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Figure S6. Examples of eQTL mapped by FastGxC in GTEx. A. An eQTL for the gene
MUC20P1 and variant rs139637885 shows widespread sharing across all tissues except for LCLs.
This eQTL is captured by FastGxC as a sh-eQTL, as well as a sp-eQTL in LCLs and a less-obvious
sp-eQTL in thyroid. B. An eQTL for the gene GBP3. Another example of widespread sharing
that obscures a tissue-specific effect in the spleen. C. An eQTL for the gene GSTT2 and variant
rs369691 shows widespread sharing across all tissues in CxC. After the FastGxC procedure, two
sp-eQTLs emerge in the two skin tissues. D. Manhattan plot for LDHC eQTLs reveal a set of
variants with similar genetic effects as rs4757652. These eQTLs exhibit positive CxC genetic effects
across many tissues besides the testis, while the FastGxE procedure crystallizes this testis tissue
specificity.
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Table S1. FastGxC mapped GTEx sp-eGenes. FastGxC and CxC mapped sh- and sp-eGenes
from GTEx and CLUES cohorts are provided as a separate excel file, one sheet per study, with the
following columns: eGene type (CxC eGene, FastGxC sh-eGene, or FastGxC sp-eGene ), tissue or
cell type, gene identifier.

Table S2. EQTL enrichment in GWAS loci results. Results from enrichment of GTEx and
single-cell eQTLs from CxC and FastGxC in GWAS catalog loci are provided as a separate excel
file with two sheets. The first sheet shows manual annotation of most likely relevant tissue(s) for
GWAS catalog traits with the following columns: GWAS Trait, Most Likely Relevant Tissue(s).
The second sheet shows enrichment results with the following columns: GWAS trait, method, tissue
(GTEx) or cell type (single-cell), enrichment odds ratio (OR), OR lower confidence interval, OR
upper confidence interval, enrichment p-value.
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