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Supplementary Fig. 1. Distributions of the p-value difference. The
ratios of the best and the second-best p-values were -log-transformed,
and their distribution was represented by a box plot. The left plot
includes 586 genes on chromosome 5 for which the best single
nucleotide polymorphism (SNP) was located within a haplotype
block, while the right plot represents 146 genes on chromosome
5 for which the best SNP could not be located within a haplotype
block. The difference between these two distributions was
significant (p= 0.01329). Haplotype blocks were calculated with
PLINK.
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Supplementary Fig. 2. Relationship between haplotype block size
and the p-value difference. The ratios of the best and the
second-best p-values were -log-transformed and plotted against the
size of the haplotype block for which the best single nucleotide
polymorphism was located; 586 genes on chromosome 5 were
plotted. Haplotype blocks were calculated with PLINK.
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Supplementary Fig. 3. Distribution of the p-value difference by the
number of single nucleotide polymorphisms (SNPs) per gene. The
ratios of the best and the second-best p-values were -log-trans-
formed, and their distribution was represented by a box plot. For
a gene, the number of SNPs located inside or within 20 kb of the
gene boundary was counted.



