significance of gene : [-logl0(ebayes_fit$p.val) ]

clus4-vs—NON.clus4 in MESO-TP RNASe(q data

10

IRS4(8.35) o

CACNAIA(3.37) o
CACNA1G(4.36) o

MAFA(1:89) o

CACNAID(2.92) o

Among total18187genes

all 3244 sig genes

top 5 core enriched genes
sig level:(-log10(0.05)==1.3

log2 fold change in expression level : [clus4—vs—NON.clus4 ]




