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Refined spatial temporal epigenomic profiling reveals intrinsic

connection between PRDM9-mediated H3K4me3 and

the fate of double-stranded breaks

Yao Chen', Ruitu Lyu?, Bowen Rong?, Yuxuan Zheng***, Zhen Lin', Ruofei Dai?, Xi Zhang', Nannan Xie', Siging Wang?,
Fuchou Tang (3***, Fei Lan’ and Ming-Han Tong'
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