Table S7. Frequencies of mutated genes in 160 colorectal cancer patients identified by targeted capture sequencing.

Gene missense nonsense splicing frameshift_indel nonframeshift_indel mutated_sample_num total_sample_num mutation_frequency
APC 8 68 4 42 1 90 160 0.5625
TP53 49 11 5 4 2 67 160 0.41875
KRAS 51 1 0 0 0 52 160 0.325
SYNE1 51 7 2 3 0 28 160 0.175
FAT4 34 1 0 0 0 23 160 0.14375
ATM 18 2 2 5 0 17 160 0.10625
USH2A 27 4 1 0 0 16 160 0.1
CDH10 15 0 0 4 0 14 160 0.0875
MLL3 16 1 1 4 0 14 160 0.0875
HMCN1 23 3 0 1 0 13 160 0.08125
LRP2 18 0 0 3 0 13 160 0.08125
RYR1 19 1 0 0 1 13 160 0.08125
VCAN 19 2 1 1 0 13 160 0.08125
DMD 9 4 0 1 0 12 160 0.075
DOCK2 15 0 0 0 0 12 160 0.075
PCDH15 15 1 0 1 1 12 160 0.075
F8 12 1 0 3 0 10 160 0.0625
SMAD4 9 0 0 1 0 10 160 0.0625
AKAP9 11 1 0 3 2 9 160 0.05625
COL1A2 10 2 0 0 0 9 160 0.05625
COL6A3 11 1 0 0 0 9 160 0.05625
HERC2 15 0 1 1 0 9 160 0.05625
LAMA2 11 0 0 1 0 9 160 0.05625
NBAS 9 0 1 1 0 9 160 0.05625
COL5A1 12 0 0 0 0 8 160 0.05
EP400 10 1 0 0 1 8 160 0.05
FAT2 10 1 0 1 0 8 160 0.05
PDE10A 7 0 2 0 0 8 160 0.05
RELN 10 1 0 0 0 8 160 0.05
TMEM132D 12 1 0 0 0 8 160 0.05
CDH9 10 1 1 0 0 7 160 0.04375
COL3A1 5 1 1 1 0 7 160 0.04375
FLG 9 0 0 1 0 7 160 0.04375
GRM1 11 0 0 1 0 7 160 0.04375
LAMA1 8 0 2 1 0 7 160 0.04375
MUC17 12 0 0 0 0 7 160 0.04375
PCDH9 7 0 0 1 0 7 160 0.04375
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