
 

Fig S1. The comprehensive UBE2C expression level in ESCC. a, Forest plot of UBE2C mRNA 

expression in ESCC based on TCGA-GTEx RNA-seq and tissue microarrays. ESCC vs. normal, 

random-effects model; b, sROC of UBE2C in ESCC tissues based on TCGA-GTEx RNA-seq 

and tissue microarrays; c, Sensitivity analysis of TCGA-GTEx RNA-seq and tissue microarrays; 

d, Funnel plot of TCGA-GTEx RNA-seq and tissue microarrays related to UBE2C. 

 

midas tp fp fn tn, id(accession) ms(0.75) bfor(dss) midas tp fp fn tn, id(accession) ms(0.75) 

bfor(dss)

A B 

C D 

GPL570  

GPL571 

GPL96 

GPL10999 

GPL13497 

GPL13287 

TCGA-GTEx 

TCGA-GTEx 

GPL13287 

GPL13497 

GPL10999 

GPL96 

GPL571 

GPL570 

TCGA-GTEx 

GPL13287 

GPL13497 

GPL10999 

GPL96 

GPL571 

GPL570 



 

Fig S2. The comprehensive UBE2C expression level in ESCC. a, Forest plot of UBE2C mRNA 

expression in ESCC based on in house RNA-seq, TCGA-GTEx RNA-seq and tissue microarrays. 

ESCC vs. normal, random-effects model; b, sROC of UBE2C in ESCC tissues based on in house 

RNA-seq, TCGA-GTEx RNA-seq and tissue microarrays; c, Sensitivity analysis of in house 

RNA-seq, TCGA-GTEx RNA-seq and tissue microarrays; d, Funnel plot of in house RNA-seq, 

TCGA-GTEx RNA-seq and tissue microarrays related to UBE2C. 
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