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Supplementary Figure S3. Kaplan-Meir survival plots by CYP1A1 rs4646903, CDC25C rs3734166,
XRCC5 151051685, GSTT1, CDC25C 1s3734166 (GA+AA), and XRCC5 rs1051685 (AG+GG)
polymorphisms in Lynch syndrome variant heterozygotes (LSVH). These plots illustrate the effect of
polymorphism genotypes on the age of LS cancer diagnosis in LSVH. (A) CYP1A1 rs4646903 genotypes
(AA, AG, and GG); (B) CDC25C rs3734166 (GG, GA, and AA); (C) XRCC5 rs1051685 genotypes (AA,
AG, and GG); (D) GSTT1 genotypes (Normal and Null); (E) CDC25C rs3734166 Additive (GG, and
GA+AA); (F) XRCC5 rs1051685 genotypes (AA, and AG + GG)



