 ENSG00000101445 PPP1R16B PPP1R16B 26051 20 37434348 37551667 protein_coding 9e‐09 0.998536940448375 ‐0.611906249 16 1 3.94291e‐05 0.0237207818836287 BIOS_eQTL_geneLevel ‐ No NA

38 ENSG00000240474 RN7SL116P RN7SL116P 106480488 20 37501413 37501720 misc_RNA 9e‐09 NA NA 14 0 NA NA NA NA No NA

38 ENSG00000101447 FAM83D FAM83D 81610 20 37554955 37581703 protein_coding 1.1e‐06 2.57679581643321e‐05 0.373217404 0 5 3.37628e‐07 2.46722e‐30 GTEx_v7_Colon_Sigmoid:GTEx_v7_Esophagus_Muscularis ‐ No NA

38 ENSG00000101452 DHX35 DHX35 60625 20 37590942 37668366 protein_coding 9e‐09 9.69273790916275e‐11 ‐0.629421294 0 14 4.74898e‐11 1.18757793480197e‐05 CMC_SVA_cis:BIOS_eQTL_geneLevel ‐ No NA

38 ENSG00000223864 NPM1P19 NPM1P19 10828 20 37606354 37607065 pseudogene 9e‐09 NA NA 0 0 NA NA NA NA Yes Mesendoderm

15 ENSG00000235374 SSR4P1 SSR4P1 728039 21 46491648 46494080 pseudogene 2e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell:Mesendoderm

15 ENSG00000197381 ADARB1 ADARB1 104 21 46493768 46646478 protein_coding 2e‐11 0.843939346822973 0.94107657 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell:Mesendoderm

15 ENSG00000268805 PRED57 SSR4P1 728039 21 46511596 46515493 protein_coding 2e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:GM12878:Trophoblast‐like_Cell:Mesendoderm

15 ENSG00000182586 LINC00334 LINC00334 114042 21 46654255 46678645 lincRNA 2e‐11 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Mesendoderm

15 ENSG00000186866 POFUT2 POFUT2 23275 21 46683843 46707813 protein_coding 2e‐11 0.0108408721953063 ‐0.159699322 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

15 ENSG00000223768 LINC00205 LINC00205 102723489 21 46713200 46717269 lincRNA 2e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

15 ENSG00000173638 SLC19A1 SLC19A1 6573 21 46913486 46964325 protein_coding 2e‐11 0.0123881003346845 0.376749624 0 0 NA NA NA NA Yes Spleen:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

15 ENSG00000233922 AL133493.2 LOC105372840 105372840 21 47013568 47017005 lincRNA 2e‐11 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Mesendoderm

15 ENSG00000183570 PCBP3 PCBP3 54039 21 47063608 47362368 protein_coding 4.8e‐13 0.980315404815837 NA 49 83 1.26656e‐109 1.18357202035744e‐05 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Pituitary:BIOS_eQTL_geneLevel + Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

15 ENSG00000205424 AL592528.1 LOC100129027 100129027 21 47247875 47256333 antisense 2e‐11 NA NA 8 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Mesendoderm

15 ENSG00000142156 COL6A1 COL6A1 1291 21 47401651 47424964 protein_coding 4.8e‐13 0.999994534766207 ‐0.049028635 30 65 9.98489e‐93 1.39109e‐20
CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Artery_Tibial:GTEx_v7_Artery_Aorta:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_Spleen:BI

OS_eQTL_geneLevel + No NA

15 ENSG00000233767 PSMA6P3 PSMA6P3 100874510 21 47491999 47492162 pseudogene 2.7e‐09 NA NA 0 0 NA NA NA NA Yes IMR90

15 ENSG00000142173 COL6A2 COL6A2 1292 21 47518011 47552763 protein_coding 1.2e‐09 0.00213375739441823 NA 35 38 1.03478e‐12 5.98945855294681e‐06 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel ‐ Yes IMR90

15 ENSG00000160282 FTCD FTCD 10841 21 47556176 47575481 protein_coding 1e‐08 4.30129998812761e‐08 ‐0.007956288 9 28 5.99848e‐09 2.84847e‐17 CMC_SVA_cis:GTEx_v6_Artery_Tibial:GTEx_v7_Artery_Tibial:BIOS_eQTL_geneLevel ‐ No NA

15 ENSG00000160284 SPATC1L SPATC1L 84221 21 47581062 47604390 protein_coding 5e‐09 3.78329490177049e‐06 NA 0 1 4.96386e‐08 4.53669048429171e‐05 BIOS_eQTL_geneLevel ‐ Yes IMR90

15 ENSG00000160285 LSS LSS 4047 21 47608055 47648738 protein_coding 6.2e‐13 0.000604838176127229 ‐0.367376541 0 14 1.40639e‐06 2.07018e‐11 GTEx_v6_Nerve_Tibial:GTEx_v7_Nerve_Tibial + Yes IMR90

15 ENSG00000215424 MCM3AP‐AS1 MCM3AP‐AS1 114044 21 47649131 47679304 antisense 5e‐09 NA NA 0 5 1.65783e‐05 0.0108049035446166 BIOS_eQTL_geneLevel + Yes IMR90

15 ENSG00000160294 MCM3AP MCM3AP 8888 21 47655047 47706211 protein_coding 2.6e‐10 0.837366650314123 NA 0 25 1.98643e‐06 0.00022267933 WHMT:GTEx_v6_Nerve_Tibial:BIOS_eQTL_geneLevel + Yes IMR90

15 ENSG00000182362 YBEY YBEY 54059 21 47706251 47717665 protein_coding 5e‐09 0.000726358489255345 NA 0 1 3.10296e‐11 NA BIOS_eQTL_geneLevel ‐ Yes IMR90

15 ENSG00000160305 DIP2A DIP2A 23181 21 47878812 47989926 protein_coding 1.3e‐05 0.726099073608303 2.849928159 0 1 2.47160259872486e‐05 0.0002244938 GTEx_v6_Thyroid + No NA

15 ENSG00000160307 S100B S100B 6285 21 48018875 48025121 protein_coding 2.5e‐09 0.181611099130469 0.453618917 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000100151 PICK1 PICK1 9463 22 38452318 38471708 protein_coding 2.6e‐07 0.555069205475041 ‐0.905062072 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000100156 SLC16A8 SLC16A8 23539 22 38474141 38480100 protein_coding 4.3e‐09 0.11016481897003 ‐0.553001295 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000128298 BAIAP2L2 BAIAP2L2 80115 22 38480896 38506677 protein_coding 4.3e‐09 0.000100357855733205 ‐0.042666092 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000185022 MAFF MAFF 23764 22 38597889 38612518 protein_coding 4.5e‐08 0.042201121909027 0.007567491 0 0 NA NA NA NA Yes IMR90

37 ENSG00000100221 JOSD1 JOSD1 9929 22 39081548 39097561 protein_coding 4.3e‐09 0.319904564982739 ‐1.10562379 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100226 GTPBP1 GTPBP1 9567 22 39101728 39134304 protein_coding 4.3e‐09 0.996188561880383 ‐1.448189808 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000229598 PRDX3P1 PRDX3P1 100419031 22 39118748 39119510 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100242 SUN2 SUN2 25777 22 39130730 39190148 protein_coding 4.3e‐09 2.40833189817119e‐07 0.072044695 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000100246 DNAL4 DNAL4 10126 22 39174513 39190203 protein_coding 4.3e‐09 0.32342202050456 ‐0.725365404 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000221890 NPTXR NPTXR 23467 22 39214457 39239987 protein_coding 4.3e‐09 NA ‐1.061701475 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle

37 ENSG00000183741 CBX6 CBX6 23466 22 39257455 39268319 protein_coding 4.3e‐09 0.610925095502502 1.586034101 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000128383 APOBEC3A APOBEC3A 200315 22 39348746 39359188 protein_coding 4.3e‐09 0.22634791867463 ‐0.071788361 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

37 ENSG00000179750 APOBEC3B APOBEC3B 9582 22 39378352 39388809 protein_coding 4.3e‐09 2.50835391870874e‐05 ‐0.173421928 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000249310 APOBEC3B‐AS1 APOBEC3B‐AS1 100874530 22 39387564 39394214 antisense 4.3e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000244509 APOBEC3C APOBEC3C 27350 22 39410088 39416357 protein_coding 4.3e‐09 0.0926245609517721 0.148302776 0 0 NA NA NA NA Yes IMR90

37 ENSG00000243811 APOBEC3D APOBEC3D 140564 22 39410368 39429281 protein_coding 4.3e‐09 2.35516694213337e‐05 0.712181494 0 0 NA NA NA NA Yes IMR90

37 ENSG00000128394 APOBEC3F APOBEC3F 200316 22 39436609 39449915 protein_coding 4.3e‐09 0.0139601925830727 1.195671442 0 0 NA NA NA NA Yes IMR90

37 ENSG00000239713 APOBEC3G APOBEC3G 60489 22 39436924 39483748 protein_coding 4.3e‐09 1.47030454091374e‐06 ‐0.504700541 0 0 NA NA NA NA Yes IMR90

37 ENSG00000100316 RPL3 RPL3 6122 22 39708887 39716394 protein_coding 1.3e‐07 0.994251970706247 0.019199849 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000209480 SNORD83B SNORD83B 116938 22 39709824 39709916 snoRNA 1.3e‐07 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000209482 SNORD83A SNORD83A 116937 22 39711218 39711312 snoRNA 1.3e‐07 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000263764 SNORD43 SNORD43 26807 22 39715055 39715118 snoRNA 1.3e‐07 NA NA 0 0 NA NA NA NA Yes Left_Ventricle

37 ENSG00000100321 SYNGR1 SYNGR1 9145 22 39745930 39781593 protein_coding 4.3e‐09 0.581490268493249 0.577758696 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Mesendoderm

37 ENSG00000100324 TAB1 TAB1 10454 22 39795746 39833065 protein_coding 4.3e‐09 0.00399581121095206 ‐0.62371236 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

37 ENSG00000128268 MGAT3 MGAT3 4248 22 39853349 39888199 protein_coding 4.3e‐09 0.460179519269915 ‐0.365142258 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000227188 RP5‐1104E15.6 MGAT3‐AS1 104502417 22 39871812 39872827 antisense 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100335 MIEF1 MIEF1 54471 22 39895437 39914137 protein_coding 4.3e‐09 0.0628938325307641 ‐0.368025701 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

37 ENSG00000128272 ATF4 ATF4 468 22 39915700 39918691 protein_coding 4.3e‐09 0.411468430246377 ‐0.24136691 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Right_Ventricle

37 ENSG00000187051 RPS19BP1 RPS19BP1 91582 22 39925098 39928860 protein_coding 4.3e‐09 0.00589798441146116 ‐0.442570843 0 0 NA NA NA NA Yes
hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

37 ENSG00000100346 CACNA1I CACNA1I 8911 22 39966758 40085742 protein_coding 4.3e‐09 0.999998893513202 0.144812176 0 0 NA NA NA NA Yes
hESC:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Liver:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐

like_Cell:Mesendoderm:Right_Ventricle

37 ENSG00000176177 ENTHD1 ENTHD1 150350 22 40139049 40289868 protein_coding 4.3e‐09 3.66824019270564e‐06 ‐0.053759895 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000238875 RN7SKP210 RN7SKP210 106480898 22 40270259 40270519 misc_RNA 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000226085 UQCRFS1P1 UQCRFS1P1 100128525 22 40271293 40272119 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100351 GRAP2 GRAP2 9402 22 40297086 40369725 protein_coding 4.3e‐09 0.101871595396695 ‐1.349264813 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000133477 FAM83F FAM83F 113828 22 40390953 40439533 protein_coding 4.3e‐09 0.000400741432694423 NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100354 TNRC6B TNRC6B 23112 22 40440821 40731812 protein_coding 4.3e‐09 0.999999802750713 ‐2.916387469 39 0 NA NA NA NA Yes
Dorsolateral_Prefrontal_Cortex:hESC:Spleen:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Lung:Psoas:Adrenal:Liver:Aorta:IMR90:Left_Ventricle:GM128

78:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

37 ENSG00000228599 RPL7P52 RPL7P52 646912 22 40502329 40503070 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes
hESC:Spleen:Neural_Progenitor_Cell:Hippocampus:Mesenchymal_Stem_Cell:Lung:Psoas:Adrenal:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Troph

oblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

37 ENSG00000239900 ADSL ADSL 158 22 40742507 40786467 protein_coding 4.3e‐09 0.000212575309664513 ‐0.459231508 0 66 4.98444e‐11 6.06943432872056e‐06 GTEx_v6_Heart_Atrial_Appendage:GTEx_v7_Artery_Tibial:GTEx_v7_Heart_Atrial_Appendage:BIOS_eQTL_geneLevel + Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

37 ENSG00000100359 SGSM3 SGSM3 27352 22 40766595 40806293 protein_coding 4.3e‐09 1.00601271154805e‐06 ‐0.227061756 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000196588 MKL1 MKL1 57591 22 40806285 41032706 protein_coding 4.3e‐09 0.54032417291881 ‐0.588524162 7 5 3.24686e‐05 0.000547613 CMC_SVA_cis:GTEx_v7_Brain_Putamen_basal_ganglia:GTEx_v7_Thyroid + Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000232564 RP4‐591N18.2 LOC101927257 101927257 22 40917804 40922711 antisense 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000172912 COX6B1P3 COX6B1P3 1343 22 40965290 40965899 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000230071 RPL4P6 RPL4P6 100271033 22 40982704 40984007 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000231907 GAPDHP37 GAPDHP37 651258 22 41069488 41070455 pseudogene 4.3e‐09 NA NA 4 31 6.04525e‐19 NA BIOS_eQTL_geneLevel ‐ Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

37 ENSG00000128285 MCHR1 MCHR1 2847 22 41074754 41078818 protein_coding 4.3e‐09 0.00114839274760266 ‐0.081006493 0 35 3.60383e‐43 0.009 CMC_NoSVA_cis:CMC_SVA_cis:GTEx_v6_Whole_Blood:GTEx_v7_Whole_Blood:BIOS_eQTL_geneLevel + Yes hESC:Neural_Progenitor_Cell:Mesenchymal_Stem_Cell:Liver:Aorta:Bladder:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas

37 ENSG00000100372 SLC25A17 SLC25A17 10478 22 41165634 41215403 protein_coding 4.3e‐09 0.0241848435983763 ‐0.779478694 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000233603 JTBP1 JTBP1 100874254 22 41194043 41194289 pseudogene 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm:Pancreas:Right_Ventricle

37 ENSG00000266594 MIR4766 MIR4766 100616283 22 41209887 41209962 miRNA 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:IMR90:Left_Ventricle:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100380 ST13 ST13 6767 22 41220539 41253026 protein_coding 4.3e‐09 0.659423623669509 ‐1.585302136 0 0 NA NA NA NA Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000196236 XPNPEP3 XPNPEP3 63929 22 41253081 41363838 protein_coding 4.3e‐09 8.88349445351575e‐06 ‐0.745193699 0 37 2.54697e‐36 3.83642e‐30
WHMT:GTEx_v6_Nerve_Tibial:GTEx_v7_Adipose_Subcutaneous:GTEx_v7_Nerve_Tibial:GTEx_v7_Skin_Not_Sun_Exposed_Suprapubic:GTEx_v7_

Small_Intestine_Terminal_Ileum:GTEx_v7_Spleen:GTEx_v7_Thyroid:BIOS_eQTL_geneLevel ‐ Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000172404 DNAJB7 DNAJB7 150353 22 41255553 41258130 protein_coding 4.3e‐09 2.09351234250952e‐11 0.355456849 0 30 2.54697e‐36 NA BIOS_eQTL_geneLevel ‐ Yes hESC:Hippocampus:Mesenchymal_Stem_Cell:Liver:Aorta:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000200683 RNU6‐379P RNU6‐379P 106479734 22 41313747 41313850 snRNA 4.3e‐09 NA NA 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100387 RBX1 RBX1 9978 22 41347351 41369313 protein_coding 4.3e‐09 0.940246880165137 ‐0.3562876 0 0 NA NA NA NA Yes hESC:Mesenchymal_Stem_Cell:Liver:IMR90:Left_Ventricle:GM12878:Trophoblast‐like_Cell:Mesendoderm

37 ENSG00000100393 EP300 EP300 2033 22 41487790 41576081 protein_coding 4.5e‐08 0.999999999999484 NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000221160 MIR1281 MIR1281 100302237 22 41488517 41488570 miRNA 4.5e‐08 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000252859 RNU6‐375P RNU6‐375P 106480575 22 41564221 41564320 snRNA 2.6e‐07 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000215771 LRRC37A14P LRRC37A14P 106479025 22 41585731 41586192 pseudogene 2.6e‐07 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90

37 ENSG00000183864 TOB2 TOB2 10766 22 41829496 41843027 protein_coding 2.6e‐07 0.703190337105161 ‐1.014743355 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000100410 PHF5A PHF5A 84844 22 41855721 41864729 protein_coding 2.6e‐07 0.849500693094142 ‐0.47422353 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000100412 ACO2 ACO2 50 22 41865129 41924993 protein_coding 2.6e‐07 0.454377775083461 ‐0.617411984 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell

37 ENSG00000182057 Z83851.3 OGFRP1 388906 22 42665759 42671202 lincRNA 4.3e‐09 NA NA 0 0 NA NA NA NA Yes Mesenchymal_Stem_Cell:IMR90



Supplementary Table 3: Identification of curated lead candidate gene(s) (CCG) at the identified genomic risk locations for diverticular disease 

The table provides a per locus account of the manually curated selection of CCGs. The top two rows of the table provide the selection criteria used. For each locus, one row 

indicates the lead variant data (denoted as L) in column 3. If an additional proxy variant (denoted as P) in LD to the lead variant was utilized for selection of the CCG, a second 

row with the respective information was inserted. The decision criterion is noted in the row with the variant on which the decision was based. The decision criterion in the 

manually curated selection process is provided in Column 8. The criteria were traversed hierarchically from 1 to 6 as follows: Criterion 1: For lead variants located intronic, 

exonic, in the 3´or 5´UTR to a single annotated gene, the respective gene was identified as the CCG (30 out of 51 loci). Criterion 2: For variants located upstream or downstream 

to a single annotated gene, this gene was assigned as the CCG (12 out of 51 loci) if a variant in the CCG had at least an r2>0.5 to the lead variant at the locus. Criterion 3: For loci, 

where variants in more than one neighbouring or overlapping transcript showed significant LD (r2>0.5) to the lead variant, the transcript with higher expression in the tissue of 

interest (columns 14-16) was selected as the CCG (3 out of 51 loci). Criterion 4: For loci, where variants in more than one neighbouring or overlapping transcript showed 

significant LD (r2>0.5) to the lead variant and no clear differences in expression were evident, the CCG was selected if additional regulatory evidence was present, i.e. an eQTL in 

a tissue of interest according to GTEx_v7 (column 12, 13) or a chromatin interaction (column 14) pointed to a particular gene (1 out of 51 loci). Criterion 5: If the lead variant was 

not located in a gene region and did not show significant LD to a variant in a neighbouring transcript, the impact of the lead variant and the variants in LD to the lead variant on 

regulatory elements (eQTLs or chromatin interaction) was evaluated. If such elements were identified, the closest respective gene was annotated as the CCG (4 out of 51 loci). 

Criterion 6: For the remaining loci, the closest transcript to the lead variant was annotated as a CCG if the distance to the variant was less than 1MB (1 out of 51 loci). Gene 

annotation are based on RefSeq Curated gene predictions from NCBI (pseudogenes were excluded from annotation) as implemented in UCSC Genome Browser (Ref. 6).  

Risk locus CCG  Decision 
criterion cis-eQTL cis-eQTL 3D chromatin 

interaction 
mRNA expression 

normal sigmoid colon 
Protein expression 

Locus Chr 
Position 
(hg19) 

Variant 
R² 
to 

lead 

P value 
discovery 

CCG Gene, 
Biotype Variant location Decision 

criterion 

Lead/proxy 
variant affects 

gene expression 
of CCG in 

sigmoid colon 

Lead/proxy variant 
affects gene 

expression of CCG 
in other tissue 

(most sign. tissue 
shown) 

Lead variant/proxy variant 
chromatin interaction with 

gene (FUMA; HiC; 
GSE87112) 

mRNA expression 
in normal sigmoid 
colonic epithelium 
(SAGE tags/tissue) 
(Genecards, Ref. 

1,6) 

mRNA expression in 
muscularis propria of 
normal sigmoid colon 

(RNA-seq 
100xFPKM)1/2 

(GTEx_v7, Ref. 1,2) 

Colon- estimated protein expression 
log10(ppm) iBAQ DB | annotated 

protein expression§, single antibody 
stainingAB ,Endothelial cells| Glandular 

cells |Peripheral nerve/ganglion 

1 2 144314247 rs6734367(L) 1 4.4 × 10-55 ARHGAP15 
(CCG) 

protein-
cod. intron 1 no no  0 2 4 

2 1 234352899 rs4333882(L) 1 2.5 × 10-24 SLC35F3 
(CCG) 

protein-
cod. intron 1 no no  n/a 0.6 35

DB
|med|high|med

AB
 



3 10 25819228 rs7077800(L) 1 1.7 × 10-22 GPR158 (CCG) protein-
cod. intron 1 

GPR158 Colon 
– Sigmoid 
P=1.1e-6 

GPR158 
Esophagus – 
Muscularis 
P=2.5e-7 

 0 0.3 low|low|low
AB
 

4 3 15502681 rs7609897(L) 1 5.6 × 10-22 COLQ (CCG) protein-
cod. intron 1 no no  0 5 n/a 

5 2 56093204 rs1802575(L) 1 3.7 × 10-19 EFEMP1 
(CCG) 

protein-
cod. 3_prime_UTR 1 no EFEMP1 Skin 

P=8.0e-7  0 46 colon (med)
 DB
 

6 11 27748493 rs17309930(L) 1 6.8 × 10-17 BDNF (CCG) protein-
cod. upstream (5kb)  no no  0 0.3 nd|low|low

AB
 

6 11 27723334 rs56133711(P) 0.75 8.7 × 10-15 BDNF (CCG) protein-
cod intron 2 no no     

7 19 38738130 rs4802297(L) 1 2.0 × 10-16 PPP1R14A 
(CCG) 

protein-
cod. 

downstream 
(4 kb) 

 

PPP1R14A 
Colon – 
Sigmoid 

P= 2.2e-37 

PPP1R14A 
Esophagus – 

Muscularis P= 
5.1e-47 

 0 292 med|nd|low
§
 

7 19 38746567 rs4803934(P) 0.92 4.8 × 10-16 PPP1R14A 
(CCG) 

protein-
cod. intron 2       

8 9 136149229 rs505922(L) 1 4.5 × 10-15 ABO (CCG) protein-
cod. intron 1 

ABO Colon – 
Sigmoid P= 

2.0e-13 

ABO Esophagus – 
Mucosa P=1.2e-44  7 1 colonic epith. cell (high)

 

DB
 

9 7 102474903 rs72221075(L) 1 7.7 × 10-15 FBXL13 (CCG) protein-
cod. intron 1 no no  0 0.3 high|low|low

§
 

10 13 107897823 rs9520339(L) 1 1.1 × 10-14 FAM155A_1 
(CCG) 

protein-
cod. intron 1 no no  n/a 1 - |mod| - 

11 13 108215404 rs9555371(L) 1 1.2 × 10-13 FAM155A_2 
(CCG) 

protein-
cod. intron 1 no no  n/a 1 - |mod| - 

12 1 219294570 rs61823192(L) 1 4.6 × 10-14 LYPLAL1-AS1 antisense intron 1 no no  n/a n/a  

13 10 101391169 rs7098322(L) 1 9.2 × 10-14 SLC25A28 
(CCG) 

protein-
cod. upstream(11kb) 3 no 

SLC25A28 
Adrenal Gland 

P=6.9e-7 

SLC25A28 
Mesenchymal_Stem_Cell 
P=3.09e-127 (rs2300979 

r2=0.99) 

3 97 n/a 

13 10 101379280 rs11190190(P) 1 1.2 × 10-13 SLC25A28 
(CCG) 

protein-
cod. intron        

13 10 101391169 rs7098322(L) 1 9.2 × 10-14 ENTPD7 protein-
cod. upstream(28kb)  no 

ENTPD7 Cells - 
Transformed 
fibroblasts 
P=1.2e-10, 

ENTPD7 
Mesenchymal_Stem_Cell 

P=7.09e-31 
n/a 2 nd|low|nd

§
 

13 10 101422423 rs753642536(P) 0.99 8.3 × 10-14 ENTPD7 protein-
cod. intron        

14 8 120456193 rs60869342(L) 1 4.4 × 10-13 NOV (CCG) protein-
cod. 

downstream 
(20kb)  no no 

NOV 
Mesenchymal_Stem_Cell 
P=1.45e-38 (rs2085905 

r2=0.75) 

0 10 nd|nd
 
|nd

 §
 

14 8 120435812 rs2071518(P) 0.79 5.8 × 10-12 NOV (CCG) protein-
cod. 3_prime_UTR 2 

NOV Colon – 
Sigmoid 
P=1.7e-7 

NOV Esophagus – 
Muscularis 
P=2.3e-12 

    

15 21 47399453 rs111316530(L) 1 4.8 × 10-13 COL6A1 (CCG) protein-
cod. upstream  (2kb)  no no  3 1915 med| nd |nd

 §
 



15 21 47403155 rs9974290(P) 0.95 2.4 × 10-12 COL6A1 (CCG) protein-
cod. intron 2 no no     

16 7 73427600 rs112609918(L) 1 2.9 × 10-12 ELN (CCG) protein-
cod. upstream(15kb)  no no 

ELN IMR90 
P= 1.20e-18 

0 68 colon (med)
DB
 

16 7 73443245 rs3823878(P) 0.69 1.7 × 10-10 ELN (CCG) protein-
cod. intron 2 no no     

17 16 86233413 rs2280028(L) 1 4.1 × 10-12 LINC01082 
(CCG) lncRNA downstream 

(87bp) 2 no no no n/a 17  

18 16 84857378 rs2131755(L) 1 1.5 × 10-11 CRISPLD2 
(CCG) 

protein-
cod. intron 1 no 

CRISPLD2 Cells - 
Transformed 
fibroblasts 
P=8.2e-16 

 n/a 95 low|med|med
§
 

19 6 98364895 rs9482094(L) 1 1.6 × 10-11 LOC101927314  
(CCG) lincRNA intron 1 no no   n/a n/a  

20 3 151074941 rs3732760(L) 1 1.7 × 10-11 P2RY12 (CCG) protein-
cod. intron 4 no 

P2RY12 Brain - 
basal ganglia 

P=1.1e-5 

P2RY12 
Mesenchymal_Stem_Cell 

P=3.09e-37 
0 2 low|med|low

AB
 

20 3 151074941 rs3732760(L) 1 1.7 × 10-11 MED12L protein-
cod. intron  no no no 3 0.2 nd |nd

 
|low

 §
 

21 5 64295363 rs10471645(L) 1 2.1 × 10-11 CWC27 (CCG) protein-
cod. intron 1 no no  0 18 med|high|med

§
 

22 11 15065235 rs575909118(L) 1 2.8 × 10-11 CALCB (CCG) protein-
cod. upstream (30kb)   no no 

CALCB 
Mesendoderm 

P=3.09e-37 
0 0.6 n/a 

22 11 15098067 rs1894128(P) 0.87 7.9 × 10-10 CALCB (CCG) protein-
cod. intron 2 no no     

23 1 151970629 rs61814883(L) 1 3.2 × 10-11 S100A10 
(CCG) 

protein-
cod. upstream (4kb)  

S100A10 Colon 
– Sigmoid 
P=2.9e-6 

S100A10 Brain – 
Cerebellum 
P=7.2e-11 

 690 152 high|med|high
 §
 

23 1 151962689 rs12083193(P) 1 3.6 × 10-11 S100A10 
(CCG) 

protein-
cod. intron 2       

24 5 37772780 rs10472291(L) 1 3.8 × 10-11 WDR70 protein-
cod. 

downstream 
(19kb)  no no 

WDR70 
Mesenchymal_Stem_Cell 

P= 9.53e-24, IMR90 
P=3.69e-21 

3 22 nd |nd
 
|nd

 § 

24 5 37772780 rs10472291(L) 1 3.8 × 10-11 GDNF (CCG) protein-
cod. 

downstream 
(40kb) 5 

GDNF Colon – 
Sigmoid 
P=0.008 

GDNF Brain - 
Cerebellum 

P=6.0e-6 

GDNF 
Mesenchymal_Stem_Cell 

P=1.17e-25, IMR90 P=5.62e-
15 

n/a 12 nd |nd
 
|nd

 § 

25 15 40649609 rs71472433(L) 1 6.1 × 10-11 PHGR1 (CCG) protein-
cod. 

downstream 
(1kb) 3 

PHGR1 Colon 
– Sigmoid P= 

1.8e-3 

PHGR1Skin - Sun 
Exposed P=3.1e-7 

PHGR1 IMR90 
P=7.84e-135 

3299 7 nd |high
 
|nd

 §
 

25 15 40645098 rs7164581(P) 0.96 1.7 × 10-10 PHGR1 (CCG) protein-
cod. intron        

25 15 40649609 rs71472433(L) 1 6.1 × 10-11 DISP2 (CCG) protein-
cod. 

upstream 
(1kb) 

3 
DISP2 Colon – 

Sigmoid 
P=5.2e-23 

DISP2 Skin - Sun 
Exposed P=1.7e-43 

DISP2 IMR90 
P= 7.84e-135 

7 0.9 nd |nd
 
|nd

 §
 

25 15 40655444 rs12913300(P) 0.9 1.6 × 10-10 DISP2 (CCG) protein-
cod. intron        

26 17 7372637 rs12942267(L) 1 6.7 × 10-11 ZBTB4 (CCG) protein- intron 1 ZBTB4 Colon – ZBTB4 Esophagus  3 95 low|low|low
 §
 



cod. Sigmoid P 0.02 – Mucosa 
P=5.4e-8 

27 15 76826003 rs2056544(L) 1 9.8 × 10-11 SCAPER 
(CCG) 

protein-
cod. intron 1 no no  0 9 low|med|med

 §
 

28 7 96078564 rs3113037(L) 1 1.0 × 10-11 SEM1(C7orf76) 
(CCG ) 

protein-
cod. 

downstream 
(13kb)  no no SEM1 (C7orf76) hESC cells 

P=5.05e-94 n/a 49 low|med|med
 §
 

28 7 96115099 rs10281460(P) 0.93 2.0 × 10-9 SEM1(C7orf76) 
(CCG ) 

protein-
cod. intron 2 no no     

29 18 20028737 rs9960286(L) 1 2.3 × 10-10 CTAGE1 
(CCG) 

protein-
cod. 

intergenic 31kb 
upstream of gene 5 no no CTAGE1 IMR90 P=1.42e-282 0 1 low|med|nd

 AB
 

30 17 42312778 rs8074740(L) 1 2.4 × 10-10 SLC4A1 protein-
cod. 

downstream 
(13kb)  no no  3 0.02 nd|nd|nd

 §
 

30 17 42326258 rs5033(P) 0.92 3.6 × 10-9 SLC4A1 protein-
cod. 3_prime_UTR  no no     

30 17 42312778 rs8074740(L) 1 2.4 × 10-10 UBTF (CCG) protein-
cod. upstream(14kb) 3 no no  17 49 high|high|nd

 §
 

30 17 42292476 rs778428825(P) 0.98 2.4 × 10-9 UBTF (CCG) protein-
cod. intron  no no     

31 10 18440444 rs1888693(L) 1 2.7 × 10-10 CACNB2 
(CCG) 

protein-
cod. intron 1 no no  0 20 nd|low|med

 AB
 

32 4 95821419 rs3775010(L) 1 6.8 × 10-10 BMPR2 (CCG) protein-
cod. intron 1 no no  0 1 n/a

§
 

33 8 122259074 rs4871180(L) 1 1.1 × 10-9 HAS2 (CCG) protein-
cod. 

intergenic 
(366kb 

downstream 
from gene) 

5 no no 
HAS2 

Mesenchymal_Stem_Cell 
P=4.78e-46 ; 

0 2 n/a
§
 

33 8 122259074 rs4871180(L) 1 1.1 × 10-9 SNTB1 protein-
cod. 

intergenic 
(435kb upstream 

from gene) 
3 no no  0 5 nd|nd|n/a

 §
 

34 9 78739440 rs147496465(L) 1 1.2 × 10-9 PCSK5 (CCG) protein-
cod. intron 1 no no  0 4 nd|med|nd

 §
 

35 17 76856966 rs1973232(L) 1 2.9 × 10-9 TIMP2 (CCG) protein-
cod. intron 1 no no  7 315 med|low|low

 §
 

36 11 70005374 rs875107(L) 1 3.7 × 10-9 ANO1 (CCG) protein-
cod. intron 1 no no  3 16 nd|med|nd

 §
 

37 22 40695172 rs6001870(L) 1 4.3 × 10-9 TNRC6B 
(CCG) 

protein-
cod. intron 1 no no  n/a 7 low|med|nd

 §
 

38 20 37493576 rs208814(L) 1 9.0 × 10-9 PPP1R16B 
(CCG) 

protein-
cod. intron 1 no no  0 3 n/a

§
 

39 2 18937283 rs62125298(L) 1 1.0 × 10-8 NT5C2 (CCG) protein-
cod. 

intergenic 
(166kb upstream 

from gene) 
5 no no 

NT5C2 IMR90 
P=3.63e-16 

n/a 0.12 low|high|nd
 AB
 

39 2 18937283 rs62125298(L) 1 1.0 × 10-8 RDH14 protein-
cod. 

(195kb 
upstream from 

gene) 
 no no 

RDH14 IMR90 
P=1.49e-16 

3 31 med|high|high
 §
 

40 4 15386383 rs4132788(L) 1 1.1 × 10-8 C1QTNF7 
(CCG) 

protein-
cod. intron 3 

C1QTNF7 
Colon – 
Sigmoid 
P=0.0007 

C1QTNF7 
Testis P=1.1e-7 

C1QTNF7 
Mesenchymal_Stem_Cell 

P=8.31e-141 
3 10 med|high|nd

 AB
 

40 4 15386383 rs4132788(L) 1 1.1 × 10-8 LOC101929095 antisense intron  no no  n/a n/a  



41 5 122329729 rs34126945(L) 1 1.2 × 10-8 SNX24 (CCG) protein-
cod. intron 1 no no  n/a 6 nd|med|nd

 §
 

42 6 32609965 rs7990(L) 1 1.4 × 10-8 HLA-DQA1 
(CCG) 

protein-
cod. exon 1 no HLA-DQA1 Skin 

P=1.2e-9  0 7 colonic epithelial cell 

(med)
 DB
 

43 10 124168942 rs139760870(L) 1 1.4 × 10-8 PLEKHA1 
(CCG) 

protein-
cod. intron 1 no no  0 27 med|high|low

 §
 

44 10 105670849 rs3752946(L) 1 1.8 × 10-8 STN1 (CCG) protein-
cod. intron 1 STN1 Colon – 

Sigmoid P=0.01 

STN1 Muscle – 
Skeletal 

P= 1.0e-5 
 n/a 19 n/a

§
 

45 1 221066373 rs2784255(L) 1 2.0 × 10-8 HLX (CCG) protein-
cod. 

intergenic 8kb 
upstream of gene  no no  7 41 nd|nd|low

 §
 

45 1 221081261 rs2784272 (P) 0.98 2.8 × 10-8 HLX (CCG) protein-
cod. 

intergenic 
23kb upstream  

5 no no 

HLX 
Mesenchymal_Stem_Cell 

P=1.56e-67; 
IMR90 P=3.19e-42 

   

46 3 5843836 rs7624168(L) 1 2.3 × 10-8 EDEM1 protein-
cod 

intergenic 
(582kb 

downstream 
from gene) 

6 no no  14 14 low|med|nd
 §
 

47 2 33361425 rs6714546(L) 1 2.4 × 10-8 LTBP1 (CCG) protein-
cod. intron 1 

LTB1 Colon – 
Sigmoid 
P= 0.03 

LTB1 
Thyroid 

P=7.9e-10 
 0 33 nd|low|nd

 §
 

48 13 33727605 rs1473813(L) 1 2.9 × 10-8 STARD13 
(CCG) 

protein-
cod. intron 1 no no  0 35 low|high|low

 §
 

49 15 68238462 rs387505(L) 1 2.9 × 10-8 PIAS1 (CCG) protein-
cod. 

intergenic 
 (108kb upstream 

from gene)  
5 

PIAS1 Colon – 
Sigmoid 
P=2.1e-3 

PIAS1 
Esophagus – 
Muscularis 
P=2.7e-11 

PIAS1 
Mesenchymal_Stem_Cell P= 

7.74e-98 
n/a 15 high|high|med

 §
 

49 15 68238462 rs387505(L) 1 2.9 × 10-8 SKOR1  protein-
cod 

intergenic 
112kb 

downstream 
from gene 

 no no  n/a 1 nd|n/a|n/a
 §
 

50 1 245773041 rs12041565(L) 1 3.0 × 10-8 KIF26B (CCG) protein-
cod. intron 1 no no  3 1 med|med|nd

 §
 

51 8 116588546 rs2049865(L) 1 4.9 × 10-8 TRPS1 (CCG) protein-
cod. intron 1 no no  0 9 n/a

§
 

§knowledge-based protein expression level§ (nd –not detected, low, medium, high) or level of single antibodyAB staining (nd –not detected, low, medium, high) observed in the annotated cell types 

from Human Protein Atlas database (www.proteinatlas.org, Ref. 4), if gene is not listed in Human Protein Atlas median protein expression level from ProteomicsDB (www.proteomicsdb.org, Ref. 5) 

is given. Fragments Per Kilobase of exon per Million fragments mapped (FPKM); log 10 normalized protein levels (‘intensity-based absolute quantification (iBAQ (Ref. 8) (data obtained from 

https://www.genecards.org, Ref. 6) n/a: no data available 
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Supplementary Table 4:  Results of GWAS analysis in diverticular disease present study in comparison to Maguire et al. (2018[1]). 

Results of GWAS and differentiation analyses in diverticular disease. Results are ordered by the P-value in the replication analysis for diverticular disease in 

European cohorts (column Q, present study). The gene annotation corresponds to the curated candidate gene, which selection is described in the Results and 

Supplementary Table 5.  

Reference for Supplementary Table 4: 

1  Maguire LH, Handelman SK, Du X, et al. Genome-wide association analyses identify 39 new susceptibility loci for diverticular disease. Nat Genet 
Published Online First: 2018. doi:10.1038/s41588-018-0203-z 

 



Supplementary Table 4.  Results of GWAS analysis in diverticular disease present study in comparison to Maguire et al. (2018[1]). 

risk differentiationrisk differentiation
current study current study current study current study current study current study current study current study current study current study current study Maguire et al. MGI replication MGI replication MGI replication
Chr Position rsID curated 

candidate gene
OR direction  GWAS p-

value
P value 
replication 

Benjamini-
Hochberg 
Adjusted P 
value

Significant 
using an FDR 
of 0.1

p-value 
diverticulitis vs. 
diverticulosis

OR [CI 95%] 
diverticulitis vs. 
diverticulosis

 GWAS p-
value

p-value 
diverticulosis

p-value 
diverticulitis

Significant 
using an FDR 
of 0.1

2 144314247 rs6734367 ARHGAP15 consistent 4.4 × 10-55 1.5 × 10-7 7.65E-06 YES 0.160387 1.11 [0.96-1.29] 4.29E-44 0.0033 0.0669 YES
8 120456193 rs60869342 NOV consistent 4.4 × 10-13 3.0 × 10-4 8.93E-06 YES 0.991565 1.00 [0.86-1.16] 1.91E-10 0.7440 0.6200
7 102474903 rs72221075 FBXL13 consistent 7.7 × 10-15 3.9 × 10-4 4.97E-03 YES 0.744793 1.02 [0.91-1.15] 3.74E-14 0.1920 0.4680
13 108215404 rs9555371 FAM155A_2* consistent 1.2 × 10-13 3.5 × 10-7 5.10E-03 YES 0.014783 1.21 [1.04-1.42] 1.70E-09 0.0056 0.0242 YES
11 70005374 rs875107 ANO1 consistent 3.7 × 10-9 0.001 1.02E-02 YES 0.139587 1.09 [0.97-1.23] 2.33E-09 0.0005 0.1010 YES
1 151970629 rs61814883 S100A10 consistent 3.2 × 10-11 0.003 1.70E-02 YES 0.016011 1.17 [1.03-1.33] 2.05E-10 0.4700 0.5980
18 20028737 rs9960286 CTAGE1 consistent 2.3 × 10-10 0.002 1.70E-02 YES 0.834603 1.01 [0.89-1.15] 6.64E-08 0.0129 0.1990
10 25819228 rs7077800 GPR158 consistent 1.7 × 10-22 0.003 1.91E-02 YES 0.583504 1.03 [0.92-1.16] 5.37E-16 0.1980 0.7650
7 73427600 rs112609918 ELN consistent 2.9 × 10-12 0.004 2.04E-02 YES 0.225221 1.23 [0.88-1.72] 2.63E-09 0.0032 0.8440 YES
10 18440444 rs1888693 CACNB2 consistent 2.7 × 10-10 0.003 2.19E-02 YES 0.115518 1.10 [0.98-1.25] 3.58E-09 0.0679 0.4290
15 68238462 rs387505 PIAS1 consistent 2.9 × 10-8 0.009 3.53E-02 YES 0.053776 1.12 [1.00-1.26] 2.55E-07 0.5530 0.6820
21 47399453 rs111316530 COL6A1 consistent 4.8 × 10-13 0.009 3.83E-02 YES 0.185996 0.89 [0.76-1.06] 4.90E-11 0.3620 0.9210
9 136149229 rs505922 ABO consistent 4.5 × 10-15 0.011 4.01E-02 YES 0.956971 1.00 [0.88-1.13] 1.55E-11 0.1490 0.0010 YES
3 15502681 rs7609897 COLQ consistent 5.6 × 10-22 0.009 4.17E-02 YES 0.197669 0.91 [0.79-1.05] 2.72E-18 0.0858 0.0085
15 40649609 rs71472433 PHGR1/DISP2 consistent 6.1 × 10-11 0.014 4.76E-02 YES 0.001127 1.32 [1.12-1.56] 8.90E-11 0.6400 0.8250
1 221066373 rs2784255 HLX consistent 2.0 × 10-8 0.023 5.33E-02 YES 0.518459 1.04 [0.93-1.17] 1.06E-08 0.9420 0.5870
6 98364895 rs9482094 LOC101927314 consistent 1.6 × 10-11 0.022 5.34E-02 YES 0.575298 1.04 [0.92-1.17] 1.62E-10 0.8820 0.2610
4 95821419 rs3775010 BMPR1B consistent 6.8 × 10-10 0.021 5.36E-02 YES 0.433669 0.95 [0.84-1.08] 5.74E-09 0.0276 0.0006 YES
11 15065235 rs575909118 CALCB consistent 2.8 × 10-11 0.020 5.37E-02 YES 0.013948 1.17 [1.03-1.33] 6.20E-10 0.3630 0.4640
4 15386383 rs4132788 C1QTNF7 consistent 1.1 × 10-8 0.019 5.38E-02 YES 0.166202 0.91 [0.80-1.04] 2.26E-07 0.0792 0.9660
3 151074941 rs3732760 P2RY12 consistent 1.7 × 10-11 0.026 5.53E-02 YES 0.803750 1.02 [0.90-1.15] 8.80E-11 0.1420 0.8330
22 40695172 rs6001870 TNRC6B consistent 4.3 × 10-9 0.025 5.54E-02 YES 0.996879 1.00 [0.89-1.13] 1.30E-06 0.4190 0.6240
16 86233413 rs2280028 LINC01082 consistent 4.1 × 10-12 0.019 5.70E-02 YES 0.574601 1.05 [0.88-1.25] 7.05E-11 0.7390 0.0990
13 107897823 rs9520339 FAM155A_1 consistent 1.1 × 10-14 0.018 5.74E-02 YES 0.058384 1.14 [1.00-1.31] 5.23E-12 0.0908 0.3550
19 38738130 rs4802297 PPP1R14A consistent 2.0 × 10-16 0.029 5.92E-02 YES 0.714050 0.98 [0.87-1.10] 1.24E-14 0.1030 0.0809
3 5843836 rs7624168 EDEM1 consistent 2.3 × 10-8 0.036 7.06E-02 YES 0.542684 1.05 [0.91-1.21] 4.51E-08 0.9930 0.2040
15 76826003 rs2056544 SCAPER consistent 9.8 × 10-11 0.039 7.37E-02 YES 0.739139 1.02 [0.91-1.15] 1.01E-07 0.9960 0.0780
7 96078564 rs3113037 SEM1 consistent 1.0 × 10-11 0.070 1.28E-01 No 0.225644 1.09 [0.95-1.25] 2.52E-10 0.0055 0.0041 YES
5 122329729 rs34126945 SNX24 consistent 1.2 × 10-8 0.079 1.30E-01 No 0.514753 0.96 [0.85-1.09] 5.56E-08 0.0163 0.0349
17 42312778 rs8074740 UBTF consistent 2.4 × 10-10 0.077 1.31E-01 No 0.311022 1.07 [0.94-1.21] 2.34E-10 0.9160 0.1100
1 219294570 rs61823192 LYPLAL1-AS1 consistent 4.6 × 10-14 0.082 1.31E-01 No 0.872225 1.04 [0.68-1.58] 1.15E-13 0.2010 0.0260
10 101391169 rs7098322 SLC25A28 consistent 6.0 × 10-14 0.076 1.34E-01 No 0.171771 1.13 [0.95-1.36] 9.94E-12 0.6770 0.3220
16 84857378 rs2131755 CRISPLD2 consistent 1.5 × 10-11 0.095 1.47E-01 No 0.567328 0.97 [0.86-1.09] 1.50E-10 0.0442 0.5450
1 234352899 rs4333882 SLC35F3 consistent 2.5 × 10-24 0.106 1.59E-01 No 0.925027 0.99 [0.86-1.14] 4.44E-22 0.0010 0.1540 YES
2 56093204 rs1802575 EFEMP1 consistent 3.7 × 10-19 0.111 1.62E-01 No 0.442844 0.93 [0.77-1.12] 7.71E-16 0.0136 0.0004
5 37772780 rs10472291 GDNF consistent 3.8 × 10-11 0.143 2.03E-01 No 0.927492 1.01 [0.89-1.14] 1.01E-11 0.2270 0.9180
10 124168942 rs139760870 PLEKHA1 consistent 1.4 × 10-8 0.318 4.27E-01 No 0.722197 1.05 [0.79-1.40] 1.57E-07 0.4070 0.5370



11 27748493 rs17309930 BDNF consistent 6.8 × 10-17 0.335 4.38E-01 No 0.851469 1.01 [0.88-1.16] 2.16E-14 0.0235 0.0598
8 122259074 rs4871180 HAS2 consistent 1.1 × 10-9 0.364 4.64E-01 No 0.742496 1.02 [0.90-1.16] 4.15E-09 0.7000 0.8070
13 33727605 rs1473813 STARD13 consistent 2.9 × 10-8 0.507 6.16E-01 No 0.603133 1.03 [0.92-1.16] 6.89E-07 0.4530 0.5200
2 33361425 rs6714546 LTBP1 consistent 2.4 × 10-8 0.552 6.40E-01 No 0.209217 0.92 [0.80-1.05] 1.60E-06 0.2590 0.5890
8 116588546 rs2049865 TRPS1 consistent 4.9 × 10-8 0.550 6.52E-01 No 0.778372 1.02 [0.90-1.14] 5.54E-09 0.6000 0.5220
5 64295363 rs10471645 CWC27 consistent 2.1 × 10-11 0.579 6.56E-01 No 0.123085 1.13 [0.97-1.33] 3.03E-09 0.0409 0.0098
20 37493576 rs208814 PPP1R16B consistent 9.0 × 10-9 0.637 7.06E-01 No 0.832557 1.01 [0.90-1.15] 9.75E-07 0.0906 0.5900
2 18937283 rs62125298 NT5C1B consistent 1.0 × 10-8 0.714 7.59E-01 No 0.739499 1.03 [0.88-1.19] 3.77E-08 0.6840 0.2470
6 32609965 rs7990 HLA-DQA1 consistent 1.4 × 10-8 0.739 7.69E-01 No 0.455626 1.06 [0.91-1.23] N/A N/A N/A
17 76856966 rs1973232 TIMP2 consistent 2.9 × 10-9 0.764 7.79E-01 No 0.964098 1.00 [0.87-1.16] 1.24E-07 0.8900 0.3440
9 78739440 rs147496465 PCSK5 consistent 1.2 × 10-9 0.818 8.18E-01 No 0.533972 1.04 [0.92-1.17] 1.54E-08 0.8340 0.3650
1 245773041 rs12041565 KIF26B opposite 3.0 × 10-8 0.495 6.16E-01 No N/A N/A 1.46E-07 0.0350 0.1490
10 105670849 rs3752946 STN1 opposite 1.8 × 10-8 0.668 7.25E-01 No N/A N/A 2.60E-06 0.3110 0.8420
17 7372637 rs12942267 ZBTB4 opposite 6.7 × 10-11 0.175 2.41E-01 No N/A N/A 2.55E-08 0.0357 0.6970



Supplementary Table 5: GWAS lead variants and replication results 

Results of GWAS analysis in diverticular disease. Results are ordered by the nominal P-value in the discovery analysis. The gene annotation corresponds to the 

candidate gene, which selection is described in the Methods and Supplementary Table 3. Rs-IDs of replication SNP which are proxies for the discovery variant 

are marked with an asterisk (*) and pairwise LD (r2) to the discovery variant is provided. SNPs genotyped by TaqMan rather than iPLEX are indicated by a 

pound (#) sign. Variants at the FAM155A-1 and FAM155A-2 were in low LD (r²=0.0043) and thus considered as individual loci. In 48 out of 51 loci, the odds 

ratio direction was consistent between the discovery and replication cohorts. The 27 out of 51 loci which replicate at a nominal p<0.05 are indicated by a bold 

gene name and replication P value. Odds ratios are based on the reference allele. The positions of lead variants where annotated according to Genome Reference 

Consortium Human Build 37 patch release 13 (GRCh37.p13).  

