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Assistance

When you need assistance on applying FAM-MDR to your data, do not hesitate to contact us:
tom.cattaert@ulg.ac.be and kristel.vansteen@ulg.ac.be
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Data format

Pedigree file

First column: Family ID
Second column: Individual ID
Third column: Father ID, 0 for founder
Fourth column: Mother ID, 0 for founder
Fifth column: Sex, 1 for male, 2 for female
Sixth column: Affection status, is not used, put all to 0
Two more columns per SNP: 1 for common allele, 2 for variant allele, 0 0 for missing genotype

Phenotype file

First column: Individual ID
Second column: Sex, 1 for male, 0 for female
Third column: Phenotype, NA for missing

Map file

First column: Chromosome
Second column: Name
Third column: Position


Output files

Rawoutput.txt: Raw MB-MDR output
Permchisq.txt: Test statistics in permuted datasets
Permoutput.txt: Contains SNP pair and permutations p-value of maximal test statistic


Adaptations by the user

Change names of pedigree, phenotype and map files
Choose number of permutations: 1000 is recommended
Choose significance level for the epistasis search: 0.05 is recommended
Choose significance level at the first MB-MDR step: 0.1 is recommended
Choosing a seed for the random number generator is highly recommended for reproducibility
Main effect and covariate adjustments can be easily included in the polygenic model statement
