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Point Mutations in Exon 1B of APC Reveal Gastric Adenocarcinoma and Proximal Polyposis of the
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60 Fine-Scale Mapping of the FGFR2 Breast Cancer Risk Locus: Putative Functional Variants Differentially
Bind FOXA1 and E2F1. American Journal of Human Genetics, 2013, 93, 1046-1060. 2.6 98

61
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