Discovery GWAS in UK Biobank Replication in European samples 
locus Chr Position rsID  Gene P value OR [CI 95%] Alt/Ref MAF% rsID Ref Alt r2 P value OR OR direction I2 

1 2 144314247 rs6734367 ARHGAP15 4.4 × 10-55 1.17 [1.15-1.19] G/T 20.1/17.8 rs6734367# T G 1 1.5 × 10-7 1.29 [1.17-1.42] consistent 0 

2 1 234352899 rs4333882 SLC35F3 2.5 × 10-24 1.10 [1.08-1.13] A/G 20.7/19.2 rs4333882 G A 1 0.106 1.08 [0.98-1.17] consistent 28 

3 10 25819228 rs7077800 GPR158 1.7 × 10-22 0.93 [0.91-0.94] C/T 45.7/47.6 rs7086249* C T 1 0.003 0.90 [0.83-0.96] consistent 0 

4 3 15502681 rs7609897 COLQ 5.6 × 10-22 0.91 [0.89-0.93] G/T 19.9/21.4 rs7609897# T G 1 0.009 0.89 [0.81-0.97] consistent 24 

5 2 56093204 rs1802575 EFEMP1 3.7 × 10-19 1.11 [1.08-1.13] G/C 14.5/13.3 rs1802575 C G 1 0.111 1.10 [0.98-1.25] consistent 47 

6 11 27748493 rs17309930 BDNF 6.8 × 10-17 0.92 [0.91-0.94] C/A 19.5/20.8 rs962369*# C T 0.50 0.335 0.96 [0.88-1.04] consistent 0 

7 19 38738130 rs4802297 PPP1R14A 2.0 × 10-16 1.06 [1.05-1.08] C/G 49.8/48.2 rs12976534*# G A 1 0.029 1.08 [1.01-1.17] consistent 15 

8 9 136149229 rs505922 ABO 4.5 × 10-15 0.94 [0.92-0.95] T/C 30.2/31.8 rs687621* G A 0.96 0.011 0.91 [0.84-0.98] consistent 0 

9 7 102474903 rs72221075 FBXL13 7.7 × 10-15 1.07 [1.05-1.08] TA/- 35.2/33.6 rs10257317*# C T 0.93 3.9 × 10-4 1.14 [1.06-1.23] consistent 0 

10 13 107897823 rs9520339 FAM155A_1 1.1 × 10-14 0.93 [0.92-0.95] C/T 22.7/24.0 rs9520344*# A T 1 0.018 0.90 [0.83-0.98] consistent 0 

11 13 108215404 rs9555371 FAM155A_2* 1.2 × 10-13 0.93 [0.91-0.95] A/G 18.7/19.8 rs9555371# G A 1 3.5 × 10-7 0.79 [0.72-0.87] consistent 55 

12 1 219294570 rs61823192 LYPLAL1-AS1 4.6 × 10-14 0.84 [0.80-0.88] C/T 2.5/3.0 rs61823192# T C 1 0.082 0.80 [0.62-1.03] consistent 63 
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13 10 101391169 rs7098322 SLC25A28 6.0 × 10-14 1.09 [1.07-1.12] T/C 13.4/12.5 rs7091203* A G 1 0.076 1.11 [0.99-1.25] consistent 33 

14 8 120456193 rs60869342 NOV 4.4 × 10-13 0.94 [0.92-0.96] A/T 23.0/24.2 rs1381335*# T C 0.61 3.0 × 10-4 0.85 [0.78-0.93] consistent 21 

15 21 47399453 rs111316530 COL6A1 4.8 × 10-13 1.08 [1.06-1.10] GTGTGTCA/- 15.5/14.5 rs7281388* A C 0.96 0.009 1.16 [1.04-1.30] consistent 0 

16 7 73427600 rs112609918 ELN 2.9 × 10-12 1.14 [1.10-1.18] A/T 5.2/4.6 rs112609918* T A 1 0.004 1.39 [1.11-1.74] consistent 0 

17 16 86233413 rs2280028 LINC01082 4.1 × 10-12 0.93 [0.91-0.95] G/A 13.2/14.2 rs2280028 A G 1 0.019 0.88 [0.79-0.98] consistent 0 

18 16 84857378 rs2131755 CRISPLD2 1.5 × 10-11 1.06 [1.04-1.07] A/G 42.1/40.7 rs2131755 G A 1 0.095 1.07 [0.99-1.15] consistent 0 

19 6 98364895 rs9482094 LOC101927314 1.6 × 10-11 0.95 [0.93-0.96] G/A 35.9/37.2 rs4839715*# A G 1 0.022 0.91 [0.85-0.99] consistent 0 

20 3 151074941 rs3732760 P2RY12 1.7 × 10-11 1.06 [1.04-1.07] A/C 38.7/37.3 rs3732760 C A 1 0.026 1.09 [1.01-1.18] consistent 0 

21 5 64295363 rs10471645 CWC27 2.1 × 10-11 1.07 [1.05-1.09] C/T 17.5/16.5 rs2968205* A G 1 0.579 1.03 [0.93-1.14] consistent 0 

22 11 15065235 rs575909118 CALCB 2.8 × 10-11 1.06 [1.04-1.08] -/T 28.6/27.5 rs12293178* A G 0.95 0.020 1.10 [1.02-1.19] consistent 27 

23 1 151970629 rs61814883 S100A10 3.2 × 10-11 0.95 [0.93-0.96] G/A 28.6/29.9 rs61814883 A G 1 0.003 0.89 [0.82-0.96] consistent 0 

24 5 37772780 rs10472291 GDNF 3.8 × 10-11 1.06 [1.04-1.07] C/A 34.6/33.2 rs10472291# A C 1 0.143 1.06 [0.98-1.14] consistent 33 

25 15 40649609 rs71472433 PHGR1/DISP2 6.1 × 10-11 1.07 [1.05-1.09] A/C 17.6/16.6 rs71472433 C A 1 0.014 1.14 [1.03-1.27] consistent 0 

26 17 7372637 rs12942267 ZBTB4 6.7 × 10-11 0.95 [0.93-0.96] T/C 34.9/36.1 rs9217*# C T 1 0.175 1.05 [0.98-1.14] opposite 29 

27 15 76826003 rs2056544 SCAPER 9.8 × 10-11 0.95 [0.94-0.96] A/G 41.2/42.3 rs12443137* G T 1 0.039 0.93 [0.86-1.00] consistent 43 

28 7 96078564 rs3113037 SEM1 1.0 × 10-11 1.06 [1.04-1.08] C/T 24.4/23.2 rs3113037 T C 1 0.070 1.08 [0.99-1.18] consistent 50 

29 18 20028737 rs9960286 CTAGE1 2.3 × 10-10 1.06 [1.04-1.08] A/G 25.4/24.4 rs2009593* G C 0.97 0.002 1.14 [1.05-1.24] consistent 0 

30 17 42312778 rs8074740 UBTF 2.4 × 10-10 1.05 [1.04-1.07] G/A 33.4/32.1 rs4793086* C T 0.98 0.077 1.07 [0.99-1.16] consistent 38 

31 10 18440444 rs1888693 CACNB2 2.7 × 10-10 0.95 [0.94-0.97] G/A 33.2/34.3 rs1888693 A G 1 0.003 0.89 [0.82-0.96] consistent 0 

32 4 95821419 rs3775010 BMPR1B 6.8 × 10-10 1.05 [1.03-1.07] T/C 37.0/35.8 rs972409*# T C 1 0.021 1.10 [1.01-1.19] consistent 0 

33 8 122259074 rs4871180 HAS2 1.1 × 10-9 1.06 [1.04-1.07] C/T 25.6/24.4 rs4871180 T C 0.97 0.364 1.04 [0.96-1.13] consistent 4 

34 9 78739440 rs147496465 PCSK5 1.2 × 10-9 0.95 [0.94-0.97] TCAGGAGG/- 45.6/46.9 rs7035893* C T 0.98 0.818 0.99 [0.92-1.07] consistent 31 

35 17 76856966 rs1973232 TIMP2 2.9 × 10-9 1.06 [1.04-1.08] A/G 19.3/18.5 rs9909232 A C 0.92 0.764 1.01 [0.92-1.11] consistent 0 

36 11 70005374 rs875107 ANO1 3.7 × 10-9 1.05 [1.03-1.06] A/C 49.6/48.2 rs2276068*# C G 1 0.001 1.14 [1.05-1.23] consistent 0 

37 22 40695172 rs6001870 TNRC6B 4.3 × 10-9 1.05 [1.03-1.07] A/C 36.1/35.1 rs5995842*# G C 0.98 0.025 1.09 [1.01-1.18] consistent 2 

38 20 37493576 rs208814 PPP1R16B 9.0 × 10-9 1.05 [1.03-1.06] G/A 36.6/35.5 rs208814# A G 1 0.637 1.02 [0.94-1.10] consistent 0 

39 2 18937283 rs62125298 NT5C1B 1.0 × 10-8 0.94 [0.92-0.96] G/T 16.1/17.0 rs4832619*# G T 1 0.714 0.98 [0.90-1.08] consistent 15 

40 4 15386383 rs4132788 C1QTNF7 1.1 × 10-8 1.05 [1.03-1.07] C/T 27.0/26.0 rs4515160*# G C 1 0.019 1.10 [1.02-1.20] consistent 35 

41 5 122329729 rs34126945 SNX24 1.2 × 10-8 0.96 [0.94-0.97] A/G 32.3/33.5 rs34126945 G A 1 0.079 0.93 [0.86-1.01] consistent 47 



42 6 32609965 rs7990 HLA-DQA1 1.4 × 10-8 1.07 [1.05-1.09] C/A 10.5/9.9 rs2395163*# C T 0.25 0.739 1.02 [0.92-1.12] consistent 59 

43 10 124168942 rs139760870 PLEKHA1 1.4 × 10-8 0.91 [0.88-0.94] G/A 5.4/5.9 rs117811194* A G 1 0.318 0.91 [0.76-1.09] consistent 0 

44 10 105670849 rs3752946 STN1 1.8 × 10-8 1.04 [1.03-1.06] T/A 49.5/48.6 rs10748858*# A G 0.84 0.668 0.98[0.88-1.09] opposite 1 

45 1 221066373 rs2784255 HLX 2.0 × 10-8 0.96 [0.94-0.97] T/C 47.3/48.5 rs2784255 C T 1 0.023 0.92 [0.85-0.99] consistent 0 

46 3 5843836 rs7624168 EDEM1 2.3 × 10-8 0.95 [0.93-0.97] G/A 21.5/22.6 rs4684509* G C 1 0.036 0.91 [0.83-0.99] consistent 8 

47 2 33361425 rs6714546 LTBP1 2.4 × 10-8 1.05 [1.03-1.07] G/A 30.1/29.1 rs6714546# A G 1 0.552 1.03 [0.94-1.11] consistent 0 

48 13 33727605 rs1473813 STARD13 2.9 × 10-8 0.96 [0.94-0.97] G/A 38.0/39.2 rs1473813# A G 1 0.507 0.98 [0.90-1.05] consistent 34 

49 15 68238462 rs387505 PIAS1 2.9 × 10-8 1.04 [1.03-1.06] C/T 44.9/43.8 rs387505# T C 1 0.009 1.10 [1.02-1.18] consistent 0 

50 1 245773041 rs12041565 KIF26B 3.0 × 10-8 1.06 [1.04-1.08] C/T 19.0/18.1 rs12041565# T C 1 0.495 0.97 [0.88-1.06] opposite 0 

51 8 116588546 rs2049865 TRPS1 4.9 × 10-8 0.96 [0.94-0.97] A/C 41.0/42.1 rs6469600*# C T 1 0.550 0.98 [0.91-1.05] consistent 20 
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Supplementary Table 6: Replicating loci ordered by discovery p-value 

Replicating risk loci for diverticular disease sorted by the discovery P-value. The data for the presented 27 loci that replicate in European colonoscopy cohorts. 

Discovery GWAS in UK Biobank Replication in European colonoscopy samples 

Chr Position rsID Gene(s) P value OR [CI 95%] Alt/Ref MAF% rsID Ref Alt r2 P value OR OR-dir I2 

2 144314247 rs6734367 ARHGAP15 4.4 × 10-55 1.17 [1.15-1.19] G/T 20.1/17.8 rs6734367 T G 1 1.5 × 10-7 1.29 [1.17-1.42] consistent 0 

10 25819228 rs7077800 GPR158 1.7 × 10-22 0.93 [0.91-0.94] C/T 45.7/47.6 rs7086249* C T 1 0.003 0.90 [0.83-0.96] consistent 0 

3 15502681 rs7609897 COLQ 5.6 × 10-22 0.91 [0.89-0.93] G/T 19.9/21.4 rs7609897 T G 1 0.009 0.89 [0.81-0.97] consistent 24 

19 38738130 rs4802297 PPP1R14A 2.0 × 10-16 1.06 [1.05-1.08] C/G 49.8/48.2 rs12976534* G A 1 0.029 1.08 [1.01-1.17] consistent 15 

9 136149229 rs505922 ABO 4.5 × 10-15 0.94 [0.92-0.95] T/C 30.2/31.8 rs687621* G A 0.96 0.011 0.91 [0.84-0.98] consistent 0 

7 102474903 rs72221075 FBXL13 7.7 × 10-15 1.07 [1.05-1.08] TA/- 35.2/33.6 rs10257317* C T 0.93 3.9 × 10-4 1.14 [1.06-1.23] consistent 0 

13 107897823 rs9520339 FAM155A_1 1.1 × 10-14 0.93 [0.92-0.95] C/T 22.7/24.0 rs9520344* A T 1 0.018 0.90 [0.83-0.98] consistent 0 

13 108215404 rs9555371 FAM155A_2* 1.2 × 10-13 0.93 [0.91-0.95] A/G 18.7/19.8 rs9555371 G A 1 3.5 × 10-7 0.79 [0.72-0.87] consistent 55 

8 120456193 rs60869342 NOV 4.4 × 10-13 0.94 [0.92-0.96] A/T 23.0/24.2 rs1381335* T C 0.61 3.0 × 10-4 0.85 [0.78-0.93] consistent 21 

21 47399453 rs111316530 COL6A1 4.8 × 10-13 1.08 [1.06-1.10] GTGTGTCA/- 15.5/14.5 rs7281388* A C 0.96 0.009 1.16 [1.04-1.30] consistent 0 

7 73427600 rs112609918 ELN 2.9 × 10-12 1.14 [1.10-1.18] A/T 5.2/4.6 rs112609918* T A 1 0.004 1.39 [1.11-1.74] consistent 0 

16 86233413 rs2280028 LINC01082 4.1 × 10-12 0.93 [0.91-0.95] G/A 13.2/14.2 rs2280028 A G 1 0.019 0.88 [0.79-0.98] consistent 0 

6 98364895 rs9482094 LOC101927314 1.6 × 10-11 0.95 [0.93-0.96] G/A 35.9/37.2 rs4839715* A G 1 0.022 0.91 [0.85-0.99] consistent 0 

3 151074941 rs3732760 P2RY12 1.7 × 10-11 1.06 [1.04-1.07] A/C 38.7/37.3 rs3732760 C A 1 0.026 1.09 [1.01-1.18] consistent 0 

11 15065235 rs575909118 CALCB 2.8 × 10-11 1.06 [1.04-1.08] -/T 28.6/27.5 rs12293178* A G 0.95 0.020 1.10 [1.02-1.19] consistent 27 

1 151970629 rs61814883 S100A10 3.2 × 10-11 0.95 [0.93-0.96] G/A 28.6/29.9 rs61814883 A G 1 0.003 0.89 [0.82-0.96] consistent 0 

15 40649609 rs71472433 PHGR1/DISP2 6.1 × 10-11 1.07 [1.05-1.09] A/C 17.6/16.6 rs71472433 C A 1 0.014 1.14 [1.03-1.27] consistent 0 

15 76826003 rs2056544 SCAPER 9.8 × 10-11 0.95 [0.94-0.96] A/G 41.2/42.3 rs12443137* G T 1 0.039 0.93 [0.86-1.00] consistent 43 

18 20028737 rs9960286 CTAGE1 2.3 × 10-10 1.06 [1.04-1.08] A/G 25.4/24.4 rs2009593* G C 0.97 0.002 1.14 [1.05-1.24] consistent 0 



10 18440444 rs1888693 CACNB2 2.7 × 10-10 0.95 [0.94-0.97] G/A 33.2/34.3 rs1888693 A G 1 0.003 0.89 [0.82-0.96] consistent 0 

4 95821419 rs3775010 BMPR1B 6.8 × 10-10 1.05 [1.03-1.07] T/C 37.0/35.8 rs972409* T C 1 0.021 1.10 [1.01-1.19] consistent 0 

11 70005374 rs875107 ANO1 3.7 × 10-9 1.05 [1.03-1.06] A/C 49.6/48.2 rs2276068* C G 1 0.001 1.14 [1.05-1.23] consistent 0 

22 40695172 rs6001870 TNRC6B 4.3 × 10-9 1.05 [1.03-1.07] A/C 36.1/35.1 rs5995842* G C 0.98 0.025 1.09 [1.01-1.18] consistent 2 

4 15386383 rs4132788 C1QTNF7 1.1 × 10-8 1.05 [1.03-1.07] C/T 27.0/26.0 rs4515160* G C 1 0.019 1.10 [1.02-1.20] consistent 35 

1 221066373 rs2784255 HLX 2.0 × 10-8 0.96 [0.94-0.97] T/C 47.3/48.5 rs2784255 C T 1 0.023 0.92 [0.85-0.99] consistent 0 

3 5843836 rs7624168 EDEM1 2.3 × 10-8 0.95 [0.93-0.97] G/A 21.5/22.6 rs4684509* G C 1 0.036 0.91 [0.83-0.99] consistent 8 

15 68238462 rs387505 PIAS1 2.9 × 10-8 1.04 [1.03-1.06] C/T 44.9/43.8 rs387505 T C 1 0.009 1.10 [1.02-1.18] consistent 0 

 

  



Supplementary Table 7: Characteristics of patients used for RT-PCR of curated candidate transcripts in colon tissue 

The analyses for layer-specific and disease-specific expression in colonic anatomic layers were each performed in on the same PCR-plate to avoid batch- and 

plate effects. Thus, for each type of experiments, a respective set of patients was defined. The characteristics of the patient samples are provided below. 

Supplementary Table 7a: Patients used for layer specific expression analysis in controls by RT-PCRs (mucosa, submucosa, muscle layer) 

Patient group Number of patients Mean age [years] Gender distribution 

Control 7 75,1 5 women, 2 men 

 

Supplementary Table 7b: Patients used for disease- and layer-specific expression analysis by RT-PCRs (mucosa, submucosa, muscle layer) 

Patient group Number of patients Mean age [years] Gender distribution 

Control 20 71,3 11 women, 9 men 

Diverticulitis 21 60,8 13 women, 8 men 

Diverticulosis 13 71,9 5 women, 8 men 
  



Supplementary Table 8: Primer sequences used for real time (RT) PCR of colon tissue 

RT-PCR was performed for the top 20 replicating risk loci as shown in Supplementary Table 6. Pre-validated TaqMan® Assays (with the Applied Biosystems ID 

provided in the able) were used for RT-PCR in colonic tissue. For the remaining three transcripts, assays were designed manually.  

Risk locus Gene Assay Forward primer (5‘-3‘) Reverse primer (5‘-3‘) Probe (5‘-3‘) 
ARHGAP15 ARHGAP15  AGGAGCTGTGCAAATGAGAATCA TGAATGATTCCTTCTGTGTCTGGAT AGCCACCATGACAGGCTCAGCCAAAGTA 
GPR158 GPR158  ACATCCGATCACCTCATCTTCAATA CGATGGGACTGTCCGCAC TGCCTCATTGACCGCTGGGACTACATG 
COLQ COLQ Hs01552912_m1    
PPP1R14A PPP1R14A Hs00264434_m1    
ABO ABO Hs00220850_m1    
FBXL13 FBXL13 Hs00376683_m1    
FAM155A FAM155A  GGCCTCTCCAGTTTCATCTGTACA TCCCTTTGGATGGGTTATTTGA TGAACCAGAATGCTGTGACGTCAGGAGAGA 
NOV NOV Hs00159631_m1    
COL6A1 COL6A1 Hs01095585_m1    
ELN ELN Hs00355783_m1    
LINC01082 LINC01082 Hs01388639_m1    
LOC101927314 LOC101927314 Hs01384818_m1    
P2RY12 P2RY12 Hs00224470_m1    
CALCB CALCB Hs01119333_gH    
S100A10 S100A10 Hs00237010_m1    
PHGR1:DISP2 PHGR1 Hs04188719_m1    
PHGR1:DISP2 DISP2 Hs00394338_m1    
SCAPER SCAPER Hs01065655_m1    
CTAGE1 CTAGE1 Hs00535737_s1    
CACNB2 CACNB2 Hs01100744_m1    
BMPR1B BMPR1B Hs01010965_m1    
Housekeeping gene HPRT  TGAACGTCTTGCTCGAGATGTG CCAGCAGGTCAGCAAAGAATTT TGGGAGGCCATCACATTGTAGCC 
  



Supplementary Table 9: Results of differential expression analysis in controls 

Sigmoid colon layer specific expression of transcripts encoded by the curated candidate genes at top 20 replicating diverticular disease risk associated loci 

ranked by discovery p-value. Relative gene expression values are provided normalized to reference gene Hypoxanthine Phosphoribosyltransferase 1 (HPRT1). 

Median values with lower and upper quartile ranges shown in round brackets. The number of patients utilized after quality control is provided in square brackets. 

Nominal significant (p<0.05) differences in layer specific expression are marked in bold print. A graphical representation of the data is provided in 

Supplementary Figure 3. 

Gene Mucosa Submucosa Muscularis P value (Kruskal-Wallis) 

ARHGAP15 0.326 (0.224 - 0.437) [6] 0.415 (0.361 - 0.443) [7] 0.103 (0.093 - 0.172) [4] 0.0620 

GPR158 0.003 (0.002 - 0.003) [4] 0.033 (0.027 - 0.041) [7] 0.012 (0.005 - 0.013) [5] 0.0014 

COLQ 0.020 (0.008 - 0.074) [6] 0.133 (0.116 - 0.188) [7] 0.044 (0.022 - 0.077) [5] 0.0357 

PPP1R14A 3.548 (1.459 - 8.882) [7] 10.56 (7.577 - 11.355) [7] 49.21 (42.91 - 67.08) [6] 0.0053 

ABO 3.963 (1.460 - 5.905) [7] 0.417 (0.404 - 0.552) [7] 0.282 (0.217 - 0.446) [6] 0.0025 

FBXL13 0.069 (0.055 - 0.164) [5] 0.154 (0.136 - 0.192) [6] 0.114 (0.106 - 0.127) [4] 0.3072 

FAM155A 0.013 (0.007 - 0.019) [4] 0.241 (0.180 - 0.302) [7] 0.067 (0.056 - 0.077) [4] 0.0024 

NOV 0.610 (0.440 - 2.605) [7] 1.959 (1.523 - 2.435) [7] 1.170 (1.006 - 1.423) [6] 0.2256 

COL6A1 1.120 (0.712 - 3.765) [7] 10.171 (6.650 - 12.323) [7] 4.504 (4.104 - 4.545) [5] 0.0286 

ELN 0.067 (0.032 - 0.160) [7] 0.705 (0.436 - 0.803) [7] 0.422 (0.187 - 0.573) [6] 0.0097 

LINC01082 2.027 (1.766 - 4.925) [7] 2.070 (1.407 - 3.063) [7] 1.921 (1.655 - 1.962) [6] 0.7073 

P2RY12 0.365 (0.211 - 0.457) [7] 1.198 (0.975 - 1.291) [7] 1.058 (0.930 - 1.226) [6] 0.0111 

CALCB 0.006 (0.004 - 0.009) [3] 0.023 (0.018 - 0.029) [4] 0.292 (0.213 - 0.338) [4] 0.0116 

S100A10 45.44 (32.55 - 50.99) [7] 117.49 (94.67 - 129.63) [7] 10.47 (10.20 - 12.92) [5] 0.0008 

PHGR1 932.71 (475.52 - 1370.90) [7] 104.95 (66.49 - 158.94) [7] 97.02 (56.99 - 142.13) [6] 0.0026 



DISP2 0.024 (0.015 - 0.053) [5] 0.098 (0.091 - 0.223) [7] 0.020 (0.020 - 0.035) [5] 0.0029 

SCAPER 1.281 (0.831 - 4.077) [6] 2.435 (2.005 - 2.729) [6] 1.564 (1.469 - 1.884) [5] 0.2296 

CACNB2 0.699 (0.501 - 1.579) [7] 1.051 (0.920 - 1.600) [7] 4.443 (3.355 - 5.274) [6] 0.0552 

BMPR1B 0.024 (0.012 - 0.073) [7] 0.223 (0.191 - 0.230) [7] 0.364 (0.245 - 0.440) [6] 0.0093 

CTAGE1 low expression low expression low expression N/A 

LOC101927314 low expression low expression low expression N/A 

 

  



Supplementary Table 10: Results of phenotype-specific expression analysis in anatomical layers of the colon 

Disease and layer specific expression of diverticular disease risk associated genes. Relative gene expression values in the mucosal, submucosal and muscularis 

layer are shown as median values with lower and upper quartile ranges in round brackets for the inflamed (diverticulitis) and non-inflamed (diverticulosis) 

disease stage and diverticula-free controls. Number of patients utilized after quality control is provided in square brackets. Relative gene expression values were 

normalized to housekeeping gene HPRT1. All expression values were normalized to the median of control individuals. Nominal significant (p<0.05) differences 

are marked in bold print. *Diverticula (presence of diverticula); ** unpaired two-samples Wilcoxon test; *** global Kruskal-Wallis test by ranks 

Layer 

(sigmoid colon) 
Gene 

Control 

/no diverticula/ (n) 

Diverticula* 

/D-itis & D-osis/ (n) 

Control  | 

Diverticula 

P ** 

Diverticulitis 

/D-itis/ (n) 

Diverticulosis 

/D-osis/ (n) 

D-itis | D-osis 

P ** 

Control | 

D-itis | D-osis 

(global) P*** 

Control | 

D-itis 

P ** 

Control |  

D-osis 

P ** 

Mucosa ARHGAP15 1.00 (0.89 - 1.78) [12] 1.75 (1.15 - 2.36) [25] 0.095 2.02 (1.31 - 3.87) [13] 1.58 (0.99 - 1.89) [12] 0.29 0.141 0.06 0.34 

Submucosa ARHGAP15 1.00 (0.76 - 1.07) [16] 0.97 (0.77 - 1.12) [24] 0.879 0.95 (0.84 - 1.03) [15] 1.07 (0.70 - 1.87) [9] 0.81 0.921 0.95 0.67 

Muscularis ARHGAP15 1.00 (0.84 - 1.34) [9] 1.96 (1.23 - 2.66) [25] 0.019 1.81 (1.15 - 2.52) [16] 2.19 (1.39 - 3.05) [9] 0.35 0.039 0.07 0.02 

           

Mucosa GPR158 1.00 (0.70 - 1.43) [8] 0.87 (0.69 - 1.05) [16] 0.520 0.81 (0.64 - 0.96) [7] 0.90 (0.77 - 1.13) [9] 0.60 0.686 0.45 0.74 

Submucosa GPR158 1.00 (0.88 - 1.43) [16] 1.43 (0.98 - 1.96) [23] 0.236 1.59 (1.03 - 2.20) [15] 1.07 (0.88 - 1.58) [8] 0.32 0.289 0.14 0.83 

Muscularis GPR158 1.00 (0.75 - 1.14) [3] 0.61 (0.40 - 1.21) [18] 0.451 0.76 (0.39 - 1.17) [11] 0.46 (0.44 - 1.10) [7] 0.86 0.714 0.53 0.49 

           

Mucosa COLQ 1.00 (0.62 - 2.15) [8] 2.46 (0.78 - 8.60) [23] 0.232 3.09 (1.11 - 19.43) [14] 0.61 (0.58 - 6.63) [9] 0.10 0.077 0.04 0.81 

Submucosa COLQ 1.00 (0.62 - 1.51) [16] 0.88 (0.54 - 1.63) [23] 0.721 0.88 (0.65 - 1.54) [15] 0.82 (0.43 - 2.56) [8] 0.97 0.925 0.68 0.93 

Muscularis COLQ 1.00 (0.56 - 2.88) [12] 0.91 (0.57 - 1.63) [24] 0.725 1.37 (0.70 - 2.14) [15] 0.68 (0.57 - 0.89) [9] 0.14 0.404 1.00 0.46 

           

Mucosa PPP1R14A 1.00 (0.70 - 1.59) [16] 1.20 (0.73 - 4.55) [28] 0.289 1.77 (0.76 - 6.69) [15] 1.16 (0.72 - 2.16) [13] 0.38 0.419 0.24 0.55 



Submucosa PPP1R14A 1.00 (0.73 - 1.73) [16] 1.08 (0.68 - 1.98) [23] 0.830 1.30 (0.73 - 1.96) [14] 0.77 (0.66 - 1.91) [9] 0.59 0.847 0.69 0.93 

Muscularis PPP1R14A 1.00 (0.65 - 1.42) [11] 0.56 (0.37 - 0.70) [28] 0.041 0.58 (0.37 - 0.74) [16] 0.49 (0.38 - 0.66) [12] 0.56 0.096 0.13 0.03 

           

Mucosa ABO 1.00 (0.31 - 2.49) [16] 0.53 (0.29 - 0.93) [28] 0.360 0.37 (0.26 - 0.96) [15] 0.56 (0.45 - 0.66) [13] 0.33 0.345 0.15 0.98 

Submucosa ABO 1.00 (0.62 - 1.93) [16] 0.90 (0.42 - 2.74) [23] 0.989 0.86 (0.36 - 1.45) [15] 2.71 (0.55 - 6.74) [8] 0.23 0.419 0.54 0.37 

Muscularis ABO 1.00 (0.51 - 1.69) [10] 0.53 (0.20 - 0.74) [23] 0.057 0.47 (0.16 - 0.71) [13] 0.71 (0.25 - 0.88) [10] 0.56 0.127 0.04 0.24 

           

Mucosa FBXL13 1.00 (0.94 - 1.87) [8] 0.89 (0.62 - 1.56) [23] 0.289 0.95 (0.85 - 1.16) [10] 0.83 (0.49 - 3.46) [13] 0.60 0.471 0.56 0.23 

Submucosa FBXL13 1.00 (0.88 - 1.43) [16] 1.43 (0.98 - 1.96) [23] 0.236 1.59 (1.03 - 2.20) [15] 1.07 (0.88 - 1.58) [8] 0.32 0.289 0.14 0.83 

Muscularis FBXL13 1.00 (0.76 - 1.51) [9] 0.98 (0.61 - 1.94) [26] 0.748 1.40 (0.55 - 2.33) [16] 0.89 (0.65 - 1.13) [10] 0.41 0.637 0.98 0.44 

           

Mucosa FAM155A 1.00 (0.84 - 1.72) [7] 1.07 (0.79 - 1.53) [21] 0.791 1.33 (0.90 - 1.54) [11] 0.96 (0.65 - 1.29) [10] 0.38 0.686 1.00 0.66 

Submucosa FAM155A 1.00 (0.68 - 1.20) [16] 0.97 (0.50 - 1.40) [23] 0.743 1.22 (0.94 - 1.53) [15] 0.50 (0.39 - 0.69) [8] 0.02 0.015 0.26 0.01 

Muscularis FAM155A 1.00 (0.72 - 2.26) [7] 1.54 (1.10 - 1.85) [23] 0.590 1.20 (0.96 - 1.58) [14] 1.81 (1.64 - 2.27) [9] 0.07 0.275 0.74 0.53 

           

Mucosa NOV 1.00 (0.56 - 1.66) [15] 0.76 (0.52 - 2.20) [26] 0.989 0.77 (0.54 - 3.45) [13] 0.72 (0.47 - 1.41) [13] 0.36 0.627 0.65 0.61 

Submucosa NOV 1.00 (0.55 - 1.29) [16] 0.76 (0.51 - 0.88) [23] 0.134 0.78 (0.55 - 0.91) [15] 0.63 (0.32 - 0.87) [8] 0.50 0.219 0.37 0.07 

Muscularis NOV 1.00 (0.78 - 1.63) [11] 0.77 (0.47 - 1.37) [26] 0.189 0.96 (0.50 - 1.50) [16] 0.69 (0.49 - 1.15) [10] 0.62 0.333 0.42 0.11 

           

Mucosa COL6A1 1.00 (0.66 - 1.85) [12] 0.60 (0.34 - 2.85) [27] 0.704 0.83 (0.57 - 7.57) [14] 0.46 (0.26 - 0.91) [13] 0.07 0.157 0.59 0.20 

Submucosa COL6A1 1.00 (0.23 - 1.70) [16] 1.16 (0.78 - 1.59) [24] 0.400 1.39 (1.01 - 1.61) [15] 0.83 (0.46 - 1.57) [9] 0.40 0.519 0.31 0.80 

Muscularis COL6A1 1.00 (0.67 - 1.85) [12] 0.82 (0.50 - 1.36) [25] 0.446 0.95 (0.63 - 1.40) [15] 0.72 (0.44 - 1.00) [10] 0.33 0.467 0.75 0.28 

           

Mucosa ELN 1.00 (0.74 - 1.54) [11] 0.75 (0.64 - 1.31) [20] 0.421 0.77 (0.64 - 3.00) [11] 0.73 (0.65 - 0.78) [9] 0.76 0.560 0.95 0.17 

Submucosa ELN 1.00 (0.07 - 1.34) [16] 0.85 (0.46 - 1.17) [24] 0.751 1.09 (0.85 - 1.39) [15] 0.47 (0.40 - 0.63) [9] 0.03 0.186 0.42 0.63 

Muscularis ELN 1.00 (0.82 - 2.56) [10] 0.93 (0.81 - 2.23) [25] 0.898 1.11 (0.87 - 2.58) [15] 0.85 (0.73 - 1.44) [10] 0.21 0.452 0.76 0.47 



           

Mucosa LINC01082 1.00 (0.70 - 2.12) [13] 1.18 (0.82 - 1.95) [26] 0.846 1.25 (0.81 - 2.28) [13] 1.09 (0.85 - 1.44) [13] 0.44 0.686 0.54 0.80 

Submucosa LINC01082 1.00 (0.87 - 1.18) [16] 1.05 (0.73 - 1.40) [23] 0.432 1.27 (0.96 - 1.54) [15] 0.72 (0.62 - 1.11) [8] 0.04 0.080 0.11 0.44 

Muscularis LINC01082 1.00 (0.66 - 1.96) [12] 1.18 (0.63 - 1.43) [28] 0.779 1.34 (0.95 - 1.43) [16] 1.13 (0.62 - 1.45) [12] 0.76 0.910 0.91 0.71 

           

Mucosa LOC101927314 1.00 (1.00 - 1.00) [1] 1.33 (0.41 - 1.94) [9] 1.000 1.39 (1.10 - 1.58) [4] 0.81 (0.26 - 3.27) [5] 0.90 0.911 0.72 1.00 

Submucosa LOC101927314 1.00 (0.95 - 2.34) [9] 1.05 (0.65 - 1.58) [16] 0.552 1.05 (0.71 - 1.67) [10] 1.17 (0.67 - 1.48) [6] 0.96 0.824 0.54 0.77 

Muscularis LOC101927314 1.00 (0.98 - 1.02) [2] 3.20 (3.06 - 3.33) [2] 0.245 3.47 (3.47 - 3.47) [1] 2.93 (2.93 - 2.93) [1] 1.00 0.259 0.54 0.54 

           

Mucosa P2RY12 1.00 (0.40 - 1.54) [13] 0.72 (0.59 - 1.48) [23] 0.921 0.65 (0.52 - 1.24) [11] 0.87 (0.62 - 1.61) [12] 0.56 0.867 0.95 0.81 

Submucosa P2RY12 1.00 (0.80 - 1.07) [16] 1.03 (0.56 - 1.47) [23] 0.786 1.16 (0.69 - 1.49) [14] 0.72 (0.56 - 0.91) [9] 0.27 0.264 0.20 0.25 

Muscularis P2RY12 1.00 (0.91 - 1.11) [11] 0.91 (0.60 - 1.14) [26] 0.344 0.73 (0.47 - 1.16) [16] 0.95 (0.84 - 1.12) [10] 0.41 0.474 0.29 0.65 

           

Mucosa CALCB low expression low expression N/A low expression low expression N/A N/A N/A N/A 

Submucosa CALCB 1.00 (0.42 - 1.27) [14] 1.13 (0.41 - 2.46) [22] 0.465 1.56 (0.62 - 2.87) [14] 0.49 (0.39 - 1.43) [8] 0.29 0.371 0.22 0.81 

Muscularis CALCB 1.00 (0.97 - 1.73) [3] 0.13 (0.12 - 0.27) [12] 0.012 0.12 (0.11 - 0.32) [7] 0.14 (0.13 - 0.17) [5] 1.00 0.034 0.02 0.04 

           

Mucosa S100A10 1.00 (0.73 - 1.33) [16] 0.84 (0.63 - 1.40) [27] 0.606 0.90 (0.69 - 1.41) [14] 0.84 (0.60 - 1.23) [13] 0.94 0.856 0.79 0.55 

Submucosa S100A10 1.00 (0.73 - 1.20) [16] 1.21 (1.00 - 1.48) [23] 0.047 1.37 (1.13 - 1.55) [14] 1.01 (0.57 - 1.21) [9] 0.07 0.013 0.003 0.98 

Muscularis S100A10 1.00 (0.77 - 1.74) [13] 1.40 (1.11 - 1.95) [26] 0.125 1.52 (1.31 - 1.86) [14] 1.29 (1.05 - 2.01) [12] 0.66 0.272 0.13 0.29 

           

Mucosa PHGR1 1.00 (0.66 - 2.21) [13] 0.99 (0.65 - 1.43) [29] 0.624 0.87 (0.52 - 1.20) [16] 1.07 (0.85 - 2.62) [13] 0.12 0.231 0.23 0.64 

Submucosa PHGR1 1.00 (0.17 - 3.03) [16] 2.03 (0.57 - 8.57) [23] 0.134 1.78 (0.59 - 7.04) [14] 3.33 (0.59 - 8.63) [9] 0.59 0.276 0.27 0.15 

Muscularis PHGR1 1.00 (0.48 - 2.90) [12] 1.21 (0.40 - 2.05) [25] 0.685 1.28 (0.31 - 1.81) [15] 1.13 (0.83 - 1.92) [10] 0.93 0.850 0.45 0.87 

           

Mucosa DISP2 1.00 (0.41 - 1.15) [12] 0.66 (0.38 - 1.19) [20] 0.425 0.51 (0.36 - 0.99) [10] 0.74 (0.53 - 1.45) [10] 0.47 0.564 0.34 0.72 



Submucosa DISP2 1.00 (0.82 - 1.71) [16] 1.36 (0.74 - 1.73) [23] 0.875 1.37 (0.63 - 1.73) [15] 1.35 (1.22 - 1.71) [8] 0.63 0.736 0.77 0.41 

Muscularis DISP2 1.00 (0.57 - 1.92) [10] 0.43 (0.28 - 0.74) [16] 0.016 0.53 (0.30 - 0.79) [8] 0.43 (0.28 - 0.70) [8] 0.79 0.049 0.08 0.02 

           

Mucosa SCAPER 1.00 (0.53 - 2.24) [12] 0.72 (0.47 - 2.10) [26] 0.695 1.19 (0.69 - 2.51) [13] 0.57 (0.33 - 1.19) [13] 0.10 0.232 0.68 0.26 

Submucosa SCAPER 1.00 (0.67 - 1.24) [16] 1.14 (0.57 - 1.60) [23] 0.764 1.11 (0.64 - 1.26) [14] 1.60 (0.45 - 1.73) [9] 0.51 0.878 0.79 0.84 

Muscularis SCAPER 1.00 (0.71 - 1.07) [11] 0.78 (0.57 - 1.28) [28] 0.564 1.02 (0.63 - 1.80) [16] 0.73 (0.49 - 0.80) [12] 0.20 0.258 0.75 0.12 

           

Mucosa CACNB2 1.00 (0.65 - 1.21) [13] 0.73 (0.53 - 1.12) [24] 0.556 0.68 (0.46 - 1.13) [11] 0.77 (0.56 - 1.09) [13] 0.82 0.802 0.52 0.72 

Submucosa CACNB2 1.00 (0.72 - 1.18) [16] 0.78 (0.60 - 1.44) [23] 0.617 0.77 (0.60 - 1.30) [15] 0.83 (0.59 - 1.89) [8] 0.63 0.770 0.51 0.98 

Muscularis CACNB2 1.00 (0.78 - 1.48) [12] 0.96 (0.54 - 1.76) [24] 0.700 1.21 (0.52 - 1.86) [14] 0.92 (0.58 - 1.25) [10] 0.58 0.738 1.00 0.45 

           

Mucosa BMPR1B 1.00 (0.78 - 1.02) [7] 0.43 (0.26 - 0.65) [14] 0.010 0.57 (0.26 - 0.71) [8] 0.35 (0.27 - 0.46) [6] 0.75 0.032 0.02 0.04 

Submucosa BMPR1B 1.00 (0.52 - 1.46) [16] 0.66 (0.45 - 1.28) [23] 0.353 0.79 (0.54 - 1.28) [15] 0.60 (0.36 - 1.22) [8] 0.63 0.591 0.46 0.41 

Muscularis BMPR1B 1.00 (0.67 - 1.43) [8] 0.49 (0.41 - 1.08) [23] 0.055 0.46 (0.40 - 0.97) [13] 0.69 (0.46 - 1.18) [10] 0.28 0.088 0.04 0.23 

 

  



Supplementary Table 11: Gene set enrichment analysis (GSEA) for GO: Biological Process Ontology using the 48 curated candidate genes for diverticular 

disease 

The table shows the results of GSEA with gene sets derived from the MSigDB GO Biological Process Ontology (4436 gene sets) according to Subramanian et al., 

PNAS 2005 (full reference provided below the table). K is the number of genes in the set from The Molecular Signatures Database (MSigDB v6.1). k is the 

number of genes in the intersection of the query set with a set from MSigDB. * p-value: hypergeometric distribution (k, K, n, N),  Genes in Comparison (n=45 

with HUGO gene symbols),  Genes in Universe (all known human gene symbols) (N=45956); ** q-values significant at FDR (p < 0.05) 

Gene Set Name # Genes in Gene 
Set (K) 

# Genes in 
Overlap (k) k/K p-value* FDR q-

value** 
Genes in Overlap (diverticular disease risk 
associated genes ) 

GO_REGULATION_OF_CELL_DIFFERENTIATION 1492 11 0.0074 1.5E-7 6.64E-4 BMPR1B; TRPS1; GDNF; EFEMP1; HLX; 
TIMP2; BDNF; P2RY12; HAS2; NOV; S100A10 

GO_REGULATION_OF_MULTICELLULAR_ORGANISM
AL_DEVELOPMENT 1672 11 0.0066 4.64E-7 1.03E-3 

BMPR1B; TRPS1; GDNF; EFEMP1; HLX; 
TIMP2; BDNF; P2RY12; PPP1R16B; COLQ; 
STARD13 

GO_ORGAN_MORPHOGENESIS 841 8 0.0095 1.44E-6 2.13E-3 BMPR1B; TRPS1; GDNF; EFEMP1; HLX; 
HAS2; PLEKHA1; ELN;  

GO_REGULATION_OF_CHONDROCYTE_DIFFERENTIA
TION 46 3 0.0652 1.29E-5 5.46E-3 BMPR1B; EFEMP1; TRPS1 

GO_SYNAPSE_ORGANIZATION 145 4 0.0276 1.28E-5 5.46E-3 GDNF; BDNF; COLQ; CACNB2 

GO_EXTRACELLULAR_STRUCTURE_ORGANIZATION 304 5 0.0164 1.21E-5 5.46E-3 HAS2; ELN; TIMP2; COL6A1; CRISPLD2 

GO_SKELETAL_SYSTEM_DEVELOPMENT 455 6 0.0132 5.35E-6 5.46E-3 BMPR1B; TRPS1; HAS2; PLEKHA1; NOV; 
PCSK5 

GO_TUBE_DEVELOPMENT 552 6 0.0109 1.6E-5 5.46E-3 GDNF; HLX; TRPS1; STARD13; CRISPLD2; 
PCSK5 



GO_POSITIVE_REGULATION_OF_CELL_DIFFERENTIA
TION 823 7 0.0085 1.45E-5 5.46E-3 BMPR1B; GDNF; HAS2; HLX; BDNF; TIMP2; 

S100A10 

GO_REGULATION_OF_CELL_DEVELOPMENT 836 7 0.0084 1.6E-5 5.46E-3 GDNF; HAS2; BDNF; TIMP2; S100A10; 
EFEMP1; P2RY12 

GO_POSITIVE_REGULATION_OF_DEVELOPMENTAL_P
ROCESS 1142 8 0.0070 1.35E-5 5.46E-3 BMPR1B; GDNF; BDNF; HAS2; TIMP2; HLX; 

PPP1R16B; S100A10 

GO_REGULATION_OF_CELL_PROLIFERATION 1496 9 0.0060 1.23E-5 5.46E-3 HAS2; TIMP2; BMPR1B; NOV; GDNF; 
EFEMP1; HLX; PPP1R16B; PIAS1 

GO_TISSUE_DEVELOPMENT 1518 9 0.0059 1.38E-5 5.46E-3 BMPR1B; GDNF; HAS2; HLX; PPP1R16B; 
TRPS1; NOV; COL6A1; STARD13 

GO_POSITIVE_REGULATION_OF_CELL_MORPHOGEN
ESIS_INVOLVED_IN_DIFFERENTIATION 162 4 0.0247 1.98E-5 6.28E-3 GDNF; HAS2; BDNF; S100A10 

GO_REGULATION_OF_CARTILAGE_DEVELOPMENT 63 3 0.0476 3.34E-5 9.89E-3 TRPS1; EFEMP1; BMPR1B 

GO_ENTERIC_NERVOUS_SYSTEM_DEVELOPMENT 11 2 0.1818 5.13E-5 1.4E-2 GDNF; HLX 

GO_REGULATION_OF_ANATOMICAL_STRUCTURE_M
ORPHOGENESIS 1021 7 0.0069 5.69E-5 1.4E-2 S100A10; GDNF; HAS2; BDNF; STARD13; 

PPP1R16B; ARHGAP15 

GO_PROTEIN_LOCALIZATION 1805 9 0.0050 5.37E-5 1.4E-2 TRPS1; S100A10; PCSK5; COLQ; CACNB2; 
PLEKHA1; SNX24; GPR158; LTBP1 

GO_POSITIVE_REGULATION_OF_RESPONSE_TO_STIM
ULUS 1929 9 0.0047 8.95E-5 2.09E-2 BDNF; PLEKHA1; HLX; BMPR1B; TIMP2; 

NOV; HLA-DQA1; ANO1; EDEM1 

GO_POSITIVE_REGULATION_OF_CELL_DEVELOPMEN
T 472 5 0.0106 9.74E-5 2.16E-2 BDNF; TIMP2; S100A10; GDNF; HAS2 

Reference for Supplementary Table 11:  

Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA, Paulovich A, Pomeroy SL, Golub TR, Lander ES, Mesirov JP. Gene set 

enrichment analysis: a knowledge-based approach for interpreting genome-wide expression profiles. Proc Natl Acad Sci U S A. 2005 Oct 25;102(43):15545-50.  



Supplementary Table 12: Gene set enrichment analysis (GSEA) for CP: Canonical pathways Ontology using the 48 curated candidate genes for 

diverticular disease 

The table shows the results of GSEA with gene sets derived from curated gene sets for CP: Canonical pathways (1329 gene sets) according to Subramanian et al., 

PNAS 2005 (full reference provided below the table). These gene sets are canonical representations of a biological process compiled by domain experts. Table 

headings match headings in Supplementary Table 11. 

Gene Set Name (Reference) # Genes in 
Gene Set (K Description # Genes in 

Overlap (k) k/K FDR q-
value** Genes in Overlap (diverticular disease risk associated genes ) 

NABA_MATRISOME (Naba et al.) 1028 Ensemble of genes encoding 
extracellular matrix and 
extracellular matrix-associated 
proteins 

13 0.0126 8.51E-9 COLQ; LTBP; ELN; EFEMP1; NOV; CRISPLD2; COL6A1; 

GDNF; BDNF; TIMP2; S100A10; PCSK5; C1QTNF7 

NABA_CORE_MATRISOME  

(Naba et al.) 

275 Ensemble of genes encoding core 
extracellular matrix including 
ECM glycoproteins, collagens 
and proteoglycans 

7 0.0255 4.53E-6 

COLQ; LTBP; ELN; EFEMP1; NOV; CRISPLD2; COL6A1 

NABA_ECM_GLYCOPROTEINS 

(Naba et al.) 

196 Genes encoding structural ECM 
glycoproteins 

6 0.0306 1.32E-5 
COLQ; LTBP; ELN; EFEMP1; NOV; CRISPLD2 

NABA_MATRISOME_ASSOCIATE
D (Naba et al.) 

753 Ensemble of genes encoding 
ECM-associated proteins 
including ECM-affilaited 
proteins, ECM regulators and 
secreted factors 

6 0.0080 2.29E-2 

GDNF; BDNF; TIMP2; S100A10; PCSK5; C1QTNF7 

Reference for Supplementary Table 12:  



Subramanian A, Tamayo P, Mootha VK, Mukherjee S, Ebert BL, Gillette MA, Paulovich A, Pomeroy SL, Golub TR, Lander ES, Mesirov JP. Gene set 

enrichment analysis: a knowledge-based approach for interpreting genome-wide expression profiles. Proc Natl Acad Sci U S A. 2005 Oct 25;102(43):15545-50.  

