
# read in the human and mouse data 
human.data <- read.table('humman.genes.txt') 
mouse.data <- read.table('mouse.genes.txt') 

# merge the human data and mouse data by mapping mouse gene symbols to 
human gene symbols 
mouse.data$mouse.geneID <- toupper(mouse.data$mouse.geneID) 

mapped.data <- merge(human.data, mouse.data, by.x='human.geneID', 
by.y='mouse.geneID') 

write.table(mapped.data, file='merged.data.txt') 
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