library(qvalue)
help(package=qvalue)
setwd("C:/Users/ggibson3/My Documents/Teaching/SISG/SISG GEP/qvalue")
data=read.table("Rin3_p.txt")
head(data)
      V1
1 0.1100
2 0.0053
3 0.3700
4 0.0058
5 0.0001
6 0.0140
pvalues <- data$V1
qobj <- qvalue(p=pvalues)
summary(qobj)
pi0:    0.2480381

hist(qobj$pvalues)
plot(qobj)
hist(qobj$qvalues, nclass=20)
qwrite(qobj, file="Rin3_q.txt")


library(snm)


setwd("C:/Users/ggibson3/My Documents/Teaching/SISG/SISG GEP/snm")

cad.snm = read.csv("CAD8000.csv", header=T, row.names=1)
cad.bio = read.csv("CAD_Bio.csv", header=T, row.names=1)
cad.adjrm = read.csv("CAD_AdjRM.csv", header=T, row.names=1)
cad.int = read.csv("CAD_Int.csv ", header=T)

int.var = cad.int
int.var$Array = as.factor(int.var$Array)
adj.var = model.matrix(~.,cad.adjrm)
bio.var = model.matrix(~.,cad.bio)
raw.data = as.matrix(cad.snm)
snmR.cad = snm(raw.data,bio.var,adj.var,int.var,rm.adj=TRUE,num.iter=5)

summary(snmR.cad)

write.table(snmR.cad$norm.dat, file = "CAD8000_snm.csv", sep=",", col.names=NA)







library("Biobase")
library(pvca)
setwd("C:/Users/ggibson3/My Documents/Teaching/SISG/SISG GEP/pvca")

exprs <- as.matrix(read.table("CAD8000.csv", header=TRUE, sep=",",row.names=1,as.is=TRUE))
> class(exprs) 
> dim(exprs)
> colnames(exprs)
> head(exprs[,1:5])


pData = read.table("CAD_ExpDes.csv",row.names=1, header=TRUE, sep=",")
> all(rownames(pData)==colnames(exprs))
> sapply(pData,class)
> pData[c(15,20), c("Gender", "Age3", "BMI3")]

metadata <- data.frame(labelDescription=c("Batch", "QualClass", "Gender", 
+ "AgeClass", "BMIClass", "CVD status", "Number"),
+ rownames=c("Study", "Rin3", "Gender", "Age3", "BMI3", "CVD_TYPE", "Array"))
phenoData = new("AnnotatedDataFrame", data=pData, varMetadata=metadata)
> phenoData
CADset <- ExpressionSet(assayData=exprs, phenoData=phenoData)
pct_threshold = 0.7
batch.factors <- c("Study", "Rin3", "Gender", "Age3", "BMI3", "CVD_TYPE")
pvcaObj <- pvcaBatchAssess(CADset, batch.factors, pct_threshold)

bp <- barplot(pvcaObj$dat, xlab = "Effects",
+ ylab = "Weighted average proportion variance", ylim= c(0,1.1),
+ col = c("blue"), las=2, main="PVCA estimation bar chart")

axis(1, at = bp, labels = pvcaObj$label, xlab = "Effects", cex.axis = 0.5, las=2)
values = pvcaObj$dat
new_values = round(values , 2)
text(bp,pvcaObj$dat,labels = new_values, pos=3, cex = 0.8)


exprs2 <- as.matrix(read.table("C:/Users/ggibson3/My Documents/Teaching/SISG/SISG GEP/snm/CAD8000_snm.csv", + header=TRUE, sep=",",row.names=1,as.is=TRUE))

> head(exprs2[,1:5])
CADset2 <- ExpressionSet(assayData=exprs2, phenoData=phenoData)
batch.factors <- c("Study", "Rin3", "Gender", "CVD_TYPE")
pvcaObj <- pvcaBatchAssess(CADset2, batch.factors, pct_threshold)

bp <- barplot(pvcaObj$dat, xlab = "Effects",
+ ylab = "Weighted average proportion variance", ylim= c(0,1.1),
+ col = c("green"), las=2, main="PVCA estimation bar chart")

axis(1, at = bp, labels = pvcaObj$label, xlab = "Effects", cex.axis = 0.5, las=2)
values = pvcaObj$dat
new_values = round(values , 2)
[bookmark: _GoBack]text(bp,pvcaObj$dat,labels = new_values, pos=3, cex = 0.8)