Naba A, Clauser KR, Hoersch S, Liu H, Carr SA, Hynes RO. The matrisome: in silico definition and in vivo characterization by proteomics of normal and tumor 

extracellular matrices. Mol Cell Proteomics. 2012 Apr;11(4):M111.014647. doi: 10.1074/mcp.M111.014647. 

 



Supplementary Table 13: VEGAS2PathwayAnalysis 

We performed pathway analysis on Diverticular Disease GWAS summary data to assign gene-based test statistics to a pathway using the VEGAS2-Pathway 

approach (Mirsha et al., 2017). The analysis was performed on 6,212 gene-sets, including 18,399 genes with 511,336 annotations. An empirical p-value for each 

pathway was computed by comparing the summed set score against that of replicates of the same size obtained through resampling of gene-based test statistics.  

Supplementary Table 13 shows the top five pathways observed in pathway analysis.  Two pathways reached the genome-wide, pathway-based significant p value 

of p<1.00 × 10−5, which are GO:0045596_negative_regulation_of_cell_differentiation and GO:0031012_extracellular_matrix, both pathways are highlighted in 

grey shading. The full analysis is provided in Supplementary Table 14. 

# 
Pathway ID Pathway size 

(number of genes ) 
Empirical p value 

1 GO:0045596_negative_regulation_of_cell_differentiation 176 4.00 × 10-06 

2 GO:0031012_extracellular_matrix 248 8.00 × 10-06 

3 GO:0051093_negative_regulation_of_developmental_process 209 1.80 × 10-05 

4 GO:0007517_muscle_organ_development 191 2.06 × 10-04 

5 GO:0045595_regulation_of_cell_differentiation 368 2.24 × 10-04 

Literature cited in Supplementary Table 13:  

Mishra A, MacGregor S. A Novel Approach for Pathway Analysis of GWAS Data Highlights Role of BMP Signalling and Muscle Cell Differentiation in 
Colorectal Cancer Susceptibility. Twin Res Hum Genet. 2017;20(1):1-9.  

https://www.cambridge.org/core/journals/twin-research-and-human-genetics/article/novel-approach-for-pathway-analysis-of-gwas-data-highlights-role-of-bmp-signaling-and-muscle-cell-differentiation-in-colorectal-cancer-susceptibility/2B99124878BB41F67EBE15C6DA97FBF3/core-reader#tbl001
https://www.ebi.ac.uk/QuickGO/term/GO:0045596
https://www.ebi.ac.uk/QuickGO/term/GO:0031012
https://www.ebi.ac.uk/QuickGO/term/GO:0051093
https://www.ebi.ac.uk/QuickGO/term/GO:0007517
https://www.ebi.ac.uk/QuickGO/term/GO:0045595


Supplementary Table 14:  VEGAS2 pathway analysis of gene-based test statistics using summary 
data from the UK Biobank GWAS analysis for diverticular disease. 

Supplementary 14 shows the top 100 results of the VEGAS2 pathway analysis approach (Mishra et 

al.) based on gene-based test statistics of diverticular disease GWAS summary data. All together, the 

analysis was performed on 6,212 gene-sets, including 18,399 genes with 511,336 annotations. An 

empirical p value for each pathway was computed by comparing the summed set score against that of 

replicates of the same size obtained through resampling of gene-based test statistics.   

Reference for Supplementary Table 14: 

Mishra A, MacGregor S. A Novel Approach for Pathway Analysis of GWAS Data Highlights Role of 
BMP Signaling and Muscle Cell Differentiation in Colorectal Cancer Susceptibility. Twin Res Hum 
Genet. 2017;20(1):1-9.  



# GO_ID pathwayp
Empirical p 

value

Pathway

size

( number of genes )
genelist

1
GO:0045596_negative_regulation_of_cell_differenti

ation
1.85414941516684e‐36 4e‐06 176

HES5_PLA2G2A_WNT4_EPHB2_LIN28A_HDAC1_ZCCHC11_GFI1_RBM15_NOTCH2_CRP_LMX1A_RC3H1_ASPM_HLX_OSR1_SIX2_SOCS5_RTN4

_SEMA4F_ZC3H8_GLI2_DLX2_ITGAV_CTLA4_IHH_INHA_GPR55_INPP5D_TWIST2_PPARG_CTNNB1_RHOA_SEMA3F_DRD3_IQCB1_NPHP3_W

WTR1_SOX2_CHRD_ADIPOQ_BCL6_OSTN_HES1_PHOX2B_KIT_REST_RUFY3_EREG_NKX6‐

1_SPP1_TLR3_FGF10_ISL1_FST_CARTPT_APC_PRDM6_IL4_HDAC3_CD74_TLX3_NKX2‐

5_ID4_POU5F1_NOTCH4_ENPP1_SOD2_DLL1_HOXA7_GLI3_SEMA3A_CDK6_LRRC17_CAV1_SHH_PIWIL2_NBN_PTK2_TGFBR1_ABCA1_KLF4_

TLR4_NOTCH1_UCMA_ZEB1_NRP1_SIRT1_NODAL_BMPR1A_LDB1_TCF7L2_VAX1_CALCA_BDNF_LMO2_NR1H3_CNTF_PRPF19_MEN1_CCDC

85B_FGF4_ZBTB16_THY1_FGF23_NANOG_IAPP_PTHLH_HDAC7_GDF11_ASCL1_DTX1_TBX3_ULK1_RNF6_FLT3_LIG4_NFKBIA_NKX2‐

1_BMP4_C14orf169_DICER1_TCL1A_SMAD3_ISL2_CREBBP_IL4R_TGFB1I1_IRX3_CETP_TP53_NTN1_NF1_STAT5A_HDAC5_ITGB3_NGFR_NME

1_AXIN2_SOX9_FOXJ1_ARHGDIA_TWSG1_MIB1_SMAD7_MBP_ZNF358_CALR_NOTCH3_ZNF675_MAG_DLL3_TGFB1_ARHGEF1_NR1H2_KLK8

_JAG1_NKX2‐

2_FOXA2_MAFB_BMP7_TTC3_ABCG1_RTN4R_MAPK1_PRAME_THOC5_LIF_YWHAH_TOB2_PPARA_NR0B1_FOXO4_CITED1_MBNL3_PLXNA3

2 GO:0031012_extracellular_matrix 4.05941463766533e‐44 8e‐06 248

VWA1_MFAP2_WNT4_MATN1_COL16A1_COL8A2_COL9A2_LEPRE1_PODN_F3_NTNG1_WNT2B_ADAMTSL4_RPTN_BCAN_ADAMTS4_DPT_T

NN_LAMC2_HMCN1_LAD1_OPTC_LAMB3_TGFB2_WNT3A_NID1_ZP4_PXDN_MATN3_EMILIN1_VIT_EFEMP1_FBLN7_COL5A2_FN1_WNT10A

_COL4A3_COL6A3_GPC1_TIMP4_WNT7A_COLQ_EFHB_CRTAP_COL7A1_DAG1_WNT5A_ADAMTS9_COL8A1_IMPG2_CCDC80_COL6A6_MUC4

_SPON2_CPZ_SOD3_ENAM_ADAMTS3_MEPE_SNCA_NPNT_PRSS12_FREM3_ADAMTS16_SLC1A3_EGFLAM_FGF10_ERBB2IP_THBS4_HAPLN1

_LOX_FBN2_ADAMTS19_TGFBI_WNT8A_RELL2_FGF1_SPARC_GABRA6_ADAMTS2_GPLD1_C6orf15_COL11A2_VEGFA_CRISP3_TINAG_DST_C

OL9A1_COL12A1_IMPG1_LAMA4_COL10A1_CTGF_SERAC1_SMOC2_COL28A1_VWC2_ELN_TFPI2_COL1A2_GPC2_ACHE_LAMB4_WNT2_WNT

16_PTPRZ1_LPL_MMP16_MATN2_CTHRC1_NOV_COL14A1_OC90_FREM1_ANXA2P2_MAMDC2_ECM2_COL15A1_COL27A1_TNC_OLFML2A_L

AMC3_NTNG2_ADAMTSL2_COL5A1_UCMA_RBP3_COL13A1_ADAMTS14_SPOCK2_SFTPD_MMRN2_CRTAC1_WNT8B_KAZALD1_COL17A1_S

MC3_TECTB_FGFR2_MMP21_MMP26_SPON1_OTOG_CD44_HSD17B12_ZP1_FLRT1_CD248_WNT11_MMP13_TECTA_ADAMTS15_WNT5B_V

WF_MFAP5_MGP_ADAMTS20_COL2A1_WNT10B_MMP19_DCN_NTN4_MMP17_FGF9_POSTN_FREM2_COL4A2_ANG_MMP14_COCH_NID2_

BMP4_LGALS3_SMOC1_PAPLN_LTBP2_TGFB3_FLRT2_FBLN5_SERPINA1_THBS1_MFAP1_FBN1_ANXA2_CILP_LOXL1_ADAMTS7_ADAMTSL3_H

APLN3_PCSK6_MMP25_OTOA_SPN_PRSS36_MMP2_MMP15_GFOD2_ADAMTS18_CRISPLD2_NTN1_MFAP4_VTN_MMP28_WNT9B_CHAD_L

GALS3BP_EMILIN2_LAMA1_LAMA3_ADAMTSL5_ADAMTS10_COL5A3_CALR_PODNL1_CILP2_APLP1_SPINT2_LTBP4_TGFB1_FLRT3_MMP24_E

MILIN3_PI3_MMP9_BMP7_LAMA5_COL9A3_ADAMTS5_SOD1_TFF3_COL6A2_DGCR6_MMP11_TFIP11_EMID1_TIMP3_LGALS1_CHADL_WNT

7B KAL1 AMELX EGFL6 NYX TIMP1 COL4A5 GRIA3 GPC3 BGN

3
GO:0051093_negative_regulation_of_developmenta

l_process
7.01465002987493e‐39 1.8e‐05 209

HES5_PLA2G2A_WNT4_EPHB2_LIN28A_HDAC1_TIE1_ZCCHC11_GFI1_RBM15_NOTCH2_ECM1_NPR1_CRP_LMX1A_RC3H1_ASPM_HLX_OSR1

_SIX2_SOCS5_RTN4_SEMA4F_ZC3H8_GLI2_DLX2_ITGAV_MSTN_CTLA4_IHH_INHA_COL4A3_GPR55_INPP5D_TWIST2_GHRL_PPARG_CTNNB1

_RHOA_SEMA3F_STAB1_DRD3_IQCB1_NPHP3_WWTR1_SOX2_CHRD_ADIPOQ_BCL6_OSTN_HES1_PHOX2B_KIT_REST_STATH_RUFY3_EREG_

NKX6‐1_SPP1_LEF1_TLR3_FGF10_ISL1_FST_CARTPT_APC_PRDM6_IL4_HDAC3_SPINK5_ADRB2_CD74_TLX3_NKX2‐

5_ID4_POU5F1_NOTCH4_IL17F_ENPP1_SOD2_PLG_DLL1_HOXA7_GLI3_SEMA3A_CDK6_CALCR_LRRC17_CAV1_SHH_ANGPT2_PIWIL2_PTK2B

_NBN_TNFRSF11B_PTK2_TGFBR1_ABCA1_KLF4_TLR4_NOTCH1_UCMA_ZEB1_NRP1_SIRT1_SRGN_NODAL_BMPR1A_HHEX_RBP4_SLIT1_LDB1

_TCF7L2_VAX1_CALCA_BDNF_LMO2_NR1H3_CNTF_PRPF19_MEN1_CCDC85B_FGF4_ZBTB16_THY1_FGF23_NANOG_IAPP_PTHLH_HDAC7_G

DF11_ASCL1_DTX1_TBX3_ULK1_RNF6_FLT3_LECT1_LIG4_COL4A2_NFKBIA_NKX2‐

1_BMP4_C14orf169_VASH1_DICER1_TCL1A_THBS1_SMAD3_PML_ISL2_LUC7L_CREBBP_IL4R_TGFB1I1_IRX3_CETP_SERPINF1_TP53_NTN1_N

F1_STAT5A_HDAC5_ITGB3_NGFR_NME1_AXIN2_APOH_SOX9_FOXJ1_ARHGDIA_TWSG1_MIB1_SMAD7_BCL2_MBP_ZNF358_CALR_NOTCH3_

ZNF675_MAG_SIRT2_DLL3_TGFB1_ARHGEF1_KLK8_JAG1_NKX2‐

2_FOXA2_CST3_MAFB_BMP7_CXADR_TTC3_ABCG1_RTN4R_MAPK1_PRAME_THOC5_LIF_YWHAH_TOB2_PPARA_NR0B1_FOXO4_CITED1_A

MOT MBNL3 PLXNA3

4 GO:0007517_muscle_development 1.35653471251392e‐31 0.000206 191

DVL1_SKI_PAX7_HSPG2_FHL3_NRD1_TGFBR3_SORT1_NRAS_MEF2D_IGSF8_RXRG_TNNT2_MYOG_PROX1_CENPF_TGFB2_HLX_CAPN2_ACTA

1_SDC1_TCF23_BMP10_VAMP5_CACNB4_CHRNA1_HOXD9_TTN_MSTN_ALS2_MYL1_IGFBP5_OBSL1_CHRND_COL6A3_CAV3_XIRP1_CTNNB1

_MYL3_RHOA_TNNC1_FLNB_TAGLN3_MRAS_FOXL2_MBNL1_TIPARP_FXR1_MSX1_EVC_SGCB_CXCL10_PPP3CA_PTCD2_F2R_HOMER1_MEF2

C_CAST_PITX1_HBEGF_PDGFRB_HAND1_NKX2‐

5_FOXC1_FAM65B_HIST1H1B_COL19A1_BVES_ATG5_CD164_VGLL2_PLN_PLG_FOXK1_MEOX2_AEBP1_SRI_SGCE_ACHE_IFRD1_CAV1_MTPN

_CDK5_SHH_EGR3_NKX2‐

6_JPH1_LY6E_ZFAND5_TMOD1_MURC_FKTN_MUSK_TNC_ENG_TSC1_RXRA_MKX_CHAT_ARID5B_SIRT1_MYOZ1_PTEN_RBP4_ANKRD2_TCF7

L2_HRAS_SOX6_MYOD1_CSRP3_ALX4_MYBPC3_CNTF_HSPB2_TAGLN_HINFP_CDON_BARX2_TEAD4_FGF6_KRAS_POU6F1_MYL6_AVPR1A_C

SRP2_MYF5_IGF1_MYL2_TBX5_NOS1_SGCG_RB1_MYH7_SIX4_ACTC1_CAPN3_TCF12_TPM1_ITGA11_NEO1_MESP1_UNC45A_NR2F2_MEF2A

_CACNA1H_MKL2_MYH11_MYLPF_TRIM72_ZFHX3_SOX15_MYH3_NF1_UNC45B_ERBB2_KRT19_GJC1_MYL4_SGCA_TBX2_GAA_ACTG1_NDU

FV2_AFG3L2_GATA6_SMAD7_MEF2B_DYRK1B_TNNI3_TCF15_FKBP1A_JAG1_MYLK2_SNTA1_NEURL2_LAMA5_CXADR_APP_RCAN1_LIF_SMT

N CACNG2 LGALS1 CBY1 EP300 CHKB FOXO4 FHL1 MTM1 SRPK3 TAZ

5 GO:0045595_regulation_of_cell_differentiation 6.13244768900201e‐46 0.000224 368

AGRN_HES5_HES3_PLA2G2A_WNT4_EPHB2_LIN28A_HDAC1_PTPRF_TAL1_ZCCHC11_JUN_BARHL2_GFI1_RBM15_NGF_CD2_NOTCH2_ARNT

_CHRNB2_EFNA1_CRP_LMX1A_RC3H1_ASPM_PTPRC_IL20_PROX1_TGFB2_HLX_ITPKB_WNT3A_AGT_ID2_OSR1_APOB_XDH_SIX2_SOCS5_RT

N4_ALMS1_SEMA4F_ZAP70_TTL_ACTR3_GLI2_ACVR2A_ACVR1_DLX2_HOXD3_NEUROD1_ITGAV_BMPR2_CTLA4_XRCC5_IHH_INHA_COL4A4

_GPR55_NPPC_INPP5D_TWIST2_CAV3_VHL_PPARG_WNT7A_TGFBR2_ACVR2B_CTNNB1_PLXNB1_RHOA_SEMA3F_MITF_BOC_DRD3_CD80_

CD86_NPHP3_AGTR1_WWTR1_FNDC3B_SOX2_CHRD_ADIPOQ_BCL6_OSTN_HES1_SLIT2_PHOX2B_KIT_REST_RUFY3_BTC_NKX6‐

1_SPP1_NFKB1_CASP6_FGF2_IL15_SMAD1_POU4F2_VEGFC_TLR3_PRLR_IL7R_FGF10_ISL1_FST_IL6ST_MAP1B_AP3B1_XRCC4_APC_PRDM6_

CSF2_IL4_PPP2CA_SMAD5_NDFIP1_SPINK5_CD74_TLX3_SH3PXD2B_NKX2‐

5_PDLIM7_MAPK9_IRF4_BMP6_EDN1_CD83_ID4_TNF_NOTCH4_HLA‐

DOA_PPARD_TAF8_SRF_SMAP1_POU3F2_FOXO3_ENPP1_VNN1_SOD2_DLL1_UNCX_CARD11_SCIN_IL6_HOXA11_GLI3_PURB_IGFBP3_IKZF1_

YWHAG_CD36_SEMA3A_FZD1_CDK6_DLX5_LRRC17_CAV1_PAX4_LEP_SMO_GIMAP5_XRCC2_SHH_MSR1_LZTS1_PIWIL2_NEFL_CLU_STAR_LY

N_EYA1_IL7_CA2_NBN_KLF10_PTK2_JAK2_CDKN2B_AQP3_GNAQ_SEMA4D_SYK_HEMGN_TGFBR1_ABCA1_KLF4_TLR4_CDK5RAP2_NCS1_NO

TCH1_IL2RA_UCMA_BAMBI_ZEB1_NRP1_ZNF488_DKK1_SIRT1_NEUROG3_NODAL_SPOCK2_BMPR1A_LDB1_TCF7L2_VAX1_INS_ILK_CALCA_

BDNF_LMO2_SPI1_CNTF_PRPF19_FADS1_MEN1_SART1_FGF4_DRD2_ZBTB16_BCL9L_THY1_ETS1_FGF23_NTF3_ATN1_NANOG_APOLD1_IAP

P_PTHLH_ADAMTS20_HDAC7_KRT84_GDF11_CYP27B1_BTG1_ASCL1_DTX1_TBX3_TESC_ULK1_FGF9_RNF6_FLT3_SMAD9_TNFSF11_RB1_LIG

4_PNP_ACIN1_NFKBIA_NKX2‐

1_FOXA1_BMP4_HIF1A_C14orf169_TGFB3_DICER1_TCL1A_AKT1_MAP2K1_SMAD3_ISLR2_ISL2_CHRNA3_NTRK3_MESP1_METRN_TNFRSF12

A_CREBBP_PLA2G10_IL4R_IL27_TGFB1I1_IRX3_CETP_HSF4_SERPINF1_NDEL1_NTN1_MYOCD_TRIM16_UBB_NF1_CDK5R1_CCL5_ERBB2_RAR

A_KRT36_STAT5A_HDAC5_MAPT_ITGB3_CDK5RAP3_NGFR_NME2_AXIN2_SOX9_FOXJ1_TIMP2_MAFG_TWSG1_GATA6_CDH2_SMAD2_SMA

D7_SMAD4_BCL2_MBP_GNA11_ZBTB7A_ZNF358_S1PR5_CALR_NOTCH3_JUND_ZNF675_CCNE1_MAG_DLL3_NUMBL_TGFB1_ARHGEF1_CLP

TM1_CRX_BAX_NR1H2_KLK8_PPP2R1A_BMP2_JAG1_NKX2‐

2_FOXA2_DNMT3B_CDK5RAP1_GDF5_TGIF2_ADIG_MAFB_ADA_BMP7_GNAS_TCFL5_SOD1_RUNX1_TTC3_ABCG1_SIK1_RTN4R_MAPK1_PRA

ME_THOC5_LIF_YWHAH_MAFF_XRCC6_NFAM1_PPARA_PLXNB2_NR0B1_IL2RG_CITED1_MORF4L2_MBNL3_PLXNA3

6 PC_Noncanonical_Wnt_signaling_pathway 1.12817290777362e‐27 0.000232 149

PRKCZ_CTNNBIP1_CDC42_KDM1A_HDAC1_PRDX1_JUN_CYR61_PIAS3_BCL9_SETDB1_MYOG_WNT3A_ID2_XPO1_TCF7L1_KDM3A_FHL2_SP5

_CASP8_FZD7_FZD5_XRCC5_CTDSP1_CUL3_PPARG_CTNNB1_RHOA_WNT5A_APPL1_UBA3_MITF_GSK3B_TBL1XR1_DVL3_CTBP1_LEF1_PITX2

_TERT_VCAN_CAMK4_APC_PPP2CA_NEUROG1_CSNK1A1_CAMK2A_FBXW11_MAK_RANBP9_CCND3_ZNF318_MAP3K7_HDAC2_T_RAC1_HIP

1_CDK6_TRRAP_HBP1_MDFIC_CAV1_CUL1_NKX3‐

1_PPP2R2A_PTK2B_DKK4_PRKDC_SNAI2_CHD7_NCOA2_CTHRC1_MYC_CDKN2A_PIP5K1B_TLE4_TLE1_ROR2_KLF4_GSN_NCOA4_DKK1_ZMIZ

1_PI4K2A_BTRC_TCF7L2_INCENP_FGF4_PAK1_FKBP4_CCND2_LRP6_KRT1_HNRNPA1_PA2G4_CTDSP2_PAWR_MYF5_LATS2_CHD8_DAAM1_

AKT1_UBE3A_CSNK1G1_PIAS1_AXIN1_UBE2I_TGFB1I1_ADCY7_MMP2_CMTM2_CDH1_YWHAE_ARRB2_DVL2_NLK_MED1_BRCA1_FZD2_IGF

2BP1_CACNA1G_AXIN2_YES1_TGIF1_ROCK1_TCF4_AES_PIAS4_RANBP3_SMARCA4_GSK3A_RUVBL2_KLK2_PPP2R1A_NCOA6_MMP9_SALL4_

NRIP1_TMPRSS2_PATZ1_CBY1_TAB1_XRCC6_TBL1X_RPS6KA3_AR_MED12_CDX4_ZCCHC12_FLNA

7
GO:0032583_regulation_of_gene‐

specific_transcription
2.15225471123981e‐25 0.000244 127

TNFRSF4_HES5_HES3_PEX14_KDM1A_WDTC1_HDAC1_TAL1_GFI1_PSRC1_RBM15_ARNT_USF1_ATF6_TNFSF4_NR5A2_IL10_PROX1_POMC_

MAPRE3_RHOQ_DLX2_CREB1_IKZF2_PPARG_CTNNB1_SCAP_TLR9_POU1F1_GATA2_TBL1XR1_HES1_DGKQ_PPARGC1A_NKX6‐

1_NFKB1_HMGB2_BASP1_GDNF_MAP3K1_TAF9_MEF2C_IL4_HDAC3_HAND1_NKX2‐

5_HNRNPAB_IRF4_TNF_TFEB_SRF_HDAC2_HEY2_CITED2_IL6_EVX1_GLI3_IKZF1_MLXIPL_EPO_FOXP2_GATA4_PRKDC_HEY1_TAF2_SMARCA2

_RORB_RNF20_RXRA_NOTCH1_SIRT1_HHEX_TCF7L2_ASCL2_CDKN1C_WT1_SPI1_KAT5_BCL9L_ETS1_CDKN1B_VDR_ASCL1_TBX5_TESC_PLA2

G1B_HNF1A_NCOR2_NFKBIA_NKX2‐

1_HIF1A_ESR2_TGFB3_GTF2A2_SMAD3_MESP1_NR2F2_CIITA_MC1R_TP53_MYOCD_NCOR1_THRA_HDAC5_PSMC5_BPTF_FOXJ1_GATA6_S

MAD2_SMAD7_AES_INSR_SMARCA4_NR1H2_TRIM28_BMP2_FOXA2_HNF4A_SOX18_SMARCB1_XRCC6_PPARA_TBL1X_BCOR_FOXP3_TAF9B

_SMARCA1

8 PC_Syndecan‐4‐mediated_signaling_events 5.06346617419262e‐29 0.000298 170

PRKCZ_CTNNBIP1_CDC42_KDM1A_HDAC1_PRDX1_JUN_CYR61_PIAS3_BCL9_SETDB1_MYOG_WNT3A_ID2_XPO1_TCF7L1_KDM3A_FHL2_CXC

R4_SP5_TFPI_CASP8_FZD7_FZD5_FN1_XRCC5_CTDSP1_CUL3_PPARG_CTNNB1_RHOA_PRKCD_WNT5A_APPL1_UBA3_MITF_GSK3B_TBL1XR1

_DVL3_CTBP1_LEF1_PITX2_FGF2_TERT_VCAN_CAMK4_APC_PPP2CA_NEUROG1_CSNK1A1_CAMK2A_FBXW11_MAK_RANBP9_CCND3_ZNF31

8_MAP3K7_HDAC2_PLG_T_RAC1_HIP1_CDK6_TRRAP_HBP1_MDFIC_CAV1_CUL1_NKX3‐

1_PPP2R2A_PTK2B_FGFR1_DKK4_PRKDC_SNAI2_SDCBP_CHD7_NCOA2_CTHRC1_MYC_PTK2_CDKN2A_PIP5K1B_TLE4_TLE1_ROR2_KLF4_TNC

_GSN_ITGB1_CXCL12_NCOA4_DKK1_ZMIZ1_PI4K2A_BTRC_TCF7L2_F2_INCENP_FGF4_PAK1_FKBP4_CCND2_LRP6_KRT1_ITGA5_PA2G4_CTDS

P2_PAWR_MYF5_LATS2_CHD8_DAAM1_ACTN1_AKT1_UBE3A_THBS1_CSNK1G1_PIAS1_AXIN1_UBE2I_TGFB1I1_ADCY7_MMP2_CMTM2_CD

H1_YWHAE_ARRB2_DVL2_TNFRSF13B_NLK_CCL5_MED1_BRCA1_FZD2_IGF2BP1_CACNA1G_AXIN2_YES1_TGIF1_LAMA1_ROCK1_LAMA3_TC

F4_AES_PIAS4_RANBP3_SMARCA4_GIPC1_GSK3A_RUVBL2_KLK2_PPP2R1A_NCOA6_SDC4_MMP9_SALL4_NRIP1_TMPRSS2_PATZ1_CBY1_TA

B1_XRCC6_TBL1X_RPS6KA3_AR_MED12_CDX4_ZCCHC12_FLNA

9 PC_Platelet_Activation 2.14748393746042e‐27 0.00044 155

PRKCZ_MTOR_CASP9_FGR_LCK_MPL_PIK3R3_LRP8_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_FCER1G_PLA2G4A_LMOD1_ROCK2_APOB

_SOS1_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_RHO_NCK1_PIK3CB_P2RY12_P2RY1_KCNMB3

_THPO_GP5_TACR3_GUCY1B3_RICTOR_ITGA1_PIK3R1_F2R_TRPC7_LCP2_MAPK14_FYN_MARCKS_DAGLB_ADCY1_LIMK1_GNAI1_PIK3CG_C

AV1_CALU_CALD1_DGKI_NOS3_SORBS3_RGS20_LYN_FABP4_YWHAZ_PTK2_AQP3_TLN1_GNA14_SYK_HABP4_MAPKAP1_RALGDS_APBB1IP_

MAP3K8_PSAP_VCL_ACTA2_SORBS1_CHUK_GRK5_STIM1_MRVI1_F2_BAD_CFL1_RPS6KB2_PDE2A_ARRB1_ARHGEF12_CD9_PTPN6_CDKN1B

_AQP2_ATF1_NR4A1_MYL6_MDM2_ATP2B1_PTPN11_PXN_ORAI1_FOXO1_GAS6_GNG2_RPS6KA5_HSP90AA1_AKT1_SCG3_MAP2K1_CSK_P

DPK1_MYH11_LAT_MAPK3_STX4_BCAR1_MC1R_CRK_ATP2A3_ARRB2_PIK3R5_ITGA2B_MAP3K14_ITGB3_PECAM1_GNA13_PRKAR1A_GRB2

_MYL12B_GNAL_AQP4_MAP2K2_VAV1_PDE4A_TPM4_F2RL3_LIPE_PTGIR_AKT1S1_PRKCG_GP6_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAP

K1_GNAZ_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1_FLNA

10 PC_Wnt_signaling_network 9.3569774345531e‐28 0.00046 165

PRKCZ_CTNNBIP1_CDC42_KDM1A_HDAC1_RSPO1_PRDX1_JUN_CYR61_PIAS3_BCL9_SETDB1_MYOG_WNT3A_ID2_XPO1_TCF7L1_KDM3A_F

HL2_SP5_CASP8_FZD7_FZD5_XRCC5_CTDSP1_CUL3_PPARG_WNT7A_CTNNB1_RHOA_WNT5A_APPL1_UBA3_MITF_GSK3B_RYK_TBL1XR1_DV

L3_CTBP1_LEF1_PITX2_TERT_VCAN_CAMK4_APC_PPP2CA_NEUROG1_CSNK1A1_CAMK2A_FBXW11_MAK_RANBP9_CCND3_ZNF318_MAP3K

7_HDAC2_T_RAC1_FZD9_HIP1_FZD1_CDK6_TRRAP_HBP1_MDFIC_CAV1_WNT2_CUL1_NKX3‐

1_PPP2R2A_PTK2B_DKK4_PRKDC_SNAI2_CHD7_NCOA2_CTHRC1_MYC_CDKN2A_PIP5K1B_TLE4_TLE1_ROR2_KLF4_GSN_FZD8_NCOA4_DKK1

_ZMIZ1_PI4K2A_BTRC_TCF7L2_INCENP_LRP5_FGF4_PAK1_FZD4_FKBP4_CCND2_LRP6_KRT1_HNRNPA1_PA2G4_CTDSP2_WIF1_PAWR_MYF5

_FZD10_LATS2_CHD8_DAAM1_AKT1_UBE3A_CSNK1G1_PIAS1_AXIN1_UBE2I_KREMEN2_TGFB1I1_ADCY7_MMP2_CMTM2_CDH1_YWHAE_A

RRB2_DVL2_NLK_MED1_IGFBP4_BRCA1_FZD2_WNT3_IGF2BP1_CACNA1G_AXIN2_YES1_TGIF1_ROCK1_TCF4_AES_PIAS4_RANBP3_SMARCA4

_GSK3A_RUVBL2_KLK2_PPP2R1A_NCOA6_MMP9_SALL4_NRIP1_TMPRSS2_PATZ1_CBY1_TAB1_XRCC6_WNT7B_TBL1X_RPS6KA3_ATP6AP2_

AR_MED12_CDX4_ZCCHC12_FLNA

11 GO:0043062_extracellular_structure_organization 5.45995569573581e‐23 0.00048 113

VWA1_HSPG2_COL8A2_NRD1_CYR61_DPT_LAMC1_CACNA1S_ELF3_NFASC_TGFB2_AGT_NID1_PXDN_MPV17_CACNB4_CHRNA1_COL5A2_A

LS2_COL4A3_VHL_WNT7A_CTNNB1_CCDC80_PDGFRA_ADAMTS3_IBSP_EGFLAM_MAP1B_F2R_LOX_TGFBI_PCDHB14_SPINK5_DRD1_B4GAL

T7_ADAMTS2_FOXC1_C6orf15_COL11A2_COL19A1_COL12A1_MYO6_SERAC1_COL1A2_ACHE_TNFRSF11B_COL14A1_PTK2_ANXA2P2_RECK_

ECM2_TGFBR1_MUSK_TNC_OLFML2A_LMX1B_POMT1_TSC1_COL5A1_ITGA8_CHAT_SPOCK2_KAZALD1_NFKB2_ILK_WT1_HSD17B12_SERPIN

H1_DRD2_CADM1_MPZL3_APLP2_ADAMTS20_COL2A1_MYF5_DCN_POSTN_POU4F1_COL4A2_LGALS3_ANXA2_MYH11_GFOD2_CDH1_CRIS

PLD2_FOXF1_VMO1_NLGN2_VTN_NF1_ERBB2_COL1A1_AFG3L2_CDH2_COL5A3_APLP1_MIA_BCL3_ERCC2_FKBP1A_CST3_SNTA1_MMP9_A

PP_COL18A1_COL6A2_TMPRSS6_NLGN4X_GLRA2_NLGN3_ATP7A_COL4A6

12
GO:0010551_regulation_of_specific_transcription_f

rom_RNA_polymerase_II_promoter
5.04785945607706e‐21 0.00048 89

HES5_HES3_KDM1A_WDTC1_HDAC1_TAL1_GFI1_RBM15_USF1_POMC_RHOQ_DLX2_CREB1_IKZF2_PPARG_CTNNB1_SCAP_TLR9_GATA2_TB

L1XR1_HES1_DGKQ_NKX6‐1_NFKB1_HMGB2_GDNF_MAP3K1_TAF9_MEF2C_HDAC3_HAND1_NKX2‐

5_IRF4_TFEB_SRF_HDAC2_HEY2_CITED2_EVX1_GLI3_IKZF1_MLXIPL_PRKDC_HEY1_TAF2_SMARCA2_RXRA_NOTCH1_SIRT1_HHEX_TCF7L2_AS

CL2_NR1H3_KAT5_BCL9L_ETS1_VDR_TBX5_PLA2G1B_HNF1A_NCOR2_NFKBIA_NKX2‐

1_GTF2A2_SMAD3_MESP1_CIITA_MC1R_TP53_MYOCD_NCOR1_THRA_HDAC5_FOXJ1_GATA6_SMAD7_AES_SMARCA4_NR1H2_FOXA2_HNF

4A_SOX18_SMARCB1_XRCC6_PPARA_TBL1X_BCOR_FOXP3_TAF9B

Supplementary Table 14.   VEGAS2 pathway analysis of gene‐based test statistics using summary data from the UK 



13 PC_Glypican_3_network 2.9429488734712e‐28 5e‐04 172

PRKCZ_CTNNBIP1_CDC42_KDM1A_HDAC1_RSPO1_PRDX1_JUN_CYR61_PIAS3_BCL9_SETDB1_MYOG_WNT3A_ID2_XPO1_TCF7L1_KDM3A_F

HL2_SP5_CASP8_FZD7_FZD5_XRCC5_CTDSP1_CUL3_PPARG_WNT7A_CTNNB1_RHOA_WNT5A_APPL1_UBA3_MITF_GSK3B_RYK_TBL1XR1_DV

L3_CTBP1_LEF1_PITX2_TERT_VCAN_CAMK4_APC_PPP2CA_NEUROG1_CSNK1A1_CAMK2A_FBXW11_MAPK9_MAK_RANBP9_CCND3_ZNF318

_MAP3K7_HDAC2_T_RAC1_FZD9_HIP1_FZD1_CDK6_TRRAP_HBP1_MDFIC_CAV1_WNT2_CUL1_SHH_NKX3‐

1_PPP2R2A_PTK2B_DKK4_PRKDC_SNAI2_CHD7_NCOA2_CTHRC1_MYC_CDKN2A_PIP5K1B_TLE4_TLE1_ROR2_PTCH1_KLF4_GSN_FZD8_NCOA

4_DKK1_ZMIZ1_PI4K2A_BTRC_TCF7L2_INCENP_LRP5_FGF4_PAK1_FZD4_FKBP4_CCND2_LRP6_KRT1_HNRNPA1_PA2G4_CTDSP2_WIF1_PAW

R_MYF5_FZD10_LATS2_CHD8_BMP4_DAAM1_AKT1_UBE3A_FGF7_CSNK1G1_PIAS1_FURIN_AXIN1_UBE2I_KREMEN2_TGFB1I1_ADCY7_MMP

2_CMTM2_CDH1_YWHAE_ARRB2_DVL2_NLK_MED1_IGFBP4_BRCA1_FZD2_WNT3_IGF2BP1_CACNA1G_AXIN2_YES1_TGIF1_ROCK1_TCF4_AE

S_PIAS4_RANBP3_SMARCA4_GSK3A_RUVBL2_KLK2_PPP2R1A_NCOA6_MMP9_SALL4_NRIP1_TMPRSS2_PATZ1_CBY1_TAB1_XRCC6_WNT7B_

TBL1X_RPS6KA3_ATP6AP2_AR_MED12_CDX4_ZCCHC12_GPC3_FLNA

14 GO:0044421_extracellular_region_part 7.24420435054885e‐57 0.00062 552

VWA1_UTS2_MFAP2_PLA2G2A_C1QB_FCN3_SMPDL3B_MATN1_COL16A1_YARS_COL8A2_UTP11L_BMP8B_COL9A2_EDN2_LEPRE1_LRP8_PC

SK9_C8B_ANGPTL3_LEPR_CLCA3P_TGFBR3_F3_VCAM1_OLFM3_NTNG1_CSF1_CHIA_WNT2B_NGF_HFE2_CTSK_RPTN_S100A13_IL6R_HDGF_

CD5L_CRP_COPA_APOA2_DPT_SELE_MYOC_TNFSF4_SERPINC1_TNN_ANGPTL1_QSOX1_LAMC2_HMCN1_CFHR1_LAD1_RNPEP_OPTC_REN_I

L24_LAMB3_NENF_TGFB2_LEFTY2_WNT3A_AGT_LGALS8_ZP4_GREM2_PXDN_MATN3_APOB_EMILIN1_VIT_LHCGR_EFEMP1_BMP10_TGFA_

LOXL3_REG3A_GNLY_FBLN7_IL1RN_PLA2R1_LRP2_TFPI_COL5A2_MSTN_HSPD1_FN1_IGFBP5_IHH_INHA_SERPINE2_CCL20_NPPC_RAMP1_G

PC1_HDLBP_IL5RA_GHRL_TIMP4_WNT7A_BTD_EFHB_CMTM6_CRTAP_CCK_TDGF1_COL7A1_DAG1_HYAL1_WNT5A_ADAMTS9_COL8A1_IMP

G2_CCDC80_FSTL1_COL6A6_CP_IL12A_BCHE_TNFSF10_CHRD_SST_OSTN_MUC4_SPON2_HGFAC_OTOP1_CYTL1_CPZ_FGFBP2_SLIT2_SOD3_

KIT_IGFBP7_ENAM_ADAMTS3_BTC_CXCL11_CXCL13_FGF5_BMP3_SPP1_SNCA_AIMP1_DKK2_EGF_PRSS12_FGF2_IL15_FREM3_FGG_PDGFC_

SCRG1_VEGFC_F11_ADAMTS16_SLC1A3_EGFLAM_C6_GHR_CCL28_FGF10_ERBB2IP_CARTPT_CRHBP_THBS4_HAPLN1_PCSK1_EFNA5_TSLP_L

OX_FBN2_ADAMTS19_CSF2_GDF9_TGFBI_WNT8A_IK_RELL2_FGF1_IL17B_GPX3_SPARC_IL12B_C1QTNF2_GABRA6_FGF18_F12_ADAMTS2_S

CGB3A1_LY86_BMP6_EDN1_GPLD1_GNL1_C2_COL11A2_PGC_VEGFA_MEP1A_CRISP1_IL17F_TINAG_DST_COL9A1_CD109_COL12A1_IMPG1

_LAMA4_COL10A1_SMPDL3A_CTGF_VNN3_IL22RA2_ULBP2_SERAC1_PLG_SMOC2_PDGFA_COL28A1_IL6_NPY_SFRP4_INHBA_IGFBP3_VWC2

_EGFR_ELN_CCL24_FGL2_SEMA3C_SEMA3E_TFPI2_COL1A2_PON3_TAC1_GPC2_ACHE_LRRC17_LAMB4_WNT2_WNT16_PTPRZ1_LEP_KCP_C

PA1_AKR1B1_PTN_PRSS1_SSPO_SHH_DEFA5_MSR1_FGL1_LPL_BMP1_STC1_GNRH1_CLU_ADAM9_SFRP1_PLAT_GGH_SULF1_LY96_IL7_CA2

_MMP16_GDF6_MATN2_CTHRC1_ANGPT1_NOV_COL14A1_OC90_TG_GPIHBP1_VLDLR_INSL4_IL33_FREM1_IFNE_IFNK_PRSS3_CCL19_KGFL

P2_MAMDC2_ECM2_COL15A1_FKTN_TNC_GSN_OLFML2A_ANGPTL2_ENG_LAMC3_NTNG2_ADAMTSL2_OLFM1_EGFL7_IL15RA_UCMA_CXCL

12_GDF10_MSMB_MBL2_SRGN_ADAMTS14_SPOCK2_SFTPD_MMRN2_IDE_RBP4_SLIT1_LOXL4_WNT8B_KAZALD1_COL17A1_SMC3_TECTB_

HABP2_PNLIPRP1_FGFR2_HTRA1_MMP21_RNH1_MUC2_INS_MMP26_HPX_DKK3_SPON1_CALCA_OTOG_SAA1_FJX1_HSD17B12_F2_CNTF_

GIF_ZP1_SCGB1D2_FLRT1_CD248_CLCF1_WNT11_ANGPTL5_MMP13_IL18_APOA1_SORL1_ADAMTS15_WNT5B_FGF6_VWF_C1RL_GDF3_PZP

_PRH2_MGP_PTHLH_ADAMTS20_COL2A1_DHH_IGFBP6_APOF_TAC3_IL22_LYZ_DCN_NTN4_IGF1_PEBP1_PLA2G1B_IL31_MMP17_IL17D_FG

F9_FLT1_KL_POSTN_FREM2_TNFSF11_TPT1_CPB2_OLFM4_TNFSF13B_COL4A2_EDDM3A_MMP14_CMTM5_COCH_NID2_BMP4_LGALS3_SM

OC1_PAPLN_PGF_TGFB3_VASH1_FLRT2_FBLN5_SERPINA1_DLK1_TNFAIP2_GREM1_THBS1_MFAP1_SORD_FBN1_FGF7_LIPC_ANXA2_CILP_L

OXL1_ADAMTS7_IL16_ADAMTSL3_MFGE8_FURIN_PCSK6_METRN_IGFALS_IL32_OTOA_IL27_ALDOA_PRSS36_MMP2_CCL17_MMP15_CMTM

4_LCAT_IL34_HPR_CTRB1_ADAMTS18_CRISPLD2_IL17C_SERPINF1_CXCL16_TNFSF13_NTN1_MFAP4_SDF2_CCL1_CCL4_IGFBP4_CNP_SOST_G

RN_WNT9B_CHAD_MPO_PECAM1_APOH_C1QTNF1_SECTM1_EMILIN2_LAMA1_TWSG1_LAMA3_MEP1B_LIPG_GRP_SERPINB2_ADAMTSL5_

AMH_EBI3_C3_MUC16_ICAM1_LDLR_CALR_EMR3_CPAMD8_CILP2_GPI_APLP1_SPINT2_MIA_TGFB1_CEACAM8_APOC2_FKRP_FLT3LG_KLK1

4_IL11_ANGPT4_ATRN_BMP2_FLRT3_PCSK2_THBD_CST3_ASIP_GDF5_GHRH_LBP_EMILIN3_ADA_WFDC2_MMP9_SULF2_ADNP_BMP7_EDN

3_LAMA5_COL20A1_ADAMTS5_SOD1_IFNAR2_FAM3B_TFF1_COL6A2_CECR1_DGCR6_MIF_TFIP11_EMID1_TCN2_PLA2G3_TIMP3_HMOX1_A

POL1_LGALS1_NPTXR_CHADL_SCUBE1_WNT7B_ARSA_KAL1_AMELX_EGFL6_ACE2_RS1_APOO_NYX_NDP_CFP_PCSK1N_BMP15_SERPINA7_C

OL4A5_IL13RA2_GRIA3_ENOX2_GPC3_CD40LG_BGN_F8_IL9R

15 PC_Formation_of_Platelet_plug 1.62742927040205e‐26 0.00062 159

PRKCZ_MTOR_CASP9_FGR_LCK_MPL_PIK3R3_LRP8_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_FCER1G_PLA2G4A_LMOD1_ROCK2_APOB

_SOS1_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_RHO_NCK1_PIK3CB_P2RY12_P2RY1_KCNMB3

_THPO_GP5_ADRA2C_TACR3_GUCY1B3_RICTOR_ITGA2_PIK3R1_F2R_TRPC7_LCP2_MAPK14_FYN_MARCKS_DAGLB_ADCY1_LIMK1_CD36_C

OL1A2_PIK3CG_CAV1_CALU_CALD1_DGKI_NOS3_SORBS3_RGS20_LYN_FABP4_YWHAZ_PTK2_AQP3_TLN1_GNA14_SYK_HABP4_MAPKAP1_R

ALGDS_APBB1IP_MAP3K8_ITGB1_PSAP_VCL_ACTA2_SORBS1_CHUK_GRK5_STIM1_MRVI1_F2_BAD_CFL1_RPS6KB2_PDE2A_ARRB1_ARHGEF

12_CD9_PTPN6_CDKN1B_AQP2_ATF1_NR4A1_MYL6_MDM2_ATP2B1_PTPN11_PXN_ORAI1_FOXO1_GAS6_GNG2_RPS6KA5_HSP90AA1_AKT

1_SCG3_MAP2K1_CSK_PDPK1_MYH11_LAT_MAPK3_STX4_BCAR1_MC1R_CRK_ATP2A3_ARRB2_PIK3R5_ITGA2B_MAP3K14_ITGB3_COL1A1_

PECAM1_GNA13_PRKAR1A_GRB2_MYL12B_GNAL_AQP4_MAP2K2_VAV1_PDE4A_TPM4_F2RL3_LIPE_PTGIR_AKT1S1_PRKCG_GP6_TRIB3_Y

WHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1_FLNA

16 GO:0016458_gene_silencing 2.15700068131253e‐16 0.00062 50
LIN28A_SCMH1_ZCCHC11_MOV10_ADAR_MAEL_DNMT3A_HAT1_PRKRA_NCBP2_UTP3_SMAD1_SIRT5_XPO5_LIN28B_HDAC2_SRRT_SND1_

ERI1_PIWIL2_NCBP1_SIRT1_HELLS_TDRD1_SIRT3_RRP8_SOX6_CELF1_CLP1_PIWIL4_BAZ2A_SIRT4_PIWIL1_DICER1_SMAD3_TNRC6A_CHMP1

A_HDAC5_HILS1_TNRC6C_SIRT7_SMAD2_MBD3_SIRT6_SIRT2_DNMT3B_DGCR8_PIWIL3_TNRC6B_SUV39H1

17 PID_HNF3BPATHWAY 2.00032384646679e‐14 0.00068 42
ACADM_PKLR_CREB1_ALAS1_SLC2A2_TFRC_BDH1_AFP_HADH_HMGCS1_NR3C1_GCK_IGFBP1_ALDOB_INS_ABCC8_F2_CPT1A_UCP2_APOA1

_SP1_HNF1A_PDX1_NKX2‐

1_FOXA1_DLK1_AKT1_TAT_FOXF1_ACADVL_NF1_HNF1B_G6PC_TTR_CEBPA_FOXA3_CPT1C_FOXA2_HNF4A_CEBPB_PCK1_CPT1B

18 GO:0060537_muscle_tissue_development 3.81163427828109e‐24 0.00072 129

DVL1_SKI_PAX7_HSPG2_NRD1_TGFBR3_SORT1_NRAS_IGSF8_RXRG_TNNT2_MYOG_PROX1_TGFB2_HLX_CAPN2_ACTA1_SDC1_BMP10_VAM

P5_CACNB4_CHRNA1_HOXD9_TTN_ALS2_IGFBP5_OBSL1_CHRND_XIRP1_CTNNB1_MYL3_RHOA_TNNC1_FOXL2_MBNL1_TIPARP_PPP3CA_PT

CD2_F2R_HOMER1_CAST_PITX1_PDGFRB_HAND1_NKX2‐

5_FOXC1_COL19A1_ATG5_VGLL2_PLN_PLG_MEOX2_IFRD1_CAV1_MTPN_CDK5_SHH_NKX2‐

6_LY6E_ZFAND5_TMOD1_MUSK_TNC_ENG_TSC1_RXRA_CHAT_MYOZ1_PTEN_RBP4_TCF7L2_HRAS_MYOD1_CSRP3_MYBPC3_HINFP_CDON_

BARX2_FGF6_KRAS_MYL6_AVPR1A_CSRP2_MYF5_IGF1_MYL2_TBX5_NOS1_RB1_MYH7_SIX4_ACTC1_CAPN3_TPM1_NEO1_MESP1_NR2F2_C

ACNA1H_MKL2_MYH11_MYLPF_SOX15_NF1_ERBB2_KRT19_GJC1_TBX2_GAA_ACTG1_NDUFV2_AFG3L2_GATA6_SMAD7_DYRK1B_TNNI3_FK

BP1A_JAG1_MYLK2_SNTA1_NEURL2_CXADR_APP_RCAN1_CACNG2_LGALS1_CBY1_EP300_MAPK12_TAZ

19
PANTHER_BIOLOGICAL_PROCESS_Cell_communicati

on
2.25433679245131e‐32 0.00076 237

TAS1R3_MMEL1_TAS1R1_PER3_CORT_FBLIM1_ECE1_STMN1_COL16A1_GRIK3_COL9A2_FOXJ3_ARTN_FOXD2_FOXD3_GIPC2_PRKACB_KCNC

4_MAGI3_SEMA6C_S100A9_CHRNB2_PTPRC_PKP1_AVPR1B_ITPKB_TTC13_GDF7_TTC7A_FOXN2_EFEMP1_BMP10_SEMA4F_FOXI3_FOXD4L1

_PKP4_KCNH7_CHRNA1_INHA_SCG2_SPHKAP_CHRNG_COL6A3_PER2_FBLN2_KCNH8_AZI2_STAC_HHATL_TMEM115_HTR1F_COL8A1_CD96

_SEMA5B_FOXL2_MME_ECE2_LMLN_HTRA3_CWH43_STAP1_COX18_SHROOM3_IBSP_FREM3_SNX25_FOXD1_FBN2_RBM22_FOXI1_SH3PXD

2B_FOXC1_CAP2_FOXP4_COL9A1_COL12A1_SNX14_HTR1E_FOXO3_WISP3_COL10A1_MLLT4_DLL1_FOXK1_SNX13_PKD1L1_NCF1_SEMA3A_

SEMA3D_FOXP2_PTPRZ1_KEL_KCNH2_ANGPT2_RP1L1_STC1_CHRNA2_ADAM2_ANK1_CHRNA6_RP1_CRH_STMN2_GDF6_ANGPT1_NOV_CO

L14A1_FOXH1_FOXD4_TMEM8B_PRKACG_SEMA4D_CORO2A_GRIN3A_TTC16_TMEM8C_GDF2_TTC18_PLAU_SEMA4G_SH3PXD2A_HTRA1_P

KP3_KCNC1_IGSF22_PTPRJ_CTNND1_EFEMP2_CORO1B_WNT11_HTR3A_CD3G_FOXR1_SNX19_FOXM1_AKAP3_FOXJ2_CLEC7A_GPR19_PTPR

O_PKP2_NELL2_KCNH3_GRASP_RARG_STAC3_AVPR1A_KCNC2_NTS_TMTC3_CORO1C_FOXN4_IFT88_FREM2_FOXO1_NAA16_AKAP11_TMTC

4_TTC5_OXA1L_FOXA1_CLEC14A_KCNH5_PLEK2_SLC8A3_LTBP2_ISM2_TTC8_TTC7B_FBLN5_SCG5_DLL4_FBN1_FOXB1_CORO2B_NR2E3_BBS

4_SEMA7A_CHRNB4_GNG13_PKD1_CORO7_CORO1A_PKD1L2_FOXL1_SCARF1_CHRNE_CHRNB1_PER1_MFAP4_FOXN1_CORO6_OMG_STAC2

_RARA_KCNH4_TBKBP1_KCNH6_GRIN2C_FOXJ1_FOXK2_THOC1_GRIN3B_GIPC3_SEMA6B_FBN3_TYK2_GIPC1_DLL3_LTBP4_GRIK5_FOXA3_SL

C8A2_GRIN2D_KCNC3_PTPRH_ANGPT4_ISM1_FOXA2_FOXS1_GDF5_WISP2_STMN3_APP_COL6A2_ARVCF_SCARF2_CDC42EP1_FBLN1_PRKX

PHEX FOXP3 AKAP4 OGT APLN AVPR2 MPP1

20 GO:0007271_synaptic_transmission__cholinergic 2.20457195665218e‐10 0.00084 14 CHRNB2_SLC5A7_COLQ_ACHE_CHRNB3_CHRNA10_RAPSN_CHRNB4_NQO1_CHRNE_CHRNB1_APOE_CHRNA4_ADORA2A

