This package includes the program GEI-TRIMM, which implements the method described in the manuscript Shi M, Umbach DM, Weinberg CR 2010 “Testing Haplotype-Environment Interactions Using Case-parent Triads”.  

Files included in this package are:

GEI-TRIMM_nomiss.r
R source code for GEI-TRIMM for data with no missing genotypes

GEI-TRIMM.r
R source code for GEI-TRIMM for data with missing genotypes

GEI-TRIMM Documentation.doc  Documentation for GEI-TRIMM program

Example_output.txt
A file containing the output of the examples in the package

Folder: missing
Contains input files for an example with missing genotypes

Folder: nomissing
Contains input files for an example with no missing genotypes

