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Figure S1: Locations of variations in the non-BRCA1/2 proteins. (a) The variations in PALB2 protein. (b) The variations in NBN protein. (c) The
variations in MRE11A protein. (d) The variations in TP53 protein. (e) The variations in CHEK1 protein. (f) The variations in CHEK2 protein. (g) The
variations in BARD1 protein. (h) The variations in ATR protein. (i) The variations in BRIP1 protein. (j) The variations in FANCL protein. (k) The

variations in RAD51C protein. () The variations in RAD51D protein. (m) The variations in RAD54L protein.