21
PANTHER_MOLECULAR_FUNCTION_Extracellular_m

atrix_structural_protein
6.32495776394734e‐17 0.001 65

MEGF6_MATN1_COL16A1_NCDN_COL8A2_COL9A2_PEAR1_WNT9A_MATN3_TNFAIP6_COL5A2_COL6A3_FAM132B_FBLN2_COLQ_CLEC3B_C

OL7A1_STAB1_COL8A1_OTOL1_IBSP_NPNT_MFAP3L_MEGF10_FBN2_MFAP3_COL11A2_DLK2_COL9A1_COL12A1_COL10A1_ELN_COL1A2_M

ATN2_COL14A1_ECM2_COL15A1_COL27A1_COL5A1_COL13A1_COL17A1_MUC6_PRG2_LTBP3_MGP_COL2A1_STAB2_C1QTNF9_COL4A2_CL

EC14A_LTBP2_FBN1_CLEC3A_WNT9B_COL1A1_FBN3_COL5A3_LTBP4_MATN4_COL20A1_COL6A2_EMID1_FBLN1_AMELX_COL4A6

22 PC_Androgen‐mediated_signaling 2.73705703478724e‐21 0.00116 109

GNB1_KDM1A_HDAC1_PRDX1_JUN_PIAS3_POU2F1_NCOA1_REL_KDM3A_FHL2_CASP8_CREB1_XRCC5_CTDSP1_RAF1_NR2C2_KAT2B_CTNN

B1_SMARCC1_APPL1_UBA3_GSK3B_GATA2_PIK3CA_RCHY1_PIK3R1_EGR1_NR3C1_GNB2L1_MAK_RANBP9_EHMT2_SPDEF_MAPK14_CCND3

_ZNF318_RAC1_ZMIZ2_HIP1_GNAI1_CDK6_TRIM24_NKX3‐

1_GNRH1_PTK2B_PRKDC_NCOA2_PTK2_SMARCA2_CDKN2A_DNAJA1_GSN_RXRA_MAPK8_NCOA4_SIRT1_ZMIZ1_HRAS_KAT5_CCND1_FKBP

4_SENP1_HNRNPA1_PA2G4_CTDSP2_MDM2_PAWR_NR2C1_LATS2_FOXO1_GNG2_FOS_HSP90AA1_AKT1_UBE3A_MAP2K1_PIAS1_UBE2I_C

REBBP_TGFB1I1_CMTM2_PELP1_SHBG_MAP2K4_MED1_SMARCE1_BRCA1_HOXB13_APPBP2_MAP2K6_TGIF1_TCF4_PIAS4_CARM1_PKN1_C

EBPA_KLK2_NCOA6_SRC_NRIP1_TMPRSS2_PDE9A_MAPK1_PATZ1_XRCC6_RPS6KA3_NR0B1_AR

23 GO:0014706_striated_muscle_development 4.29456771301403e‐22 0.0012 124

DVL1_SKI_PAX7_HSPG2_NRD1_TGFBR3_SORT1_NRAS_IGSF8_RXRG_TNNT2_MYOG_PROX1_TGFB2_HLX_CAPN2_ACTA1_SDC1_BMP10_VAM

P5_CACNB4_CHRNA1_HOXD9_TTN_ALS2_IGFBP5_OBSL1_CHRND_XIRP1_CTNNB1_MYL3_RHOA_TNNC1_FOXL2_MBNL1_PPP3CA_PTCD2_F2

R_HOMER1_CAST_PITX1_HAND1_NKX2‐5_FOXC1_COL19A1_ATG5_VGLL2_PLN_PLG_MEOX2_IFRD1_CAV1_MTPN_CDK5_SHH_NKX2‐

6_LY6E_TMOD1_MUSK_TNC_TSC1_RXRA_CHAT_MYOZ1_PTEN_RBP4_TCF7L2_HRAS_MYOD1_CSRP3_MYBPC3_HINFP_CDON_BARX2_FGF6_

KRAS_MYL6_AVPR1A_CSRP2_MYF5_IGF1_MYL2_TBX5_NOS1_RB1_MYH7_SIX4_ACTC1_CAPN3_TPM1_NEO1_MESP1_NR2F2_CACNA1H_MKL

2_MYH11_MYLPF_SOX15_ERBB2_KRT19_GJC1_TBX2_GAA_ACTG1_NDUFV2_AFG3L2_GATA6_SMAD7_DYRK1B_TNNI3_FKBP1A_JAG1_MYLK2

_SNTA1_NEURL2_CXADR_APP_RCAN1_CACNG2_LGALS1_CBY1_EP300_MAPK12_TAZ

24
GO:0010629_negative_regulation_of_gene_expressi

on
2.08741698396603e‐42 0.00124 371

TNFRSF4_HES5_HES2_ENO1_CTNNBIP1_PEX14_SPEN_ID3_WDTC1_PTPRU_HDAC1_SCMH1_DMAP1_DMBX1_ZCCHC11_GLIS1_FOXD3_GFI1_

DR1_PRMT6_RBM15_DDX20_MOV10_TRIM33_RFX5_S100A1_PBXIP1_ETV3_DEDD_POU2F1_TNFSF4_RNF2_ZNF281_KDM5B_MDM4_PROX1

_CENPF_ID2_KLF11_E2F6_DNMT3A_SIX3_C1D_VAX2_TCF7L1_SMYD1_KCNIP3_ARID5A_ZC3H8_TFCP2L1_ZEB2_DLX2_CIR1_HOXD8_PRKRA_

NAB1_SATB2_SUMO1_SP100_LRRFIP1_TWIST2_BHLHE40_LMCD1_VHL_PPARG_SATB1_UBP1_CTNNB1_RBM15B_UBA3_RYBP_DRD3_NR1I2_

ZNF148_SOX14_WWTR1_TBL1XR1_ZNF639_SOX2_BCL6_HES1_NCBP2_CTBP1_MXD4_MSX1_HMX1_RBPJ_REST_UTP3_EREG_NFKB1_LEF1_F

GF2_SMAD1_POU4F2_SAP30_IRF2_HELT_BASP1_FST_MEF2C_NR2F1_PRDM6_EGR1_PURA_NDFIP1_RPS14_HAND1_NKX2‐

5_NSD1_HNRNPAB_FOXF2_HIVEP1_SIRT5_JARID2_ID4_TRIM27_TNF_PPARD_MDFI_XPO5_GCLC_AKIRIN2_LIN28B_PRDM1_HDAC2_HEY2_PT

PRK_TCF21_BCLAF1_CITED2_CBX3_HOXA7_JAZF1_TBX20_GLI3_PURB_IKZF1_LANCL2_MLXIPL_UPK3B_FZD1_SRRT_FOXP2_SND1_TRIM24_HI

PK2_DNAJB6_ERI1_SORBS3_BNIP3L_SNAI2_ST18_NCOA2_PKIA_HEY1_FABP4_WWP1_MTDH_KLF10_TRPS1_ZHX1_MAF1_FOXH1_SMARCA2_

RFX3_NFX1_PAX5_TLE1_FOXE1_ZNF189_KLF4_NR6A1_GFI1B_RXRA_NACC2_ZMYND11_ZEB1_EPC1_ARID5B_SIRT1_NODAL_BTAF1_HHEX_H

ELLS_LCOR_LDB1_PCGF6_PDCD4_TDRD1_VAX1_BNIP3_IRF7_ASCL2_CDKN1C_RRP8_CALCA_SOX6_TSG101_WT1_PHF21A_CELF1_CLP1_MTA

2_RCOR2_MEN1_CCDC85B_IGHMBP2_RSF1_CREBZF_EED_PIWIL4_ZBTB16_HINFP_ZNF202_BARX2_NRIP2_PHB2_CDKN1B_ATF7IP_YAF2_VD

R_RARG_CBX5_NAB2_MDM2_PAWR_MYF6_ALX1_NR2C1_ELK3_NR1H4_ASCL1_CUX2_TBX3_HRK_SUDS3_SIRT4_HNF1A_BCL7A_SETD8_NCO

R2_PIWIL1_CDX2_HMGB1_RB1_NDFIP2_SNX6_NKX2‐

1_FOXA1_BMP4_TBPL2_ARID4A_C14orf169_JDP2_SNW1_DICER1_MEIS2_BAHD1_NEDD4_SMAD3_NR2E3_PML_SIN3A_NR2F2_UBE2I_ZNF1

74_GLIS2_CIITA_CRYM_ERN2_TNRC6A_CTCF_WWP2_ZFHX3_HSBP1_IRF8_TCF25_PER1_NCOR1_RASD1_PHF12_SUZ12_PCGF2_THRA_SMAR

CE1_BRCA1_HDAC5_HEXIM2_HOXB4_PHB_HILS1_SUPT4H1_TBX2_PSMC5_SMURF2_BPTF_SOX9_FOXJ1_TNRC6C_CBX4_SIRT7_TGIF1_ZNF24

_SMAD2_SMAD7_MBD1_SMAD4_MBD2_ATP8B1_MBD3_NFIC_SIRT6_INSR_ZNF177_SMARCA4_ZNF136_NACC1_SIN3B_NDUFA13_ZNF254_

ZBTB32_ZNF345_SIRT2_EID2_TGFB1_DEDD2_BCL3_MYPOP_NPAS1_BAX_NR1H2_ZNF350_TRIM28_BMP2_OVOL2_GZF1_BCL2L1_DNMT3B_E

2F1_RBL1_ZHX3_YWHAB_SALL4_ZGPAT_NRIP1_GABPA_OLIG2_SIM2_SIK1_DGCR8_HIC2_PIWIL3_CBY1_TNRC6B_PPARA_HDAC10_TBL1X_NR

0B1_BCOR_ZNF157_SUV39H1_FOXP3_HDAC8_CDX4_RLIM_TAF9B_TBX22_RIPPLY1_NKRF_MECP2

25 GO:0016575_histone_deacetylation 6.38709811769169e‐10 0.00128 15 HDAC1_HDAC11_PRDM5_HDAC3_HDAC2_SIRT1_RBM14_BAZ2A_MORF4L1_HDAC5_PHB_SIRT2_HDAC10_HDAC6_HDAC8

26
PC_FOXA2_and_FOXA3_transcription_factor_netwo

rks
5.83427255395345e‐13 0.00142 37

ACADM_PKLR_CREB1_ALAS1_SLC2A2_TFRC_BDH1_AFP_HADH_HMGCS1_NR3C1_GCK_IGFBP1_ALDOB_INS_ABCC8_F2_UCP2_APOA1_SP1_H

NF1A_PDX1_NKX2‐1_FOXA1_DLK1_AKT1_TAT_FOXF1_ACADVL_NF1_G6PC_TTR_FOXA3_FOXA2_HNF4A_PCK1_CPT1B

27 GO:0030198_extracellular_matrix_organization 4.66231064647434e‐18 0.00144 83

VWA1_HSPG2_COL8A2_CYR61_DPT_LAMC1_ELF3_TGFB2_AGT_NID1_PXDN_MPV17_COL5A2_COL4A3_VHL_CCDC80_PDGFRA_ADAMTS3_IB

SP_EGFLAM_LOX_TGFBI_SPINK5_B4GALT7_ADAMTS2_FOXC1_C6orf15_COL11A2_COL19A1_COL12A1_SERAC1_COL1A2_TNFRSF11B_COL14A

1_PTK2_ANXA2P2_RECK_ECM2_TGFBR1_OLFML2A_LMX1B_POMT1_COL5A1_ITGA8_SPOCK2_KAZALD1_NFKB2_ILK_WT1_HSD17B12_SERPI

NH1_MPZL3_APLP2_ADAMTS20_COL2A1_MYF5_DCN_POSTN_COL4A2_LGALS3_ANXA2_MYH11_GFOD2_CRISPLD2_FOXF1_VMO1_VTN_NF1

_COL1A1_COL5A3_APLP1_MIA_BCL3_ERCC2_FKBP1A_CST3_MMP9_APP_COL18A1_COL6A2_TMPRSS6_ATP7A_COL4A6

28
GO:0035194_posttranscriptional_gene_silencing_by

_RNA
5.08421457463547e‐10 0.00144 16 LIN28A_ZCCHC11_MOV10_PRKRA_SMAD1_LIN28B_SRRT_SND1_CELF1_CLP1_DICER1_SMAD3_TNRC6A_SMAD2_DGCR8_RBM3

29 GO:0005578_proteinaceous_extracellular_matrix 5.6342635465253e‐31 0.00148 227

VWA1_MFAP2_WNT4_MATN1_COL16A1_COL8A2_COL9A2_LEPRE1_PODN_NTNG1_WNT2B_ECM1_RPTN_BCAN_ADAMTS4_DPT_TNN_LAM

C2_HMCN1_LAD1_OPTC_LAMB3_WNT3A_NID1_ZP4_MATN3_EMILIN1_VIT_EFEMP1_FBLN7_COL5A2_FN1_WNT10A_COL4A3_COL6A3_GPC

1_TIMP4_WNT7A_COLQ_EFHB_CRTAP_COL7A1_DAG1_WNT5A_ADAMTS9_COL8A1_IMPG2_CCDC80_COL6A6_MUC4_SPON2_CPZ_ENAM_A

DAMTS3_MEPE_SNCA_NPNT_FREM3_ADAMTS16_SLC1A3_EGFLAM_ERBB2IP_THBS4_HAPLN1_LOX_FBN2_ADAMTS19_TGFBI_WNT8A_RELL

2_FGF1_SPARC_ADAMTS2_GPLD1_C6orf15_COL11A2_VEGFA_CRISP3_TINAG_DST_COL9A1_COL12A1_IMPG1_LAMA4_COL10A1_CTGF_SMO

C2_COL28A1_VWC2_ELN_TFPI2_COL1A2_GPC2_ACHE_LAMB4_WNT2_WNT16_PTPRZ1_MMP16_MATN2_CTHRC1_TNFRSF11B_COL14A1_OC

90_FREM1_ANXA2P2_MAMDC2_ECM2_COL15A1_COL27A1_TNC_LAMC3_NTNG2_ADAMTSL2_COL5A1_UCMA_RBP3_COL13A1_ADAMTS14_

SPOCK2_SFTPD_MMRN2_CRTAC1_WNT8B_KAZALD1_COL17A1_SMC3_TECTB_MMP21_MMP26_SPON1_OTOG_ZP1_FLRT1_CD248_WNT11_

MMP13_TECTA_ADAMTS15_WNT5B_VWF_MFAP5_MGP_ADAMTS20_COL2A1_WNT10B_MMP19_DCN_NTN4_MMP17_FGF9_POSTN_FREM

2_COL4A2_ANG_MMP14_COCH_NID2_BMP4_LGALS3_SMOC1_PAPLN_LTBP2_FLRT2_FBLN5_SERPINA1_MFAP1_FBN1_ANXA2_CILP_LOXL1_

ADAMTS7_ADAMTSL3_HAPLN3_MMP25_OTOA_SPN_PRSS36_MMP2_MMP15_GFOD2_ADAMTS18_NTN1_MFAP4_VTN_MMP28_WNT9B_C

HAD_LGALS3BP_EMILIN2_LAMA1_LAMA3_ADAMTSL5_ADAMTS10_COL5A3_CALR_PODNL1_CILP2_APLP1_LTBP4_TGFB1_FLRT3_MMP24_E

MILIN3_PI3_MMP9_LAMA5_COL9A3_ADAMTS5_TFF3_COL6A2_DGCR6_MMP11_TFIP11_EMID1_TIMP3_LGALS1_CHADL_WNT7B_KAL1_AM

ELX EGFL6 NYX TIMP1 COL4A5 GPC3 BGN



30 GO:0051271_negative_regulation_of_cell_motion 2.1644762125325e‐15 0.00158 58

CLIC4_PTPRU_TIE1_TGFBR3_ADORA1_MIA3_BMP10_IGFBP5_SP100_NISCH_CHRD_DRD5_FGF2_ARAP3_DRD1_PTPRK_CITED2_PLG_IGFBP3_

SHH_TRIB1_RNF20_C5_SCAI_EGFL7_GTPBP4_GDF2_VCL_PTEN_ILK_DRD2_THY1_ACVRL1_TBX5_NKX2‐

1_ACTN1_VASH1_GREM1_THBS1_DLL4_TPM1_ABHD2_ALOX15B_NF1_HDAC5_APOH_SMAD7_BCL2_KISS1R_ACTN4_TGFB1_APOE_RRAS_AD

A_NF2_HMOX1_PDGFB_AGTR2

31 PC_Regulation_of_Androgen_receptor_activity 1.01360352108684e‐18 0.00166 95

CDK11B_KDM1A_HDAC1_PRDX1_JUN_PIAS3_POU2F1_NCOA1_REL_KDM3A_FHL2_CASP8_XRCC5_CTDSP1_NR2C2_KAT2B_CTNNB1_SMARCC

1_APPL1_UBA3_GSK3B_GATA2_RCHY1_EGR1_NR3C1_GNB2L1_MAK_RANBP9_EHMT2_SPDEF_MAPK14_CCND3_ZNF318_ZMIZ2_HIP1_CDK6

_TRIM24_NKX3‐

1_PTK2B_PRKDC_NCOA2_SMARCA2_CDKN2A_DNAJA1_GSN_RXRA_MAPK8_NCOA4_SIRT1_ZMIZ1_KAT5_CCND1_FKBP4_SENP1_HNRNPA1_

PA2G4_CTDSP2_MDM2_PAWR_NR2C1_LATS2_FOXO1_HSP90AA1_AKT1_UBE3A_PIAS1_UBE2I_CREBBP_TGFB1I1_CMTM2_PELP1_MAP2K4_

MED1_SMARCE1_BRCA1_HOXB13_APPBP2_MAP2K6_TGIF1_TCF4_PIAS4_CARM1_PKN1_CEBPA_KLK2_NCOA6_SRC_NRIP1_TMPRSS2_PDE9A

_PATZ1_XRCC6_RPS6KA3_NR0B1_AR

32 GO:0031047_gene_silencing_by_RNA 1.25439706383708e‐11 0.00168 29
LIN28A_ZCCHC11_MOV10_ADAR_MAEL_PRKRA_NCBP2_SMAD1_XPO5_LIN28B_SRRT_SND1_ERI1_PIWIL2_NCBP1_TDRD1_CELF1_CLP1_PIWI

L4_PIWIL1_DICER1_SMAD3_TNRC6A_TNRC6C_SMAD2_DGCR8_PIWIL3_TNRC6B_RBM3

33 GO:0016441_posttranscriptional_gene_silencing 5.08421457463547e‐10 0.00168 16 LIN28A_ZCCHC11_MOV10_PRKRA_SMAD1_LIN28B_SRRT_SND1_CELF1_CLP1_DICER1_SMAD3_TNRC6A_SMAD2_DGCR8_RBM3

34 GO:0019903_protein_phosphatase_binding 7.20154189478711e‐13 0.00176 37
SMG5_SMG7_NEK2_STRN_CTNNB1_MYOZ2_GHR_PIK3R1_AP3B1_GNB2L1_PPP1R10_RCAN2_SNX3_EGFR_GRIN3A_PPP2R4_SHOC2_PPME1_

AKAP11_IRS2_STRN3_PSTPIP1_IQGAP1_CDH5_CDH1_BCAR1_ERBB2_JUP_PPP1R9B_CDH2_INSR_STRN4_LILRB1_PPP1R16B_STAU1_SOD1_C

ABIN1

35 PC_Platelet_activation_triggers 3.93662464151718e‐22 0.00178 130

PRKCZ_MTOR_CASP9_LCK_MPL_PIK3R3_STXBP3_RHOC_NRAS_THEM4_SHC1_FCER1G_PLA2G4A_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IR

S1_RAF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_RHO_NCK1_PIK3CB_P2RY12_P2RY1_PIK3CA_THPO_GP5_TACR3_RICTOR_

ITGA1_PIK3R1_F2R_TRPC7_LCP2_MAPK14_FYN_MARCKS_DAGLB_ADCY1_LIMK1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_RGS20

_LYN_YWHAZ_PTK2_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_GRK5_RHOG_F2_BAD_SIPA1_R

PS6KB2_PDE2A_ARRB1_ARHGEF12_VWF_CDKN1B_ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_C

SK_PDPK1_MYH11_LAT_MAPK3_STX4_BCAR1_CRK_ARRB2_PIK3R5_ITGA2B_MAP3K14_ITGB3_GNA13_GRB2_MYL12B_GNAL_MAP2K2_VAV

1_TPM4_F2RL3_ARHGEF1_CALM3_AKT1S1_PRKCG_GP6_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_MAPK11_RPS6KA3_EL

K1_FLNA

36 GO:0008083_growth_factor_activity 7.55230224804298e‐22 0.0018 129

BMP8B_ARTN_ANGPTL3_CSF1_PROK1_NGF_HDGF_IL10_NENF_TGFB2_LEFTY2_AGT_GDF7_GKN1_TGFA_REG1A_IL1B_INHBB_MSTN_INHA_T

DGF1_CSPG5_MANF_IL12A_THPO_AMBN_BTC_FGF5_BMP3_EGF_NUDT6_PDGFC_VEGFC_GDNF_FGF10_ESM1_CSF2_GDF9_IL9_HBEGF_FGF

1_IL12B_FGF18_BMP6_VEGFA_BMP5_WISP3_CTGF_PDGFA_MACC1_IL6_INHBA_HGF_LEP_PTN_FGF20_BMP1_IL7_GDF6_NOV_KGFLP2_OG

N_CDNF_CXCL12_GDF10_DKK1_NODAL_FGF8_IGF2_BDNF_MDK_CNTF_VEGFB_CLCF1_FGF3_PDGFD_FGF6_NTF3_GDF3_ENDOU_GDF11_INH

BE_KITLG_IGF1_FGF9_BMP4_GMFB_PGF_TGFB3_JAG2_FGF7_NRG4_HDGFRP3_RABEP2_IL34_OSGIN1_RABEP1_FGF11_CSF3_GRN_GH1_FGF

22_AMH_C19orf10_NRTN_PSPN_CD320_GDF1_GPI_GMFG_MIA_TGFB1_NTF4_CLEC11A_IL11_BMP2_JAG1_GDF5_BMP7_TFF1_CECR1_OSM

_PDGFB_TYMP_AMELX_FIGF_NDP_BMP15_FGF13

37 PC_Canonical_Wnt_signaling_pathway 4.99400697019635e‐22 0.00182 129

CDK11B_CTNNBIP1_KDM1A_HDAC1_PRDX1_JUN_CYR61_PIAS3_BCL9_MYOG_WNT3A_ID2_XPO1_TCF7L1_KDM3A_FHL2_SP5_CASP8_FZD5_

XRCC5_CTDSP1_CUL3_CTNNB1_APPL1_UBA3_MITF_GSK3B_TBL1XR1_DVL3_CTBP1_LEF1_PITX2_TERT_VCAN_CAMK4_APC_PPP2CA_NEURO

G1_CDX1_FBXW11_MAK_RANBP9_CCND3_ZNF318_HDAC2_T_HIP1_CDK6_TRRAP_HBP1_MDFIC_CAV1_CUL1_NKX3‐

1_PPP2R2A_PTK2B_DKK4_PRKDC_SNAI2_NCOA2_MYC_CDKN2A_PIP5K1B_TLE4_TLE1_KLF4_GSN_NCOA4_DKK1_ZMIZ1_PI4K2A_BTRC_TCF7L

2_INCENP_FGF4_FKBP4_CCND2_LRP6_KRT1_HNRNPA1_PA2G4_CTDSP2_PAWR_MYF5_LATS2_CHD8_AKT1_UBE3A_CSNK1G1_PIAS1_AXIN1_

UBE2I_TGFB1I1_ADCY7_MMP2_CMTM2_CDH1_YWHAE_PELP1_DVL2_MED1_BRCA1_IGF2BP1_CACNA1G_AXIN2_TGIF1_TCF4_AES_PIAS4_R

ANBP3_SMARCA4_GSK3A_RUVBL2_KLK2_PPP2R1A_NCOA6_MMP9_SALL4_NRIP1_TMPRSS2_PATZ1_CBY1_XRCC6_TBL1X_RPS6KA3_AR_ME

D12_CDX4_ZCCHC12

38 PC_ADP_signalling_through_P2Y_purinoceptor_12 4.79083768866166e‐18 0.00196 89

PRKCZ_MTOR_CASP9_STXBP3_NRAS_THEM4_SHC1_LMOD1_SOS1_RAPGEF4_CREB1_IRS1_RAF1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_

MGLL_P2RY12_RICTOR_ITGA1_TRPC7_DAGLB_ADCY1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_PTK2_TLN1_SYK_MAPKAP1_RALG

DS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_BAD_SIPA1_RPS6KB2_PDE2A_VWF_CDKN1B_ATF1_NR4A1_MDM2_PXN_FOXO1_GNG2_

RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_GRB2_MYL12B_GN

AL_MAP2K2_KHSRP_TPM4_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MAPK11_RPS6KA3_ELK1

39
PC_Thrombin_signalling_through_proteinase_activa

ted_receptors_(PARs)
2.05579927225751e‐19 0.002 102

PRKCZ_MTOR_CASP9_PIK3R3_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_RHOA_MA

PKAPK3_PRKCD_MYLK_ITGB5_MGLL_PIK3CA_RICTOR_ITGA1_F2R_TRPC7_MARCKS_DAGLB_LIMK1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORB

S3_PTK2_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_GRK5_RHOG_F2_BAD_SIPA1_RPS6KB2_AR

RB1_ARHGEF12_VWF_CDKN1B_ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_

MAPK3_STX4_BCAR1_CRK_ARRB2_PIK3R5_ITGA2B_MAP3K14_ITGB3_GNA13_GRB2_MYL12B_MAP2K2_VAV1_TPM4_F2RL3_ARHGEF1_CAL

M3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_RGS19_MAPK1_MYH9_MAPK11_RPS6KA3_ELK1

40
GO:0005201_extracellular_matrix_structural_consti

tuent
1.44427833614949e‐15 0.002 65

WNT4_MATN1_TINAGL1_COL8A2_COL9A2_TUFT1_LAMC1_OPTC_WNT3A_PXDN_MATN3_EMILIN1_COL5A2_FN1_WNT6_COL4A3_FBLN2_I

MPG2_MUC4_STATH_ENAM_MEPE_FBN2_COL11A2_COL9A1_COL12A1_IMPG1_LAMA4_ELN_TFPI2_COL1A2_MUC17_LAMB1_WNT2_WNT1

6_COL14A1_COL15A1_COL27A1_COL5A1_COL13A1_MUC5B_EFEMP2_CD4_MFAP5_MGP_COL2A1_LUM_COL4A2_FBN1_ACAN_WNT9B_CHA

D_EMILIN2_LAMA1_FBN3_COL5A3_COMP_COL9A3_COL18A1_COL6A2_WNT7B_KAL1_AMELX_COL4A5_BGN

41
GO:0090048_negative_regulation_of_transcription_

regulator_activity
2.68253210143557e‐12 0.002 37

TNFRSF4_PEX14_ID3_TNFSF4_PROX1_EGLN1_NLRP3_ID2_SUMO1_SP100_IRAK2_TLR9_PIM1_HDAC2_HR_TRIB1_CDKN2A_SIRT1_SIGIRR_CA

T_MEN1_RPS3_DDIT3_IRAK3_NFKBIA_ARRB2_THRA_FOXJ1_SMAD7_PRDX2_CEBPG_FOXS1_COMMD7_HMOX1_NR0B1_FOXP3_FLNA

42 REACTOME_CHONDROITIN_SULFATE_BIOSYNTHESIS 4.11537350495485e‐10 0.002 17 BCAN_CHPF_CHST13_VCAN_CHSY3_CHST12_CHPF2_CSGALNACT2_CHST3_CHST15_DCN_CSPG4_CHSY1_CHST9_NCAN_CHST7_BGN

43 GO:0033558_protein_deacetylase_activity 1.77362846903252e‐09 0.002 14 HDAC1_HDAC11_HDAC3_HDAC2_SIRT1_MTA2_HDAC7_SIRT4_HDAC5_SIRT6_SIRT2_HDAC10_HDAC6_HDAC8

44
PANTHER_MOLECULAR_FUNCTION_Other_enzyme_

regulator
2.84052674719374e‐12 0.00206 35

DVL1_UBE4B_SPATA21_THBS3_PSMD1_IFT57_PCOLCE2_PSMD2_SEL1L3_HHIP_LRP2BP_CAPSL_THBS4_KIAA0141_THBS2_AOAH_PCOLCE_A

NGPT2_ANGPT1_SYBU_PSAP_PSMD13_DIXDC1_UBE4A_SEL1L_THBS1_NECAB2_DVL2_CAPS_PRKCSH_COMP_HSPBP1_SNPH_SEL1L2_EFCAB6

45 PC_P2Y_receptors 3.41286951560986e‐20 0.00212 112

PRKCZ_MTOR_CASP9_PIK3R3_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_GPR17_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_RH

OA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_P2RY12_P2RY1_PIK3CA_TACR3_RICTOR_ITGA1_TRPC7_MARCKS_DAGLB_ADCY1_LIMK1_GNAI1

_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_RGS20_PTK2_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_

CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_PDE2A_P2RY6_ARHGEF12_VWF_CDKN1B_ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_LPAR6_GNG

2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_GNA13_GRB2_M

YL12B_GNAL_MAP2K2_VAV1_TPM4_ARHGEF1_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_MAPK1

1_RPS6KA3_ELK1_P2RY4_P2RY10

46 PC_Calcitonin‐like_ligand_receptors 1.51790571204556e‐19 0.0022 102

PRKCZ_MTOR_CASP9_PRKACB_STXBP3_NRAS_THEM4_SHC1_LMOD1_SOS1_RAPGEF4_CALCRL_CREB1_IRS1_RAMP1_RAF1_RHOA_MAPKAP

K3_PRKCD_MYLK_ITGB5_MGLL_RICTOR_ITGA1_TRPC7_DAGLB_ADCY1_MLXIPL_GNAI1_CALCR_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_

FABP4_PTK2_AQP3_TLN1_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_CALCB_BAD_SIPA1_RPS6KB2_PDE2A_V

WF_CDKN1B_IAPP_AQP2_ATF1_NR4A1_MDM2_PXN_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX

4_BCAR1_MC1R_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_PRKAR1A_GRB2_MYL12B_AQP4_MAP2K2_KHSRP_PDE4A_TPM4_LIPE_CALM3_AKT

1S1_PRKCG_TRIB3_YWHAB_PTPN1_GNAS_MAPK1_GNAZ_MAPK11_RPS6KA3_ELK1_PFKFB1

47 GO:0019899_enzyme_binding 2.88760279576031e‐42 0.0023 381

DVL1_SKI_DFFB_UBE4B_CAMK2N1_RAP1GAP_SYTL1_ATPIF1_RBBP4_SLC2A1_MAST2_TAL1_CDKN2C_DHCR24_DOCK7_IL12RB2_BCL10_GCL

M_F3_SORT1_RAP1A_PIAS3_PRKAB2_ADAMTSL4_NPR1_IL6R_SMG5_ADAMTS4_DUSP12_SELE_SERPINC1_SMG7_PTPRC_LAX1_AVPR1B_PFK

FB2_NEK2_ZP4_APOB_CAD_SPDYA_RASGRP3_STRN_EPAS1_LHCGR_CCDC88A_PLEK_TPRKB_RTKN_DUSP2_RANBP2_RGPD8_BIN1_RAB3GAP

1_FMNL2_DPP4_RAPGEF4_ALS2_ABI2_BARD1_STK11IP_DOCK10_IRS1_SP100_MLPH_RAD18_FGD5_KAT2B_TOP2B_CTNNB1_ALS2CL_GNAT1

_RAD54L2_PRKCD_APPL1_ATG3_GSK3B_CSTA_GMPS_BCHE_PEX5L_MAP3K13_DLG1_DGKQ_WFS1_RHOH_PKD2_SNCA_PDLIM5_CENPE_MY

OZ2_SMAD1_GHR_IL31RA_MAP3K1_RNF180_PIK3R1_AP3B1_RASA1_RHOBTB3_APC_RAPGEF6_UBE2B_HDAC3_ADRB2_HK3_SQSTM1_GNB2

L1_EXOC2_RANBP9_PPP1R10_LSM2_CUTA_HMGA1_FGD2_DAAM2_CCND3_CUL9_RCAN2_IBTK_FOXO3_HDAC2_PTPRK_AKAP7_LATS1_SYTL

3_IGF2R_FGFR1OP_ACTB_RAC1_CBX3_GLI3_EGFR_YWHAG_SERPINE1_PRKRIP1_THAP5_CAV1_POT1_ZC3HC1_ATP6V0A4_LUC7L2_BRAF_CA

SP2_CUL1_HR_DOCK5_PTK2B_KIF13B_ADAM9_POLB_LYN_TRIB1_JAK2_CDKN2B_TOPORS_ANXA2P2_UBQLN1_FGD3_TGFBR1_GRIN3A_ABC

A1_AKAP2_ATP6V1G1_TLR4_CDK5RAP2_NR5A1_MAPKAP1_PPP2R4_VIM_CUL2_FAS_PPP1R3C_PLCE1_SORBS1_PGAM1_C10orf2_ADD3_SH

OC2_TCF7L2_GRK5_GLRX3_PHRF1_SLC22A18_TRIM68_TAF10_IPO7_MICALCL_PDE3B_MAPK8IP1_TNKS1BP1_MS4A2_CD6_UBXN1_RPS6KA4

_RELA_CCS_RAD9A_CCND1_PPME1_RPS3_SYTL2_EXPH5_APOA1_CD3E_THY1_FEZ1_CCND2_VWF_ATN1_A2M_IPO8_FGD4_PFKM_PRKAG1_

FMNL3_GRASP_MAP3K12_CBX5_PA2G4_LRP1_AGAP2_AVPR1A_MDM2_RAB3IP_PTPRR_PAWR_BTG1_CRADD_FGD6_PPP1CC_RPH3A_SUDS

3_PRKAB1_ZMYM2_PARP4_FLT3_AKAP11_RB1_IPO5_DOCK9_PCCA_IRS2_CUL4A_ACIN1_STRN3_NFKBIA_DAAM1_HIF1A_AKAP5_ARG2_NPC

2_GOLGA5_SERPINA5_BDKRB2_CDC42BPB_AKT1_CYFIP1_GCHFR_TYRO3_DMXL2_NEDD4_ADAM10_ANXA2_MAP2K1_SMAD3_PIAS1_PML_

CYP1A1_PSTPIP1_POLG_FURIN_IGF1R_STUB1_NOXO1_PDPK1_CARHSP1_SOCS1_ZP2_GGA2_CORO1A_STX4_LONP2_NOD2_NUDT21_CDH5_

RANBP10_VPS4A_ZFHX3_GABARAPL2_COTL1_RPH3AL_SERPINF2_PAFAH1B1_CAMTA2_NLRP1_TP53_NCOR1_LLGL1_NLK_TAOK1_RAB11FIP4

_TOP2A_ATP6V0A1_BRCA1_FMNL1_MAPT_SKAP1_PPP1R9B_AKAP1_AXIN2_KPNA2_CDC42EP4_GGA3_BIRC5_CBX4_RALBP1_ROCK1_CABYR

_CDH2_RNF138_SMAD2_SMAD7_SERPINB12_CD226_ZBTB7A_RANBP3_INSR_MAP2K7_PRKCSH_PRKACA_AKAP8L_MYO9B_MEF2B_SIRT2_S

UPT5H_GSK3A_PLAUR_APOC2_STRN4_SPHK2_LILRB1_U2AF2_RBCK1_CST3_CDK5RAP1_CEP250_CTNNBL1_PPP1R16B_YWHAB_CD40_STAU1

_AURKA_VAPB_BIRC7_NRIP1_SOD1_HLCS_CBS_PFKL_ITGB2_RANBP1_MAPK1_SNRPD3_YWHAH_HMOX1_PICK1_SGSM3_MAPK8IP2_SYTL5_

BCOR_FOXP3_PFKFB1_FOXO4_CHM_NOX1_DOCK11_AKAP14_CUL4B_HAUS7_FLNA

48 GO:0051020_GTPase_binding 4.65447042054655e‐18 0.0023 89

DVL1_RAP1GAP_SYTL1_DOCK7_RAP1A_ARHGEF2_RASGRP3_RTKN_RANBP2_RGPD8_BIN1_RAB3GAP1_FMNL2_RAPGEF4_ALS2_PTPRN_DOC

K10_MLPH_FGD5_ALS2CL_PEX5L_RHOH_RASA1_RHOBTB3_RAPGEF6_DIAPH1_EXOC2_RANBP9_FGD2_DAAM2_SYTL3_DOCK5_ANXA2P2_FG

D3_ABCA1_MAPKAP1_PLCE1_ARFIP2_IPO7_MAP3K11_SYTL2_EXPH5_IPO8_FGD4_FMNL3_GRASP_RAB3IP_FGD6_RPH3A_IPO5_DOCK9_DAA

M1_GOLGA5_CDC42BPB_INF2_CYFIP1_DMXL2_ANXA2_MAP2K1_RAB11FIP3_GGA2_STX4_RANBP10_VPS4A_RPH3AL_RILP_PFN1_RAB11FIP4

_FMNL1_CDC42EP4_GGA3_BIRC5_RALBP1_ROCK1_RANBP3_RGL3_MYO9B_SPHK2_CDC42EP5_NXT1_RANBP1_TRIOBP_SGSM3_SYTL5_FGD1

_CHM_NOX1_DOCK11_FLNA

49 GO:0051270_regulation_of_cell_motion 2.08924715756486e‐25 0.0024 170

PDPN_EPHA2_CLIC4_PTPRU_EDN2_TIE1_ANGPTL3_NEXN_TGFBR3_F3_CSF1_IL6R_SELP_ADORA1_TGFB2_MIA3_AGT_ADAM17_RTN4_BMP1

0_TACR1_IGFBP5_AAMP_SERPINE2_IRS1_SP100_TDGF1_SEMA3F_NISCH_PLD1_CHRD_BCL6_DRD5_KDR_CXCL10_FGF2_VEGFC_FGF10_ITGA

2_IL6ST_MAP3K1_F2RL1_APC_HBEGF_ARAP3_PDGFRB_DRD1_EDN1_VEGFA_PTP4A1_LAMA4_PTPRK_CITED2_PLG_FGFR1OP_PDGFA_IL6_IG

FBP3_EGFR_CCL24_SEMA3A_TAC1_TRIP6_LAMB1_CDK5_SHH_PTK2B_ADAM9_LYN_ENPP2_TRIB1_JAK2_TEK_B4GALT1_TGFBR1_RNF20_C5_

SCAI_EGFL7_GTPBP4_NRP1_CXCL12_GDF2_CHST3_VCL_PTEN_INS_ILK_RRAS2_ARAP1_DRD2_THY1_ROBO4_ETS1_HDAC7_ACVRL1_IGF1_TB

X5_SCARB1_FLT1_IRS2_F10_ARHGAP5_NKX2‐

1_HIF1A_ACTN1_VASH1_BDKRB1_JAG2_GREM1_THBS1_DLL4_FGF7_ONECUT1_ADAM10_TPM1_MAP2K1_SMAD3_BBS4_ABHD2_FURIN_IGF

1R_CORO1A_BBS2_BCAR1_CXCL16_ALOX15B_NTN1_NF1_CCL11_STAT5B_HDAC5_ITGB3_ABI3_SPAG9_RPS6KB1_ACE_GNA13_APOH_SPHK1

_LAMA1_LAMA3_SMAD7_ONECUT2_BCL2_KISS1R_INSR_ICAM1_ACTN4_TGFB1_RPS19_APOE_RRAS_JAG1_MYLK2_ADA_MMP9_PARD6B_E

DN3_LAMA5_COL18A1_MAPK1_NF2_HMOX1_PDGFB_HDAC6_AMOT_AGTR2_WDR44_PLXNA3

50
GO:0009892_negative_regulation_of_metabolic_pr

ocess
1.47805313513247e‐48 0.0025 475

TNFRSF4_HES5_HES2_ENO1_CTNNBIP1_MTOR_SPEN_CDA_ID3_WDTC1_ATPIF1_PTPRU_HDAC1_SCMH1_DMAP1_EIF2B3_DMBX1_CDKN2C_

ZCCHC11_GLIS1_PCSK9_JUN_FOXD3_GFI1_DR1_PRMT6_RBM15_DDX20_MOV10_TRIM33_ATP1A1_RFX5_S100A11_S100A1_PBXIP1_ETV3_A

POA2_POU2F1_TNFSF4_RNF2_PTPRC_ZNF281_ADORA1_MDM4_IL10_PROX1_CENPF_SRP9_PSEN2_ID2_KLF11_E2F6_DNMT3A_EIF2B4_SIX3

_MSH6_PLEK_TIA1_PAIP2B_TCF7L1_EIF2AK3_KCNIP3_ARID5A_ZC3H8_IL1B_TFCP2L1_ZEB2_DLX2_CIR1_HOXD8_PRKRA_ITGAV_NAB1_SATB2

_SUMO1_ACADL_BARD1_IGFBP5_INHA_SP100_NPPC_INPP5D_LRRFIP1_TWIST2_BHLHE40_LMCD1_GHRL_PPARG_SATB1_UBP1_MLH1_CTN

NB1_HHATL_SCAP_RBM15B_PRKCD_UBA3_RYBP_TRAT1_DRD3_NR1I2_ZNF148_SOX14_ATR_WWTR1_GHSR_TBL1XR1_ZNF639_SOX2_EIF2B

5_IGF2BP2_ADIPOQ_BCL6_HES1_NCBP2_CTBP1_MXD4_MSX1_HMX1_RBPJ_REST_UTP3_EREG_SNCA_NFKB1_LEF1_FGF2_SMAD1_POU4F2_

EDNRA_SAP30_IRF2_HELT_BASP1_PRKAA1_FST_RAD17_MSH3_MEF2C_NR2F1_PGGT1B_PRDM6_PPP2CA_EGR1_PAIP2_DND1_NDFIP1_SPIN

K9_RPS14_HAND1_ADRA1B_NPM1_NKX2‐

5_NSD1_HNRNPAB_FOXF2_EDN1_SIRT5_JARID2_ID4_GMNN_TRIM27_TNF_PPARD_CDKN1A_MDFI_XPO5_HSP90AB1_GCLC_RAB23_HTR1B_

IBTK_AKIRIN2_LIN28B_ATG5_HDAC2_HEY2_PTPRK_ENPP1_TCF21_BCLAF1_CITED2_PDGFA_EIF2AK1_IL6_IGF2BP3_CBX3_HOXA7_JAZF1_TBX

20_GLI3_GCK_PURB_IGFBP3_HUS1_IKZF1_LANCL2_MLXIPL_UPK3B_FZD1_PON1_SRRT_PRKRIP1_FOXP2_CAV1_POT1_LEP_STRA8_TRIM24_H

IPK2_CDK5_SHH_DNAJB6_CLN8_ERI1_SORBS3_BNIP3L_EIF4EBP1_FNTA_SNAI2_ST18_NCOA2_TERF1_PKIA_HEY1_FABP4_WWP1_MTDH_KLF

10_EIF3E_TRPS1_ZHX1_FOXH1_SMARCA2_RFX3_CDKN2B_NFX1_PAX5_TLE1_FOXE1_ZNF189_KLF4_PTPN3_NR6A1_ENG_PPP2R4_GFI1B_RXR

A_NACC2_ZMYND11_GTPBP4_DNAJC1_ZEB1_EPC1_ARID5B_SIRT1_NODAL_SFTPD_HHEX_HELLS_LCOR_LDB1_PCGF6_PDCD4_TDRD1_VAX1_

BNIP3_DRD4_ASCL2_CDKN1C_RRP8_CALCA_SOX6_RPS13_TSG101_WT1_PHF21A_CELF1_CLP1_MTA2_RCOR2_MEN1_CCDC85B_RAD9A_IGH

MBP2_FGF19_RPS3_RSF1_CREBZF_EED_PIWIL4_ZBTB16_APOC3_PDZD3_ZNF202_BARX2_NRIP2_PHB2_A2M_CDKN1B_ATF7IP_YAF2_VDR_R

ARG_CBX5_NAB2_IRAK3_MDM2_PAWR_MYF6_ALX1_NR2C1_ELK3_NR1H4_ASCL1_CUX2_TBX3_HRK_SUDS3_HNF1A_BCL7A_EIF2B1_NCOR2

_PIWIL1_CDX2_HMGB1_BRCA2_RB1_NDFIP2_ANG_SNX6_NKX2‐

1_FOXA1_BMP4_TBPL2_ARID4A_C14orf169_TGFB3_SNW1_DICER1_BDKRB1_AKT1_MEIS2_GCHFR_NEDD4_SMAD3_NR2E3_PML_SIN3A_FUR

IN_NR2F2_UBE2I_ZNF174_GLIS2_SOCS1_ERCC4_CRYM_ERN2_TNRC6A_CLN3_ACD_WWP2_ZFHX3_TERF2IP_HSBP1_IRF8_CDT1_TCF25_YWH

AE_ARRB2_PER1_NCOR1_RASD1_PHF12_SUZ12_AATF_PCGF2_SMARCE1_BRCA1_HDAC5_HEXIM2_ITGB3_PHB_HILS1_SUPT4H1_TBX2_PSM

C5_SMURF2_BPTF_SOX9_GRIN2C_FOXJ1_TNRC6C_EIF4A3_SIRT7_TGIF1_CIDEA_NPC1_ZNF24_SMAD2_SMAD7_MBD1_SMAD4_MBD2_ATP8

B1_SERPINB10_MBD3_NFIC_SIRT6_INSR_ZNF177_SMARCA4_ZNF136_NACC1_GIPC1_SIN3B_SLC27A1_NDUFA13_ZNF254_ZBTB32_ZNF345_S

IRT2_EID2_TGFB1_GSK3A_MYPOP_NPAS1_BAX_NR1H2_PPP2R1A_PRKCG_TRIM28_BMP2_OVOL2_CST3_BCL2L1_DNMT3B_E2F1_RBL1_ZHX3

_YWHAB_SALL4_ZGPAT_NRIP1_GABPA_SOD1_OLIG2_SIM2_BACE2_SIK1_DGCR8_HIC2_PIWIL3_NF2_TIMP3_CBY1_PDGFB_TNRC6B_PPARA_

HDAC10_TBL1X_NR0B1_BCOR_TIMP1_FOXP3_TSPYL2_HDAC8_CDX4_RLIM_TAF9B_TBX22_GLA_RIPPLY1_NKRF_G6PD



51 GO:0050793_regulation_of_developmental_process 7.26051837975446e‐48 0.0025 478

AGRN_HES5_HES3_PDPN_FBLIM1_PLA2G2A_WNT4_EPHB2_LIN28A_HDAC1_PTPRF_TAL1_ZCCHC11_JUN_ANGPTL3_DDAH1_BARHL2_GFI1_

F3_PALMD_PROK1_NGF_CD2_NOTCH2_CDC42SE1_NPR1_CHRNB2_EFNA1_SPTA1_CRP_LMX1A_RC3H1_PLA2G4A_ASPM_PTPRC_IL20_VASH

2_PROX1_CENPF_TGFB2_HLX_ITPKB_WNT3A_RHOU_AGT_RSAD2_ID2_OSR1_RHOB_APOB_XDH_CDC42EP3_SIX2_SOCS5_RTN4_BMP10_AL

MS1_SEMA4F_EIF2AK3_ZAP70_BCL2L11_IL1B_ACTR3_GLI2_ACVR2A_ACVR1_DLX2_HOXD3_NFE2L2_NEUROD1_ITGAV_MSTN_NAB1_BMPR2

_CTLA4_FN1_XRCC5_IHH_INHA_COL4A3_GPR55_NPPC_INPP5D_TWIST2_OXTR_GHRL_PPARG_WNT7A_FGD5_TGFBR2_ACVR2B_CTNNB1_CC

R3_PLXNB1_RHOA_SEMA3F_STAB1_MITF_BOC_DRD3_CD80_CD86_GATA2_NPHP3_AGTR1_WWTR1_GHSR_SOX2_CHRD_ADIPOQ_BCL6_OS

TN_HES1_SLIT2_PHOX2B_KDR_REST_STATH_RUFY3_BTC_SHROOM3_BMP2K_NKX6‐

1_SPP1_CENPE_LEF1_EGF_FGF2_IL15_SMAD1_POU4F2_VEGFC_TLR3_ANKH_PRLR_IL7R_PTGER4_FGF10_ISL1_FST_IL6ST_MAP1B_AGGF1_AP

3B1_XRCC4_RASA1_APC_PRDM6_CDC42SE2_CSF2_IL4_PPP2CA_SMAD5_NDFIP1_SPINK5_ADRB2_CD74_TLX3_SH3PXD2B_NKX2‐

5_PDLIM7_MAPK9_IRF4_BMP6_EDN1_CD83_ID4_LST1_NOTCH4_HLA‐

DOA_PPARD_FGD2_TAF8_SRF_VEGFA_IL17F_SMAP1_POU3F2_FOXO3_LAMA4_HEY2_ENPP1_VNN1_EZR_SOD2_PLG_DLL1_UNCX_CARD11_S

CIN_IL6_HOXA11_GLI3_PURB_IGFBP3_IKZF1_YWHAG_CD36_HGF_SEMA3A_FZD1_CDK6_CALCR_DLX5_SERPINE1_SLC26A5_CAV1_TSPAN12_

PAX4_LEP_SMO_MTPN_NOS3_XRCC2_SHH_ANGPT2_GATA4_MSR1_LZTS1_PIWIL2_NEFL_CLU_STAR_ADAM9_SFRP1_LYN_EYA1_IL7_CA2_N

BN_KLF10_TNFRSF11B_PTK2_JAK2_CDKN2B_TEK_AQP3_GNAQ_SEMA4D_SYK_FGD3_HEMGN_TGFBR1_ABCA1_KLF4_TLR4_CDK5RAP2_NCS1

_NOTCH1_IL2RA_UCMA_BAMBI_ZEB1_NRP1_GDF10_DKK1_EGR2_SIRT1_NEUROG3_NODAL_SPOCK2_ANXA7_BMPR1A_HHEX_RBP4_SLIT1_

LDB1_TCF7L2_VAX1_DEAF1_INS_ILK_CALCA_MYOD1_HTATIP2_GAS2_BDNF_LMO2_SPI1_CNTF_PRPF19_FADS1_MEN1_SART1_FGF4_ARAP1

_MMP20_DRD2_ZBTB16_BCL9L_PVRL1_ETS1_TULP3_FGF23_NTF3_ATN1_NANOG_APOLD1_MGP_IAPP_PTHLH_FGD4_ADAMTS20_HDAC7_K

RT1_GDF11_CYP27B1_IFNG_BTG1_FGD6_ASCL1_TBX3_TESC_P2RX7_VPS33A_ULK1_IFT88_FGF9_RNF6_FLT3_BRCA2_KL_SMAD9_TNFSF11_R

B1_LECT1_LIG4_COL4A2_PNP_ACIN1_NFKBIA_NKX2‐

1_FOXA1_FERMT2_BMP4_HIF1A_RHOJ_C14orf169_TGFB3_VASH1_DICER1_TCL1A_WARS_AKT1_CYFIP1_ATP10A_CHRNA7_THBS1_EPB42_M

AP2K1_SMAD3_ISLR2_ISL2_CHRNA3_NTRK3_MESP1_METRN_E4F1_TNFRSF12A_CREBBP_PLA2G10_IL4R_IL27_CORO1A_TGFB1I1_IRX3_CETP

_HSF4_CFDP1_SERPINF1_NTN1_MYOCD_UBB_NF1_CDK5R1_CCL5_LHX1_ERBB2_RARA_KRT36_STAT5A_HDAC5_MAPT_CDK5RAP3_NGFR_N

ME2_RPS6KB1_AXIN2_APOH_SOX9_CDC42EP4_SPHK1_TIMP2_UTS2R_LAMA1_TWSG1_GATA6_LAMA3_CDH2_SMAD2_SMAD7_SMAD4_BCL

2_MBP_PALM_GNA11_ZBTB7A_ZNF358_ANGPTL4_S1PR5_CALR_IL27RA_NOTCH3_JUND_ZNF675_CCNE1_MAG_SIRT2_DLL3_NUMBL_TGFB1

_ARHGEF1_CLPTM1_CRX_BAX_KLK8_PPP2R1A_CDC42EP5_OXT_BMP2_JAG1_NKX2‐

2_FOXA2_CST3_ID1_DNMT3B_CDK5RAP1_GDF5_TGIF2_ADIG_MAFB_ADA_CD40_BMP7_EDN3_LAMA5_TCFL5_CXADR_SOD1_RUNX1_TTC3_

ABCG1_SIK1_ITGB2_RTN4R_MAPK1_PRAME_HPS4_THOC5_LIF_YWHAH_HMOX1_MYH9_CDC42EP1_MAFF_XRCC6_NFAM1_PPARA_PLXNB2

AMELX NR0B1 FGD1 IL2RG CITED1 MORF4L2 AMOT MBNL3 PLXNA3

52
GO:0043433_negative_regulation_of_transcription_

factor_activity
2.68253210143557e‐12 0.0025 37

TNFRSF4_PEX14_ID3_TNFSF4_PROX1_EGLN1_NLRP3_ID2_SUMO1_SP100_IRAK2_TLR9_PIM1_HDAC2_HR_TRIB1_CDKN2A_SIRT1_SIGIRR_CA

T_MEN1_RPS3_DDIT3_IRAK3_NFKBIA_ARRB2_THRA_FOXJ1_SMAD7_PRDX2_CEBPG_FOXS1_COMMD7_HMOX1_NR0B1_FOXP3_FLNA

53 GO:0006783_heme_biosynthetic_process 6.086031283939e‐10 0.00256 19
UROD_PPOX_SLC25A38_ALAS1_CPOX_TMEM14C_FXN_ALAD_COX15_UROS_HMBS_HNF1A_IREB2_COX10_SLC25A39_NFE2L1_FECH_TSPO_

