SUPPLEMENTARY MATERIALS
Supplementary File 1.

Hitt L NEAE
data<-read.table(file="TCGA_BRCA 1222samples_FPKM.txt" ,header = TRUE,sep = "\t")

#HHHE 1R E mBA MR

M6A<-
c("METTL3","METTL14","METTL16","WTAP","ZC3H13","RBM15","RBM15B","KIAA1429","CBLL1","ZCCHC4"
"FTO","ALKBH5","YTHDC1","YTHDC2","YTHDF1","YTHDF2","YTHDF3","HNRNPA2B1","HNRNPC" "RBMX"
S IGF2BP1" " IGF2BP2","IGF2BP3","FMR1","SRSF2","ELAVL1","LRPPRC","PRRC2A","ELF3","SampleType","Vita
I","Followup")

### ULEC MBA
data<-data[data$GeneName%in%m6A,]
head(data[,1:10])

data<-data[,-c(2,3,4)]
rownames(data)<-data$GeneName
data<-data[,-1]

#i 2l

group<-data[1,]

group<-group[,-c(1)]

group<-as.data.frame(t(group))

group$group<-ifelse(group$SampleType=="Solid Tissue Normal","Normal","Tumor")
group$sample<-rownames(group)

group<-group[,-c(1)]

sum(group$group=="Normal")

w2 R

library(limma)

dim(group)

BRCA T_P_des<-as.factor(group$group)#ti 4> 4H charater $4 1ty factor

## KA design AR
designl<-model.matrix(~O+factor(BRCA_T_P_des),levels=levels(BRCA_T_P_des))
colnames(designl)<-c("P", "T")

rownames(designl) <- group$sample

setequal(colnames(data),rownames(designl))
sapply(data,list)

class(data[,1222])

dim(data)

for (i in 1:1222) {data[,i]<-as.numeric(data[,i])}

fit_subl <- ImFit(data, designl)

cont.matrix_subl <- makeContrasts(T-P, levels=design1)#Designing Contrast Matrix for group Differentiation
fit2_subl <- contrasts.fit(fit_subl, cont.matrix_subl)

fit3_subl <- eBayes(fit2_subl)
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allGenes_subl <- topTable(fit3_subl,number=Inf)
dim(allGenes_subl)
colnames(allGenes_subl)

diff_m6A<-subset(allGenes_subl,adj.P.Val <0.05)
write.table(allGenes_sub1,file="m6A_diff.txt",sep="\t") #{rf7
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