The function “format.ouput” reformats HAPLORE output into the proper input format for TRIMMEST.  
format.ouput(.haplore.out= ‘haplore.out’, .fid= ‘fid.txt’, 

.hap.freq= ‘hap.freq’ ,.risk.inp= ‘risk.inp’, 
.max.hap.no=200)

Note: 
(1) This function only works when the HAPLORE input files contains triad (case and their parents) genotypes.  

(2)  HAPLORE should have been run with the option “-L1 –E1” to output the list of triad-diplotype configurations.  
(3) This function only works for Linux machines since it invokes Linux system calls.  HAPLORE should have been run on a Linux machine as well.

ARGUMENTS
.haplore.out
A character string giving the name and path of the ASCII data file containing HAPLORE output file (run HAPLORE with the option “-L1 –E1”).  The default file name is “haplore.out”.  Currently, this program only handles triad data (mother, father and a child).

.fid.txt
A character string giving the name and path of the ASCII data file containing fathers’ IDs for the offspring.  The pedigrees should be in the same order as the HAPLORE input file.  The default file name is “fid.txt”.

.hap.freq  
A character string giving the name and path of the ASCII data file where the haplotype configurations will be saved.  The default file name is “hap.freq”. User can check this file to decide which haplotype is the candidate haplotype (for the .target.hap input parameter of TRIMMEST). 

.risk.inp  
A character string giving the name and path of the ASCII data file where the output file (also input file for TRIMMEST) will be saved.  The default file name is “risk.inp”.

.max.hap.no  
A number giving the maximum number of possible haplotypes.  The default value is 200.

Example

Calling the function to format the HAPLORE output into proper input file format:

NOTE: this function is only available for Linux machines.

> format.ouput()

If everything goes well, there will be no screen output for this function.  Two files will be generated, one containing the triad-diplotype configurations (with the default file name ‘risk.inp’), the other containing the haplotype configurations (with the default file name ‘hap.freq’).