ALAS2

54 GO:0001822_kidney_development 3.89543829710094e‐18 0.0026 90

PCSK9_PYGO2_PBX1_REN_PROX1_AGT_NID1_SOX11_ODC1_OSR1_SDC1_MPV17_SIX2_BCL2L11_PAX8_GLI2_HOXD11_COL4A3_ACVR2B_AG

TR1_WWTR1_TIPARP_WFS1_SLIT2_PKD2_LEF1_SPRY1_SMAD1_GDNF_FGF10_PTCD2_APC_PDGFRB_FOXC1_TCF21_C1GALT1_HOXA11_GLI3

_SHH_EYA1_CA2_RRM2B_MYC_TGFBR1_INVS_TSC1_ITGA8_RET_ARID5B_SGPL1_PLCE1_PAX2_FGF8_ILK_BDNF_WT1_CD44_AQP11_ZBTB16

_KCNJ8_HOXC11_GDF11_CEP290_BMP4_PGF_GREM1_FBN1_PYGO1_ALDH1A2_MYO1E_ALDH1A3_SALL1_RPGRIP1L_NF1_LHX1_HNF1B_ACE

_JMJD6_SMAD4_BCL2_PSPN_BMP2_GZF1_BMP7_LAMA5_ADAMTS1_SLC5A1_UPK3A_CITED1_GPC3

55 GO:0004407_histone_deacetylase_activity 2.86341978741791e‐09 0.0027 13 HDAC1_HDAC11_HDAC3_HDAC2_SIRT1_MTA2_HDAC7_HDAC5_SIRT6_SIRT2_HDAC10_HDAC6_HDAC8

56 PC_Nucleotide‐like_(purinergic)_receptors 7.54326704601008e‐21 0.00274 123

PRKCZ_MTOR_CASP9_PIK3R3_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ADORA1_ROCK2_SOS1_GPR17_RAPGEF4_CREB1_IRS1

_RAF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_P2RY12_P2RY1_PIK3CA_TACR3_RICTOR_ITGA1_TRPC7_MARCKS_DAGLB_A

DCY1_LIMK1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_RGS20_FABP4_PTK2_AQP3_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1

IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_PDE2A_P2RY6_ARHGEF12_VWF_CDKN1B_AQP2_ATF1_NR4A1

_MYL6_MDM2_PXN_FOXO1_LPAR6_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_MC1R_CRK_PIK

3R5_ITGA2B_MAP3K14_ITGB3_GNA13_PRKAR1A_GRB2_MYL12B_GNAL_AQP4_MAP2K2_VAV1_PDE4A_TPM4_LIPE_CALM3_AKT1S1_PRKCG

_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_ADORA2A_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1_P2RY4_P2RY10

57 GO:0019902_phosphatase_binding 2.1919882637224e‐12 0.0029 40
MAST2_SMG5_SMG7_NEK2_STRN_CTNNB1_DLG1_MYOZ2_GHR_PIK3R1_AP3B1_GNB2L1_PPP1R10_RCAN2_SNX3_EGFR_GRIN3A_PPP2R4_S

HOC2_PPME1_AKAP11_IRS2_STRN3_PSTPIP1_IQGAP1_CARHSP1_CDH5_CDH1_BCAR1_ERBB2_JUP_PPP1R9B_CDH2_INSR_STRN4_LILRB1_PP

P1R16B_STAU1_SOD1_CABIN1

58
GO:0030204_chondroitin_sulfate_metabolic_proces

s
2.01586631740913e‐08 0.0029 11 SLC35D1_CHST13_EGFLAM_DSE_CHST12_MAMDC2_CHST3_DCN_CHSY1_CHST7_BGN

59 GO:0017069_snRNA_binding 5.1635134306777e‐08 0.0029 10 GEMIN5_LSM11_LSM2_SNRPC_CDK9_CCNT1_EIF5A_NAA38_HEXIM2_LSM7

60 PC_Signal_amplification 2.7310484165984e‐19 0.003 110

PRKCZ_MTOR_CASP9_PIK3R3_STXBP3_RHOC_NRAS_THEM4_SHC1_PLA2G4A_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_

RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_RHO_P2RY12_P2RY1_PIK3CA_TACR3_RICTOR_ITGA1_TRPC7_MAPK14_MARCKS_DAGLB_AD

CY1_LIMK1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_RGS20_PTK2_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VC

L_ACTA2_SORBS1_CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_PDE2A_ARHGEF12_VWF_CDKN1B_ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_

GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_GNA13_GRB

2_MYL12B_GNAL_MAP2K2_VAV1_TPM4_ARHGEF1_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_M

APK11_RPS6KA3_ELK1

61
GO:0010605_negative_regulation_of_macromolecul

e_metabolic_process
7.83276562759736e‐47 0.0031 455

TNFRSF4_HES5_HES2_ENO1_CTNNBIP1_PEX14_SPEN_ID3_WDTC1_PTPRU_HDAC1_SCMH1_DMAP1_EIF2B3_DMBX1_ZCCHC11_GLIS1_PCSK9

_JUN_FOXD3_GFI1_DR1_PRMT6_RBM15_DDX20_MOV10_TRIM33_RFX5_S100A11_S100A1_PBXIP1_ETV3_DEDD_POU2F1_TNFSF4_RNF2_PT

PRC_ZNF281_KDM5B_MDM4_IL10_PROX1_CENPF_SRP9_PSEN2_ID2_KLF11_E2F6_DNMT3A_EIF2B4_SIX3_MSH6_C1D_TIA1_PAIP2B_TCF7L1

_EIF2AK3_KCNIP3_ARID5A_ZC3H8_TFCP2L1_ZEB2_DLX2_CIR1_HOXD8_PRKRA_ITGAV_NAB1_SATB2_SUMO1_BARD1_IGFBP5_INHA_SP100_

NPPC_INPP5D_LRRFIP1_TWIST2_BHLHE40_LMCD1_GHRL_PPARG_SATB1_UBP1_MLH1_CTNNB1_HHATL_RBM15B_PRKCD_UBA3_RYBP_TRA

T1_DRD3_NR1I2_ZNF148_SOX14_ATR_WWTR1_GHSR_TBL1XR1_ZNF639_SOX2_EIF2B5_IGF2BP2_ADIPOQ_BCL6_HES1_NCBP2_CTBP1_MXD

4_MSX1_HMX1_RBPJ_REST_UTP3_EREG_SNCA_NFKB1_LEF1_FGF2_SMAD1_POU4F2_SAP30_IRF2_HELT_BASP1_FST_RAD17_MSH3_MEF2C_

NR2F1_PGGT1B_PRDM6_PPP2CA_EGR1_PAIP2_EIF4EBP3_NDFIP1_SPINK9_RPS14_HAND1_ADRA1B_NPM1_NKX2‐

5_NSD1_HNRNPAB_FOXF2_EDN1_SIRT5_JARID2_ID4_GMNN_TRIM27_TNF_PPARD_MDFI_XPO5_HSP90AB1_GCLC_RAB23_IBTK_AKIRIN2_LI

N28B_ATG5_HDAC2_HEY2_PTPRK_ENPP1_TCF21_BCLAF1_CITED2_EIF2AK1_IL6_IGF2BP3_CBX3_HOXA7_JAZF1_TBX20_GLI3_PURB_IGFBP3_

HUS1_IKZF1_LANCL2_MLXIPL_UPK3B_FZD1_PON1_SRRT_FOXP2_CAV1_POT1_SND1_STRA8_TRIM24_HIPK2_CDK5_SHH_DNAJB6_CLN8_ERI1

_SORBS3_BNIP3L_EIF4EBP1_FNTA_SNAI2_ST18_NCOA2_TERF1_PKIA_HEY1_FABP4_WWP1_MTDH_KLF10_EIF3E_TRPS1_ZHX1_FOXH1_SMAR

CA2_RFX3_NFX1_PAX5_TLE1_FOXE1_ZNF189_KLF4_PTPN3_NR6A1_ENG_PPP2R4_GFI1B_RXRA_NACC2_ZMYND11_GTPBP4_DNAJC1_ZEB1_E

PC1_ARID5B_SIRT1_NODAL_SFTPD_HHEX_HELLS_LCOR_LDB1_PCGF6_PDCD4_TDRD1_VAX1_BNIP3_IRF7_ASCL2_CDKN1C_RRP8_CALCA_SOX

6_RPS13_TSG101_WT1_PHF21A_CELF1_CLP1_MTA2_RCOR2_MEN1_CCDC85B_RAD9A_IGHMBP2_RPS3_RSF1_CREBZF_EED_PIWIL4_ZBTB16

_APOA4_HINFP_ZNF202_BARX2_NRIP2_PHB2_A2M_CDKN1B_ATF7IP_YAF2_VDR_RARG_CBX5_NAB2_IRAK3_MDM2_PAWR_MYF6_ALX1_NR

2C1_ELK3_NR1H4_ASCL1_CUX2_TBX3_HRK_SUDS3_SIRT4_HNF1A_BCL7A_EIF2B1_NCOR2_PIWIL1_CDX2_HMGB1_BRCA2_RB1_NDFIP2_ANG

_SNX6_NKX2‐

1_FOXA1_BMP4_TBPL2_ARID4A_C14orf169_TGFB3_SNW1_DICER1_BDKRB1_MEIS2_BAHD1_NEDD4_SMAD3_NR2E3_PML_SIN3A_FURIN_N

R2F2_UBE2I_ZNF174_GLIS2_SOCS1_ERCC4_CRYM_ERN2_TNRC6A_CLN3_ACD_WWP2_ZFHX3_TERF2IP_HSBP1_IRF8_CDT1_TCF25_YWHAE_A

RRB2_PER1_NCOR1_RASD1_PHF12_SUZ12_AATF_PCGF2_SMARCE1_BRCA1_HDAC5_HEXIM2_ITGB3_PHB_HILS1_SUPT4H1_TBX2_PSMC5_S

MURF2_BPTF_SOX9_GRIN2C_FOXJ1_TNRC6C_EIF4A3_SIRT7_TGIF1_ZNF24_SMAD2_SMAD7_MBD1_SMAD4_MBD2_ATP8B1_SERPINB10_MB

D3_NFIC_SIRT6_INSR_ZNF177_SMARCA4_ZNF136_NACC1_GIPC1_SIN3B_NDUFA13_ZNF254_ZBTB32_ZNF345_SIRT2_EID2_TGFB1_GSK3A_BC

L3_MYPOP_NPAS1_BAX_NR1H2_PPP2R1A_PRKCG_TRIM28_BMP2_OVOL2_CST3_BCL2L1_DNMT3B_E2F1_RBL1_ZHX3_YWHAB_SALL4_ZGPA

T_NRIP1_GABPA_OLIG2_SIM2_BACE2_SIK1_CDC45_DGCR8_HIC2_PIWIL3_NF2_TIMP3_CBY1_TNRC6B_PPARA_HDAC10_TBL1X_NR0B1_BCO

R_TIMP1_FOXP3_TSPYL2_HDAC8_CDX4_RLIM_TAF9B_TBX22_RIPPLY1_NKRF_G6PD

62
GO:0022603_regulation_of_anatomical_structure_

morphogenesis
3.421492017513e‐26 0.0031 188

PDPN_FBLIM1_EPHB2_PTPRF_ANGPTL3_DDAH1_BARHL2_F3_PALMD_CSF1_PROK1_NGF_ECM1_CDC42SE1_NPR1_CHRNB2_EFNA1_SPTA1_

VASH2_PROX1_TGFB2_RHOU_RHOB_CDC42EP3_RHOQ_RTN4_SEMA4F_IL1B_ACTR3_ERMN_FN1_COL4A3_CAV3_GHRL_WNT7A_FGD5_CTN

NB1_CCR3_PLXNB1_RHOA_SEMA3F_STAB1_GATA2_ADIPOQ_SLIT2_KDR_RUFY3_PF4_SHROOM3_SPP1_CASP6_FGF2_SMAD1_MAP1B_AGGF

1_RASA1_APC_CDC42SE2_ARAP3_SPINK5_EDN1_LST1_FGD2_VEGFA_IL17F_POU3F2_FYN_EZR_PLG_GNA12_IL6_HGF_SEMA3A_SERPINE1_SL

C26A5_TSPAN12_NOS3_ANGPT2_GATA4_LZTS1_NEFL_ADAM9_TNFRSF11B_PTK2_TEK_B4GALT1_SEMA4D_FGD3_BAMBI_NRP1_NODAL_AN

XA7_HHEX_RNH1_ILK_MYOD1_HTATIP2_GAS2_BDNF_CNTF_CDC42EP2_ARAP1_MMP20_BCL9L_THY1_TNFRSF1A_FGD4_HDAC7_KRT1_ITGA

7_BTG1_FGD6_ULK1_IFT88_RNF6_LECT1_COL4A2_NKX2‐

1_FERMT2_HIF1A_RHOJ_NUMB_TGFB3_VASH1_WARS_CYFIP1_ATP10A_CHRNA7_THBS1_EPB42_SMAD3_ISLR2_CHRNA3_NTRK3_METRN_T

NFRSF12A_CORO1A_TGFB1I1_CFDP1_SERPINF1_TNFSF12_NTN1_ADORA2B_NF1_ERBB2_HDAC5_MAPT_NGFR_GNA13_APOH_CDC42EP4_SP

HK1_ARHGDIA_UTS2R_CDH2_SMAD2_SMAD7_SMAD4_BCL2_MBP_PALM_ARHGEF18_ANGPTL4_MAG_NUMBL_TGFB1_ARHGEF1_APOE_BA

X_MYH14_KLK8_CDC42EP5_CST3_ID1_RUNX1_TTC3_ITGB2_RTN4R_YWHAH_HMOX1_MYH9_CDC42EP1_PLXNB2_AMELX_FGD1_FOXO4_AM

OT PLXNA3

63 GO:0019838_growth_factor_binding 1.12021512460621e‐17 0.0031 90

NRD1_CYR61_TGFBR3_SORT1_IL6R_NTRK1_CRIM1_IL18R1_ACVR2A_ACVR1_COL3A1_BMPR2_IGFBP5_IL5RA_TGFBR2_ACVR2B_IL1RAP_FGF

R3_HTRA3_FGFBP2_KLB_PDGFRA_KDR_IGFBP7_IL7R_OSMR_ESM1_IL6ST_PDGFRB_FGFR4_FLT4_WISP3_CTGF_IGF2R_PDGFA_GHRHR_IGFBP

3_CD36_COL1A2_HTRA4_NOV_WISP1_IGFBPL1_NTRK2_SEC61B_ENG_COL5A1_IL2RA_FGFBP3_KAZALD1_FGFR2_HTRA1_API5_FIBP_CEP57_I

L10RA_NTF3_A2M_COL2A1_ACVR1B_IGFBP6_ERBB3_FLT1_KL_COL4A1_LTBP2_TGFB3_THBS1_NTRK3_FURIN_IGF1R_PCSK6_RPS2_IL4R_TRI

M16_ERBB2_IGFBP4_NGFR_COL1A1_INSR_LTBP4_WISP2_IL10RB_COL6A1_IL2RB_PDGFB_IL3RA_IL2RG_IL1RAPL2_IL9R

64 PID_WNT_NONCANONICAL_PATHWAY 1.45113860958109e‐11 0.0031 30
DVL1_PRKCZ_CDC42_SETDB1_FZD7_FZD5_PPARG_RHOA_WNT5A_DVL3_CSNK1A1_CAMK2A_MAPK9_MAP3K7_TAB2_RAC1_CHD7_CTHRC1_

ROR2_MAPK8_DAAM1_ARRB2_DVL2_NLK_FZD2_YES1_ROCK1_NFATC2_TAB1_FLNA

65
GO:0033157_regulation_of_intracellular_protein_tr

ansport
3.28789067827461e‐14 0.00316 56

PRDX1_FAF1_UHMK1_IL10_CNST_NLRP3_IL1B_BARD1_RHOA_TLR9_GSK3B_TACC3_G3BP2_TLR2_TLR3_TNF_MDFI_NFKBIE_GOPC_GLI3_TRI

P6_SMO_CDK5_SHH_RBPMS_PKIA_JAK2_TGFBR1_TLR4_PRKCQ_SIRT1_BMPR1A_MXI1_TCF7L2_CD27_PTPN11_LCP1_NFKBIA_BMP4_TGFB3

_SMAD3_UACA_CDH1_MBTPS1_NF1_SMAD4_TNFSF14_PRKACA_NFKBIB_TGFB1_BCL3_NLRP12_PKIG_TLR7_EDA_FLNA

66 GO:0030336_negative_regulation_of_cell_migration 8.58438038104439e‐14 0.0032 54

CLIC4_PTPRU_TIE1_ADORA1_MIA3_BMP10_IGFBP5_NISCH_CHRD_DRD5_FGF2_ARAP3_DRD1_PTPRK_CITED2_PLG_IGFBP3_SHH_TRIB1_RNF

20_C5_SCAI_EGFL7_GTPBP4_GDF2_VCL_PTEN_ILK_DRD2_THY1_ACVRL1_TBX5_NKX2‐

1_VASH1_GREM1_THBS1_DLL4_TPM1_ABHD2_ALOX15B_NF1_HDAC5_APOH_SMAD7_BCL2_KISS1R_TGFB1_APOE_RRAS_ADA_NF2_HMOX1

_PDGFB_AGTR2

67 GO:0042168_heme_metabolic_process 6.42658467989689e‐10 0.0032 24
UROD_PPOX_SLC25A38_ALAS1_CPOX_TMEM14C_BLVRA_FXN_ALAD_AMBP_COX15_UROS_HPX_HMBS_HNF1A_IREB2_HMOX2_COX10_SLC

25A39_NFE2L1_FECH_HMOX1_TSPO_ALAS2

68
GO:0003229_ventricular_cardiac_muscle_tissue_de

velopment
3.58753563385671e‐09 0.0032 19

TGFBR3_TNNT2_PROX1_BMP10_MYL3_TNNC1_PTCD2_HAND1_FOXC1_LY6E_RXRA_MYBPC3_MYL2_MYH7_TPM1_GAA_SMAD7_TNNI3_FKB

P1A

69 GO:0048729_tissue_morphogenesis 2.19756965750949e‐23 0.0033 156

WNT4_MACF1_BCL10_LMO4_TGFBR3_CELSR2_NOTCH2_VANGL2_PBX1_TNNT2_PROX1_TGFB2_WNT3A_AGT_IFT172_BMP10_TCF7L1_GLI2

_ZEB2_ACVR1_HOXD11_TTN_CASP8_BMPR2_WNT7A_EOMES_CTNNB1_MYL3_DAG1_TNNC1_CHRD_CRYGS_HTT_SLIT2_GRSF1_SHROOM3_

LEF1_SMAD1_VEGFC_FST_PTCD2_HAND1_NKX2‐

5_FOXC1_TFAP2A_TRIM15_TBX18_MAP3K7_TCF21_T_HOXA11_GLI3_COL1A2_SHH_FZD3_EYA1_CA2_FZD6_MYC_LY6E_SCRIB_CA9_KGFLP2_

PTCH1_FOXE1_NR4A3_KLF4_TSC1_RXRA_NOTCH1_RET_NODAL_BMPR1A_NKX2‐

3_CHUK_DEAF1_ILK_WT1_CD44_TRAF6_EXT2_MYBPC3_CFL1_C2CD3_KRT71_TIMELESS_ALX1_APAF1_TXNRD1_MYL2_TBX3_HNF1A_PDX1_F

REM2_PCDH8_ZIC2_MYH7_HECTD1_NKX2‐

1_BMP4_PGF_JAG2_GREM1_ACTC1_FGF7_ALDH1A2_TPM1_SMAD3_BBS4_MESP1_RGMA_ALDH1A3_PGP_TBX6_TGFB1I1_FOXF1_PFN1_DV

L2_TCAP_KRT27_WNT3_HOXB13_NGFR_COL1A1_PRKAR1A_GAA_LAMA1_TWSG1_MIB1_SMAD2_SMAD7_SMAD4_BCL2_PSPN_ECSIT_PRKA

CA_VASP_KLK14_TNNI3_FKBP1A_TGM3_BMP2_JAG1_OVOL2_GZF1_MYLK2_IFT52_EYA2_SNAI1_BMP7_LAMA5_NF2_CELSR1_CITED1_ATP7A

GPC3

70
GO:0042306_regulation_of_protein_import_into_n

ucleus
1.75491820886047e‐13 0.0033 45

PRDX1_FAF1_IL10_NLRP3_RHOA_TLR9_TACC3_G3BP2_TLR2_TLR3_TNF_MDFI_NFKBIE_GLI3_TRIP6_SMO_SHH_RBPMS_PKIA_JAK2_TGFBR1_

TLR4_PRKCQ_SIRT1_BMPR1A_MXI1_CD27_NFKBIA_BMP4_TGFB3_SMAD3_UACA_CDH1_MBTPS1_NF1_SMAD4_TNFSF14_NFKBIB_TGFB1_B

CL3_NLRP12_PKIG_TLR7_EDA_FLNA

71
GO:0010552_positive_regulation_of_specific_transc

ription_from_RNA_polymerase_II_promoter
6.02217891314905e‐14 0.0034 57

HES5_HES3_HDAC1_RBM15_USF1_POMC_RHOQ_CREB1_IKZF2_PPARG_CTNNB1_SCAP_TLR9_GATA2_HES1_HMGB2_GDNF_MAP3K1_TAF9_

MEF2C_HAND1_NKX2‐

5_IRF4_TFEB_SRF_HDAC2_CITED2_GLI3_MLXIPL_PRKDC_TAF2_SMARCA2_NOTCH1_HHEX_TCF7L2_NR1H3_BCL9L_ETS1_TBX5_PLA2G1B_NF

KBIA_NKX2‐1_GTF2A2_SMAD3_MESP1_MC1R_TP53_MYOCD_HDAC5_GATA6_SMARCA4_NR1H2_HNF4A_SOX18_SMARCB1_XRCC6_FOXP3



72
PC_Proteogylcan_syndecan‐

mediated_signaling_events
2.78827980135041e‐54 0.0035 579

PRKCZ_TP73_VAMP3_CTNNBIP1_MTOR_CASP9_EPHA2_CDC42_KDM1A_RPL11_RPS6KA1_WASF2_EPB41_SDC3_HDAC1_RRAGC_NFYC_EDN2

_PLK3_PRDX1_EPS15_JUN_JAK1_GADD45A_CYR61_GBP3_RPL5_CSF1_RAP1A_PPM1J_NRAS_PIAS3_BCL9_PIP5K1A_S100A2_EFNA1_ARHGEF

11_NCSTN_FCGR2B_POU2F1_SELP_FASLG_KLHL20_RFWD2_PTGS2_PTPRC_BTG2_MDM4_PIGR_BATF3_SMYD2_TP53BP2_ENAH_ARF1_ACTA

1_ACTN2_AKT3_ID2_YWHAQ_ROCK2_SDC1_TP53I3_POMC_NLRC4_CEBPZ_SOS1_SOCS5_FBXO11_LHCGR_REL_XPO1_TGFA_DOK1_TCF7L1_K

DM3A_ZAP70_MAP4K4_NCK2_BCL2L11_STEAP3_RALB_BIN1_ARHGEF4_CXCR4_GRB14_SP5_NCKAP1_ITGAV_TFPI_GULP1_STAT1_CASP8_FZ

D7_CTLA4_FZD5_FN1_XRCC5_CTDSP1_CUL3_IRS1_INPP5D_IQSEC1_SH3BP5_KAT2B_MLH1_CTNNB1_MST1_RASSF1_PCBP4_PRKCD_WNT5A_

APPL1_UBA3_MITF_CBLB_RETNLB_GSK3B_PARP14_ITGB5_NCK1_ATR_AGTR1_EIF2A_PRKCI_TBL1XR1_PIK3CA_AP2M1_KNG1_BCL6_MUC20

_DLG1_CTBP1_FGFR3_HTT_TADA2B_PPARGC1A_ARAP2_KLB_KDR_EXOC1_AFP_USO1_HPSE_SPP1_EIF4E_DAPP1_PPP3CA_UBE2D3_LEF1_EG

F_PITX2_CCNA2_FGF2_SETD7_GAB1_POU4F2_ARHGAP10_CPE_FBXO8_CASP3_EXOC3_TERT_SKP2_RICTOR_ITGA2_MAP3K1_PIK3R1_TAF9_F

2RL2_JMY_VCAN_RASA1_LNPEP_CAMK4_APC_CSF2_IL4_PPP2CA_NEUROG1_CTNNA1_ARAP3_FGF1_ADRB2_CSNK1A1_CAMK2A_CYFIP2_CC

NG1_FBXW11_DUSP1_CLTB_FGFR4_MAPK9_GNB2L1_EXOC2_MAK_RANBP9_RNF144B_HSPA1A_TAP1_BAK1_HMGA1_MAPK14_PIM1_NFYA

_CCND3_VEGFA_RCAN2_MYO6_IBTK_MAP3K7_PRDM1_SESN1_FYN_HDAC2_PTPRK_ARG1_SGK1_MYB_MAP3K5_PERP_IPCEF1_EZR_SOD2_P

LG_T_MLLT4_ADAP1_CARD11_RAC1_CYCS_RALA_IGFBP3_GRB10_EGFR_CCL26_HGF_CDK6_COL1A2_TRRAP_SERPINE1_SH2B2_HBP1_PPP1R

3A_MDFIC_MET_WASL_ARF5_IRF5_PTN_HIPK2_BRAF_ZYX_CUL1_RHEB_DOK2_NKX3‐

1_BNIP3L_PTK2B_KIF13B_FGFR1_DKK4_PRKDC_SNAI2_RB1CC1_LYN_SDCBP_CHD7_NCOA2_PAG1_RIPK2_TP53INP1_SDC2_YWHAZ_RRM2B_

CTHRC1_FBXO32_MYC_NDRG1_PTK2_JAK2_TYRP1_RRAGA_CDKN2A_AQP3_CLTA_PIP5K1B_ZFAND5_GNAQ_TLE4_TLE1_SYK_ROR2_KLF4_TN

C_GSN_MAPKAP1_PPP2R4_RAPGEF1_TSC1_PRKCQ_GATA3_ABI1_MAP3K8_ITGB1_CREM_CXCL12_MAPK8_NCOA4_DKK1_UBE2D1_EGR2_SI

RT1_AIFM2_DDIT4_VCL_ZMIZ1_PTEN_FAS_EXOC6_SORBS1_BLNK_PI4K2A_CHUK_BTRC_NFKB2_PDCD4_TCF7L2_FGFR2_PLEKHA1_BNIP3_HR

AS_INS_ARFIP2_PDE3B_PLEKHA7_CAT_TRAF6_CD82_SPI1_PTPRJ_CTNND1_INCENP_SLC3A2_BAD_FOSL1_FGF4_CTTN_INPPL1_PAK1_GAB2_

MMP1_CASP1_ATM_NCAM1_THY1_SCN3B_CHEK1_TP53AIP1_FKBP4_FGF23_PTPN6_AICDA_CDKN1B_VDR_LIMA1_NR4A1_SP1_ITGA5_PA2G

4_STAT6_CTDSP2_MDM2_FRS2_PAWR_MYF5_APAF1_IGF1_NFYB_SSH1_GIT2_MYL2_PTPN11_PRKAB1_PXN_CLIP1_SETD8_RAN_ULK1_LATS

2_GTF3A_FOXO1_RB1_TBC1D4_EDNRB_POU4F1_SPRY2_IRS2_ARHGEF7_TFDP1_TTC5_CHD8_PRMT5_NEDD8_NFKBIA_FOXA1_ARF6_EXOC5_

DAAM1_AKAP5_ACTN1_NUMB_FOS_TSHR_PTPN21_BDKRB2_CCNK_YY1_HSP90AA1_KLC1_AKT1_UBE3A_TJP1_THBS1_APH1B_CSNK1G1_M

AP2K1_PIAS1_PML_SCAMP2_BCL2A1_FES_IGF1R_RAB11FIP3_PDPK1_CREBBP_USP7_SOCS1_RRN3_EEF2K_PLK1_IL4R_LAT_MAPK3_TGFB1I1

_CYLD_RBL2_MMP2_KIFC3_CMTM2_NFATC3_CDH1_BCAR1_MAF_CRK_HIC1_ITGAE_USP6_VAMP2_MAP2K4_TNFRSF13B_SREBF1_NLK_GIT1

_NF1_CCL11_CCL5_RPL23_GRB7_STAT3_BRCA1_FZD2_MAP3K14_TBX21_IGF2BP1_NME1_STXBP4_RPS6KB1_PPM1D_DDX5_AXIN2_KPNA2_

GRB2_EXOC7_SOCS3_HGS_YES1_TGIF1_LAMA1_PTPN2_ROCK1_LAMA3_CDH2_TCF4_MALT1_LMAN1_PMAIP1_SERPINB5_NFATC1_ARID3A_

CSNK1G2_AES_SH3GL1_RANBP3_FCER2_PIN1_SMARCA4_JUNB_GIPC1_AP1M1_JAK3_FKBP8_NCAN_CCNE1_PSENEN_PAK4_AKT2_TGFB1_GS

K3A_PLAUR_VASP_CALM3_BBC3_RUVBL2_AKT1S1_KLK2_PPP2R1A_TRIM28_CSNK2A1_FKBP1A_PTPRA_PCNA_RIN2_BCL2L1_E2F1_NCOA6_S

RC_PLCG1_SDC4_MMP9_CSE1L_PTPN1_SALL4_LAMA5_ARFGAP1_NRIP1_RCAN1_TMPRSS2_TFF3_COL18A1_BID_DGCR8_CRKL_MAPK1_CABI

N1_LIF_PATZ1_CBY1_MGAT3_XRCC6_POLDIP3_PRR5_TBL1X_BMX_RPS6KA3_CASK_ELK1_FOXP3_HUWE1_KLF8_AR_MED12_CDX4_BTK_RNF

128_IL13RA2_ZCCHC12_SH2D1A_CD40LG_IKBKG

73 PC_Serotonin_receptors 7.90966697953674e‐20 0.0035 117

PRKCZ_MTOR_CASP9_PIK3R3_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IRS1_HTR2B_RAF1_PL

XNB1_RHOA_MAPKAPK3_PRKCD_HTR1F_MYLK_ITGB5_MGLL_PIK3CA_TACR3_RICTOR_ITGA1_TRPC7_MARCKS_DAGLB_ADCY1_LIMK1_GNAI

1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_RGS20_FABP4_PTK2_AQP3_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_A

CTA2_HTR7_SORBS1_CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_PDE2A_ARHGEF12_VWF_CDKN1B_AQP2_ATF1_NR4A1_MYL6_MDM2_PXN

_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_MC1R_CRK_PIK3R5_ITGA2B_MAP3K14_IT

GB3_GNA13_PRKAR1A_GRB2_MYL12B_GNAL_AQP4_MAP2K2_VAV1_PDE4A_TPM4_LIPE_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_G

NAS_RGS19_MAPK1_GNAZ_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1

74 GO:0030203_glycosaminoglycan_metabolic_process 2.46812379001373e‐12 0.0035 43
B3GALT6_FUCA1_SLC35D1_HS2ST1_PGLYRP4_LYG1_GALNT5_HYAL2_ITIH4_CHST13_UGDH_EGFLAM_HEXB_NDST1_B4GALT7_FOXC1_GCNT

2_DSE_CHST12_GUSB_HYAL4_EXT1_MAMDC2_ITIH2_CHST3_LYVE1_EXT2_CHST1_B3GAT3_GNS_DCN_CLN6_GLCE_CHSY1_CHST6_SPACA3_X

YLT2_CHST9_PGLYRP2_PGLYRP1_HAS1_CHST7_BGN
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GO:0010717_regulation_of_epithelial_to_mesenchy

mal_transition
6.20765172992516e‐08 0.0035 11 TGFB2_BAMBI_BCL9L_NKX2‐1_TGFB3_SMAD3_TGFB1I1_SMAD2_SMAD7_SMAD4_TGFB1

76 GO:0005518_collagen_binding 7.65742720684874e‐11 0.0036 31
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1_VWF_DCN_NID2_THBS1_SMAD3_ITGA11_SMAD7_SMAD4_COL5A3_COMP_GP6_MMP9_PDGFB

77 GO:0048738_cardiac_muscle_development 1.92747055717248e‐12 0.0039 46
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6_LY6E_TSC1_RXRA_PTEN_RBP4_CSRP3_MYBPC3_MYL2_TBX5_MYH7_ACTC1_TPM1_MESP1_MKL2_MYH11_TCAP_GJC1_TBX2_GAA_NDUFV

2_GATA6_SMAD7_TNNI3_FKBP1A_MYLK2_CXADR_CBY1_TAZ

78
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enesis
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P1A
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_HSPA4_UBE2B_H2AFY_CTNNA1_HDAC3_ADRB2_RPS14_GPX3_GEMIN5_MED7_SLU7_GABRA6_NPM1_DRD1_TUBB2B_NEDD9_RANBP9_E2

F3_ACOT13_HIST1H1D_HIST1H2AH_HIST1H1B_TRIM27_TUBB_ITPR3_HMGA1_SCUBE3_FGD2_GNMT_RSPH9_CD2AP_DST_MYO6_SNAP91_
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_RAC1_MPP6_SKAP2_NOD1_ANLN_H2AFV_GTF2I_HIP1_BAIAP2L1_ACHE_POLR2J_SRPK2_CAPZA2_KCND2_AASS_WASL_POT1_CALD1_NUP2

05_TRIM24_BRAF_TRPV5_CDK5_TNKS_PCM1_BIN3_NEFL_SCARA5_TEX15_BRF2_TGS1_SDCBP_TMEM70_FABP9_DECR1_TSPYL5_POLR2K_D

PYS_ANGPT1_MED30_TAF2_MTSS1_PTK2_DGAT1_SLC1A1_HAUS6_TAF1L_C9orf24_VCP_TLN1_APBA1_SYK_FGD3_FANCC_NCBP1_ALDOB_A

BCA1_IKBKAP_TXNDC8_STOM_CDK9_SET_SURF1_OLFM1_NACC2_TRAF2_TUBB8_PFKP_TUBAL3_PDSS1_BMS1_TFAM_H2AFY2_PCBD1_SPOC
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MR2_BIRC2_RDX_CRYAB_ZW10_CADM1_APOA1_CD3G_THY1_FKBP4_KCNA5_TNFRSF1A_MGP_H3F3C_FGD4_PFKM_TUBA1C_LIMA1_KRT5_

SOAT2_ITGA5_MYO1A_MDM2_BBS10_LIN7A_FGD6_SNRPF_MYL2_ATXN2_PRKAB1_PXN_P2RX4_KNTC1_GTF2H3_STX2_CENPJ_WASF3_LNX2

_ALOX5AP_TNFSF11_GTF2F2_LCP1_MED4_KPNA3_KLF5_POU4F1_ANG_MYH6_SRP54_ATL1_GCH1_TBPL2_MNAT1_ACTN1_PSEN1_MLH3_G

TF2A1_CCDC88C_DICER1_HSP90AA1_BRF1_CYFIP1_TJP1_ACTC1_GCHFR_RTF1_HAUS2_TUBGCP4_ONECUT1_GTF2A2_TPM1_SNAPC5_SMAD

3_BBS4_PML_SNUPN_CHRNA3_BLM_IGF1R_TCEB2_CREBBP_MYH11_DCTPP1_TRIM72_NOD2_RPGRIP1L_BBS2_POLR2C_ACD_CDH1_NIP7_

MTSS1L_CYBA_TUBB3_GEMIN4_PAFAH1B1_P2RX1_MIS12_WRAP53_SCO1_COX10_PMP22_CENPV_SHMT1_ALDOC_CCT6B_GJD3_JUP_BECN

1_GJC1_ITGB3_HILS1_COX11_TUBD1_MED13_FOXJ1_SEPT9_C1QTNF1_RAC3_COLEC12_NAPG_PSMG2_ROCK1_SNRPD1_LAMA3_TAF4B_CD

H2_DSG1_HAUS1_SMAD2_SMAD7_SMAD4_MBD2_ONECUT2_MALT1_BCL2_TXNL4A_APC2_SF3A2_CHAF1A_LONP1_GTF2F1_INSR_ANGPTL4
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SH3BGR_CRYAA_PFKL_PCNT_TUBA8_P2RX6_MIF_SNRPD3_NEFH_SF3A1_HMOX1_BAIAP2L2_TOMM22_PDGFB_ADSL_WBP2NL_SCUBE1_SA

MM50_MAPK8IP2_VCX_SHROOM2_ARHGAP6_GLRA2_REPS2_OTC_MED14_HDAC6_HSD17B10_FGD1_OPHN1_GJB1_NAP1L6_TAF9B_NAP1L

3_TAF7L_H2BFM_HPRT1_VMA21_HAUS7_TAZ
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PTPRE_DEAF1_IGF2_CDKN1C_WEE1_EIF4G2_E2F8_GAS2_WT1_MS4A3_KAT5_BRMS1_RAD9A_FGF3_PAAF1_RSF1_SESN3_ATM_SIK2_FOXR1
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P2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_GRB2_MYL12B_MAP2K2_KHSRP_TPM4_CALM3_A

KT1S1_PRKCG_TRIB3_YWHAB_PTPN1_MAPK1_MAPK11_RPS6KA3_ELK1

84
PANTHER_BIOLOGICAL_PROCESS_Tumor_suppresso

r
1.56280979446776e‐14 0.0044 67

TP73_FBLIM1_CDKN2C_DENND2D_ST7L_DENND2C_S100A11_VHLL_LIN9_LOXL3_TNS1_ING5_VHL_DLEC1_SEMA3B_SYNPO2_ING2_APC_LOX

_EIF4EBP3_CDKN1A_IGF2R_TNS3_ARMC10_TES_ST7_ING3_DENND2A_PINX1_LOXL2_EIF4EBP1_CDKN2B_TSC1_EIF4EBP2_SYNPO2L_PTEN_L

OXL4_SUFU_DMBT1_CDKN1C_ST5_WT1_ING4_CDKN1B_CDK2AP1_BRCA2_RB1_INTS6_ING1_JDP2_NEO1_LOXL1_AXIN1_RBL2_HYDIN_TP53

_NF1_BRCA1_AXIN2_APC2_CDKN2D_GLTSCR2_EMP3_BAX_RBL1_ARMCX3_SAGE1



85 GO:0019904_protein_domain_specific_binding 8.47061446202042e‐30 0.0045 252

SKI_ESPN_PINK1_ID3_NR0B2_LCK_DLGAP3_HPCAL4_EPS15_DNAJC6_TGFBR3_DDX20_PDZK1_FAM189B_SH2D2A_LAX1_PROX1_TP53BP2_E

NAH_ACTN2_YWHAQ_STRN_CRIPT_WBP1_IL1B_ARHGEF4_LRP2_ABI2_LANCL1_IRS1_SP100_INPP5D_ATP2B2_SH3BP5_LRRFIP2_NCKIPSD_G

PX1_CHMP2B_DRD3_ARHGAP31_HCLS1_NCK1_TFDP2_PLSCR1_RAP2B_MLF1_CLDN1_TACC3_SH3BP2_PTTG2_LNX1_CXXC4_CLCN3_GHR_TA

F9_SCAMP1_SLC22A5_CDC25C_NDFIP1_PPARGC1B_ADAM19_PTTG1_SH3PXD2B_SQSTM1_RIPK1_SYNGAP1_CDC5L_CD2AP_SH3BGRL2_MIC

AL1_CITED2_SYNJ2_QKI_CARD11_CBX3_WIPF3_NOD1_LAT2_NCF1_YWHAG_PTPN12_BAIAP2L1_POLR2J_CFTR_CASP2_DLGAP2_NEFL_PPP2C

B_ADAM9_PAG1_RIPK2_YWHAZ_MTSS1_KHDRBS3_PTK2_MAPK15_FOXH1_JAK2_VCP_TLN1_APBA1_SYK_C9orf89_XPA_DFNB31_RAPGEF1_

CARD9_ENKUR_CCDC6_SIRT1_PTEN_KIF20B_LDB1_AFAP1L2_INPP5A_DRD4_MRPL17_CTR9_LIN7C_WT1_ARHGAP1_MS4A2_SLC22A12_RAD

9A_INPPL1_UVRAG_CADM1_CD3E_CBL_ATN1_ETV6_WBP11_KRAS_TUBA1A_DAZAP2_GRASP_NFE2_PAWR_LIN7A_CRADD_PTPN11_DTX1_C

IT_DYNLL1_CENPJ_LNX2_MRPS31_NDFIP2_IRS2_TFDP1_EFS_STRN3_ARHGAP5_FUT8_PSEN1_CCDC88C_EVL_HSP90AA1_SHC4_USP8_NEDD4

_ADAM10_STUB1_CASKIN1_SRRM2_LITAF_SCNN1B_ARHGAP17_SHCBP1_NOD2_ELMO3_VPS4A_MTSS1L_BCAR1_CYBA_CHMP1A_RPH3AL_

CRK_SRR_NLRP1_PLSCR3_CNTROB_TRIM16_KCNJ12_NLK_AATF_SOCS7_TCAP_CNTNAP1_MPP3_MAPT_HOXB1_TOM1L1_SSTR2_GRB2_CAR

D14_BAIAP2_HGS_CHMP1B_MBD2_BCL2_DAPK3_INSR_HNRNPM_GIPC1_USHBP1_LPAR2_NPHS1_CBLC_VASP_STRN4_CARD8_BAX_NUP62_

TNNI3_CHMP2A_SIRPA_BMP2_CSRP2BP_SNTA1_DLGAP4_SRC_TGM2_YWHAB_ELMO2_PMEPA1_STMN3_SYNJ1_SON_CLIC6_SH3BGR_THAP

7_TBC1D10A_INPP5J_YWHAH_BAIAP2L2_WBP2NL_PPARA_SHANK3_SHROOM2_ARHGAP6_SH3KBP1_NR0B1_GPR34_ARR3_MED12_CITED1

SH3BGRL PAK3 AKAP14 GRIA3 MECP2

86 PC_Amine_ligand‐binding_receptors 2.2246602738332e‐20 0.0045 126

PRKCZ_MTOR_CASP9_PIK3R3_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IRS1_HTR2B_HRH1_R

AF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_HTR1F_MYLK_ITGB5_MGLL_PIK3CA_ADRA2C_TACR3_RICTOR_ITGA1_TRPC7_HRH2_MARCKS_TAAR

1_DAGLB_ADCY1_LIMK1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_ADRA1A_RGS20_FABP4_PTK2_AQP3_TLN1_GNA14_SYK_MAP

KAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_HTR7_SORBS1_CHUK_ADRB1_GRK5_RHOG_CHRM1_BAD_SIPA1_RPS6KB2_PDE2A_DRD2_AR

