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Supplementary figure legends 

Figure S1. Manhattan plots of GWAS in Japanese CD patients 

Red line indicates p = 5e-08, where genes above the red line were defined to have significant 

correlation. Blue line indicates p = 1e-05, where genes above the blue line were defined to have 

correlation of a candidate level. All genes showing significant correlation were located in two 

regions: one in the HLA region on chromosome 6 and the other upstream of TNFSF15 on 

chromosome 9. Candidate levels of correlation were detected in a further 23 regions. 

 

Figure S2. Integrated analysis of GWAS and eQTLs of effector memory T cells from LPMC 

A total of 19 SNPs was overlapped between the 671 SNPs which showed more than a candidate 

level of correlation in GWAS and 22,632 SNP-gene pairs which showed more than a candidate 

level of correlation in eQTL analysis.  

 

Figure S3. Correlation plots of SNPs in candidate regions that showed correlation by TWAS 

Figure shows plots of polymorphism periphery of five genes (a. APOBEC3A, b. RAP1A, c. 

NPIPB9, d. WDR31, and e. IGLV3-29) that showed correlation by TWAS. Each dot indicates -

log10 (p-values) before (gray) and after (blue) adjustment by gene (green) that showed 

correlation. 

 

  



Supplementary Figure S1 

  



Supplementary Figure S2 

 

 

 

  



Supplementary Figure S3 

 



Supplementary tables 

 

Supplementary Table S1. Significant eQTLs of effector memory T cells from LPMC  

(Separate Excel file) 

Supplementary Table S2. Candidate eQTLs of effector memory T cells from LPMC 

(Separate Excel file) 

 

Supplementary Table S3. Non-synonymous SNPs from CD-GWAS results 

 

  



Supplementary Table S4. Common SNPs between the CD-GWAS results and eQTL of TEM. 

 

  



Supplementary Table S5. Summary of the TWAS with the susceptibility loci for CD in Japanese (HLA region) 

 

GWAS: genome-wide association study, TWAS: transcriptome-wide association study, FDR: false discovery rate 

  



Supplementary Table S6. TWAS results of the candidate genes in other tissues 
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Supplementary Table S7. eQTL data used in this study 

 

 


