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1. Supplemental Figures 

 

 
Figure S1: Genotype principal component analysis. Plot of the first two principal 

components of TOPMed MESA populations with Geuvadis populations. Proportions of 

variance explained by the first two principal components estimated using the top 1670 principal 

components. AFA = African American (TOPMed), CEU = Utah residents with Northern and 

Western European ancestry (Geuvadis), CHN = Chinese (TOPMed), EUR = European 

(TOPMed), FIN = Finnish in Finland (Geuvadis), GBR = British in England and Scotland 

(Geuvadis), HIS = Hispanic/Latino (TOPMed), TSI = Toscani in Italy (Geuvadis), YRI = 

Yoruba in Ibadan, Nigeria (Geuvadis). 

 



 

     
Figure S2: Overall prediction performance of MESA population models in Geuvadis.      
Prediction performance (median Spearman’s rho) of EN, JTI, MASHR, MatrixeQTL, and 

TIGAR MESA population models in all Geuvadis populations. 
 

 

 

 



 

     
Figure S3: Number of significant S-PrediXcan gene-trait pairs in PAGE and PanUKBB 

GWAS summary statistics that have been reported in the GWAS catalog. Total number of 

significant gene-trait pairs discovered by each MESA population model (considering the union 

of the three tissues), by method.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

2. Supplemental Tables 

 

Table S1: PAGE and PanUKBB summary statistics used in this study.  

 

Table S2: Performance comparisons of PBMC AFA and EUR MESA transcriptome prediction 

models in the GBR and YRI Geuvadis populations between all methods. 
 

Table S3: Pairwise comparisons of the performance of EN, JTI, MASHR, MatrixeQTL, and 

TIGAR MESA transcriptome prediction models in all Geuvadis populations. 

 

Table S4: Compiled S-PrediXcan gene-trait pair discoveries, significant in PAGE and 

PanUKBB GWAS summary statistics with the same direction of effect. 

 

Table S5: List of NHLBI TOPMed consortium members. 

 


