A SHORT TUTORIAL FOR MQscore 1.0

    There are three input files which are required to run MQscore. 
The first one contains the pedigree data (example: pedigree.csv), 
the second contains parameter and variant of analysis data (example: par.inp), 

the third contains names of analyzed trait and marker (example: task.inp).

INPUT FILES:


pedigree.csv


task.inp


par.inp

STEP 1:


COPY MQscore.exe, maxpar.inp and peeling_2006_3.pl files from BIN directory to EXAMPLE directory

STEP 2:


FORM task.inp: introduce names of analysed trait and marker locus, and name of output file



ph1



mar1



res1_1.dat

STEP 3:


PREPARE ANALYSED DATA:


COMMAND LINE: perl peeling_3.pl pedigree.csv 


OUTPUT FILES: iway.dat, ph1, m3

STEP4:


FORM par.inp: 



a) define the variant of linkage analysis by ICP values



b) introduce the parameter values (PR)



c) check limits of parameters (GR and GL)



d) introduce frequencies of marker alleles


nom ICP PR ST GL GR          


1   0   0.8   0.1    0.    1. !!Pr(A)


2   0  -10.   0.5  -30.   50. !!mu(AA)


3   0   0.    0.5  -30.   50. !!mu(AB)


4   0   10.   0.5  -30.   50. !!mu(BB)


5   1   0.1   0.05   0.   0.5 !!theta


6   0  32.    5.0    0.  200. !!sigma
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Single parameter, recombinant fraction, will be estimated in this case and


compared with H0:theta=0.5.

STEP5:


COMMAND: MQscore.exe


OUTPUT FILES: res1_1.dat sigma.dat