HGEF12_VWF_CDKN1B_AQP2_ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_

MAPK3_STX4_BCAR1_MC1R_CRK_PIK3R5_ITGA2B_MAP3K14_ITGB3_GNA13_PRKAR1A_GRB2_MYL12B_GNAL_HRH4_AQP4_MAP2K2_VAV1

_PDE4A_TPM4_LIPE_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1

87 GO:0007507_heart_development 1.67450464222503e‐23 0.0046 171

DVL1_HSPG2_ID3_TGFBR3_CASQ2_GJA5_VANGL2_TNNT2_PROX1_TGFB2_MIXL1_WNT3A_EGLN1_ID2_OSR1_BMP10_SMYD1_GLI2_ACVR1_

BBS5_TTN_ITGA4_CALCRL_COL3A1_CASP8_NRP2_OBSL1_HTR2B_OXTR_TGFBR2_ACVR2B_XIRP1_CTNNB1_MYL3_PBRM1_SHOX2_ECE2_MS

X1_RBPJ_PKD2_BBS7_EDNRA_CASP3_PDLIM3_IRX4_ISL1_PTCD2_COL4A3BP_HAND1_ADRA1B_NKX2‐

5_MSX2_FOXC1_EDN1_SOX4_FOXP4_SRF_ATG5_PLN_GJA1_CITED2_SOD2_TBX20_GLI3_SEMA3C_SRI_MOSPD3_SMO_SMARCD3_SHH_GATA

4_NKX2‐

6_PRKDC_RB1CC1_CHD7_LY6E_FOXH1_GNAQ_PTCH1_TGFBR1_ENG_TSC1_COL5A1_NOTCH1_NRP1_DKK1_NODAL_ZMIZ1_BMPR1A_PTEN_

HHEX_PLCE1_CASP7_TH_TEAD1_SOX6_CSRP3_WT1_MYBPC3_PTPRJ_ADRBK1_FGF19_C2CD3_ATM_ADIPOR2_KCNJ8_PKP2_COL2A1_POU6F

1_ERBB3_MYL2_TBX3_IFT88_MYH7_BMP4_MNAT1_PSEN1_ACTC1_FBN1_ALDH1A2_TPM1_MAP2K5_BBS4_CHRNA3_ALPK3_MESP1_PKD1_

MKL2_MYH11_NFATC3_ZFPM1_TCF25_DVL2_MYOCD_NF1_ERBB2_HEXIM1_TBX2_SOX9_JMJD6_GAA_NDUFV2_GATA6_SMAD2_SMAD7_GN

A11_INSR_EPOR_GYS1_TNNI3_FKBP1A_OXT_BMP2_MKKS_OVOL2_POFUT1_NCOA6_IFT52_SALL4_CXADR_ADAMTS1_TBX1_CRKL_MB_CBY1

TAB1 EP300 SCUBE1 BCOR ZIC3 TAZ

88 GO:0051223_regulation_of_protein_transport 2.02076176130196e‐18 0.0046 107

TNFRSF4_PRKCZ_PRDX1_FAF1_GLMN_APOA2_UHMK1_TNFSF4_IL10_TGFB2_CNST_NLRP3_IL1B_BARD1_DPH3_RHOA_TLR9_DRD3_GSK3B_T

ACC3_G3BP2_EGF_IL2_ARFIP1_TLR2_VEGFC_TLR3_PCSK1_IL13_NDFIP1_TNF_MDFI_NFKBIE_GOPC_IL6_GLI3_ACHE_SMO_CDK5_SHH_RBPM

S_ADAM9_PKIA_JAK2_TGFBR1_TNFSF15_TLR4_GAPVD1_PRKCQ_DNAJC1_SIRT1_SRGN_BMPR1A_RBP4_MXI1_TCF7L2_DRD4_INS_SAA1_TRA

F6_PANX1_CASP1_DRD2_CADM1_APOA1_CRTAM_CD27_IFNG_PTPN11_PLA2G1B_P2RX7_LCP1_NDFIP2_ANG_NFKBIA_BMP4_TGFB3_RAB1

1A_SMAD3_UACA_SCAMP5_NOD2_CDH1_WWP2_MBTPS1_TRIM16_NF1_KRT20_CIDEA_SMAD4_TNFSF14_PRKACA_NFKBIB_TGFB1_KCNN4

_BCL3_CARD8_NLRP12_NLRP2_YWHAB_CD40_ADORA2A_TLR7_FOXP3_EDA_CD40LG_FLNA

89 GO:0043392_negative_regulation_of_DNA_binding 2.98999999136921e‐12 0.0046 43
TNFRSF4_PEX14_ID3_TNFSF4_PROX1_EGLN1_NLRP3_ID2_SUMO1_SP100_IRAK2_TLR9_PIM1_MDFI_HDAC2_SMO_TNKS_HR_TRIB1_JAK2_C

DKN2A_ZNF462_SIRT1_SIGIRR_CAT_MEN1_RPS3_RSF1_DDIT3_IRAK3_NFKBIA_ARRB2_THRA_FOXJ1_SMAD7_PRDX2_CEBPG_FOXS1_COMM

D7_HMOX1_NR0B1_FOXP3_FLNA

90 REACTOME_REGULATORY_RNA_PATHWAYS 2.46457466189256e‐09 0.0046 19
POLR2D_POLR2H_POLR2B_XPO5_POLR2J_POLR2K_POLR2L_POLR2G_RAN_DICER1_TNRC6A_POLR2C_POLR2A_TNRC6C_POLR2E_POLR2I_DG

CR8_POLR2F_TNRC6B

91 GO:0019213_deacetylase_activity 1.5095049679482e‐08 0.0046 17 HDAC1_HDAC11_AADAC_HDAC3_HDAC2_SIRT1_MTA2_HDAC7_SIRT4_AMDHD2_PIGL_HDAC5_SIRT6_SIRT2_HDAC10_HDAC6_HDAC8

92
GO:0005072_transforming_growth_factor_beta_rec

eptor__cytoplasmic_mediator_activity
4.68336894781403e‐07 0.0046 9 SMAD1_SMAD5_ENG_CDKN1B_SMAD9_SMAD3_SMAD2_SMAD7_SMAD4

93 GO:0044085_cellular_component_biogenesis 5.24047291068749e‐55 0.0047 589

DVL1_SKI_ESPN_VAMP3_EXOSC10_MRTO4_HP1BP3_RPL11_WASF2_TAF12_MATN1_GJA4_THRAP3_UTP11L_NDUFS5_EBNA1BP2_PTCH2_TE

SK2_ATPAF1_EPS15_ZFYVE9_PRKAA2_ATG4C_CTH_ZNHIT6_GTF2B_RPL5_TAF13_KCNA2_DDX20_CAPZA1_SYCP1_WDR3_HAO2_GJA5_HIST2

H2BE_MSTO1_ISG20L2_APCS_VANGL2_APOA2_KIFAP3_SOAT1_LAMC2_TNNT2_FMOD_SNRPE_MDM4_LAMB3_PROX1_CENPF_EPRS_HIST3

H3_ACTA1_ACTN2_NLRP3_RPS7_RRM2_DDX1_APOB_CENPA_IFT172_WDR43_SPAST_STRN_GEMIN6_GTF2A1L_TSPYL6_CCDC88A_PEX13_C1

D_BMP10_MPHOSPH10_ALMS1_USP39_EIF2AK3_SNRNP200_TSGA10_NCK2_ERCC3_POLR2D_IMP4_TUBA3D_DARS_BBS5_ITGA6_WIPF1_TT

N_HSPD1_CASP8_NOP58_WDR12_BCS1L_OBSL1_IRS1_SPP2_ATG4B_VHL_SLC6A1_FGD5_MLH1_XIRP1_RPL14_CTNNB1_EXOSC7_DAG1_RB

M5_RRP9_MINA_RPL24_ATG3_GTF2E1_MCM2_H1FOO_CEP63_NCK1_EIF2A_MBNL1_POLR2H_ADIPOQ_IL1RAP_MUC20_NCBP2_RPL35A_H

AUS3_NOP14_C1QTNF7_PPARGC1A_LNX1_POLR2B_COX18_SDAD1_SEPT11_NAP1L5_SMARCAD1_H2AFZ_CENPE_GSTCD_GAR1_EXOSC9_SM

ARCA5_SMAD1_LSM6_FGG_GLRB_NAF1_CBR4_HMGB2_FRG1_TPPP_TERT_PRLR_NDUFS4_MAP3K1_OCLN_MAP1B_UTP15_NSA2_TBCA_TH

BS4_CCNH_WDR36_APC_ATG12_LOX_PHAX_HSPA4_UBE2B_H2AFY_CTNNA1_HDAC3_ADRB2_RPS14_GPX3_GEMIN5_MED7_SLU7_GABRA6_

FBLL1_NPM1_DRD1_NHP2_TUBB2B_NEDD9_RANBP9_E2F3_ACOT13_HIST1H1D_HIST1H2AH_HIST1H1B_TRIM27_TUBB_ITPR3_HMGA1_SCU

BE3_FGD2_BYSL_GNMT_RSPH9_CD2AP_DST_MYO6_SNAP91_NDUFAF4_ATG5_PDSS2_WASF1_TUBE1_RSPH4A_GOPC_ASF1A_GJA1_PTPRK_

MED23_TBPL1_PEX3_SHPRH_FBXO5_TFB1M_EZR_TCP1_TBP_PDGFA_FTSJ2_FSCN1_RAC1_MPP6_SKAP2_NOD1_ANLN_H2AFV_SBDS_GTF2I_

HIP1_GTPBP10_BAIAP2L1_ACHE_POLR2J_SRPK2_CAPZA2_KCND2_AASS_WASL_POT1_CALD1_NUP205_TRIM24_BRAF_TRPV5_CDK5_ERI1_T

NKS_PCM1_BIN3_NEFL_SCARA5_TEX15_BRF2_TGS1_SDCBP_RRS1_RPL7_TMEM70_FABP9_DECR1_TSPYL5_POLR2K_DCAF13_DPYS_ANGPT1_

UTP23_MED30_TAF2_MTSS1_PTK2_DGAT1_RCL1_RPS6_CDKN2A_TAF1L_NOL6_C9orf24_VCP_TLN1_EXOSC3_APBA1_SYK_FGD3_FANCC_NC

BP1_ALDOB_ABCA1_IKBKAP_TXNDC8_STOM_CDK9_SET_EXOSC2_SURF1_OLFM1_NACC2_TRAF2_TUBB8_GTPBP4_PFKP_TUBAL3_PDSS1_BM

S1_TFAM_SIRT1_H2AFY2_PCBD1_SPOCK2_VCL_RPS24_FAS_IDE_HELLS_SORBS1_EXOSC1_COX15_C10orf2_NOLC1_PDCD11_COL17A1_SMND

C1_EIF3A_CALY_TSPAN4_CTSD_NAP1L4_TRIM21_TRIM22_TAF10_PARVA_GTF2H1_CAT_PEX16_CELF1_CLP1_CNTF_TAF6L_ATL3_SAC3D1_SA

RT1_ACTN3_NDUFS8_IGHMBP2_FADD_C2CD3_RSF1_PICALM_MED17_MTMR2_BIRC2_RDX_CRYAB_ZW10_CADM1_APOA1_CD3G_THY1_FK

BP4_KCNA5_EMG1_MGP_H3F3C_FGD4_PFKM_TUBA1C_LIMA1_KRT5_SOAT2_ITGA5_PA2G4_MYO1A_MDM2_KRR1_BBS10_LIN7A_FGD6_SN

RPF_UTP20_MYL2_ATXN2_PRKAB1_PXN_P2RX4_KNTC1_GTF2H3_STX2_NOC4L_CENPJ_WASF3_LNX2_ALOX5AP_EXOSC8_TNFSF11_GTF2F2_L

CP1_MED4_KPNA3_UTP14C_KLF5_POU4F1_ANG_MYH6_SRP54_ATL1_GCH1_TBPL2_MNAT1_ACTN1_PSEN1_MLH3_GTF2A1_CCDC88C_DICE

R1_HSP90AA1_BRF1_CYFIP1_TJP1_ACTC1_GCHFR_RTF1_HAUS2_TUBGCP4_ONECUT1_RSL24D1_GTF2A2_TPM1_SNAPC5_SMAD3_BBS4_PML

_SNUPN_CHRNA3_PEX11A_BLM_IGF1R_TCEB2_CREBBP_MYH11_DCTPP1_TRIM72_NOD2_RPGRIP1L_BBS2_POLR2C_ACD_CDH1_NIP7_MTSS

1L_CYBA_TUBB3_GEMIN4_PAFAH1B1_P2RX1_MIS12_WRAP53_RPL26_SCO1_COX10_PMP22_CENPV_SHMT1_ALDOC_UTP6_CCT6B_AATF_G

JD3_JUP_BECN1_GJC1_ITGB3_MRPL10_HILS1_UTP18_COX11_TUBD1_MED13_FTSJ3_FOXJ1_SEPT9_C1QTNF1_EIF4A3_RAC3_COLEC12_NAP

G_PSMG2_ROCK1_SNRPD1_LAMA3_TAF4B_CDH2_DSG1_HAUS1_SMAD2_SMAD7_SMAD4_MBD2_ONECUT2_MALT1_BCL2_TXNL4A_APC2_S

F3A2_CHAF1A_LONP1_GTF2F1_INSR_ANGPTL4_NACC1_ASF1B_HAUS8_POP4_SLC7A9_LSM14A_POLR2I_ACTN4_FBL_RPS19_SNRPD2_AP2S1

_PIH1D1_LIM2_PPP2R1A_PRPF31_NAT14_NLRP5_FKBP1A_NOP56_PRND_MKKS_CRNKL1_NFS1_SRC_TGM2_YWHAB_CD40_PREX1_PARD6B

_TUBB1_SYCP2_LAMA5_PRPF6_APP_USP16_CLDN14_SH3BGR_PFKL_PCNT_TUBA8_P2RX6_MIF_SNRPD3_NEFH_PES1_HMOX1_BAIAP2L2_T

OMM22_PDGFB_ADSL_WBP2NL_SCUBE1_SAMM50_MAPK8IP2_VCX_SHROOM2_ARHGAP6_GLRA2_REPS2_OTC_MED14_HDAC6_HSD17B10

_GNL3L_OPHN1_GJB1_NAP1L6_TAF9B_NAP1L3_TAF7L_H2BFM_UTP14A_HPRT1_VMA21_HAUS7_DKC1

94 GO:0030334_regulation_of_cell_migration 1.90174883748799e‐22 0.0047 151

PDPN_EPHA2_CLIC4_PTPRU_EDN2_TIE1_ANGPTL3_NEXN_F3_CSF1_IL6R_SELP_ADORA1_TGFB2_MIA3_AGT_ADAM17_RTN4_BMP10_TACR1

_IGFBP5_AAMP_SERPINE2_IRS1_TDGF1_NISCH_PLD1_CHRD_SST_DRD5_KDR_CXCL10_FGF2_VEGFC_FGF10_ITGA2_IL6ST_MAP3K1_F2RL1_A

PC_HBEGF_ARAP3_PDGFRB_DRD1_EDN1_VEGFA_PTP4A1_LAMA4_PTPRK_CITED2_PLG_FGFR1OP_PDGFA_IL6_IGFBP3_EGFR_CCL24_TAC1_T

RIP6_LAMB1_CDK5_SHH_PTK2B_ADAM9_ENPP2_TRIB1_JAK2_TEK_RNF20_C5_SCAI_EGFL7_GTPBP4_CXCL12_GDF2_VCL_PTEN_INS_ILK_RRA

S2_DRD2_THY1_ROBO4_HDAC7_ACVRL1_IGF1_TBX5_SCARB1_FLT1_IRS2_F10_ARHGAP5_NKX2‐

1_HIF1A_VASH1_BDKRB1_JAG2_GREM1_THBS1_DLL4_FGF7_ONECUT1_ADAM10_TPM1_MAP2K1_SMAD3_ABHD2_FURIN_IGF1R_CORO1A_

BCAR1_CXCL16_ALOX15B_NTN1_NF1_CCL11_HDAC5_ITGB3_ABI3_SPAG9_RPS6KB1_ACE_GNA13_APOH_SPHK1_LAMA1_LAMA3_SMAD7_O

NECUT2_BCL2_KISS1R_INSR_ICAM1_TGFB1_APOE_RRAS_JAG1_ADA_MMP9_PARD6B_EDN3_LAMA5_COL18A1_MAPK1_NF2_HMOX1_PDGF

B_HDAC6_AMOT_AGTR2_WDR44

95 PID_RHOA_PATHWAY 1.40761243900768e‐11 0.0048 43
PRKCZ_CDC42_SLC9A1_JUN_CYR61_PKN2_PIP5K1A_ACTA1_ROCK2_ATF2_RHOA_PLD1_SLC9A3_F2RL2_DIAPH1_SRF_EZR_LIMK1_TLN1_PIP5

K1B_SCAI_ITGB1_MAPK8_VCL_PTEN_CFL1_RDX_CDKN1B_PPP1R12A_MYL2_CIT_FOS_PLD2_MAP2K4_MAP2K3_MAP2K6_ROCK1_PIP5K1C_P

KN1_LIMK2_MKL1_MAPK12_MSN

96
GO:0016566_specific_transcriptional_repressor_acti

vity
2.28582637290217e‐10 0.0048 30

KCNIP3_ZC3H8_UBP1_PRDM5_BASP1_TAF7_AKIRIN2_HDAC2_PURB_IKZF1_NACC2_TCF7L2_WT1_CREBZF_ZBTB16_HINFP_PHB2_HNF1A_YY

1_SMAD3_UBE2I_HDAC5_HEXIM1_NACC1_BMP2_FOXS1_HDAC10_HDAC6_ESX1_NKRF

97 GO:0001649_osteoblast_differentiation 2.23794561551592e‐10 0.0049 28
MEF2D_FHL2_GLI2_SATB2_IGFBP5_IHH_WWTR1_SPP1_SMAD1_SMAD5_GABBR1_GPNMB_HOXA2_ACHE_LRRC17_SMO_SHH_IGF2_MEN1_

SP7_GLI1_FGF9_SMAD3_NF1_COL1A1_JUND_CYP24A1_AMELX

98 GO:0006476_protein_amino_acid_deacetylation 5.69896543988324e‐09 0.0049 20
HDAC1_HDAC11_PRDM5_HDAC3_SIRT5_HDAC2_SIRT1_SIRT3_RBM14_BAZ2A_SIRT4_MORF4L1_HDAC5_PHB_SIRT7_SIRT6_SIRT2_HDAC10_

HDAC6_HDAC8

99 PC_Eicosanoid_ligand‐binding_receptors 9.62397624062751e‐20 0.005 119

PRKCZ_MTOR_CASP9_PIK3R3_PTGER3_PTGFR_PRKACB_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_OXER1_GPR17_RAPGEF

4_CREB1_IRS1_RAF1_PLXNB1_RHOA_MAPKAPK3_PRKCD_MYLK_ITGB5_MGLL_PIK3CA_RICTOR_PTGER4_ITGA1_TRPC7_MARCKS_DAGLB_AD

CY1_LIMK1_GNAI1_PIK3CG_CAV1_CALD1_DGKI_NOS3_SORBS3_FABP4_PTK2_AQP3_TLN1_GNA14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3

K8_VCL_ACTA2_SORBS1_CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_PDE2A_ARHGEF12_VWF_CDKN1B_AQP2_ATF1_NR4A1_MYL6_MDM2_P

XN_FOXO1_CYSLTR2_LTB4R_PTGDR_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_MC1R_CRK_PIK3R5_IT

GA2B_MAP3K14_ITGB3_GNA13_PRKAR1A_GRB2_MYL12B_AQP4_MAP2K2_VAV1_PDE4A_PTGER1_TPM4_LIPE_PTGIR_AKT1S1_PRKCG_TRIB

3_YWHAB_PTPN1_GNAS_RGS19_MAPK1_GNAZ_MYH9_MAPK11_RPS6KA3_ELK1_PFKFB1

100 PC_Thromboxane_signalling_through_TP_receptor 3.297707917565e‐17 0.005 94

PRKCZ_MTOR_CASP9_PIK3R3_STXBP3_RHOC_NRAS_THEM4_SHC1_LMOD1_ROCK2_SOS1_RAPGEF4_CREB1_IRS1_RAF1_PLXNB1_MAPKAPK3

_PRKCD_MYLK_ITGB5_MGLL_PIK3CA_RICTOR_ITGA1_TRPC7_MARCKS_DAGLB_LIMK1_CAV1_CALD1_DGKI_NOS3_SORBS3_PTK2_TLN1_GNA

14_SYK_MAPKAP1_RALGDS_APBB1IP_MAP3K8_VCL_ACTA2_SORBS1_CHUK_GRK5_RHOG_BAD_SIPA1_RPS6KB2_ARHGEF12_VWF_CDKN1B_

ATF1_NR4A1_MYL6_MDM2_PXN_FOXO1_GNG2_RPS6KA5_HSP90AA1_AKT1_MAP2K1_CSK_PDPK1_MYH11_MAPK3_STX4_BCAR1_CRK_ITGA

2B_MAP3K14_ITGB3_GNA13_GRB2_MYL12B_MAP2K2_VAV1_TPM4_ARHGEF1_CALM3_AKT1S1_PRKCG_TRIB3_YWHAB_PTPN1_RGS19_MA

PK1_MYH9_MAPK11_RPS6KA3_ELK1



Supplementary Table 15: GWAS analysis of regulatory and functional information enrichment with LD correction (GARFIELD) 

Functional enrichment analysis of diverticular disease variants in DNaseI Hypersensitive sites from ENCODE and Roadmap Epigenomics data. The table is 

sorted ascending by the enrichment P value up to a multiple testing adjusted P value threshold of Padj<9.5194e-05 based on the estimated effective number of 

enrichment annotations (Meff N=525.24). Fold enrichment of the respective tissue type at GWAS variant significance cutoff of p <1e-08 is expressed as odds 

ratio (OR) with lower and upper 95% confidence interval. Celltype specifies the cell type of annotation. Tissue count (%) shows the observed frequency of the 

respective tissue type at top 20 and total observations. 

 

TOP Tissue Celltype P enrich OR enrich 
Tissue count  

(%) Top 20 

Tissue count  

(%) total 
Annotation *.twopass.merge150.wgt10.zgt2.wig 

1 brain SK-N-SH 1.36e-07 6.24 [3.16-12.32] 1 (5%) 2 (3%) SKNSH-DS8482* 

2 epithelium HAEpiC 3.52e-07 6.57 [3.19-13.57] 1 (5%) 2 (3%) HAEpiC-DS12663* 

3 fibroblast Fibroblasts_Fetal_Skin_Scalp 3.60e-07 6.41 [3.13-13.11] 5 (25%) 13 (22%) UW.Fibroblasts_Fetal_Skin_Scalp.CA.H-24259.DS19444* 

4 gingival AG09319 3.90e-07 6.17 [3.05-12.46] 1 (5%) 1 (2%) AG09319-DS12291* 

5 skin AG10803 7.43e-07 5.94 [2.93-12.03] 1 (5%) 4 (7%) AG10803-DS12384* 

6 lung HPF 1.15e-06 5.75 [2.84-11.64] 1 (5%) 2 (3%) HPF-DS13390* 

7 fibroblast Fibroblasts_Fetal_Skin_Biceps_Right 1.46e-06 5.78 [2.83-11.81] 
  

UW.Fibroblasts_Fetal_Skin_Biceps_Right.CA.H-24259.DS19761* 

8 fibroblast Fibroblasts_Fetal_Skin_Back 1.88e-06 5.58 [2.75-11.33] 
  

UW.Fibroblasts_Fetal_Skin_Back.CA.H-24218.DS19233* 

9 blood_vessel AoSMC 1.90e-06 5.97 [2.86-12.46] 2 (10%) 3 (5%) wgEncodeOpenChromDnaseAosmcSerumfreeAlnAllReps.30000000* 

10 fetal_muscle Fetal_Muscle_Back 2.01e-06 6.01 [2.87-12.60] 2 (10%) 6 (10%) UW.Fetal_Muscle_Back.CA.H-24218.DS19117* 

11 blood_vessel AoAF 3.02e-06 5.36 [2.65-10.84] 
  

AoAF-DS13523* 

12 fetal_muscle Fetal_Muscle_Arm 3.22e-06 5.96 [2.81-12.65] 
  

UW.Fetal_Muscle_Arm.CA.H-24218.DS19053* 

13 connective HVMF 3.97e-06 5.25 [2.60-10.62] 1 (5%) 1 (2%) HVMF-DS13981* 



14 fibroblast Fibroblasts_Fetal_Skin_Biceps_Left 4.07e-06 5.29 [2.60-10.74] 
  

UW.Fibroblasts_Fetal_Skin_Biceps_Left.CA.H-24259.DS19867* 

15 embryonic_lung WI-38 4.16e-06 5.14 [2.56-10.33] 1 (5%) 1 (2%) WI_38-DS14315* 

16 es_cell H1_Derived_Mesenchymal_Stem_Cells 4.43e-06 5.17 [2.56-10.42] 2 (10%) 2 (3%) UW.H1_Derived_Mesenchymal_Stem_Cells.CA.DS20671* 

17 es_cell H1_Derived_Mesenchymal_Stem_Cells 5.59e-06 5.12 [2.53-10.37] 
  

UW.H1_Derived_Mesenchymal_Stem_Cells.CA.DS21042* 

18 fetal_stomach Fetal_Stomach 6.19e-06 5.30 [2.57-10.92] 1 (5%) 4 (7%) UW.Fetal_Stomach.CA.H-23589.DS16530* 

19 breast HMF 6.49e-06 4.99 [2.48-10.04] 1 (5%) 2 (3%) HMF-DS13363* 

20 fibroblast Fibroblasts_Fetal_Skin_Biceps_Right 7.64e-06 4.93 [2.45-9.93] 
  

UW.Fibroblasts_Fetal_Skin_Biceps_Right.CA.H-24259.DS19745* 

21 fibroblast Fibroblasts_Fetal_Skin_Scalp 8.75e-06 4.86 [2.42-9.74] 
  

UW.Fibroblasts_Fetal_Skin_Scalp.CA.H-24259.DS19449* 

22 fetal_muscle Fetal_Muscle_Back 9.78e-06 5.48 [2.58-11.65] 
  

UW.Fetal_Muscle_Back.CA.H-24297.DS19648* 

23 brain BE2_C 1.07e-05 4.78 [2.38-9.58] 
  

BE_2_C-DS14625* 

24 muscle SKMC 1.09e-05 4.87 [2.41-9.87] 
 

1 (2%) SkMC-DS11949* 

25 fetal_lung Fetal_Lung_Right 1.41e-05 5.20 [2.47-10.94] 
 

6 (10%) UW.Fetal_Lung_Right.CA.H-23604.DS16566* 

26 fetal_lung Fetal_Lung 1.41e-05 4.92 [2.40-10.10] 
  

UW.Fetal_Lung.CA.H-23365.DS15227* 

27 blood Mobilized_CD34_Primary_Cells 1.41e-05 4.65 [2.32-9.31] 
 

2 (3%) UW.Mobilized_CD34_Primary_Cells.CA.RO_01492.DS14206* 

28 foreskin HFF-Myc 1.49e-05 4.96 [2.40-10.24] 
 

2 (3%) HFF_MyC-DS15079* 

29 fibroblast Fibroblasts_Fetal_Skin_Quadriceps_Right 1.55e-05 4.67 [2.32-9.38] 
  

UW.Fibroblasts_Fetal_Skin_Quadriceps_Right.CA.H-24259.DS19943* 

30 fetal_renal_pelvis Fetal_Renal_Pelvis 1.61e-05 4.55 [2.29-9.05] 
 

1 (2%) UW.Fetal_Renal_Pelvis.CA.H-24005.DS18088* 

31 breast Breast_vHMEC 1.76e-05 4.75 [2.33-9.67] 
  

UW.Breast_vHMEC.CA.RM035.DS18406* 

32 heart HCM 1.81e-05 4.64 [2.30-9.37] 
 

2 (3%) HCM-DS12599* 

33 fetal_lung Fetal_Lung 1.93e-05 4.93 [2.37-10.25] 
  

UW.Fetal_Lung.CA.H-23266.DS14751* 

34 brain_hippocampus HA-h 2.17e-05 4.94 [2.36-10.34] 
 

1 (2%) HAh-DS15192* 

35 fetal_lung Fetal_Lung_Right 2.22e-05 4.89 [2.35-10.17] 
  

UW.Fetal_Lung_Right.CA.H-24005.DS17954* 

36 fetal_muscle Fetal_Muscle_Back 2.61e-05 4.83 [2.32-10.06] 
  

UW.Fetal_Muscle_Back.CA.H-24111.DS18468* 

37 skin BJ 2.61e-05 4.43 [2.21-8.86] 
  

BJ-DS10081* 

38 skin AG09309 2.64e-05 4.49 [2.23-9.06] 
  

AG09309-DS12352* 

39 fibroblast Fibroblasts_Fetal_Skin_Biceps_Left 2.76e-05 4.50 [2.23-9.08] 
  

UW.Fibroblasts_Fetal_Skin_Biceps_Left.CA.H-24259.DS19857* 



40 fibroblast Fibroblasts_Fetal_Skin_Upper_Back 2.76e-05 4.48 [2.22-9.03] 
  

UW.Fibroblasts_Fetal_Skin_Upper_Back.CA.H-24259.DS19696* 

41 fibroblast Fibroblasts_Fetal_Skin_Upper_Back 2.94e-05 4.51 [2.22-9.14] 
  

UW.Fibroblasts_Fetal_Skin_Upper_Back.CA.H-24259.DS19706* 

42 blood Mobilized_CD4_Primary_Cells 3.67e-05 4.28 [2.15-8.54] 
  

UW.Mobilized_CD4_Primary_Cells.CA.RO_01701.DS17175* 

43 fetal_lung Fetal_Lung_Left 3.75e-05 4.74 [2.26-9.92] 
  

UW.Fetal_Lung_Left.CA.H-24089.DS18421* 

44 fibroblast Penis_Foreskin_Fibroblast_Primary_Cells 3.91e-05 4.33 [2.15-8.70] 
  

UW.Penis_Foreskin_Fibroblast_Primary_Cells.CA.skin02.DS18252* 

45 fetal_lung Fetal_Lung_Left 4.59e-05 4.28 [2.13-8.61] 
  

UW.Fetal_Lung_Left.CA.H-23887.DS17674* 

46 heart HCFaa 4.68e-05 4.37 [2.15-8.89] 
  

HCFaa-DS13480* 

47 skin NHDF-Ad 4.75e-05 4.32 [2.13-8.75] 
  

NHDF_Ad-DS12863* 

48 blood_vessel HPAF 4.88e-05 4.23 [2.11-8.48] 
  

HPAF-DS13411* 

49 fetal_muscle,_trunk Fetal_Muscle_Trunk 5.69e-05 4.31 [2.11-8.76] 
 

1 (2%) UW.Fetal_Muscle_Trunk.CA.H-24507.DS20544* 

50 foreskin HFF 5.71e-05 4.23 [2.09-8.53] 
  

HFF-DS15115* 

51 fetal_muscle Fetal_Muscle_Leg 5.96e-05 4.39 [2.13-9.04] 
  

UW.Fetal_Muscle_Leg.CA.H-24089.DS18456* 

52 fetal_stomach Fetal_Stomach 6.13e-05 4.07 [2.05-8.10] 
  

UW.Fetal_Stomach.CA.H-23769.DS17325* 

53 colon Caco-2 6.23e-05 3.88 [2.00-7.53] 
 

1 (2%) CACO2-DS8235* 

54 fetal_stomach Fetal_Stomach 6.42e-05 4.26 [2.09-8.66] 
  

UW.Fetal_Stomach.CA.H-24005.DS17963* 

55 fetal_muscle Fetal_Muscle_Arm 6.43e-05 4.20 [2.08-8.49] 
  

UW.Fetal_Muscle_Arm.CA.H-24297.DS19646* 

56 fibroblast Fibroblasts_Fetal_Skin_Abdomen 6.44e-05 4.14 [2.06-8.32] 
  

UW.Fibroblasts_Fetal_Skin_Abdomen.CA.H-24259.DS19561* 

57 fetal_stomach Fetal_Stomach 7.16e-05 4.26 [2.08-8.71] 
  

UW.Fetal_Stomach.CA.H-24401.DS20349* 

58 epithelium HPdLF 9.00e-05 4.01 [2.00-8.05] 
  

HPdLF-DS13573* 

59 lung IMR90 9.02e-05 4.00 [2.00-8.00] 
  

UW.IMR90.CA.DS13229* 

60 fibroblast Fibroblasts_Fetal_Skin_Quadriceps_Left 9.27e-05 4.02 [2.00-8.09] 
  

UW.Fibroblasts_Fetal_Skin_Quadriceps_Left.CA.H-24259.DS20046* 
 

 

  



SUPPLEMENTARY TABLES 

Supplementary Table 16: Overview of the study populations included in risk differentiation of diverticulitis versus diverticulosis 

The following European sample collections were utilized for the subphenotype analysis comparing uncomplicated diverticulosis and diverticulitis. All 

quantitative measures are shown as medians with interquartile ranges provided in brackets. Body mass index (BMI) and age at the time point of inclusion in the 

study are included. Patients diagnosed with colorectal cancer, ulcerative colitis or Crohn´s disease were excluded from analyses. 

Variable Germany (North) 
(n=1411) 

Germany (West) 
(n=227) 

Austria (Vienna) 
(n=419) 

Austria (Oberndorf) 
(n=387) 

Lithuania 
(n=479) 

 D-itis 
(n=728) 

D-osis 
(n=683) 

D-itis 
(n=86) 

D-osis 
(n=141) 

D-itis 
(n=212) 

D-osis 
(n=207) 

D-itis 
(n=98) 

D-osis 
(n=289) 

D-itis 
(n=43) 

D-osis 
(n=436) 

Gender (% 
male) 45 57 84 140 55.2 58.0 58.2 57.1 41.9 43.1 

Age (years ) 64 (56-72) 72 (65-77) 64 (54-72) 68 (62-77) 65 (56-72) 71 (65-76) 61 (51-69) 66 (59-73) 63 (57-72) 68 (62-74) 

BMI  
27.0 (24.6-

30.0) 

26.7 (24.4-

29.9) 

27.2 (23.9-

30.1) 

26.8 (24.2-

31.0) 

28.4 (26.1-

32.6) 

27.4 (25.5-

30.4) 

28.0(23.0- 

32.9) 

26.1(21.7-

30.5) 

27.2 (25.6-

31.6) 

28.7 (26.1-

32.3) 

 



Supplementary Table 17: Results of comparison of diverticulitis versus diverticulosis risk 

The relative genetic effect of the 27 replicating loci on diverticulitis versus diverticulosis risk was assessed in European cohorts (Supplementary Table 1). 

Reference allele frequencies for diverticulitis and diverticulosis are shown for the largest (n=1411) differentiation cohort. Loci are ordered by odds ratio obtained 

from the metanalysis of the European cohorts. To harmonize the directionality of diverticulitis risk increment for all 27 loci, the OR in Figure 1(B) is based on the 

reference allele (Ref)  in Supplementary Table 17. The reference allele was chosen as the risk increasing allele - the allele observed more common in 

diverticular disease cases as compared to diverticula-free controls.  

 European cohorts Germany (Northern Germany) cohort 

Chr Position rsID Gene(s) P value  OR [CI 95%] ** 
 

OR-comparison Ref Ref (%)  
Diverticulitis 
(n=728) *** 

Ref (%) 
Diverticulosis 
(n=683) 

15 40649609 rs71472433 PHGR1/DISP2 0.001 1.32 [1.12-1.56] ITIS>OSIS C 18.7 14.4 
7 73427600 rs112609918* ELN 0.225 1.23 [0.88-1.72] ITIS>OSIS T 3.9 2.8 
13 108215404 rs9555371 FAM155A_2 0.015 1.21 [1.04-1.42] ITIS>OSIS A 83.9 81.5 
11 15014179 rs12293178* CALCB 0.014 1.17 [1.03-1.33] ITIS>OSIS A 33.4 28.2 
1 151970629 rs61814883 S100A10 0.016 1.17 [1.03-1.33] ITIS>OSIS G 73.8 68.4 
13 107902770 rs9520344* FAM155A_1 0.058 1.14 [1.00-1.31] ITIS>OSIS T 78.5 75.0 
15 68238462 rs387505 PIAS1 0.054 1.12 [1.00-1.26] ITIS>OSIS T 46.9 45.4 
2 144314247 rs6734367 ARHGAP15 0.160 1.11 [0.96-1.29] ITIS±OSIS T 20.9 18.5 
10 18440444 rs1888693 CACNB2 0.116 1.10 [0.98-1.25] ITIS±OSIS G 68.7 65.1 
11 70007484 rs2276068* ANO1 0.140 1.09 [0.97-1.23] ITIS±OSIS C 49.7 46.6 
16 86233413 rs2280028 LINC01082 0.575 1.05 [0.88-1.25] ITIS±OSIS G 86.5 86.0 
3 5846159 rs4684509* EDEM1 0.543 1.05 [0.91-1.21] ITIS±OSIS C 80.7 78.5 



1 221066373 rs2784255 HLX 0.518 1.04 [0.93-1.17] ITIS±OSIS C 53.2 52.9 
6 98365289 rs4839715* LOC101927314 0.575 1.04 [0.92-1.17] ITIS±OSIS G 67.1 66.6 
10 25811435 rs7086249* GPR158 0.584 1.03 [0.92-1.16] ITIS±OSIS T 58.2 56.8 
15 76840832 rs12443137* SCAPER 0.739 1.02 [0.91-1.15] ITIS±OSIS T 55.9 55.6 
7 102447056 rs10257317* FBXL13 0.745 1.02 [0.91-1.15] ITIS±OSIS C 36.8 35.2 
3 151074941 rs3732760 P2RY12 0.804 1.02 [0.90-1.15] ITIS±OSIS C 39.9 36.7 
18 20011920 rs2009593* CTAGE1 0.835 1.01 [0.89-1.15] ITIS±OSIS G 31.0 28.7 
8 120427648 rs1381335* NOV 0.992 1.00 [0.86-1.16] ITIS±OSIS C 80.2 79.2 
22 40679362 rs5995842* TNRC6B 0.997 1.00 [0.89-1.13] ITIS±OSIS G 38.7 39.2 
9 136137065 rs687621* ABO 0.957 1.00 [0.88-1.13] ITIS±OSIS A 64.8 64.7 
19 38743962 rs12976534* PPP1R14A 0.714 0.98 [0.87-1.10] ITIS±OSIS G 49.5 50.4 
4 95832551 rs972409* BMPR1B 0.434 0.95 [0.84-1.08] ITIS±OSIS T 33.2 34.6 
4 15384544 rs4515160* C1QTNF7 0.166 0.91 [0.80-1.04] ITIS±OSIS G 28.3 29.8 
3 15502681 rs7609897 COLQ 0.198 0.91 [0.79-1.05] ITIS±OSIS T 79.3 80.3 
21 47398647 rs7281388* COL6A1 0.186 0.89 [0.76-1.06] ITIS±OSIS A 13.8 15.8 

* proxy SNP for GWAs lead SNP; ** OR adjusted for gender and age; ***allele frequency of risk increasing allele (Ref Allele) in German differentiation cohort (North) 



Supplementary Table 18: Genetic overlap with Mendelian diseases (OMIM- Online Mendelian Inheritance in Man) 

Direct overlap of the curated candidate genes at diverticular disease associated risk loci with genes causal for monogenic Mendelian diseases. *Phenotype 

MIM number from OMIM. **Inheritance AR autosomal recessive, AD autosomal dominant. 

Genomic risk 
locus 

plausible 
candidate gene 
at locus 

OMIM gene.map search  (genomic 
region, hg38) 

Genomic coordinates (From 
NCBI/GRCh38) 

Gene/Locus MIM 
number Gene/Locus (OMIM) Phenotype MIM 

number* Phenotype Inherita
nce** 

4 COLQ chr3:14961174-15961174 3:15450132-15521750 603033 COLQ, EAD, CMS5 603034 Myasthenic syndrome, congenital, 5 AR 

5 EFEMP1 chr2:55366068-56366069 2:55865961-55924162 601548 EFEMP1, FBNL, DHRD 126600 Doyne honeycomb degeneration of retina AD 

15 COL6A1 chr21:45479539-46479540 21:45981748-46005048 120220 COL6A1, BTHLM1, UCHMD1 158810 Bethlem myopathy 1 AR; 
AD 

15 COL6A1 chr21:45479539-46479540 21:45981748-46005048 120220 COL6A1, BTHLM1, UCHMD1 254090 Ullrich congenital muscular dystrophy 1 AR; 
AD 

16 ELN chr7:73513270-74513270 7:74027771-74069906 130160 ELN, SVAS, ADCL1 185500 Supravalvar aortic stenosis AD 

16 ELN chr7:73513270-74513270 7:74027771-74069906 130160 ELN, SVAS, ADCL1 123700 Cutis laxa, AD AD 

20 P2RY12 chr3:150857154-151857153 3:151336842-151384811 600515 P2RY12, P2Y12, BDPLT8 609821 Bleeding disorder, platelet-type, 8 AR 

21 CWC27 chr5:64499536-65499536 5:64768917-65018762 617170 CWC27, SDCCAG10, RPSKA 250410 Retinitis pigmentosa with or without skeletal anomalies AR 

24 GDNF chr5:37272678-38272678 5:37812676-37840043 600837 GDNF, HSCR3 613711 Hirschsprung disease, susceptibility to, 3 AD 

24 GDNF chr5:37272678-38272678 5:37812676-37840043 600837 GDNF, HSCR3 209880 Central hypoventilation syndrome AD 

28 SEM1 chr7:95949252-96949252 7:91500000-98400000 183600 SEM1, SHFD1, SHSF1 183600 Split hand/foot malformation 1 AD 

30 UBTF chr17:43735410-44735410 17:44205032-44221625 600673 UBTF, UBF, CONDBA 617672 Neurodegeneration, childhood-onset, with brain atrophy AD 

31 CACNB2 chr10:17651515-18651515 10:18140559-18545880 600003 CACNB2 611876 Brugada syndrome 4 AD  

32 BMPR1B chr4:94400268-95400268 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, BDA2, 
BDA1D 112600 Brachydactyly, type A2 AD 

32 BMPR1B chr4:94400268-95400268 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, BDA2, 
BDA1D 616849 Brachydactyly, type A1, D AD 

32 BMPR1B chr4:94400268-95400268 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, BDA2, 
BDA1D 609441 Acromesomelic dysplasia, Demirhan type AR 

51 TRPS1 chr8:115076317-116076321 8:115408495-115669636 604386 TRPS1 190351 Trichorhinophalangeal syndrome, type III AD 

51 TRPS1 chr8:115076317-116076321 8:115408495-115669636 604386 TRPS1 190350 Trichorhinophalangeal syndrome, type I AD 



Supplementary Table 19: Genetic overlap with Mendelian diseases (OMIM- Online Mendelian Inheritance in Man) - 500 kilo-base (kb) window 

Genetic overlap of diverticular disease associated genomic risk loci with genes causal for monogenic Mendelian diseases. Genes with a transcript start within 

500kb on either side of the respective lead variant at genomic risk locus are considered.   A direct overlap of the curated candidate gene at genomic risk locus 

with OMIM annotated genes is highlighted in bold print (OMIM overlap with candidate gene). *Phenotype MIM number from OMIM. **Inheritance AR 

autosomal recessive, AD autosomal dominant. The table was assembled as follows: Diverticular disease risk loci with consistency in odds ratio direction between 

discovery and replication cohorts (n=48, Table 2,3) were analysed for overlap with autosomal dominant and autosomal recessive inherited Mendelian diseases 

cataloged in OMIM. For this analysis we converted the genomic locations of diverticular disease-associated lead variants from hg19 (GRCh37) to the hg38 

(GRCh38) human genome build using the software liftOver which is integrated in the UCSC genome browser. Next we retrieved the gene annotations (July 15, 

2018) that lie within a 500 kilo-base (kb) window on either side of the lead variant from OMIM by using "Advanced Search" (gene 

https://www.omim.org/search/advanced/geneMap). Overlapping phenotypes and associated genes are listed. 

