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Figure S2 Linkage disequilibrium patterns of the genomic region surrounding evQTL at ALG11. The entire region of the analysis

included 38 SNPs over a ~400 kb span. The cis-evSNPs are indicated with red boxes. The haplotypes in the LD block

accommodating evSNPs are displayed in insert, with corresponding haplotype frequencies. Of note, alleles of evSNPs resulting

in larger variance of gene expression are allocated in one haplotype highlighted with blue box.
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