This package contains eight files including this READ_ME file.  The following is a brief description of the files:

TRIMMEST.r  contains R functions implementing the methods in Shi et al. [1].
TRIMMEST Documentation.doc is the documentation file for  TRIMMEST.r.

prepare_input_file.r contains the R function for preparing the input file for the function TRIMMEST.

prepare_inputfile documentation.doc is the documentation file for prepare_input_file.r
haplore.out is an example of HAPLORE[2] output file, also the input file for prepare_input_file.r
hap.freq is an example of haplotype configuration files extracted from HAPOLRE output.

risk.inp is an example of input file for the function TRIMMEST.
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