Genomic 
risk locus 

curated
candidate gene 
at locus 

OMIM gene.map search  
(genomic region, hg38) 

OMIM 
overlap 
with 
candidat
e gene 

Cytogenetic 
location 

Genomic coordinates 
(From NCBI/GRCh38) 

Gene/Loc
us MIM 
number 

Gene/Locus Phenotype MIM 
number* Phenotype Inheritance

** 

1 ARHGAP15 chr2:143056678-144056680  2p12-q22 2:74800000-147900000 139900 HSR 139900 Handedness AD 

1 ARHGAP15 chr2:143056678-144056680  2q 2:93900000-242193529 606053 AUTS5 606053 Autism susceptibility 5 AR; AD 

           
2 SLC35F3 chr1:233717153-234717152  1q31-q42 1:185800000-236400000 145260 PHA2A, PHA2 145260 Pseudohypoaldosteronism, type IIA AD 

2 SLC35F3 chr1:233717153-234717152  1q41-q44 1:214400000-248956422 615589 OTSC10 615589 Otosclerosis 10 AD 

2 SLC35F3 chr1:233717153-234717152  1q42 1:223900000-236400000 606554 EA3 606554 Episodic ataxia, type 3 AD 

2 SLC35F3 chr1:233717153-234717152  1q42 1:223900000-236400000 604801 MDC1B 604801 Muscular dystrophy, congenital, 1B AR 

2 SLC35F3 chr1:233717153-234717152  1q42.2-q43 1:230500000-243500000 602759 PCAP 176807 Prostate cancer, susceptibility to AD 

2 SLC35F3 chr1:233717153-234717152  1q42.2-q43 1:230500000-243500000 119100 SHFL1, SHFLD 119100 Split-hand/foot malformation with long bone 
deficiency 1 AD 

2 SLC35F3 chr1:233717153-234717152  1q42.2 1:234373436-234384048 614772 COA6, C1orf31, 
CEMCOX4 616501 Cardioencephalomyopathy, fatal infantile, due to 

cytochrome c oxidase deficiency 4 AR 

2 SLC35F3 chr1:233717153-234717152  1q42.3 1:234604268-234609524 615332 IRF2BP2, CVID14 617765 Immunodeficiency, common variable, 14 AD 

2 SLC35F3 chr1:233717153-234717152  Chr.1  108420 SPGF2, ASG 108420 Spermatogenic failure 2 AD 

https://www.omim.org/search/advanced/geneMap


           
3 GPR158 chr10:25030299-26030299  10p12.1 10:25934072-26212535 606808 MYO3A, DFNB30 607101 Deafness, autosomal recessive 30 AR 

           
4 COLQ chr3:14961174-15961174 yes 3p25.1 3:15450132-15521750 603033 COLQ, EAD, CMS5 603034 Myasthenic syndrome, congenital, 5 AR 

4 COLQ chr3:14961174-15961174  3pter-p25  613792 DEL3pterp25, 
C3DELpterp25 613792 3p- syndrome AD 

4 COLQ chr3:14961174-15961174  3p26-p24.2  252350 MYMY1, MYMY 252350 Moyamoya disease AR 

4 COLQ chr3:14961174-15961174  3p25.1-p23 3:13200000-32000000 613530 LGMD1H 613530 Muscular dystrophy, limb-girdle, type 1H AD 

4 COLQ chr3:14961174-15961174  3p25.1 3:15601351-15653710 609019 BTD 253260 Biotinidase deficiency AR 

           
5 EFEMP1 chr2:55366068-56366069 yes 2p16.1 2:55865961-55924162 601548 EFEMP1, FBNL, DHRD 126600 Doyne honeycomb degeneration of retina AD 

5 EFEMP1 chr2:55366068-56366069  2p25-p12  101850 PPKP3 101850 Keratoderma, palmoplantar, punctate type 3 AD 

5 EFEMP1 chr2:55366068-56366069  2p21-p12 2:41500000-83100000 615654 DFNA58 615654 Deafness, AD 58 AD 

5 EFEMP1 chr2:55366068-56366069  2p21-p13 2:41500000-74800000 608703 SCA25 608703 Spinocerebellar ataxia 25 AD 

5 EFEMP1 chr2:55366068-56366069  2p16.1 2:54700000-61000000 142335 HBFQTL5 142335 Fetal hemoglobin QTL5 AD 

5 EFEMP1 chr2:55366068-56366069  2p16.1 2:55287816-55419920 609736 
CCDC88A, KIAA1212, 
HKRP1, GIRDIN, APE, 
GIV, PEHOL 

617507 PEHO syndrome-like AR 

5 EFEMP1 chr2:55366068-56366069  2p16.1 2:55634062-55693909 610316 PNPT1, OLD35, 
COXPD13, DFNB70 614934 Deafness, autosomal recessive 70 AR 

5 EFEMP1 chr2:55366068-56366069  2p16.1 2:55634062-55693909 610316 PNPT1, OLD35, 
COXPD13, DFNB70 614932 Combined oxidative phosphorylation deficiency 13 AR 

           

6 BDNF chr11:27226946-28226946  11p15-p14  606528 DEL11p15p14, 
C11DELp15p14 606528 Chromosome 11p15-p14 deletion syndrome AR 

6 BDNF chr11:27226946-28226946  11p  600165 NNO1 600165 Nanophthalmos-1 AD 

6 BDNF chr11:27226946-28226946  11p14.2-q12.3 11:26200000-63600000 612642 DFNA59 612642 Deafness, AD 59 AD 

6 BDNF chr11:27226946-28226946  11p14.1-p11.2 11:27200000-48800000 613364 SPG41 613364 Spastic paraplegia 41, AD AD 

           
7 PPP1R14A chr19:37747491-38747490  19q 19:26200000-58617616 601764 BFIS1, BFIC1 601764 Seizures, benign familial infantile, 1 AD 

7 PPP1R14A chr19:37747491-38747490  19q 19:26200000-58617616 607592 HPCQTL19 176807 Prostate cancer aggressiveness QTL AD 

7 PPP1R14A chr19:37747491-38747490  19q13 19:31900000-58617616 100070 AAA1, AAA 100070 Aortic aneurysm, familial abdominal 1 AD 

7 PPP1R14A chr19:37747491-38747490  19q13 19:31900000-58617616 609376 CTRCT35, CATCN1 609376 Cataract 35, congenital nuclear AR 

7 PPP1R14A chr19:37747491-38747490  19q13 19:31900000-58617616 611907 EA7 611907 Episodic ataxia, type 7 AD 

7 PPP1R14A chr19:37747491-38747490  19q13 19:31900000-58617616 600757 OFC3 600757 Orofacial cleft-3 AD 



7 PPP1R14A chr19:37747491-38747490  19q13.1-q13.2 19:37906821-38208371 616655 SIPA1L3, SPAL3, SPAR3, 
KIAA0545, CTRCT45 616851 Cataract 45 AR 

7 PPP1R14A chr19:37747491-38747490  19q13.2-q13.3 19:38200000-50900000 611097 MRT11 611097 Mental retardation, autosomal recessive, 11 AR 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38200000-42900000 227050 TEC 227050 Transient erythroblastopenia of childhood AR 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38264457-38292613 605124 SPINT2, HAI2, DIAR3 270420 Diarrhea 3, secretory sodium, congenital, 
syndromic AR 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38433699-38587563 180901 RYR1, MHS, CCO 145600 Malignant hyperthermia susceptibility 1 AD 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38433699-38587563 180901 RYR1, MHS, CCO 117000 Neuromuscular disease, congenital, with uniform 
type 1 fiber AR; AD 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38433699-38587563 180901 RYR1, MHS, CCO 255320 Minicore myopathy with external ophthalmoplegia AR 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38433699-38587563 180901 RYR1, MHS, CCO 145600 King-Denborough syndrome AD 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38433699-38587563 180901 RYR1, MHS, CCO 117000 Central core disease AR; AD 

7 PPP1R14A chr19:37747491-38747490  19q13.2 19:38647615-38730531 604638 ACTN4, FSGS1, FSGS 603278 Glomerulosclerosis, focal segmental, 1 AD 

           
8 ABO chr9:132773842-133784107  9q 9:43000000-138394717 607152 SPG19 607152 Spastic paraplegia 19, AD AD 

8 ABO chr9:132773842-133784107  9q31-q34 9:99800000-138394717 183840 SPDA2 183840 Spondyloarthropathy, susceptibility to, 2 AD 

8 ABO chr9:132773842-133784107  9q34 9:127500000-138394717 614623 KTCN6 614623 Keratoconus 6 AD 

8 ABO chr9:132773842-133784107  9q34.13 9:131100000-133100000 171720 ALPQTL1 171720 Alkaline phosphatase, plasma level of, QTL1 AD 

8 ABO chr9:132773842-133784107  9q34.13 9:132891347-132945268 605284 TSC1, LAM 191100 Tuberous sclerosis-1 AD 

8 ABO chr9:132773842-133784107  9q34.13 9:132945544-132991696 604383 GFI1B, BDPLT17 187900 Bleeding disorder, platelet-type, 17 AR; AD 

8 ABO chr9:132773842-133784107  9q34.13 9:133061977-133071862 114840 CEL, BSSL, CELL, 
MODY8 609812 Maturity-onset diabetes of the young, type VIII AD 

8 ABO chr9:132773842-133784107  9q34.2 9:133351804-133356484 185620 SURF1, CMT4K 616684 Charcot-Marie-Tooth disease, type 4K AR 

8 ABO chr9:132773842-133784107  9q34.2 9:133414338-133459402 604134 ADAMTS13, VWFCP, 
TTP 274150 Thrombotic thrombocytopenic purpura, familial AR 

8 ABO chr9:132773842-133784107  9q34.2 9:133514585-133524945 615345 MYMK, TMEM8C 254940 Carey-Fineman-Ziter syndrome AR 

8 ABO chr9:132773842-133784107  9q34.2 9:133532163-133575518 612277 ADAMTSL2, KIAA0605, 
GPHYSD1 231050 Geleophysic dysplasia 1 AR 

8 ABO chr9:132773842-133784107  9q34.2 9:133636362-133659343 609312 DBH 223360 Dopamine beta-hydroxylase deficiency AR 

8 ABO chr9:132773842-133784107  9q34.2 9:133663073-133739957 604455 SARDH, SARD, SAR 268900 Sarcosinemia AR 

           

9 FBXL13 chr7:102334488-103334456  7q 7:60100000-159345973 252270 MLSM7, DEL7q, C7DELq 252270 Myelodysplasia and leukemia syndrome with 
monosomy 7 AR 

9 FBXL13 chr7:102334488-103334456  7q21-q22 7:77900000-107800000 154276 MHS3 154276 Malignant hyperthermia susceptibility 3 AD 

9 FBXL13 chr7:102334488-103334456  7q22-qter 7:98400000-159345973 162820 NM, NCR 162820 Neutrophil chemotactic response, abnormal AD 

9 FBXL13 chr7:102334488-103334456  7q22-q32 7:98400000-132900000 607458 SCA18, SMNA 607458 Spinocerebellar ataxia 18 AD 



9 FBXL13 chr7:102334488-103334456  7q22.1 7:103297425-103329901 603131 PMPCB, MPPB 617954 Multiple mitochondrial dysfunctions syndrome 6 AR 

           
10 FAM155A chr13:107063056-108063056'  13 13:78500000-109600000 193003 NYS4 193003 Nystagmus 4, congenital, AD AD 

11 FAM155A chr13:107063056-108063056'  13 13:78500000-109600000 193003 NYS4 193003 Nystagmus 4, congenital, AD AD 

           
12 LYPLAL1-AS1 chr1:218621228-219621228  1 1:185800000-236400000 145260 PHA2A, PHA2 145260 Pseudohypoaldosteronism, type IIA AD 

12 LYPLAL1-AS1 chr1:218621228-219621228  1 1:214400000-248956422 615589 OTSC10 615589 Otosclerosis 10 AD 

12 LYPLAL1-AS1 chr1:218621228-219621228  1 1:214400000-223900000 600332 RMD1 600332 Rippling muscle disease-1 AD 

12 LYPLAL1-AS1 chr1:218621228-219621228  1  108420 SPGF2, ASG 108420 Spermatogenic failure 2 AD 

           
13 SLC25A28 chr10:99131412-100131412  10q22-q24 10:68800000-104000000 608583 ATFB1 608583 Atrial fibrillation, familial, 1 AD 

13 SLC25A28 chr10:99131412-100131412  10q24.1-q25.1 10:95300000-110100000 606483 CMTDIA 606483 Charcot-Marie-Tooth disease, dominant 
intermediate A AD 

13 SLC25A28 chr10:99131412-100131412  10q24 10:95300000-104000000 246560 SHFM3, SHSF3, 
DUP10q24, C10DUPq24 246560 Split-hand/foot malformation 3, gene duplication 

syndrome AD 

13 SLC25A28 chr10:99131412-100131412  10q24.2 10:98457076-99235874 613469 HPSE2, HPA2, UFS1 236730 Urofacial syndrome 1 AR 

13 SLC25A28 chr10:99131412-100131412  10q24.2 10:99694792-99732665 603646 COX15, CEMCOX2 615119 Cardioencephalomyopathy, fatal infantile, due to 
cytochrome c oxidase deficiency 2 AR 

13 SLC25A28 chr10:99131412-100131412  10q24.2 10:99782597-99853740 601107 ABCC2, CMOAT 237500 Dubin-Johnson syndrome AR 

13 SLC25A28 chr10:99131412-100131412  10q24.2 10:100042307-100081884 603103 CPN1, SCPN, CPN 212070 Carboxypeptidase N deficiency AR 

           
14 NOV chr8:118943954-119943953  8q 8:45200000-145138636 600668 CCAL1 600668 Chondrocalcinosis with early-onset osteoarthritis AD 

14 NOV chr8:118943954-119943953  8q23-q24 8:105100000-145138636 140300 HT 140300 Hashimoto thyroiditis AD 

14 NOV chr8:118943954-119943953  8q23-q24 8:105100000-145138636 611376 MGS 611376 Mungan syndrome AR 

14 NOV chr8:118943954-119943953  8q24 8:116700000-145138636 600131 ECA1 600131 Epilepsy, childhood absence, 1 AD 

14 NOV chr8:118943954-119943953  8q24 8:116700000-145138636 600669 EIG1 600669 Epilepsy, idiopathic generalized, susceptibility to, 
1 AD 

14 NOV chr8:118943954-119943953  8q24 8:116700000-145138636 601068 FAME1, BAFME1, MEBA 601068 Epilepsy, myoclonic, familial adult, 1 AD 

14 NOV chr8:118943954-119943953  8q24.1 8:116700000-126300000 275220 THM 275220 Tibial hemimelia AR 

14 NOV chr8:118943954-119943953  
8q24.11-
q24.13 8:116700000-126300000 150230 TRPS2, LGCR, LGS 150230 Trichorhinophalangeal syndrome, type II AD 

14 NOV chr8:118943954-119943953  8q24.12 8:118923556-118952143 602643 TNFRSF11B, OPG, 
OCIF, PDB5 239000 Paget disease of bone 5, juvenile-onset AR 

14 NOV chr8:118943954-119943953  8q24.12 8:118952166-119108454 607620 COLEC10, CLL1, 3MC3 248340 3MC syndrome 3 AR 

14 NOV chr8:118943954-119943953  8q24.12 8:119730772-119832857 604912 TAF2, TAF2B, TAFII150, 
CIF150, MRT40 615599 Mental retardation, autosomal recessive 40 AR 



           

15 COL6A1 chr21:45479539-46479540 yes 21q22.3 21:45981748-46005048 120220 COL6A1, BTHLM1, 
UCHMD1 158810 Bethlem myopathy 1 AR; AD 

15 COL6A1 chr21:45479539-46479540 yes 21q22.3 21:45981748-46005048 120220 COL6A1, BTHLM1, 
UCHMD1 254090 Ullrich congenital muscular dystrophy 1 AR; AD 

15 COL6A1 chr21:45479539-46479540  21q22 21:30200000-46709983 609428 TUKLS 609428 Tukel syndrome AR 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:41200000-46709983 236100 HPE1 236100 Holoprosencephaly 1 AD 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:45405136-45513719 120328 COL18A1, KNO1 267750 Knobloch syndrome, type 1 AR 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46098070-46132848 120240 COL6A2, BTHLM1, 
UCMD1 255600 Myosclerosis, congenital AR 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46098070-46132848 120240 COL6A2, BTHLM1, 
UCMD1 158810 Bethlem myopathy 1 AR; AD 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46098070-46132848 120240 COL6A2, BTHLM1, 
UCMD1 254090 Ullrich congenital muscular dystrophy 1 AR; AD 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46135980-46156481 606806 FTCD 229100 Glutamate formiminotransferase deficiency AR 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46188445-46228823 600909 LSS, OSC, CTRCT44 616509 Cataract 44 AR 

15 COL6A1 chr21:45479539-46479540  21q22.3 21:46324121-46445768 605925 PCNT, PCNT2, KEN, 
SCKL4, MOPD2 210720 Microcephalic osteodysplastic primordial 

dwarfism, type II AR 

           
16 ELN chr7:73513270-74513270 yes 7q11.23 7:74027771-74069906 130160 ELN, SVAS, ADCL1 185500 Supravalvar aortic stenosis AD 

16 ELN chr7:73513270-74513270 yes 7q11.23 7:74027771-74069906 130160 ELN, SVAS, ADCL1 123700 Cutis laxa, AD AD 

16 ELN chr7:73513270-74513270  7p12.1-q21 7:50500000-98400000 614676 CMH21 614676 Cardiomyopathy, hypertrophic, 21 AD 

16 ELN chr7:73513270-74513270  7p11-q21 7:53900000-98400000 608658 HPC4 176807 Prostate cancer, susceptibility to, 4 AD 

16 ELN chr7:73513270-74513270  7q 7:60100000-159345973 252270 MLSM7, DEL7q, C7DELq 252270 Myelodysplasia and leukemia syndrome with 
monosomy 7 AR 

16 ELN chr7:73513270-74513270  7q11.2 7:62100000-77900000 105800 ANIB1 105800 Aneurysm, intracranial berry, 1 AD 

16 ELN chr7:73513270-74513270  7q11.2-q21.3 7:62100000-98400000 129900 EEC1 129900 EEC syndrome-1 AD 

16 ELN chr7:73513270-74513270  7q11.23 7:72700000-77900000 609757 DUP7q11.23, 
C7DUPq11.23 609757 Chromosome 7q11.23 duplication syndrome AD 

16 ELN chr7:73513270-74513270  7q11.23 7:72700000-77900000 194050 WBS, WMS, WS, 
DEL7q11, C7DELq11 194050 Williams-Beuren syndrome AD 

           
17 LINC01082 chr16:85699807-86699807  16q 16:36800000-90338345 194090 WT3 194090 Wilms tumor, type 3 AD 

17 LINC01082 chr16:85699807-86699807  16q24.1 16:85899167-85922605 601565 IRF8, ICSBP1, IMD32A, 
IMD32B 614893 Immunodeficiency 32A, mycobacteriosis, AD AD 

17 LINC01082 chr16:85699807-86699807  16q24.1 16:85899167-85922605 601565 IRF8, ICSBP1, IMD32A, 
IMD32B 226990 Immunodeficiency 32B, monocyte and dendritic 

cell deficiency, autosomal recessive AR 

17 LINC01082 chr16:85699807-86699807  16q24.1 16:86510526-86514463 601089 FOXF1, FKHL5, 
ACDMPV 265380 Alveolar capillary dysplasia with misalignment of 

pulmonary veins AD 

17 LINC01082 chr16:85699807-86699807  16q24.1 16:86567250-86568932 602402 FOXC2, FKHL14, MFH1 153400 Lymphedema-distichiasis syndrome with renal 
disease and diabetes mellitus AD 



17 LINC01082 chr16:85699807-86699807  16q24.1 16:86567250-86568932 602402 FOXC2, FKHL14, MFH1 153400 Lymphedema-distichiasis syndrome AD 

           
18 CRISPLD2 chr16:84323772-85323772  16q 16:36800000-90338345 194090 WT3 194090 Wilms tumor, type 3 AD 

           
19 LOC101927314 chr6:97417019-98417019  6q 6:59800000-170805979 193007 BPPV 193007 Vestibulopathy, familial AD 

19 LOC101927314 chr6:97417019-98417019  6q13-q16.1 6:69200000-98900000 611572 OTSC7 611572 Otosclerosis 7 AD 

19 LOC101927314 chr6:97417019-98417019  6q13-q26 6:69200000-164100000 603175 SCZD5 181500 Schizophrenia AD 

19 LOC101927314 chr6:97417019-98417019  6q14-q16.2 6:75200000-100000000 600790 PBCRA, CRAPB 600790 Chorioretinal atrophy, progressive bifocal AD 

           
20 P2RY12 chr3:150857154-151857153 yes 3q25.1 3:151336842-151384811 600515 P2RY12, P2Y12, BDPLT8 609821 Bleeding disorder, platelet-type, 8 AR 

20 P2RY12 chr3:150857154-151857153  3q25.1 3:150926162-150972998 606397 CLRN1, USH3A, USH3, 
RP61 276902 Usher syndrome, type 3A AR 

           

21 CWC27 chr5:64499536-65499536 yes 5q12.3 5:64768917-65018762 617170 CWC27, SDCCAG10, 
RPSKA 250410 Retinitis pigmentosa with or without skeletal 

anomalies AR 

21 CWC27 chr5:64499536-65499536  5q12 5:59600000-67400000 615668 DEL5q12, C5DELq12 615668 Chromosome 5q12 deletion syndrome AD 

21 CWC27 chr5:64499536-65499536  5q12-q14 5:59600000-93000000 611364 EJM4 611364 Myoclonic epilepsy, juvenile, 4 AD 

           

22 CALCB chr11:14543689-15543689  11p15-p14  606528 DEL11p15p14, 
C11DELp15p14 606528 Chromosome 11p15-p14 deletion syndrome AR 

22 CALCB chr11:14543689-15543689  11p15  235000 IH, HHP 235000 Hemihypertrophy AD 

22 CALCB chr11:14543689-15543689  11p  600165 NNO1 600165 Nanophthalmos-1 AD 

22 CALCB chr11:14543689-15543689  11p15.2 11:14878004-14898914 608713 CYP2R1 600081 Rickets due to defect in vitamin D 25-
hydroxylation AR 

           
23 S100A10 chr1:151498153-152498153  1p21.1-q21.3 1:101800000-155100000 612841 HYPT5, MUHH2 612841 Hypotrichosis 5 AD 

23 S100A10 chr1:151498153-152498153  1q12-q24 1:125100000-173000000 605549 CORD8 605549 Cone-rod dystrophy 8 AR 

23 S100A10 chr1:151498153-152498153  1q21-q23 1:143200000-165500000 608372 DFNA49 608372 Deafness, AD 49 AD 

23 S100A10 chr1:151498153-152498153  1q21-q23 1:143200000-165500000 601412 DFNA7 601412 Deafness, AD 7 AD 

23 S100A10 chr1:151498153-152498153  1q21 1:143200000-155100000 161900 RFH1, AORF 161900 Nephropathy-hypertension AD 

23 S100A10 chr1:151498153-152498153  1q21.3 1:150600000-155100000 139450 HRM2 139450 Hair, curly AD 

23 S100A10 chr1:151498153-152498153  1q21.3 1:151806070-151832450 602943 RORC, RORG, RZRG, 
IMD42 616622 Immunodeficiency 42 AR 

23 S100A10 chr1:151498153-152498153  1q21.3 1:152106316-152115453 190370 TCHH, THH, THL, TRHY, 
UHS3 617252 Uncombable hair syndrome 3 AR 



23 S100A10 chr1:151498153-152498153  1q21.3 1:152302174-152325202 135940 FLG, ATOD2 146700 Ichthyosis vulgaris AD 

23 S100A10 chr1:151498153-152498153  Chr.1  108420 SPGF2, ASG 108420 Spermatogenic failure 2 AD 

           
24 GDNF chr5:37272678-38272678 yes 5p13.2 5:37812676-37840043 600837 GDNF, HSCR3 613711 Hirschsprung disease, susceptibility to, 3 AD 

24 GDNF chr5:37272678-38272678 yes 5p13.2 5:37812676-37840043 600837 GDNF, HSCR3 209880 Central hypoventilation syndrome AD 

24 GDNF chr5:37272678-38272678  5p  108800 ASD1 108800 Atrial septal defect 1 AD 

24 GDNF chr5:37272678-38272678  5p15.33-p13.1  608850 MCDR3 608850 Macular dystrophy, retinal, 3 AD 

24 GDNF chr5:37272678-38272678  5p13 5:28900000-42500000 608906 ADHD4 143465 Attention deficit-hyperactivity disorder AD 

24 GDNF chr5:37272678-38272678  5p13.3-p13.2 5:28900000-38400000 607004 BDA1B 607004 Brachydactyly, type A1, B AD 

24 GDNF chr5:37272678-38272678  5p13.2 5:37291632-37371125 606694 NUP155, KIAA0791, 
ATFB15 615770 Atrial fibrillation 15 AR 

           
25 PHGR1/DISP2 chr1:151498153-152498153  15q 15:19000000-101991189 214900 LCS1, CHLS 214900 Cholestasis-lymphedema syndrome AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q11-q21.1 15:19000000-49200000 613328 RCHTS 613328 Roifman-Chitayat syndrome AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15 15:39800000-44500000 605419 SCZD10 605419 Schizophrenia 10 AD 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:39934100-40036152 609280 EIF2AK4, GCN2, 
KIAA1338, PVOD2 234810 Pulmonary venoocclusive disease 2 AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40161008-40221135 602860 BUB1B, BUBR1, MVA1 257300 Mosaic variegated aneuploidy syndrome 1 AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40161008-40221135 602860 BUB1B, BUBR1, MVA1 176430 Premature chromatid separation trait AD 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40405484-40435947 607036 IVD 243500 Isovaleric acidemia AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40470960-40473157 608429 CHST14, D4ST1, ATCS, 
EDSMC1 601776 Ehlers-Danlos syndrome, musculocontractural type 

1 AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40594011-40664341 609173 KNL1, CASC5, AF15Q14, 
KIAA1570, D40, MCPH4 604321 Microcephaly 4, primary, autosomal recessive AR 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40694773-40732339 179617 RAD51A, RECA, MRMV2, 
FANCR 617244 Fanconi anemia, complementation group R AD 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40694773-40732339 179617 RAD51A, RECA, MRMV2, 
FANCR 614508 Mirror movements 2 AD 

25 PHGR1/DISP2 chr1:151498153-152498153  15q15.1 15:40694773-40732339 179617 RAD51A, RECA, MRMV2, 
FANCR 114480 Breast cancer, susceptibility to AD 

           
27 SCAPER chr15:76033662-77033662  15q 15:19000000-101991189 214900 LCS1, CHLS 214900 Cholestasis-lymphedema syndrome AR 

27 SCAPER chr15:76033662-77033662  15q24 15:72400000-78000000 603204 ENFL2 603204 Epilepsy, nocturnal frontal lobe, type 2 AD 

27 SCAPER chr15:76033662-77033662  15q24.2-q24.3 15:76216227-76311468 608053 ETFA, GA2, MADD 231680 Glutaric acidemia IIA AR 

27 SCAPER chr15:76033662-77033662  15q24.3 15:76994679-77037474 606347 PSTPIP1, PSTPIP, 
CD2BP1, PAPAS 604416 Pyogenic sterile arthritis, pyoderma gangrenosum, 

and acne AD 

           



28 SEM1 chr7:95949252-96949252 yes 7q21.2-q21.3 7:91500000-98400000 183600 SEM1, SHFD1, SHSF1 183600 Split hand/foot malformation 1 AD 

28 SEM1 chr7:95949252-96949252  7p12.1-q21 7:50500000-98400000 614676 CMH21 614676 Cardiomyopathy, hypertrophic, 21 AD 

28 SEM1 chr7:95949252-96949252  7p11-q21 7:53900000-98400000 608658 HPC4 176807 Prostate cancer, susceptibility to, 4 AD 

28 SEM1 chr7:95949252-96949252  7q 7:60100000-159345973 252270 MLSM7, DEL7q, C7DELq 252270 Myelodysplasia and leukemia syndrome with 
monosomy 7 AR 

28 SEM1 chr7:95949252-96949252  7q11.2-q21.3 7:62100000-98400000 129900 EEC1 129900 EEC syndrome-1 AD 

28 SEM1 chr7:95949252-96949252  7q21-q22 7:77900000-107800000 154276 MHS3 154276 Malignant hyperthermia susceptibility 3 AD 

28 SEM1 chr7:95949252-96949252  7q21.3 7:96120219-96322146 603859 SLC25A13, CTLN2 603471 Citrullinemia, adult-onset type II AR 

28 SEM1 chr7:95949252-96949252  7q21.3 7:96120219-96322146 603859 SLC25A13, CTLN2 605814 Citrullinemia, type II, neonatal-onset AR 

           

29 CTAGE1 chr18:21948776-22948774  
18p11.23-
q12.2 18:7200000-39500000 107200 ANIC 107200 Anosmia, isolated congenital AD 

29 CTAGE1 chr18:21948776-22948774  18q 18:18500000-80373285 601808 DEL18q 601808 Chromosome 18q deletion syndrome AD 

29 CTAGE1 chr18:21948776-22948774  18q 18:18500000-80373285 143850 OHDS 143850 Orthostatic hypotensive disorder of Streeten AD 

29 CTAGE1 chr18:21948776-22948774  18q11.2-q12.2 18:21500000-39500000 613930 APMR3 613930 Alopecia-mental retardation syndrome 3 AR 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22169436-22202527 601656 GATA6, AVSD5, ASD9, 
PACHD 614475 Atrial septal defect 9 AD 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22169436-22202527 601656 GATA6, AVSD5, ASD9, 
PACHD 614474 Atrioventricular septal defect 5 AD 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22169436-22202527 601656 GATA6, AVSD5, ASD9, 
PACHD 600001 Pancreatic agenesis and congenital heart defects AD 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22169436-22202527 601656 GATA6, AVSD5, ASD9, 
PACHD 187500 Tetralogy of Fallot AD 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22914120-23026485 604124 RBBP8, RIM, SCKL2, 
JWDS 251255 Jawad syndrome AR 

29 CTAGE1 chr18:21948776-22948774  18q11.2 18:22914120-23026485 604124 RBBP8, RIM, SCKL2, 
JWDS 606744 Seckel syndrome 2 AR 

           

30 UBTF chr17:43735410-44735410 yes 17q21.31 17:44205032-44221625 600673 UBTF, UBF, CONDBA 617672 Neurodegeneration, childhood-onset, with brain 
atrophy AD 

30 UBTF chr17:43735410-44735410  17q11.2-q24 17:27400000-72900000 154275 MHS2 154275 Malignant hyperthermia susceptibility 2 AD 

30 UBTF chr17:43735410-44735410  17q12-q21 17:33500000-52100000 601363 WT4 601363 Wilms tumor, type 4 AD 

30 UBTF chr17:43735410-44735410  17q21-q22 17:39800000-59500000 608474 MYP5 608474 Myopia 5 AD 

30 UBTF chr17:43735410-44735410  17q21-q22 17:39800000-59500000 168860 PTLAH, FPAH 168860 Patella aplasia or hypoplasia AD 

30 UBTF chr17:43735410-44735410  17q21.31-q22 17:42800000-59500000 615162 MRT35 615162 Mental retardation, autosomal recessive 35 AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:43753730-43758787 605740 SOST, VBCH, CDD, 
SOST1 122860 Craniodiaphyseal dysplasia, AD AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:43753730-43758787 605740 SOST, VBCH, CDD, 
SOST1 269500 Sclerosteosis 1 AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:43753730-43758787 605740 SOST, VBCH, CDD, 239100 Van Buchem disease AR 



SOST1 

30 UBTF chr17:43735410-44735410  17q21.31 17:44004545-44009067 608300 NAGS 237310 N-acetylglutamate synthase deficiency AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:44070699-44076343 611045 G6PC3, UGRP, SCN4 612541 Dursun syndrome AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:44070699-44076343 611045 G6PC3, UGRP, SCN4 612541 Neutropenia, severe congenital 4, autosomal 
recessive AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:44248389-44268160 109270 SLC4A1, AE1, EPB3, 
SPH4, SAO, CHC 185020 Cryohydrocytosis AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44248389-44268160 109270 SLC4A1, AE1, EPB3, 
SPH4, SAO, CHC 166900 Ovalocytosis, SA type AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44248389-44268160 109270 SLC4A1, AE1, EPB3, 
SPH4, SAO, CHC 179800 Renal tubular acidosis, distal, AD AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44248389-44268160 109270 SLC4A1, AE1, EPB3, 
SPH4, SAO, CHC 611590 Renal tubular acidosis, distal, AR AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:44248389-44268160 109270 SLC4A1, AE1, EPB3, 
SPH4, SAO, CHC 612653 Spherocytosis, type 4 AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44345085-44353105 138945 GRN, CLN11 607485 Aphasia, primary progressive AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44345085-44353105 138945 GRN, CLN11 614706 Ceroid lipofuscinosis, neuronal, 11 AR 

30 UBTF chr17:43735410-44735410  17q21.31 17:44345085-44353105 138945 GRN, CLN11 607485 Frontotemporal lobar degeneration with ubiquitin-
positive inclusions AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44372180-44389600 607759 ITGA2B, GP2B, CD41B, 
GT, BDPLT2, BDPLT16 187800 Bleeding disorder, platelet-type, 16, AD AD 

30 UBTF chr17:43735410-44735410  17q21.31 17:44372180-44389600 607759 ITGA2B, GP2B, CD41B, 
GT, BDPLT2, BDPLT16 273800 Glanzmann thrombasthenia AR 

           

31 CACNB2 chr10:17651515-18651515 yes 10p12.33-
p12.31 10:18140559-18545880 600003 CACNB2 611876 Brugada syndrome 4 AD 

           

32 BMPR1B chr4:94400268-95400268 yes 4q22.3 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, 
BDA2, BDA1D 112600 Brachydactyly, type A2 AD 

32 BMPR1B chr4:94400268-95400268 yes 4q22.3 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, 
BDA2, BDA1D 616849 Brachydactyly, type A1, D AD 

32 BMPR1B chr4:94400268-95400268 yes 4q22.3 4:94757976-95158452 603248 BMPR1B, ALK6, AMDD, 
BDA2, BDA1D 609441 Acromesomelic dysplasia, Demirhan type AR 

32 BMPR1B chr4:94400268-95400268  4q21-q23 4:75300000-100100000 609566 PFM3 609566 Parietal foramina 3 AD 

           
33 HAS2 chr8:120746834-121746834  8q 8:45200000-145138636 600668 CCAL1 600668 Chondrocalcinosis with early-onset osteoarthritis AD 

33 HAS2 chr8:120746834-121746834  8q23-q24 8:105100000-145138636 140300 HT 140300 Hashimoto thyroiditis AD 

33 HAS2 chr8:120746834-121746834  8q23-q24 8:105100000-145138636 611376 MGS 611376 Mungan syndrome AR 

33 HAS2 chr8:120746834-121746834  8q24 8:116700000-145138636 600131 ECA1 600131 Epilepsy, childhood absence, 1 AD 

33 HAS2 chr8:120746834-121746834  8q24 8:116700000-145138636 600669 EIG1 600669 Epilepsy, idiopathic generalized, susceptibility to, 
1 AD 

33 HAS2 chr8:120746834-121746834  8q24 8:116700000-145138636 601068 FAME1, BAFME1, MEBA 601068 Epilepsy, myoclonic, familial adult, 1 AD 



33 HAS2 chr8:120746834-121746834  8q24.1 8:116700000-126300000 275220 THM 275220 Tibial hemimelia AR 

33 HAS2 chr8:120746834-121746834  
8q24.11-
q24.13 8:116700000-126300000 150230 TRPS2, LGCR, LGS 150230 Trichorhinophalangeal syndrome, type II AD 

33 HAS2 chr8:120746834-121746834  
8q24.13-
q24.21 8:121500000-130400000 614936 PPKP1B 614936 Keratoderma, palmoplantar, punctate type IB AD 

           
34 PCSK5 chr9:75624524-76624524  9q 9:43000000-138394717 607152 SPG19 607152 Spastic paraplegia 19, AD AD 

34 PCSK5 chr9:75624524-76624524  9q13-q21 9:61500000-87800000 190100 GSM1, GSP 190100 Geniospasm AD 

34 PCSK5 chr9:75624524-76624524  9q21-q22 9:65000000-99800000 611631 ETL4, ETOLM 611631 Epilepsy, familial temporal lobe, 4 AD 

           
35 TIMP2 chr17:78360885-79360884  17q25 17:72900000-83257441 614163 DSPS 614163 Delayed sleep phase syndrome, susceptibility to AD 

35 TIMP2 chr17:78360885-79360884  17q25.1-q25.3 17:72900000-83257441 614149 NDNC9 614149 Nail disorder, nonsyndromic congenital, 9 AR 

35 TIMP2 chr17:78360885-79360884  17q25.3 17:78991715-79009816 613165 CANT1, SCAN1, DBQD1, 
EDM7 617719 Epiphyseal dysplasia, multiple, 7 AR 

35 TIMP2 chr17:78360885-79360884  17q25.3 17:78991715-79009816 613165 CANT1, SCAN1, DBQD1, 
EDM7 251450 Desbuquois dysplasia 1 AR 

           
36 ANO1 chr11:69659268-70659268  11p13-q14.1 11:31000000-85900000 614344 MRT23 614344 Mental retardation, autosomal recessive 23 AR 

36 ANO1 chr11:69659268-70659268  11q13 11:63600000-77400000 166750 OTDD, DEL11q13, 
C11DELq13 166750 Otodental dysplasia chromosome deletion 

syndrome AD 

36 ANO1 chr11:69659268-70659268  11q13 11:63600000-77400000 607088 SMAR 607088 Spinal muscular atrophy, chronic distal, autosomal 
recessive AR 

36 ANO1 chr11:69659268-70659268  11q13.3 11:69809967-69819423 164950 FGF3, INT2 610706 Deafness, congenital with inner ear agenesis, 
microtia, and microdontia AR 

36 ANO1 chr11:69659268-70659268  11q13.3 11:70203162-70207401 602457 FADD 613759 Infections, recurrent, with encephalopathy, hepatic 
dysfunction, and cardiovascular malformations AR 

           
37 TNRC6B chr22:39799167-40799168  22q12-q13 22:25500000-50818468 603116 CDAGS 603116 CDAGS syndrome AR 

37 TNRC6B chr22:39799167-40799168  22q12.3-q13.1 22:31800000-40600000 613689 MDNS 613689 Mammary-digital-nail syndrome AD 

37 TNRC6B chr22:39799167-40799168  22q13.1 22:40346499-40387407 608222 ADSL 103050 Adenylosuccinase deficiency AR 

           

38 PPP1R16B chr20:38364922-39364933  
20p11.2-
q13.12 20:17900000-47800000 612406 DYT17 612406 Dystonia-17, primary torsion AR 

38 PPP1R16B chr20:38364922-39364933  20q11-q13 20:28100000-64444167 608029 SCAR6, CLA3 608029 Spinocerebellar ataxia, autosomal recessive 6 AR 

38 PPP1R16B chr20:38364922-39364933  20q12-q13.1 20:39000000-51200000 603694 NIDDM3 125853 Diabetes mellitus, noninsulin-dependent AD 

           
39 NT5C1B chr2:18256017-19237522  2pter-p24  115800 CTRCT29 115800 Cataract 29, coralliform AD 

39 NT5C1B chr2:18256017-19237522  2p25-p22  602134 ETM2, ETM 602134 Essential tremor, hereditary, 2 AD 



39 NT5C1B chr2:18256017-19237522  2p25-p12  101850 PPKP3 101850 Keratoderma, palmoplantar, punctate type 3 AD 

39 NT5C1B chr2:18256017-19237522  2p24 2:12000000-23800000 609800 GEFSP4 609800 Epilepsy, generalized, with febrile seizures plus, 
type 4 AD 

           
40 C1QTNF7 chr4:14884759-15884760  4p16-p15  612335 SPG38 612335 Spastic paraplegia 38, AD AD 

40 C1QTNF7 chr4:14884759-15884760  4p15.3 4:11300000-21300000 604802 HDL3, HLN2 604802 Huntington disease-like 3 AR 

40 C1QTNF7 chr4:14884759-15884760  4p15.32 4:15468659-15601970 612013 CC2D2A, KIAA1345, 
MKS6 612284 Meckel syndrome 6 AR 

40 C1QTNF7 chr4:14884759-15884760  4p15.32 4:15468659-15601970 612013 CC2D2A, KIAA1345, 
MKS6 612285 Joubert syndrome 9 AR 

40 C1QTNF7 chr4:14884759-15884760  4p15.32 4:15468659-15601970 612013 CC2D2A, KIAA1345, 
MKS6 216360 COACH syndrome AR 

           
41 SNX24 chr5:122494034-123494035  5q21.3-q33.2 5:105100000-156300000 608970 MDBS2 608970 Macular dystrophy, butterfly-shaped pigmentary, 2 AD 

41 SNX24 chr5:122494034-123494035  5q22.1-q32 5:110200000-150400000 610535 GLC1M 610535 Glaucoma 1, open angle, M AD 

41 SNX24 chr5:122494034-123494035  5q23-q35 5:115900000-181538259 181510 SCZD1 181500 Schizophrenia AD 

41 SNX24 chr5:122494034-123494035  5q23.2 5:123089102-123194265 616982 PRDM6, PRISM, PDA3 617039 Patent ductus arteriosus 3 AD 

41 SNX24 chr5:122494034-123494035  5q23.2 5:123344884-123423591 613446 CEP120, CCDC100, 
SRTD13, JBTS31 617761 Joubert syndrome 31 AR 

41 SNX24 chr5:122494034-123494035  5q23.2 5:123344884-123423591 613446 CEP120, CCDC100, 
SRTD13, JBTS31 616300 Short-rib thoracic dysplasia 13 with or without 

polydactyly AR 

           
42 HLA-DQA1 chr6:32142188-33142188  6p23-p21 6:13400000-46200000 271250 SCAR3, SCABD 271250 Spinocerebellar ataxia, autosomal recessive 3 AR 

42 HLA-DQA1 chr6:32142188-33142188  6p22-p21 6:15200000-46200000 600202 DYX2 600202 Dyslexia, susceptibility to, 2 AD 

42 HLA-DQA1 chr6:32142188-33142188  6p22.3-p21.3 6:15200000-36600000 608244 OTSC3 608244 Otosclerosis 3 AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 107320 ATPLS 107320 Antiphospholipid syndrome, familial AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 608645 DFNA31 608645 Deafness, AD 31 AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 222100 IDDM1 222100 Diabetes mellitus, insulin-dependent-1 AR 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3-p21.2 6:30500000-40500000 150270 LAP 150270 Laryngeal adductor paralysis AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 600089 PBCA 600089 Diabetes mellitus, insulin-dependent, neonatal AR 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 179450 RWS 179450 Ragweed sensitivity AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 193200 VAMAS6 193200 Vitiligo-associated multiple autoimmune disease 
susceptibility 6 AR 

42 HLA-DQA1 chr6:32142188-33142188  6p21.3 6:30500000-36600000 153600 WM1 153600 Macroglobulinemia, Waldenstrom, susceptibility 
to, 1 AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32393338-32408878 606000 BTNL2, SS2 612387 Sarcoidosis, susceptibility to, 2 AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32578768-32589835 142857 HLA-DRB1, SS1 181000 Sarcoidosis, susceptibility to, 1 AD 



42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32659463-32666688 604305 HLA-DQB1, CELIAC1 123400 Creutzfeldt-Jakob disease, variant, resistance to AD 

42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32821832-32838822 170261 TAP2, ABCB3, PSF2, 
RING11 604571 Bare lymphocyte syndrome, type I, due to TAP2 

deficiency AR 

42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32840716-32844934 177046 PSMB8, LMP7, RING10, 
JMP, NKJO, ALDD 256040 Autoinflammation, lipodystrophy, and dermatosis 

syndrome AR 

42 HLA-DQA1 chr6:32142188-33142188  6p21.32 6:32845208-32853970 170260 TAP1, ABCB2, RING4, 
PSF1 604571 Bare lymphocyte syndrome, type I AR 

           
43 PLEKHA1 chr10:121909427-122909426  10q26 10:117300000-133797422 615163 CORD17 615163 Cone-rod dystrophy 17 AD 

43 PLEKHA1 chr10:121909427-122909426  10q26 10:117300000-133797422 609625 DEL10q26, C10q26DEL 609625 Chromosome 10q26 deletion syndrome AD 

43 PLEKHA1 chr10:121909427-122909426  10q26.13 10:122461524-122514907 602194 HTRA1, PRSS11, ARMD7, 
CARASIL, CADASIL2 600142 CARASIL syndrome AR 

43 PLEKHA1 chr10:121909427-122909426  10q26.13 10:122461524-122514907 602194 HTRA1, PRSS11, ARMD7, 
CARASIL, CADASIL2 616779 Cerebral arteriopathy, AD, with subcortical infarcts 

and leukoencephalopathy, type 2 AD 

           
45 HLX chr1:220393031-221393031  1q31-q42 1:185800000-236400000 145260 PHA2A, PHA2 145260 Pseudohypoaldosteronism, type IIA AD 

45 HLX chr1:220393031-221393031  1q41-q44 1:214400000-248956422 615589 OTSC10 615589 Otosclerosis 10 AD 

45 HLX chr1:220393031-221393031  1q41 1:214400000-223900000 600332 RMD1 600332 Rippling muscle disease-1 AD 

45 HLX chr1:220393031-221393031  Chr.1  108420 SPGF2, ASG 108420 Spermatogenic failure 2 AD 

           

46 EDEM1 chr3:5302151-6302149  3pter-p25  613792 DEL3pterp25, 
C3DELpterp25 613792 3p- syndrome AD 

46 EDEM1 chr3:5302151-6302149  3p26  609299 HPC5 176807 Prostate cancer, hereditary, 5 AD 

46 EDEM1 chr3:5302151-6302149  3p26-p24.2  252350 MYMY1, MYMY 252350 Moyamoya disease AR 

           
47 LTBP1 chr2:32636358-33636358  2p25-p22  602134 ETM2, ETM 602134 Essential tremor, hereditary, 2 AD 

47 LTBP1 chr2:32636358-33636358  2p25-p12  101850 PPKP3 101850 Keratoderma, palmoplantar, punctate type 3 AD 

47 LTBP1 chr2:32636358-33636358  2p22.3-p21 2:31800000-47500000 114580 CANDF1, CMCT 114580 Candidiasis, familial, 1, AD AD 

           
48 STARD13 chr13:32653468-33653468  13q13-q14.3 13:31600000-54700000 600631 ENUR1 600631 Enuresis, nocturnal, 1 AD 

48 STARD13 chr13:32653468-33653468  13q13.1 13:31600000-33400000 612089 HPRHP 612089 Hypophosphatemic rickets and 
hyperparathyroidism AD 

           
49 PIAS1 chr15:67446124-68446123  15q 15:19000000-101991189 214900 LCS1, CHLS 214900 Cholestasis-lymphedema syndrome AR 

49 PIAS1 chr15:67446124-68446123  15q23 15:68206991-68229741 606725 CLN6, CLN4A 204300 Ceroid lipofuscinosis, neuronal, Kufs type, adult 
onset AR 

49 PIAS1 chr15:67446124-68446123  15q23 15:68206991-68229741 606725 CLN6, CLN4A 601780 Ceroid lipofuscinosis, neuronal, 6 AR 



           
51 TRPS1 chr8:115076317-116076321 yes 8q23.3 8:115408495-115669636 604386 TRPS1 190351 Trichorhinophalangeal syndrome, type III AD 

51 TRPS1 chr8:115076317-116076321 yes 8q23.3 8:115408495-115669636 604386 TRPS1 190350 Trichorhinophalangeal syndrome, type I AD 

51 TRPS1 chr8:115076317-116076321  8q 8:45200000-145138636 600668 CCAL1 600668 Chondrocalcinosis with early-onset osteoarthritis AD 

51 TRPS1 chr8:115076317-116076321  8q13-q23 8:65100000-116700000 607731 CMT2H 607731 Charcot-Marie-Tooth disease, axonal, type 2H AR 

51 TRPS1 chr8:115076317-116076321  8q23-q24 8:105100000-145138636 140300 HT 140300 Hashimoto thyroiditis AD 

51 TRPS1 chr8:115076317-116076321  8q23-q24 8:105100000-145138636 611376 MGS 611376 Mungan syndrome AR 

 

  



Supplementary Table 20: eQTL analysis 

This table shows diverticular disease candidate SNPs (SNPs which are in LD of any independent lead SNPs) with a GWAS p-value <1.0×10-5, MAF>0.01 that affect gene 

expression of candidate genes in sigmoid colon tissue (FDR<0.05_eQTL, GTEx_V7 database) as a potential indicator of functional implications. The following table headers 

are used: DiscoveryLocus: risk locus assignment as in Supplementary Table 1; rsID : rsID based on dbSNP build 146; chr : chromosome; pos : position on hg19; effect_allele 

: Effect/risk allele; MAF : Minor allele frequency computed based on 1000G; gwasP : P-value from BOLT GWAS summary statistics; Gene expression of eQTL Genes 

marked with an asterix were analysed for differential expression in controls (Supplementary Table 9) and for phenotype-specific expression in anatomical layers of the colon 

(Supplementary Table 10). 

 

DiscoveryLocus  rsID chr pos effect_allele MAF gwasP  eQTL Genes p_eQTL FDR<0.05_eQTL 

3 rs10828815 10 25811764 T 0.3608 6.8e-13 GPR158* 8.58539e-10 1.5105e-05 

5 rs1946545 2 56036435 A 0.2078 2.0e-06 RPS27A 1.06267e-05 0.0081485 

7 rs12976534 19 38743962 A 0.495 2.3e-16 PPP1R14A* 5.45618e-39 4.70966e-32 

7 rs35436012 19 38790635 A 0.3509 8.4e-07 C19orf33 1.1182e-05 5.55572e-09 

8 rs505922 9 136149229 T 0.3678 4.5e-15 ABO* 1.99858e-13 4.33873e-09 

14 rs34112166 8 120400532 G 0.1839 2.6e-11 NOV* 2.26152e-11 5.04956e-07 

23 rs6684114 1 151928715 A 0.3052 8.4e-09 THEM4 1.35854e-07 4.42843e-06 

23 rs3791153 1 151958144 A 0.2863 3.9e-11 S100A10* 1.51883e-06 0.00173914 

25 rs2289328 15 40705417 G 0.1491 7.5e-11 DISP2* 3.74554e-25 3.49097e-19 

26 rs9217 17 7363088 T 0.3419 2.2e-10 CHRNB1 2.61112e-09 5.01543e-12 

27 rs2120109 15 76900654 C 0.3042 6.9e-07 SCAPER* 7.58033e-18 1.3597e-12 

27 rs2120109 15 76900654 C 0.3042 6.9e-07 RP11-593F23.1 8.83622e-07 2.03633e-06 

30 rs228768 17 42191893 G 0.2992 6.2e-06 ASB16-AS1 8.99607e-06 0.0239413 

38 rs208817 20 37492316 C 0.4672 1.3e-06 FAM83D 4.37967e-06 2.96537e-19 

41 rs62377399 5 122324679 G 0.3191 4.8e-08 RN7SL689P (pseudogene) 1.02254e-10 5.28914e-07 

42 rs9268614 6 32402778 T 0.2018 9.5e-08 HLA-DRB6 1.6391e-15 1.21805e-26 

42 rs1281935 6 32583820 G 0.05268 1.9e-06 HLA-DQA2 5.40847e-07 1.5472e-31 

42 rs3997872 6 32580617 T 0.1551 1.6e-06 HLA-DRB1 8.83716e-07 5.66271e-06 

42 rs7990 6 32609965 C 0.06859 1.4e-08 BAG6 3.96831e-05 1.68144e-07 

42 rs1281947 6 32592009 A 0.1551 1.3e-06 HLA-DOB 2.69839e-05 9.2768e-19 

45 rs2738750 1 221050400 G 0.4722 5.1e-07 RP11-295M18.2 1.03776e-05 7.18793e-16 

 



Supplementary Table 21: Potential functional implications of candidate SNPs associated with diverticular disease (by CADD score >12.37 in descending order)

This table shows diverticular disease candidate SNPs (SNPs which are in LD of any independent lead SNPs) with a GWAS p-value <1.0×10-5, MAF>0.01 and 

CADD score >12.37 in descending order by Combined Annotation-Dependent Depletion (CADD) score as a potential indicator of functional implications, 

correspondingly all exonic nonsynonymous SNPs are shown. The following table headers are used: uniqID: Unique ID of SNPs consisting of 

chr:position:allele1:allele2 where alleles are alphabetically ordered; rsID : rsID based on dbSNP build 146; chr : chromosome; pos : position on hg19; 

effect_allele : Effect/risk allele ; non_effect_allele : Non-effect/non-risk ; MAF : Minor allele frequency computed based on 1000G; gwasP : P-value provided in 

the input GWAS summary statistics file; r2 : The maximum r2 of the SNP with one of the independent significant SNPs; IndSigSNP: rsID of the independent 

significant SNP which has the maximum r2 with the SNP; Genomic locus : Index of the genomic risk loci matching with "Genomic risk loci" Supplementary 

Table 5; nearestGene: The nearest Gene of the SNP based on ANNOVAR annotations; ANNOVAR annotates "consequence" function by prioritizing the most 

deleterious annotation for SNPs which are locating a genomic region where multiple genes are obverlapped. Genes are encoded in symbol, if it is available 

otherwise Ensembl ID. Genes include all transcripts from Ensembl gene build 85 including non-protein coding genes and RNAs. CCG: manually  selected

curated candidate gene at risk locus (NCBI RefSeq annotation); CCG (replicating): nominal replication (P<0.05) of lead SNP from PCG in European 

replication cohorts;  dist : Distance to the nearest gene. SNPs which are locating in the gene body or 1kb up- or down-stream of TSS or TES have 0. func: 

Functional consequence of the SNP on the gene obtained from ANNOVAR. For exonic SNPs, detailed annotation (e.g. non-synonymous, stop gain and so on) is 

available in the ANNOVAR table (annov.txt). CADD: CADD score which is computed based on 63 annotations. The higher the score, the more deleterious the 

SNP is. 12.37 is the suggested threshold by Kircher et al (2014). RDB : RegulomeDB score which is a categorical score (from 1a to 7). 1a is the highest score for 

SNPs with the most biological evidence to be a regulatory element. minChrState : The minimum 15-core chromatin state across 127 tissue/cell type.  

References used in Supplementary Table 21 

Kircher M, Witten DM, Jain P, O'Roak BJ, Cooper GM, Shendure J. A general framework for estimating the relative pathogenicity of human genetic variants. 

Nat Genet. 2014 Mar;46(3):310-5.  

