Readme

The following describes how the codes in “Uncovering synthetic lethal interactions for colorectal cancer therapeutics via an integrated approach” work, by Tiong et al.
STEP1: Put input data in the “input” folder.

STEP2: Install package qvalue in R (under version 2.12.2).
STEP3: Edit working directories in the following three R codes.
STEP4: Execute the following three R codes, and the results will be generated in the “output” folder.

Three R codes:

1. computing fractions of gene expression patterns.R: computes the percentages of the four gene expression patterns using 70 Asian CRC versus 12 non-cancerous tissues that were expressed at least 2-fold. Input Dataset1_1 and Dataset1_2 to the code.
2. computing fractions of abnormally expressed IHC.R: computes the percentages of abnormal IHC in 171 patients. Input Dataset2 to the code.
3. test for novel synegistic correlation.R: performs the test for synergistic correlation of each IHC pair. Input Dataset3 to the code.
