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 library(Biobase) 
 library(limma) 
 library(drosEmbryo) 
 data(drosEmbryoRMA) 
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 pData(drosEmbryoRMA) 
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 times <- pData(drosEmbryoRMA)$Time 
 rep.day <- rep(c("A","B","C"),12) 
 design <- model.matrix(~factor(times) + factor(rep.day)) 
 colnames(design) <- c(as.character(1:12),"B","C") 
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 cont.matrix <- rbind(rep(0,11), 
                     diag(11), 
                     rep(0,11), 
                     rep(0,11)) 
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 fit <- lmFit(drosEmbryoRMA,design) 
 fit <- contrasts.fit(fit, cont.matrix) 
 eb <- eBayes(fit) 
 modF <- eb$F 
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 par(cex=0.7,mfrow=c(2,2),ask=T) 
 which.A <- seq(1,34,3) 
 which.B <- seq(2,35,3) 
 which.C <- seq(3,36,3) 
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 for(i in 0:499) 
 { 
   indx <- rank(modF)==nrow(exprs(drosEmbryoRMA))-i 
   plot(1:12, exprs(drosEmbryoRMA)[indx,which.A], type="b",pch="A", 
        lwd=2,col="red",xlab="Time", ylab="Expression", 
        main=paste(rownames(exprs(drosEmbryoRMA))[indx], "modF=", 
round(modF[indx],2), 
          "Ranking=", i+1),ylim=range(exprs(drosEmbryoRMA)[indx,])) 
   points(1:12, exprs(drosEmbryoRMA)[indx,which.B],pch="B", 
col="green", lwd=2,type="b") 
   points(1:12, exprs(drosEmbryoRMA)[indx,which.C],pch="C", 
col="blue", lwd=2,type="b") 
 } 
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 cont.matrix <- rbind(matrix(0,nrow=12,ncol=2), 
                      c(1,0), 
                      c(0,1)) 
 fit <- lmFit(drosEmbryoRMA,design) 
 fit <- contrasts.fit(fit, cont.matrix) 
 eb <- eBayes(fit) 
 modF <- eb$F 
 for(i in 0:99) 
 { 
   indx <- rank(modF)==nrow(exprs(drosEmbryoRMA))-i 
   plot(1:12, exprs(drosEmbryoRMA)[indx,which.A], type="b",pch="A", 
        lwd=2,col="red",xlab="Time", ylab="Expression", 
        main=paste(rownames(exprs(drosEmbryoRMA))[indx], "modF=", 
round(modF[indx],2), 
          "Ranking=", i+1),ylim=range(exprs(drosEmbryoRMA)[indx,])) 
   points(1:12, exprs(drosEmbryoRMA)[indx,which.B],pch="B", 
col="green", lwd=2,type="b") 
   points(1:12, exprs(drosEmbryoRMA)[indx,which.C],pch="C", 
col="blue", lwd=2,type="b") 
 } 
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