Supplemental Table 1: CRP SNPs, their minor allele frequencies.
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Several SNP aliases are the complement alleles of those given on Ensembl or published elsewhere. At

rs3093058 we report our raw BeadXpress data even though it differs from that of Ensembl and

previously reported by our group. Major/minor allele frequency is based Homo Sapiens GRCh38.p5.



