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1. Make the file that contains all of your differentially expressed genes and have
columns (RPKM values) for all of the samples you want to compare (replicates or
average values are fine). Note: you do not want to keep the number of genes over
~15,000.

2. Let's do it:

data <- read.csv("Queryl.txt"), where Queryl.txt is your comma delimited file
head (data), to make sure your data look fine

row.names(data) <- data$X, to record the gene names in case you would need
them later

dataM <- data[,2:19], this selects all of the columns that has data (humbers, not
words); if your data has more or less columns you may want to modify the number
“gn

data_mat <- data.matrix(dataM), this converts your data into a matrix form
heatmap.2 (data_mat, col=greenred, scale="row", density.info="none",
trace="none", main ="Your Favorite Title"), this command makes your heat map.
Note: it might take several minutes, do not panic©®

Do not forget to copy the picture somewhere...

3. What does it mean? Look at how your samples (columns) cluster and make some
conclusions. For example, you want clear clustering of replicates together.

Making Scatter Plots in R

plot (data$columnl, data$column2, log="xy")

You may want to compare your replicates to each other or various samples to each
other. You may want to make your axes logarithmic. Happy playing®
Make sure you explain your data...



