R code for running edgeR on my 3 samples
[bookmark: _GoBack]source("http://bioconductor.org/biocLite.R")
biocLite("edgeR")
library(edgeR)
setwd("C:/Users/ggibson3/My Documents/Teaching/SISG/SISG GEP/edgeR")
targets <- readTargets("targets_EM1.txt")
> targets
ed <- readDGE(targets, skip=2, comment.char = "!")
> ed$samples
> head(ed$counts)
> summary(ed$counts)
> dim(ed)
keep <- rowSums(cpm(ed)>50) >= 2
ed <- ed[keep,,keep.lib.sizes=FALSE]
> head(ed$counts)
> dim(ed)
ed <- estimateDisp(ed, trend="none", robust=TRUE)
>  summary(ed$prior.df)
> sqrt(ed$common.disp)
plotBCV(ed)
et <- exactTest(ed)
>  topTags(et, n=5)
detags <- rownames(topTags(et, n=5))
> cpm(ed)[detags,]
> summary(de <- decideTestsDGE(et, p=0.05, adjust="BH"))
detags <- rownames(ed)[as.logical(de)]
> plotSmear(et, de.tags=detags)
> abline(h = c(-0.5, 0.5), col = "blue")
write.table(detags, file="detags.csv", sep=",", col.names=NA)
write.table(et$table, file="devalues.csv", sep=",", col.names=NA)
