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o Haplotype analyses (inferred): 19 SNPs in 7 blocks
o Evaluation of functional relevance based on

= 22 SNPs (13 genes) significantly associated evidence and in silico predictions (e.g., effect on
with melanoma risk (p<0.05) GEXx) for:
= Range of the per allele effects: 11- 40%. - Significant SNPs

\ * SNPs in high linkage disequilibrium (LD) J
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