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a Repair pathway Sub pathway Gene Clone ID (Sigma

DSB repair Initial DSB resection Rad50 TRCN0000336380
NHEJ Ku70/Xrcc6 TRCN0000321228
Ku80/Xrcch TRCN0000312877
alt-NHEJ Lig3 TRCN0000070980
Xrcel TRCN0000077239
HDR Rad51 TRCN0000012660
SSA Rad52 TRCN0000233363
Ercct TRCN0000238086
Ercc4/Xpf TRCN0000175845
Cohesin formation Smc5 TRCN0000241751
Upstream activator Rad18 TRCN0000124781
Mismatch repair Msh2 TRCN0000042496
Base-excision repair Apex1 TRCN0000304312
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