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* ped *.map

FID 1IID PID MID Sex P rsl rs2 rs3 Chr SNP GD BPP
1 1 0 0 2 1 CT AG AA 1 rsi 0 870000
2 2 0 0 0 CC AA AC 1 rs2 0 880000
3 3 0 0 1 CC AA AC 1 rs3 0 890000
* fam * bed *.bim
FID 1ID PID MID Sex P Contains binary version of the Chr SNP GD BPP Allelel Allele 2
1 1 0 o0 2 1 SNP info of the *.ped file. 1 rs1 0 870000 C T
2 2 0 0 1 0 (not in a format readable for rs2 0 880000 A G
humans)
3 3 0 0 1 1 1 rs3 0 890000 A C
Covariate file
FID 1D Cc1 Cc2 C3
1 1  0.00812835 0.00606235  -0.000871105 FID | FamilyID Alleles per subject per SNP
2 2 -0.0600943  0.0318994 .0.0827743 11D Individual ID Chr Chromosome
3 3 -0.0431903 0.00133068  -0.000276131 PID | Paternal ID SNP | SNP name
MID | Maternal ID GD Genetic distance (morgans)
Sex Sex of subject BPP | Base-pair position (bp units)
P Phenotype C{x} | Covariates (e.g., Multidimensional
Scaling (MDS) components)
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Example:
plink --file {your_file} --assoc --out {your output_file}

Note default Plink coding
Male =1, Female =2
Control =1, Case =2

Missing = -9, 0, non numeric

Note the code for cases, controls, and missing data can be changed
using different flags.



PLINK

e PLINK 1: http://zzz.bwh.harvard.edu/plink
e PLINK 1.9: https://www.cog-genomics.org/plink/1.9/

 PLINK 2.0: https://www.cog-genomics.org/plink/2.0/
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