
Table S7. Target gene resequencing coverage by gene.
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AID 5 5 - 2,791 2,545 2,369 91.2% 84.9% 267,936 244,258 228,141 91.2% 85.2%
APEX1 7 7 - 1,953 1,953 1,934 100.0% 99.0% 187,488 184,553 180,785 98.4% 96.4%
ERCC1 12 5 2-4, 7-9, 12 1,687 1,255 921 74.4% 54.6% 161,952 120,868 107,383 74.6% 66.3%
MLH1 19 17 10, 12 2,522 2,434 2,263 96.5% 89.7% 242,112 230,143 215,311 95.1% 88.9%
MRE11 21 19 18, 20 5,331 5,330 5,240 100.0% 98.3% 511,776 506,764 496,390 99.0% 97.0%
MSH2 16 12 2, 4, 7, 16 3,145 2,635 2,501 83.8% 79.5% 301,920 249,097 237,490 82.5% 78.7%
NBS1 17 16 1 4,671 4,398 4,325 94.2% 92.6% 448,416 415,851 405,753 92.7% 90.5%
RAD50 26 23 7, 11, 23 5,950 5,681 5,582 95.5% 93.8% 571,200 536,411 522,613 93.9% 91.5%
RAD52 18 15 1, 2, 18 4,104 3,284 3,135 80.0% 76.4% 393,984 350,473 335,790 89.0% 85.2%


