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Figure S4. HapMap3 eQTL analysis between rs1607979 genotype and CREB5 gene expression
profile. Genevar [1] analysis of HapMap3 data of lymphoblastoid cell lines collected from
unrelated individuals of diverse ethnicity [2]. Total sample (N=726) includes (CEU=109)
Caucasians from Utah, USA; (CHB=80) Han Chinese from Beijing, China; (GIH=82) Gujarati
Indians from Houston, TX, USA; (JPT=82) Japanese from Tokyo, Japan; (LWK=82) Luhya in
Webuye, Kenya; (MEX=45) Mexican ancestry from Los Angeles, CA, USA; (MKK=138)
Maasai from Kinyawa, Kenya; and (YRI=108) Yoruba from Ibadan, Nigeria. We performed
Spearman’s rank correlation coefficient (rho) to estimate the strength of relationship
between alleles and gene expression intensities and used linear regression to model the
relationship between the two variables. A t-statistic with n-2 degrees of freedom was used

to test the significance of the relationship in both correlation and regression analyses.
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