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eQTL for the efector memory T cells (TEM) located in the lamina propria

mononuclear cells (LPMCs), which play an important role in Crohn’ s disease (CD), are not yet
available. We conducted RNA sequencing and eQTL analyses of TEM cells located in the LPMCs from IBD
patients (n=20). Genome-wide association study (GWAS) was performed using genotyping data of 713
Japanese CD patients and 2,063 controls. We compared the results of GWAS and eQTL of TEM, and also
performed a transcriptome-wide association study using eQTL from Genotype Tissue Expression project.

By eQTL analyses of TEM, correlations of possible candidates were confrmed in 22,632 pairs and 2,
463 genes. Among these candidates, 19 SNPs which showed signifcant correlation with tenascin-XA
(TNXA) expression were signifcantly associated with CD in GWAS. By TWAS, TNFSF15(FDR=1.35e-13) in
whole blood in lymphocytes was signifcantly associated with CD.
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