 



DiscoveryLocus  top_lead_SNP_uniqID uniqID #candidate SNPs uniqID chr pos non_effect_allele effect_allele MAF gwasP  r2 IndSigSNP nearestGene (Ensembl/Genecode annotation)                                         CCG                                                                                    CCG  (replication) dist func  exonic_function  CADD  RDB  minChrState 

15 21:47545768:A:G rs1042917 21:47545768:A:G 21 47545768 A G 0.4901 1.6e‐08 0.944457 rs368443991 COL6A2 COL6A1 COL6A1 0 exonic nonsynonymous SNV 25.8 4 3

16 7:73474825:C:G rs17855988 7:73474825:C:G 7 73474825 C G 0.09145 2.6e‐06 0.685771 rs2855722 ELN ELN ELN 0 exonic nonsynonymous SNV 23.2 2b 2

36 11:70034096:A:G rs3740722 11:70034096:A:G 11 70034096 A G 0.1252 9.2e‐07 0.760705 rs3781659 ANO1 ANO1 ANO1 0 exonic nonsynonymous SNV 22.9 NA 4

30 17:42254417:A:G rs7212854 17:42254417:A:G 17 42254417 G A 0.2714 1.3e‐07 0.786064 17:42236016_AT_A ASB16 UBTF 0 exonic nonsynonymous SNV 22.8 4 4

1 2:144333821:A:G rs10191366 2:144333821:A:G 2 144333821 G A 0.2306 5.9e‐09 0.897371 rs56151632 ENSG00000258268 (AC079793.1) ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 22.4 7 5

32 4:95747824:C:CAG rs35717456 4:95747824:C:CAG 4 95747824 CAG C 0.4344 1.1e‐07 0.920993 rs2023834 BMPR1B BMPR1B BMPR1B 0 intronic NA 22.2 NA 5

29 18:20037597:A:G rs3813127 18:20037597:A:G 18 20037597 G A 0.2813 1.1e‐08 0.89537 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 38340 intergenic NA 21.6 6 2

4 3:15416027:G:T rs73132531 3:15416027:G:T 3 15416027 G T 0.1531 1.4e‐08 0.985596 rs7632242 HMGN2P7 COLQ COLQ 0 downstream NA 21.4 5 5

1 2:144407401:C:CAGArs780843237 2:144407401:C:CAGA2 144407401 C CAGAGCTCCA 0.3111 2.6e‐28 0.957379 rs11679600 ENSG00000231758 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 21.3 NA 4

27 15:76477155:A:G rs12595738 15:76477155:A:G 15 76477155 A G 0.4563 5.4e‐07 0.643814 rs67306087 C15orf27 SCAPER SCAPER 0 intronic NA 21.1 4 5

49 15:68269047:C:T rs62002423 15:68269047:C:T 15 68269047 T C 0.327 4.3e‐06 0.703079 rs428022 ENSG00000261702 PIAS1 PIAS1 2084 intergenic NA 20.7 5 5

1 2:144289763:C:T rs7607879 2:144289763:C:T 2 144289763 T C 0.1809 9.8e‐54 0.972062 rs6734367 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 20.6 5 4

34 9:78729213:C:T rs1571791 9:78729213:C:T 9 78729213 C T 0.4066 1.6e‐07 0.658707 rs147496465 PCSK5 PCSK5 0 intronic NA 20.5 2b 4

16 7:73440241:C:T rs3757582 7:73440241:C:T 7 73440241 C T 0.05169 3.1e‐10 0.692238 rs112609918 ELN ELN ELN 1878 intergenic NA 20.4 5 2

22 11:15066117:C:T rs7482964 11:15066117:C:T 11 15066117 C T 0.2386 2.0e‐10 0.977252 rs575909118 CALCB CALCB CALCB 0 intronic NA 20.4 5 7

51 8:116539067:A:G rs12549788 8:116539067:A:G 8 116539067 A G 0.4394 4.9e‐07 0.862341 rs2049865 TRPS1 TRPS1 0 intronic NA 20.4 4 5

39 2:18900049:A:G rs17703186 2:18900049:A:G 2 18900049 G A 0.1461 1.1e‐07 0.898591 rs62125298 ENSG00000224626 NT5C1B 66024 intergenic NA 20 5 5

10 13:107900049:A:G rs11616947 13:107900049:A:G 13 107900049 A G 0.2326 2.3e‐14 0.994039 rs9520339 FAM155A FAM155A_1 FAM155A_1 0 intronic NA 19.88 6 5

27 15:76510304:A:G rs12916022 15:76510304:A:G 15 76510304 A G 0.4672 2.4e‐07 0.697262 rs67306087 C15orf27:ETFA SCAPER SCAPER 0 intronic:intronic NA 19.85 5 2

6 11:27747671:A:G rs12288512 11:27747671:A:G 11 27747671 A G 0.1799 1.1e‐16 1 rs17309930 ENSG00000255496 BDNF 0 ncRNA_intronic NA 19.83 5 13

1 2:144288199:T:TA 2:144288199_TA_T 2:144288199:T:TA 2 144288199 T TA 0.1819 4.4e‐53 0.979119 rs6734367 ENSG00000258268:ENSG00000257640 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 19.79 NA 4

22 11:15081335:A:G rs10832349 11:15081335:A:G 11 15081335 A G 0.2376 2.0e‐10 0.982722 rs575909118 CALCB CALCB CALCB 0 intronic NA 19.67 5 13

51 8:116576827:C:T rs3808448 8:116576827:C:T 8 116576827 T C 0.4225 1.8e‐06 0.938423 rs2049865 TRPS1 TRPS1 0 intronic NA 19.65 5 1

1 2:144339991:C:G rs11685851 2:144339991:C:G 2 144339991 G C 0.2306 3.7e‐09 0.897371 rs56151632 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 19.29 6 1

5 2:56196423:C:T rs6724998 2:56196423:C:T 2 56196423 C T 0.3767 1.3e‐06 0.789972 2:56191019_TA_T ENSG00000272180:ENSG00000226702 EFEMP1 0 ncRNA_intronic:nNA 19.13 5 5

19 6:98345853:A:T rs6906737 6:98345853:A:T 6 98345853 A T 0.4861 1.5e‐07 0.663977 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 19.06 6 14

41 5:122272293:C:G rs30043 5:122272293:C:G 5 122272293 C G 0.3191 7.7e‐08 0.958361 rs34126945 SNX24 SNX24 0 intronic NA 18.94 6 5

5 2:56004219:G:T rs6752931 2:56004219:G:T 2 56004219 T G 0.2157 8.3e‐06 0.681429 rs59985551 PNPT1 EFEMP1 83174 intergenic NA 18.85 5 5

6 11:27748493:A:C 11:27748493:A:C rs17309930 11:27748493:A:C 11 27748493 A C 0.1799 6.8e‐17 1 rs17309930 ENSG00000255496 BDNF 0 ncRNA_intronic NA 18.82 5 13

21 5:64318906:C:T rs61571832 5:64318906:C:T 5 64318906 T C 0.2008 1.0e‐09 0.913996 rs10471645 ENSG00000272354 CWC27 2090 intergenic NA 18.8 4 5

29 18:20037576:A:G rs3813126 18:20037576:A:G 18 20037576 A G 0.2714 6.5e‐10 0.937659 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 38319 intergenic NA 18.8 6 2

14 8:120419182:G:T rs11780146 8:120419182:G:T 8 120419182 G T 0.1849 1.3e‐11 0.729943 rs60869342 NOV NOV NOV 9364 intergenic NA 18.75 7 5

30 17:42265442:C:T rs11080007 17:42265442:C:T 17 42265442 T C 0.2714 1.3e‐07 0.786064 17:42236016_AT_A TMUB2 UBTF 0 intronic NA 18.7 1f 1

34 9:78729176:A:T rs1571790 9:78729176:A:T 9 78729176 T A 0.4066 1.3e‐07 0.658707 rs147496465 PCSK5 PCSK5 0 intronic NA 18.7 4 4

44 10:105615074:C:T rs10883928 10:105615074:C:T 10 105615074 T C 0.3082 2.1e‐07 0.617547 rs3752946 SH3PXD2A STN1 0 UTR5 NA 18.66 4 1

21 5:64322590:A:G rs62371000 5:64322590:A:G 5 64322590 A G 0.2008 1.2e‐09 0.913996 rs10471645 ENSG00000272354 CWC27 5774 intergenic NA 18.59 7 5

30 17:42245033:C:T rs7207464 17:42245033:C:T 17 42245033 T C 0.2992 8.0e‐09 0.901583 17:42236016_AT_A ASB16 UBTF 2782 intergenic NA 18.59 1f 1

1 2:144285681:A:C rs10928184 2:144285681:A:C 2 144285681 C A 0.2376 1.4e‐09 0.942787 rs56151632 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 18.55 4 4

5 2:56176031:C:T rs7422809 2:56176031:C:T 2 56176031 C T 0.3668 2.0e‐06 0.737992 2:56191019_TA_T RN7SKP208 EFEMP1 2758 intergenic NA 18.53 5 5

51 8:116519769:C:G rs3808428 8:116519769:C:G 8 116519769 G C 0.4394 3.6e‐07 0.855319 rs2049865 TRPS1 TRPS1 0 intronic NA 18.51 4 1

9 7:102574999:T:TGAA7:102574999_TGAA_T 7:102574999:T:TGAA7 102574999 T TGAA 0.1402 4.1e‐06 0.739495 rs2537428 LRRC17 FBXL13 FBXL13 0 exonic nonframeshift substitution 18.49 NA 1

1 2:144342661:C:T rs10179961 2:144342661:C:T 2 144342661 T C 0.1799 5.1e‐54 0.910392 rs6734367 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 18.46 5 4

41 5:122301079:G:T rs30055 5:122301079:G:T 5 122301079 G T 0.3191 6.8e‐08 0.958361 rs34126945 SNX24 SNX24 0 intronic NA 18.35 5 5

1 2:144178400:C:T rs12612084 2:144178400:C:T 2 144178400 C T 0.3797 3.4e‐08 1 rs12612084 ENSG00000257640:ENSG00000228655 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 18.24 5 4

14 8:120439492:C:T rs17188373 8:120439492:C:T 8 120439492 T C 0.1839 1.8e‐11 0.736269 rs60869342 ENSG00000253398 NOV NOV 0 ncRNA_intronic NA 18.22 5 5

42 6:32349086:C:T rs9268451 6:32349086:C:T 6 32349086 C T 0.1998 9.5e‐06 0.850866 6:32387373_GGAAA_G HCG23 HLA‐DQA1 9201 intergenic NA 18.1 6 5

33 8:122259446:C:G rs4870765 8:122259446:C:G 8 122259446 C G 0.2744 1.9e‐09 0.959159 rs4871180 ENSG00000221644 HAS2 60314 intergenic NA 18.09 4 5

14 8:120420834:A:T rs73709783 8:120420834:A:T 8 120420834 T A 0.1849 1.1e‐11 0.729943 rs60869342 NOV NOV NOV 7712 intergenic NA 18.07 6 5

3 10:25787906:C:G rs4749041 10:25787906:C:G 10 25787906 G C 0.3738 6.0e‐12 0.936202 rs4749042 GPR158 GPR158 GPR158 0 intronic NA 17.95 5 5

30 17:42287519:C:T rs2071167 17:42287519:C:T 17 42287519 T C 0.2416 9.2e‐08 0.606127 17:42236016_AT_A UBTF UBTF 0 exonic synonymous SNV 17.93 NA 2

44 10:105643470:T:TC rs760414699 10:105643470:T:TC 10 105643470 T TC 0.4622 8.6e‐07 0.781518 rs3752946 OBFC1 STN1 (OBFC1) 0 intronic NA 17.91 NA 4

49 15:68236644:T:TTATrs754313945 15:68236644:T:TTAT15 68236644 T TTATTGC 0.4722 4.4e‐06 0.816743 rs387505 ENSG00000261702 PIAS1 PIAS1 30085 intergenic NA 17.87 NA 5

19 6:98361770:C:T rs6939508 6:98361770:C:T 6 98361770 C T 0.4861 1.4e‐06 0.620225 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 17.75 5 5

11 13:108216200:A:G rs16970678 13:108216200:A:G 13 108216200 A G 0.1909 1.7e‐13 0.925441 rs9555371 FAM155A FAM155A_2* FAM155A_2* 0 intronic NA 17.74 4 5

28 7:96117918:C:G rs4729260 7:96117918:C:G 7 96117918 C G 0.3539 3.5e‐08 1 rs4729260 C7orf76 SEM1 0 intronic NA 17.74 6 14

41 5:122146272:C:T rs3822367 5:122146272:C:T 5 122146272 T C 0.4175 1.3e‐06 0.613227 rs34126945 SNX2 SNX24 0 intronic NA 17.73 NA 4

1 2:144437590:T:TAAA2:144437590_TAAAAAAAAAA2:144437590:T:TAAA2 144437590 T TAAAAAAAAAA 0.1839 4.6e‐12 1 2:144437590_TAAAAAAAAAA_T ENSG00000257277 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 17.58 NA 5

40 4:15375950:C:T rs4355387 4:15375950:C:T 4 15375950 T C 0.2744 1.6e‐08 0.989751 rs4132788 ENSG00000251379:RP11‐665G4.1 C1QTNF7 C1QTNF7 0 ncRNA_intronic:nNA 17.42 5 1

37 22:40591312:A:T rs17421586 22:40591312:A:T 22 40591312 A T 0.3161 1.4e‐07 0.893323 rs6001870 TNRC6B TNRC6B TNRC6B 0 intronic NA 17.4 2b 2

6 11:27744859:C:T rs12273363 11:27744859:C:T 11 27744859 C T 0.1799 1.2e‐16 1 rs17309930 ENSG00000255496 BDNF 0 ncRNA_intronic NA 17.34 4 1

19 6:98396351:A:G rs7753937 6:98396351:A:G 6 98396351 G A 0.4453 2.0e‐07 0.76877 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 17.27 5 7

34 9:78731915:T:TTAAArs747838361 9:78731915:T:TTAAA9 78731915 T TTAAACTC 0.4543 8.2e‐09 0.81414 rs147496465 PCSK5 PCSK5 0 intronic NA 17.24 NA 5

41 5:122359640:C:T rs451195 5:122359640:C:T 5 122359640 C T 0.339 8.5e‐08 0.877463 rs34126945 PPIC SNX24 0 exonic nonsynonymous SNV 17.02 5 4

14 8:120428447:A:G rs115372142 8:120428447:A:G 8 120428447 A G 0.1839 1.1e‐11 0.736269 rs60869342 NOV NOV NOV 0 upstream NA 16.88 2b 1

15 21:47423509:C:T rs13051496 21:47423509:C:T 21 47423509 T C 0.2604 1.4e‐11 1 rs13051496 COL6A1 COL6A1 COL6A1 0 exonic nonsynonymous SNV 16.81 5 3

41 5:122314635:A:G rs426877 5:122314635:A:G 5 122314635 G A 0.3181 5.6e‐08 0.95427 rs34126945 SNX24 SNX24 0 intronic NA 16.78 7 2

27 15:76589767:A:T rs12907668 15:76589767:A:T 15 76589767 T A 0.4672 3.5e‐07 0.697262 rs67306087 ETFA SCAPER SCAPER 0 intronic NA 16.77 7 5

1 2:144284096:A:G rs4662338 2:144284096:A:G 2 144284096 G A 0.02485 5.6e‐09 1 rs4662338 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 16.75 5 1

28 7:96093898:A:G rs3113040 7:96093898:A:G 7 96093898 A G 0.2535 7.8e‐10 0.989911 rs3113037 ENSG00000238385 SEM1 3745 intergenic NA 16.67 3a 7

27 15:76496232:A:G rs937732 15:76496232:A:G 15 76496232 A G 0.2684 3.4e‐07 0.934493 rs2938697 C15orf27 SCAPER SCAPER 0 exonic nonsynonymous SNV 16.66 5 4

1 2:144370723:T:TTAA2:144370723_TTAAG_T 2:144370723:T:TTAA2 144370723 T TTAAG 0.2575 1.2e‐09 1 rs2678290 ARHGAP15 ARHGAP15 ARHGAP15 0 intronic NA 16.54 NA 4

41 5:122312543:A:G rs34486978 5:122312543:A:G 5 122312543 A G 0.2664 2.1e‐06 0.755543 rs34126945 SNX24 SNX24 0 intronic NA 16.45 7 5

27 15:77148253:A:G rs11637494 15:77148253:A:G 15 77148253 G A 0.3101 5.5e‐07 0.625162 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 16.45 7 4

1 2:144317029:A:T rs7604660 2:144317029:A:T 2 144317029 T A 0.2416 2.3e‐09 0.952657 rs56151632 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 16.43 4 4

51 8:116629732:C:T rs1569364 8:116629732:C:T 8 116629732 T C 0.4254 7.4e‐07 0.797031 rs2049865 TRPS1 TRPS1 0 intronic NA 16.42 7 1

5 2:56116193:T:TTGAT2:56116193_TTGATTCTTGGCC2:56116193:T:TTGAT2 56116193 T TTGATTCTTGGCCT 0.08449 9.0e‐12 1 2:56116193_TTGATTCTTGGCCTCCCTCCC_T EFEMP1 EFEMP1 0 intronic NA 16.36 NA 2

1 2:144342620:C:T rs13412393 2:144342620:C:T 2 144342620 C T 0.4105 1.0e‐12 0.99608 rs1400906 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 16.29 5 4

1 2:144386869:A:C rs950013 2:144386869:A:C 2 144386869 C A 0.4433 1.6e‐17 0.691922 rs202167239 ARHGAP15 ARHGAP15 ARHGAP15 0 intronic NA 16.27 NA 4

32 4:95817306:A:G rs6532515 4:95817306:A:G 4 95817306 A G 0.4612 3.2e‐08 0.89126 rs2023834 BMPR1B BMPR1B BMPR1B 0 intronic NA 16.19 5 5

6 11:27728102:A:G rs11030119 11:27728102:A:G 11 27728102 A G 0.2823 1.1e‐16 0.990895 rs962369 ENSG00000255496 BDNF 0 ncRNA_intronic NA 16.17 4 5

1 2:144349971:A:G rs4414623 2:144349971:A:G 2 144349971 A G 0.2247 1.3e‐46 0.661851 rs6734367 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 16.13 6 4

20 3:151051100:A:G rs4680356 3:151051100:A:G 3 151051100 G A 0.3161 7.1e‐07 0.797058 rs3732760 MED12L P2RY12 P2RY12 0 intronic NA 16.04 6 5

27 15:76587777:C:T rs3759853 15:76587777:C:T 15 76587777 T C 0.4672 3.3e‐07 0.697262 rs67306087 ETFA SCAPER SCAPER 0 intronic NA 16.04 6 4

9 7:102529789:A:C rs57368671 7:102529789:A:C 7 102529789 A C 0.1402 3.6e‐06 0.727708 rs2537428 FBXL13 FBXL13 FBXL13 0 intronic NA 16.02 7 4

9 7:102632247:A:G rs869332 7:102632247:A:G 7 102632247 G A 0.3082 2.3e‐07 0.720127 rs142441296 FBXL13 FBXL13 FBXL13 0 intronic NA 15.93 4 2

6 11:27593570:A:G rs12269837 11:27593570:A:G 11 27593570 G A 0.2058 6.1e‐08 0.913798 rs35288664 BDNF‐AS BDNF 0 ncRNA_intronic NA 15.87 6 5

21 5:64310693:G:T rs2968206 5:64310693:G:T 5 64310693 T G 0.1998 1.2e‐09 0.919799 rs10471645 CWC27 CWC27 0 intronic NA 15.85 4 1

30 17:42238570:C:CA rs35777921 17:42238570:C:CA 17 42238570 CA C 0.2724 3.3e‐08 0.728008 17:42236016_AT_A C17orf53 UBTF 0 intronic NA 15.82 NA 4

16 7:73445306:G:GT rs5884929 7:73445306:G:GT 7 73445306 GT G 0.05169 3.0e‐10 0.692238 rs112609918 ELN ELN ELN 0 intronic NA 15.78 NA 1

27 15:77221530:G:T rs34748201 15:77221530:G:T 15 77221530 T G 0.494 2.8e‐07 0.708566 rs2056544 RCN2 SCAPER SCAPER 2430 intergenic NA 15.75 5 5

1 2:144332854:C:T rs4325696 2:144332854:C:T 2 144332854 C T 0.4085 7.4e‐13 0.988232 rs1400906 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 15.66 5 4

27 15:76655938:C:T rs11638767 15:76655938:C:T 15 76655938 C T 0.331 1.2e‐07 0.684605 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 15.62 3a 4

12 1:219294570:C:T 1:219294570:C:T rs61823192 1:219294570:C:T 1 219294570 T C 0.01193 4.6e‐14 1 rs61823192 ENSG00000228063 LYPLAL1‐AS1 0 ncRNA_intronic NA 15.57 4 1

20 3:150992752:A:C rs9829753 3:150992752:A:C 3 150992752 C A 0.4702 2.8e‐09 0.892973 rs1565574 P2RY14:MED12L P2RY12 P2RY12 0 intronic:intronic NA 15.52 7 1

9 7:102948040:C:T rs11489600 7:102948040:C:T 7 102948040 C T 0.33 5.6e‐07 0.728077 rs13232414 PMPCB FBXL13 FBXL13 0 intronic NA 15.45 5 2

1 2:144463275:A:G rs13408590 2:144463275:A:G 2 144463275 A G 0.03479 6.4e‐09 0.710937 rs138836236 ENSG00000257277 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 15.31 4 4

6 11:27723334:A:G rs56133711 11:27723334:A:G 11 27723334 A G 0.2296 8.7e‐15 0.754021 rs17309930 ENSG00000255496 BDNF 0 ncRNA_intronic NA 15.3 2b 1

5 2:56067182:A:T rs4146922 2:56067182:A:T 2 56067182 A T 0.2038 7.2e‐07 0.839882 rs59985551 EFEMP1 EFEMP1 25920 intergenic NA 15.26 5 2

41 5:122333379:C:T rs13187952 5:122333379:C:T 5 122333379 T C 0.3598 3.6e‐06 0.873959 rs34126945 SNX24 SNX24 0 intronic NA 15.26 5 2

9 7:102482255:A:G rs59709436 7:102482255:A:G 7 102482255 G A 0.1193 5.7e‐09 0.918632 rs2537428 FBXL13 FBXL13 FBXL13 0 intronic NA 15.2 7 1

23 1:151938055:C:T rs6587635 1:151938055:C:T 1 151938055 C T 0.3171 4.0e‐09 0.849457 rs61814883 KRT8P28 S100A10 S100A10 14667 intergenic NA 15.16 6 5

9 7:102440844:C:T rs6975388 7:102440844:C:T 7 102440844 C T 0.1203 8.3e‐09 0.910217 rs2537428 FAM185A FBXL13 FBXL13 0 intronic NA 15.13 6 5

19 6:98333409:A:G rs12189679 6:98333409:A:G 6 98333409 A G 0.4871 8.2e‐08 0.64274 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_exonic NA 15.13 6 5

1 2:144198216:A:G rs4611598 2:144198216:A:G 2 144198216 G A 0.1561 6.9e‐06 0.814491 rs6723640 ENSG00000228655:ENSG00000257640 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 15.13 6 4

29 18:20015427:A:G rs12604235 18:20015427:A:G 18 20015427 A G 0.2644 4.9e‐10 0.980079 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 16170 intergenic NA 15.12 4 5

19 6:98506764:C:T rs13215227 6:98506764:C:T 6 98506764 C T 0.4056 7.4e‐09 0.794279 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 15.08 3a 7

49 15:68238462:C:T 15:68238462:C:T rs387505 15:68238462:C:T 15 68238462 C T 0.4284 2.9e‐08 1 rs387505 ENSG00000261702 PIAS1 PIAS1 28267 intergenic NA 15.05 2b 1

5 2:56096892:A:G rs3791679 2:56096892:A:G 2 56096892 G A 0.2286 2.3e‐11 1 rs59985551 EFEMP1 EFEMP1 0 intronic NA 14.94 NA 2

43 10:124104390:A:T rs7075614 10:124104390:A:T 10 124104390 A T 0.06262 4.3e‐06 0.821571 10:124168942_TTATAGTGGAAATATA_T RNU6‐728P PLEKHA1 0 upstream NA 14.93 4 2

27 15:76522104:A:G rs4886783 15:76522104:A:G 15 76522104 G A 0.2704 8.7e‐08 0.933872 rs2938697 ETFA SCAPER SCAPER 0 intronic NA 14.87 5 4

1 2:144329180:A:G rs4233568 2:144329180:A:G 2 144329180 A G 0.2227 8.0e‐47 0.670143 rs6734367 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 14.84 6 4

23 1:151915740:A:G rs6686874 1:151915740:A:G 1 151915740 A G 0.2783 2.5e‐10 0.912504 rs61814883 KRT8P28 S100A10 S100A10 6259 intergenic NA 14.82 1f 5

24 5:37724932:C:CATT rs749514402 5:37724932:C:CATT 5 37724932 C CATT 0.4672 1.7e‐09 0.901056 rs1862577 WDR70 GDNF 0 intronic NA 14.81 NA 4

15 21:47038218:A:G rs2838967 21:47038218:A:G 21 47038218 A G 0.1421 1.3e‐07 0.708881 rs4818807 AL133493.2 COL6A1 COL6A1 21213 intergenic NA 14.76 5 2

5 2:56080379:A:T rs58680090 2:56080379:A:T 2 56080379 A T 0.2048 5.0e‐07 0.855185 rs59985551 EFEMP1 EFEMP1 12723 intergenic NA 14.74 6 5

6 11:27675712:C:T rs1519480 11:27675712:C:T 11 27675712 T C 0.2952 1.3e‐12 0.866012 rs962369 BDNF‐AS BDNF 0 ncRNA_intronic NA 14.71 4 4

1 2:144330864:G:T rs13394189 2:144330864:G:T 2 144330864 T G 0.2306 5.5e‐09 0.897371 rs56151632 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 14.67 7 4

27 15:76477038:A:G rs12595717 15:76477038:A:G 15 76477038 A G 0.4612 5.1e‐07 0.660299 rs67306087 C15orf27 SCAPER SCAPER 0 intronic NA 14.64 4 5



13 10:101382252:A:C rs4919369 10:101382252:A:C 10 101382252 A C 0.1203 1.2e‐13 1 rs7098322 ENSG00000260475 SLC25A28 0 downstream NA 14.62 5 1

19 6:98494218:C:T rs13194250 6:98494218:C:T 6 98494218 T C 0.4404 1.5e‐06 0.667878 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 14.61 7 5

43 10:124079083:C:T rs7081388 10:124079083:C:T 10 124079083 T C 0.06461 3.7e‐06 0.669418 10:124168942_TTATAGTGGAAATATA_T BTBD16 PLEKHA1 0 intronic NA 14.56 7 5

20 3:151003558:A:G rs9859854 3:151003558:A:G 3 151003558 G A 0.1879 4.5e‐10 0.99345 3:151061411_ACAT_A MED12L P2RY12 P2RY12 0 intronic NA 14.56 7 5

1 2:144347805:C:T rs11898289 2:144347805:C:T 2 144347805 T C 0.2316 4.5e‐09 0.891938 rs56151632 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 14.48 7 4

33 8:122265544:G:GT 8:122265544_GT_G 8:122265544:G:GT 8 122265544 G GT 0.2674 1.1e‐09 0.973476 rs4871180 ENSG00000221644 HAS2 66412 intergenic NA 14.46 NA 7

15 21:47545826:C:T rs13046639 21:47545826:C:T 21 47545826 T C 0.4891 1.8e‐08 0.941207 rs368443991 COL6A2 COL6A1 COL6A1 0 exonic synonymous SNV 14.44 5 3

40 4:15372325:A:G rs4076789 4:15372325:A:G 4 15372325 A G 0.2744 2.2e‐08 0.959135 rs4132788 ENSG00000251379:RP11‐665G4.1 C1QTNF7 C1QTNF7 0 ncRNA_intronic:nNA 14.42 6 5

9 7:102594217:C:T rs4620204 7:102594217:C:T 7 102594217 C T 0.3191 7.1e‐10 0.897844 rs142441296 FBXL13 FBXL13 FBXL13 0 intronic NA 14.38 4 5

30 17:42191893:G:T rs228768 17:42191893:G:T 17 42191893 T G 0.2992 6.2e‐06 0.628277 rs376816 HDAC5 UBTF 0 intronic NA 14.35 NA 4

32 4:95855396:C:T rs3775029 4:95855396:C:T 4 95855396 T C 0.496 6.2e‐06 0.766129 rs2023834 BMPR1B BMPR1B BMPR1B 0 intronic NA 14.24 4 2

42 6:32349772:C:T rs9268455 6:32349772:C:T 6 32349772 T C 0.1998 9.5e‐06 0.850866 6:32387373_GGAAA_G HCG23 HLA‐DQA1 8515 intergenic NA 14.22 7 5

1 2:144310402:A:G rs10928186 2:144310402:A:G 2 144310402 A G 0.2416 2.0e‐09 0.952657 rs56151632 ENSG00000257640:ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 14.19 6 2

51 8:116559435:A:G rs3808434 8:116559435:A:G 8 116559435 G A 0.4324 1.8e‐06 0.894906 rs2049865 TRPS1 TRPS1 0 intronic NA 14.18 7 4

6 11:27712381:A:G rs1013402 11:27712381:A:G 11 27712381 G A 0.2903 9.3e‐15 0.956415 rs962369 BDNF‐AS BDNF 0 ncRNA_intronic NA 14.17 NA 4

27 15:76669733:C:CT 15:76669733_CT_C 15:76669733:C:CT 15 76669733 C CT 0.4732 6.9e‐08 0.645908 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 14.16 NA 4

41 5:122224118:A:ACATrs748311825 5:122224118:A:ACAT5 122224118 A ACATTTCTGTGCCT 0.3201 1.4e‐07 0.953971 rs34126945 SNX24 SNX24 0 intronic NA 14.15 NA 1

47 2:33361425:A:G 2:33361425:A:G rs6714546 2:33361425:A:G 2 33361425 G A 0.2932 2.4e‐08 1 rs6714546 LTBP1 LTBP1 0 intronic NA 14.12 5 1

5 2:56029071:A:C rs1344732 2:56029071:A:C 2 56029071 A C 0.2734 8.2e‐08 0.617258 rs59985551 EFEMP1 EFEMP1 64031 intergenic NA 14.09 7 7

30 17:42290015:A:G rs2855818 17:42290015:A:G 17 42290015 A G 0.2406 3.0e‐07 0.601712 17:42236016_AT_A ENSG00000267394 UBTF 0 ncRNA_intronic NA 14.08 NA 3

27 15:76763514:A:C rs11072597 15:76763514:A:C 15 76763514 A C 0.327 9.4e‐08 0.667499 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 14.06 6 4

27 15:76601871:A:G rs17361504 15:76601871:A:G 15 76601871 G A 0.4622 9.3e‐07 0.684584 rs67306087 ETFA SCAPER SCAPER 0 intronic NA 14.03 1f 1

19 6:98326220:G:GC 6:98326220_GC_G 6:98326220:G:GC 6 98326220 G GC 0.4891 7.8e‐08 0.650621 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 14.02 NA 5

51 8:116481498:C:G rs800878 8:116481498:C:G 8 116481498 C G 0.4394 6.2e‐06 0.81799 rs2049865 TRPS1 TRPS1 0 intronic NA 13.94 5 5

19 6:98328963:A:C rs9387845 6:98328963:A:C 6 98328963 A C 0.4891 7.0e‐08 0.650621 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 13.9 7 5

38 20:37493576:A:G 20:37493576:A:G rs208814 20:37493576:A:G 20 37493576 G A 0.3827 9.0e‐09 1 rs208814 PPP1R16B PPP1R16B 0 intronic NA 13.86 NA 2

27 15:77082234:A:T rs35710279 15:77082234:A:T 15 77082234 A T 0.3052 5.8e‐07 0.607606 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.86 6 5

14 8:120542085:A:G rs17191747 8:120542085:A:G 8 120542085 A G 0.2137 1.3e‐11 1 rs17191747 ENPP2 NOV NOV 27241 intergenic NA 13.83 5 7

1 2:144186475:C:T rs4662330 2:144186475:C:T 2 144186475 C T 0.159 6.8e‐06 0.808298 rs6723640 ENSG00000228655:ENSG00000257640 ARHGAP15 ARHGAP15 0 ncRNA_intronic:nNA 13.82 2b 5

27 15:77133322:A:C rs11633869 15:77133322:A:C 15 77133322 C A 0.3101 4.3e‐07 0.625162 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.79 1f 4

26 17:7392341:A:G rs11650977 17:7392341:A:G 17 7392341 A G 0.3887 8.1e‐09 0.818823 rs12942267 POLR2A ZBTB4 0 intronic NA 13.73 1f 2

51 8:116583869:A:G rs1963677 8:116583869:A:G 8 116583869 A G 0.4225 1.6e‐06 0.938423 rs2049865 TRPS1 TRPS1 0 intronic NA 13.73 7 5

13 10:101388191:A:T rs1035214 10:101388191:A:T 10 101388191 A T 0.1203 1.0e‐13 1 rs7098322 ENSG00000260475 SLC25A28 6516 intergenic NA 13.72 6 5

23 1:151903858:A:G rs6701374 1:151903858:A:G 1 151903858 G A 0.2793 4.3e‐10 0.879383 rs61814883 KRT8P28 S100A10 S100A10 18141 intergenic NA 13.7 7 5

27 15:76940315:A:G rs7163397 15:76940315:A:G 15 76940315 G A 0.496 1.7e‐08 0.72856 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.7 7 4

20 3:151070692:C:T rs10935839 3:151070692:C:T 3 151070692 C T 0.3688 8.6e‐11 0.974363 rs3732760 MED12L:P2RY12 P2RY12 P2RY12 0 intronic:intronic NA 13.69 7 5

40 4:15383534:C:T rs4388081 4:15383534:C:T 4 15383534 C T 0.3628 2.4e‐06 0.65216 rs4132788 ENSG00000251379:RP11‐665G4.1 C1QTNF7 C1QTNF7 0 ncRNA_intronic:nNA 13.69 5 5

22 11:15096419:C:T rs1540139 11:15096419:C:T 11 15096419 T C 0.2594 1.0e‐09 0.870642 rs575909118 CALCB CALCB CALCB 0 intronic NA 13.68 2b 1

31 10:18433986:A:G rs1571787 10:18433986:A:G 10 18433986 A G 0.2913 3.0e‐09 0.682956 rs1888693 CACNB2 CANCB2 CANCB2 0 intronic NA 13.67 4 5

27 15:76553588:A:G rs62030246 15:76553588:A:G 15 76553588 A G 0.2465 1.9e‐07 0.862647 rs2938697 TYRO3P SCAPER SCAPER 0 ncRNA_exonic NA 13.67 5 4

37 22:41049685:A:T rs56203629 22:41049685:A:T 22 41049685 A T 0.1899 2.2e‐07 0.798898 rs562341638 MKL1 TNRC6B TNRC6B 16990 intergenic NA 13.58 5 5

39 2:18969355:A:C rs4832623 2:18969355:A:C 2 18969355 A C 0.1441 4.3e‐07 0.869856 rs62125298 ENSG00000224626 NT5C1B 0 downstream NA 13.57 5 5

29 18:20015517:C:T rs12607091 18:20015517:C:T 18 20015517 C T 0.2614 5.4e‐10 0.995003 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 16260 intergenic NA 13.56 3a 5

29 18:20028189:C:T rs9962205 18:20028189:C:T 18 20028189 C T 0.2614 3.6e‐10 0.995003 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 28932 intergenic NA 13.54 3a 5

1 2:144333705:C:G rs10167657 2:144333705:C:G 2 144333705 G C 0.2306 5.0e‐09 0.897371 rs56151632 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 13.54 6 5

23 1:151911254:A:G rs6587632 1:151911254:A:G 1 151911254 G A 0.2793 4.4e‐10 0.879383 rs61814883 KRT8P28 S100A10 S100A10 10745 intergenic NA 13.51 7 5

14 8:120575184:A:G rs1058913 8:120575184:A:G 8 120575184 A G 0.1948 2.3e‐10 0.858811 rs17191747 ENPP2 NOV NOV 0 exonic synonymous SNV 13.45 NA 4

29 18:20015273:C:T rs7228667 18:20015273:C:T 18 20015273 T C 0.2614 5.3e‐10 0.995003 rs9960286 ENSG00000270855 CTAGE1 CTAGE1 16016 intergenic NA 13.43 4 5

27 15:77148295:C:T rs12592686 15:77148295:C:T 15 77148295 C T 0.3101 4.7e‐07 0.625162 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.43 7 4

5 2:56128091:A:C rs7596872 2:56128091:A:C 2 56128091 A C 0.08449 1.7e‐10 0.974073 2:56116193_TTGATTCTTGGCCTCCCTCCC_T EFEMP1 EFEMP1 0 intronic NA 13.4 7 4

51 8:116560967:A:G rs3808436 8:116560967:A:G 8 116560967 G A 0.4324 1.9e‐06 0.894906 rs2049865 TRPS1 TRPS1 0 intronic NA 13.38 6 4

4 3:15502681:G:T 3:15502681:G:T rs7609897 3:15502681:G:T 3 15502681 T G 0.2416 5.6e‐22 1 rs7609897 COLQ COLQ COLQ 0 intronic NA 13.37 4 4

41 5:122354920:A:G rs6859163 5:122354920:A:G 5 122354920 G A 0.339 7.5e‐08 0.877463 rs34126945 RN7SL689P SNX24 3264 intergenic NA 13.37 6 5

9 7:102502063:C:T rs12540384 7:102502063:C:T 7 102502063 T C 0.1392 2.2e‐06 0.733687 rs2537428 FBXL13 FBXL13 FBXL13 0 intronic NA 13.33 6 5

27 15:76800083:C:T rs2048856 15:76800083:C:T 15 76800083 T C 0.3489 1.8e‐08 0.735394 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.28 NA 5

22 11:15065582:A:ATTA11:15065582_ATTATACAT_A 11:15065582:A:ATTA11 15065582 A ATTATACAT 0.2425 2.8e‐10 0.95461 rs575909118 CALCB CALCB CALCB 0 intronic NA 13.27 NA 14

27 15:77164361:C:T rs4312276 15:77164361:C:T 15 77164361 C T 0.3052 6.6e‐07 0.607606 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 13.25 5 5

1 2:144379627:A:G rs4146022 2:144379627:A:G 2 144379627 A G 0.165 3.3e‐22 1 rs4146022 ARHGAP15 ARHGAP15 ARHGAP15 0 intronic NA 13.23 7 4

20 3:151004814:A:C rs7617677 3:151004814:A:C 3 151004814 C A 0.4751 6.6e‐10 0.912636 rs1565574 MED12L P2RY12 P2RY12 0 intronic NA 13.2 6 5

41 5:122322790:A:G rs436546 5:122322790:A:G 5 122322790 A G 0.3191 5.3e‐08 0.958361 rs34126945 SNX24 SNX24 0 intronic NA 13.19 7 5

49 15:68282309:G:T rs62002426 15:68282309:G:T 15 68282309 G T 0.337 2.4e‐06 0.615484 rs428022 ENSG00000260109 PIAS1 PIAS1 3683 intergenic NA 13.18 5 5

26 17:7434539:C:CACAA17:7434539_CACAA_C 17:7434539:C:CACAA17 7434539 C CACAA 0.3807 4.9e‐07 0.754628 rs12942267 ENSG00000201489 ZBTB4 5874 intergenic NA 13.18 NA 7

19 6:98437775:C:T rs4240559 6:98437775:C:T 6 98437775 C T 0.4433 4.7e‐07 0.760656 rs9482094 RP11‐436D23.1 LOC101927314 (RP11‐436D23.1) LOC101927314 (RP11‐436D23.1) 0 ncRNA_intronic NA 13.16 7 5

32 4:95766494:C:CTT 4:95766494_CTT_C 4:95766494:C:CTT 4 95766494 C CTT 0.4374 6.5e‐08 0.931745 rs2023834 BMPR1B BMPR1B BMPR1B 0 intronic NA 13.12 NA 5

9 7:102409408:C:T rs3987948 7:102409408:C:T 7 102409408 T C 0.1441 5.0e‐08 0.764804 rs2537428 FAM185A FBXL13 FBXL13 0 intronic NA 13.11 6 5

5 2:56150864:C:T rs3762515 2:56150864:C:T 2 56150864 T C 0.08549 3.1e‐10 0.886525 2:56116193_TTGATTCTTGGCCTCCCTCCC_T EFEMP1 EFEMP1 0 UTR5 NA 13.11 NA 1

5 2:56068441:C:T rs7563032 2:56068441:C:T 2 56068441 T C 0.2038 7.1e‐07 0.839882 rs59985551 EFEMP1 EFEMP1 24661 intergenic NA 13.1 7 5

13 10:101379280:A:G rs11190190 10:101379280:A:G 10 101379280 G A 0.1203 1.2e‐13 1 rs7098322 SLC25A28 SLC25A28 0 intronic NA 13.1 2b 1

23 1:151958144:A:G rs3791153 1:151958144:A:G 1 151958144 G A 0.2863 3.9e‐11 0.990153 rs61814883 S100A10 S100A10 S100A10 0 intronic NA 13.1 NA 4

3 10:25863008:A:G rs11014617 10:25863008:A:G 10 25863008 A G 0.4284 6.4e‐09 0.992006 rs34874972 GPR158 GPR158 GPR158 0 intronic NA 13.09 6 5

13 10:101462782:A:G rs6584311 10:101462782:A:G 10 101462782 G A 0.1213 3.2e‐13 0.990447 rs7098322 ENTPD7 SLC25A28 0 intronic NA 13.06 6 4

44 10:105650880:A:T rs11191849 10:105650880:A:T 10 105650880 A T 0.4622 1.2e‐06 0.781518 rs3752946 OBFC1 STN1 0 intronic NA 13.03 7 4

27 15:77197745:A:C rs907594 15:77197745:A:C 15 77197745 A C 0.3072 5.4e‐07 0.618823 rs2056544 SCAPER SCAPER SCAPER 0 UTR5 NA 13.02 2b 1

22 11:14981239:C:T rs11023396 11:14981239:C:T 11 14981239 C T 0.2913 3.6e‐07 0.795576 rs903808 CALCB CALCB CALCB 0 intronic NA 13.01 7 14

15 21:47545823:A:G rs13052956 21:47545823:A:G 21 47545823 A G 0.4891 1.8e‐08 0.941207 rs368443991 COL6A2 COL6A1 COL6A1 0 exonic synonymous SNV 12.98 5 3

27 15:76993835:G:T rs3816266 15:76993835:G:T 15 76993835 G T 0.496 1.2e‐08 0.72856 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.96 6 4

30 17:42305706:A:G rs9906669 17:42305706:A:G 17 42305706 G A 0.3151 5.9e‐09 0.943786 rs8074740 SHC1P2 UBTF 0 downstream NA 12.95 7 5

18 16:84846982:A:T rs5022975 16:84846982:A:T 16 84846982 T A 0.1998 1.2e‐07 0.859346 rs962682 CRISPLD2 CRISPLD2 6608 intergenic NA 12.95 1f 5

27 15:77037035:A:T rs12440835 15:77037035:A:T 15 77037035 A T 0.496 1.4e‐08 0.72856 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.83 6 4

14 8:120624386:C:G rs7464710 8:120624386:C:G 8 120624386 G C 0.2316 4.7e‐09 1 rs7464710 ENPP2 NOV NOV 0 intronic NA 12.82 7 4

27 15:76762986:C:T rs11635463 15:76762986:C:T 15 76762986 T C 0.327 9.4e‐08 0.667499 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.81 5 4

18 16:84883102:C:T rs8061351 16:84883102:C:T 16 84883102 T C 0.2674 3.7e‐09 0.814105 rs11435701 CRISPLD2 CRISPLD2 0 exonic synonymous SNV 12.8 3a 4

13 10:101410559:A:T rs2160619 10:101410559:A:T 10 101410559 A T 0.1213 9.7e‐14 0.990447 rs7098322 ENSG00000229278 SLC25A28 1187 intergenic NA 12.77 5 5

27 15:76923510:C:T rs34478400 15:76923510:C:T 15 76923510 T C 0.494 1.5e‐08 0.726469 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.74 6 5

41 5:122256104:A:T rs246267 5:122256104:A:T 5 122256104 T A 0.3191 8.2e‐08 0.958361 rs34126945 SNX24 SNX24 0 intronic NA 12.73 7 5

30 17:42197213:A:C rs189049 17:42197213:A:C 17 42197213 C A 0.2982 2.4e‐08 0.852401 17:42236016_AT_A RP11‐546M21.6 UBTF 0 ncRNA_intronic NA 12.73 6 2

22 11:14999877:A:G rs7929159 11:14999877:A:G 11 14999877 A G 0.33 1.7e‐08 0.9204 rs903808 CALCB CALCB CALCB 0 UTR5 NA 12.72 6 5

13 10:101380224:A:C rs1118002 10:101380224:A:C 10 101380224 A C 0.1203 1.3e‐13 1 rs7098322 ENSG00000260475:SLC25A28 SLC25A28 0 upstream:upstreaNA 12.71 NA 1

21 5:64313879:A:G rs2910769 5:64313879:A:G 5 64313879 A G 0.1998 1.1e‐09 0.919799 rs10471645 CWC27 CWC27 0 intronic NA 12.69 5 5

20 3:151090996:G:T rs9859552 3:151090996:G:T 3 151090996 T G 0.174 8.9e‐10 0.818636 rs7634096 MED12L:P2RY12 P2RY12 P2RY12 0 intronic:intronic NA 12.69 6 4

14 8:120417690:C:T rs55883962 8:120417690:C:T 8 120417690 C T 0.1849 1.3e‐11 0.729943 rs60869342 NOV NOV NOV 10856 intergenic NA 12.64 7 5

1 2:144352350:A:G rs10803495 2:144352350:A:G 2 144352350 A G 0.2247 1.3e‐46 0.661851 rs6734367 ENSG00000258268 ARHGAP15 ARHGAP15 0 ncRNA_intronic NA 12.62 5 4

44 10:105634589:C:CTGrs769815557 10:105634589:C:CTG10 105634589 C CTGTG 0.3111 2.7e‐07 0.631629 rs3752946 ENSG00000260461 STN1 2543 intergenic NA 12.54 NA 4

37 22:41049318:G:GT rs111750151 22:41049318:G:GT 22 41049318 GT G 0.2018 1.4e‐07 0.761417 rs562341638 MKL1 TNRC6B TNRC6B 16623 intergenic NA 12.52 NA 5

22 11:15115818:A:T rs12275298 11:15115818:A:T 11 15115818 A T 0.2634 1.6e‐09 0.852834 rs575909118 CALCB CALCB CALCB 11930 intergenic NA 12.49 7 5

27 15:77031633:C:T rs4442773 15:77031633:C:T 15 77031633 C T 0.495 1.5e‐08 0.723612 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.49 5 4

3 10:25756999:A:T rs12770449 10:25756999:A:T 10 25756999 A T 0.1332 8.1e‐09 0.80634 rs577171310 GPR158 GPR158 GPR158 0 intronic NA 12.48 5 4

7 19:38755864:C:T rs3786870 19:38755864:C:T 19 38755864 T C 0.2087 6.8e‐08 1 rs7253245 SPINT2 PPP1R14A PPP1R14A 0 intronic NA 12.48 1f 1

27 15:77149020:A:T rs2137307 15:77149020:A:T 15 77149020 A T 0.495 2.2e‐08 0.724655 rs2056544 SCAPER SCAPER SCAPER 0 intronic NA 12.47 6 4

30 17:42201041:G:T rs112114764 17:42201041:G:T 17 42201041 T G 0.2982 8.3e‐09 0.897281 17:42236016_AT_A HDAC5 UBTF 0 UTR5 NA 12.45 2b 1

30 17:42305699:A:G rs9901595 17:42305699:A:G 17 42305699 A G 0.3151 6.1e‐09 0.943786 rs8074740 SHC1P2 UBTF 0 downstream NA 12.44 7 5

22 11:15105538:A:G rs10832357 11:15105538:A:G 11 15105538 G A 0.2594 5.8e‐10 0.870642 rs575909118 CALCB CALCB CALCB 1650 intergenic NA 12.43 7 5

51 8:116591906:C:T rs3808459 8:116591906:C:T 8 116591906 C T 0.4215 1.6e‐06 0.942214 rs2049865 TRPS1 TRPS1 0 intronic NA 12.43 7 5

40 4:15372404:A:G rs4358396 4:15372404:A:G 4 15372404 A G 0.3618 2.3e‐06 0.617737 rs4132788 ENSG00000251379:RP11‐665G4.1 C1QTNF7 C1QTNF7 0 ncRNA_intronic:nNA 12.42 5 5

41 5:122205592:G:GTT rs549232633 5:122205592:G:GTT 5 122205592 GTT G 0.3221 1.5e‐07 0.945256 rs34126945 SNX24 SNX24 0 intronic NA 12.4 NA 5

3 10:25729644:A:C rs10741087 10:25729644:A:C 10 25729644 C A 0.163 2.3e‐08 0.899667 rs12764415 GPR158 GPR158 GPR158 0 intronic NA 12.38 6 1

42 6:32609965:A:C 6:32609965:A:C rs7990 6:32609965:A:C 6 32609965 A C 0.06859 1.4e‐08 1 rs7990 HLA‐DQA1 HLA‐DQA1 0 exonic nonsynonymous SNV 12.14 4 1

27 15:77176158:C:T rs3812908 15:77176158:C:T 15 77176158 C T 0.3101 8.1e‐07 0.625162 rs2056544 SCAPER SCAPER SCAPER 0 exonic nonsynonymous SNV 11.99 6 4

13 10:101473218:A:G rs2231687 10:101473218:A:G 10 101473218 G A 0.1213 1.7e‐13 0.990447 rs7098322 COX15 SLC25A28 0 exonic nonsynonymous SNV 10.16 NA 4

27 15:76496340:C:T rs937733 15:76496340:C:T 15 76496340 T C 0.2674 2.7e‐07 0.938835 rs2938697 C15orf27 SCAPER SCAPER 0 exonic nonsynonymous SNV 6.726 5 4

27 15:76726465:G:T rs1607017 15:76726465:G:T 15 76726465 T G 0.327 1.4e‐07 0.661534 rs2056544 SCAPER SCAPER SCAPER 0 exonic nonsynonymous SNV 6.649 NA 4

14 8:120429024:A:G rs2279112 8:120429024:A:G 8 120429024 A G 0.2266 1.4e‐12 0.780734 rs60869342 NOV NOV NOV 0 exonic nonsynonymous SNV 6.101 2b 1

30 17:42254281:A:G rs7212573 17:42254281:A:G 17 42254281 G A 0.2932 1.4e‐08 0.874269 17:42236016_AT_A ASB16 UBTF 0 exonic nonsynonymous SNV 5.719 4 3

30 17:42254527:G:T rs7217858 17:42254527:G:T 17 42254527 G T 0.2972 7.4e‐09 0.892406 17:42236016_AT_A ASB16 UBTF 0 exonic nonsynonymous SNV 2.202 5 4

30 17:42164885:C:G rs228757 17:42164885:C:G 17 42164885 C G 0.2485 6.1e‐06 0.790134 rs376816 HDAC5 UBTF 0 exonic nonsynonymous SNV 0.014 4 1

30 17:42225547:A:C rs227584 17:42225547:A:C 17 42225547 C A 0.2992 7.3e‐09 0.901583 17:42236016_AT_A C17orf53 UBTF 0 exonic nonsynonymous SNV 0.005 NA 4

3 10:25888180:A:G rs10828833 10:25888180:A:G 10 25888180 G A 0.3956 5.3e‐10 0.979269 rs11498419 GPR158 GPR158 GPR158 0 exonic nonsynonymous SNV 0.002 7 4
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