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Motivation 

• What is PLINK? 
– A software to analyse phenotype/genotype data 

– It is run from the command line 

• Why should we use PLINK? 
– Perhaps the most common tool to analyse 

genome-wide genotyping data 

– It is free and open source 

– Designed to perform a wide range of basic, large-
scale analyses in computationally efficient manner 

– Can  be used on several platforms 

 

 



Do I need to be afraid of PLINK? 



Do I need to be afraid of PLINK? 

    

     NO! 
 

• It is not necessary to know how to program to 
use PLINK 

• This presentation will provide you with available 
documentation for PLINK 

• PLINK commands have a clear and intuitive 
structure 



How to get PLINK? 

• Obtaining PLINK 
– http://pngu.mgh.harvard.edu/~purcell/plink/download.shtml  

• For Windows, choose MS-DOS 



How to get PLINK 

• Unzip zip file into directory, e.g., C:\Program 
Files\plink-1.07-dos 

• You should be ready to go! 

• Open command prompt  

 

 

 

• Please mail me if any problems 
(bmaus@ulg.ac.be) 



How to open command prompt 

• Open start menu by clicking on window 
symbol in left corner 

  

 



Tip 

• After placing PLINK in a convenient place, put the 
path of PLINK’s location in your environment path 
to make it easier to call. You can call plink then 
from wherever. 

• This process is temporary and will only work for 
the current window. 

• “PLINK_location” is the folder where PLINK is 
located. 

• Windows in a command prompt: 

> echo %PATH%   
> path = C:\PLINK_location;%PATH% 



Further information 

• Documentation 

– PDF document 
– http://pngu.mgh.harvard.edu/~purcell/plink/dist/plink-doc-

1.07.pdf 

 

– Tutorial 
– http://pngu.mgh.harvard.edu/~purcell/plink/tutorial.shtml 



PLINK website 

http://pngu.mgh.harvard.edu/~purcell/plink/ 



PLINK files 

1   rs9729550   0   11352421 
1   rs6603788   0 1218086 

Chr Marker     cM   Position 

Example: 
• Genotypes are stored in:      chr1.ped 
• The markers map is described in:       chr1.map 
 

• At the command prompt 
 >plink --file chr1.ped 

• There are two standard file types for PLINK:  ped and map 
files, e.g., filename.ped and filename.map 

• Ped files contain information about the family, phenotype 
and genotype 

• Map files contain information about the genetic markers 

Example Map file: 



Output 
All results are written to files with specific suffices, depending on 
the type of the performed operation(s). 
 

Examples for standard suffixes for PLINK output: 

Type of operation   Suffix 
Association                plink.assoc 
Logistic regression model  plink.assoc.logistic 
Hardy-Weinberg test statistics plink.hwe 
 
… and many,  many more (see documentation) 

>plink --out name 

Specify root name (this replaces ‘plink’ in filenames; suffix 
unchanged): 



Plink commands 

>plink --file filename --options  

filename  without extension, PLINK will look for filename.ped 
  and filename.map  
 
options  various kind of options, see the following slides and 
  documentation 

Several options can be combined and position of options is not 
fixed! For example: 
 

>plink --noweb --file ibdrelease5_QCI --remove related.indiv.txt  

But the order in which commands are executed is fixed and may not 
correspond to the order in which they are entered! 



Example analysis command 

> plink --file filename --hardy 

Creates text file plink.hwe (use text editor, e.g., notepad 
to open) 

> plink --file filename --hardy --out filename2  

Creates text file filename2.hwe 



Example data management command 

> plink --file filename --extract mysnps.txt --recode 

Creates file plink.ped and plink.map (use text editor, e.g., 
notepad to open) 

> plink --file filename --extract mysnps.txt --recode 
--out filename2 

Creates file filename2.ped and filename2.map  



Working with PLINK 

• Type all options on a single line 

• If necessary add “\” to include more options 

• Ensure exact syntax and spelling!  

• Always check the logfile! 

• Check if PLINK options can really be combined 

• Check the order in which PLINK options are 
executed, see 

http://pngu.mgh.harvard.edu/~purcell/plink/flow.shtml 

 



Homework 2 

• Form subgroups 

– One uses PLINK and one uses R 

• Every group will present its homework in 
class. When? 

• Write a report of at maximum six pages, 
excluding figures, tables and bibliography 
(single-spaced and typed) 

• See Guidelines in document “Organization of 
homework and project_NONPH_1213.pdf” 

 



Let me know if you have questions or problems: 
Send a mail to bmaus@ulg.ac.be or visit me in Bât. 37, Chambre 1/6 during my 
consultation hours (Thursday 9 – 11 AM)  

mailto:bmaus@ulg.ac.be

