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setwd(“directory")
source("http://www.bioconductor.org/biocLite R")

biocLite("oc.db")

libraryoc.db)

library(affy)

library(limma)

pd<-read AnnotatedDataFrame("phenod.ixt", header=T,row.names=1sep="\t")
mydata<-ReadAffy(filenames=rownames(pData(pd)),phenoData=pd,verbose = TRUE)
eset<-rma(mydata)

eset<-exprs(eset)

probeSetlds<-geneNames (mydata);

probeSetids<-probeSetids[-grep ("*AFFX", probeSetlds, value=F)]
eset<-eset[probeSetlds,]
Group<-factor(pData(mydata)[, 1))
design<-model.matrix(~ Group +0)
colnamesf(design)<-c("xc","xx")

fit<-ImFit(eset, design)
cotn.matrix<-makeCotnrastspocx, levels=design)
fit2<-cotnrasts.fit(fit, cotn.matrix)
fit2<-eBayes(fit2)
tab<-topTable(fit2,p.value=0.05,adjust="BH" sort.b
geneSymbol<-mget(tab$iD, xxSYMBOL)
geneSymbol2<-t(as.data.frame(geneSymbol))
tab<-cbind(tab,geneSymbol2)

write.table{tab file="result.txt" row.names=F, s

"logFC",n=60000)
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