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 To demonstrate how to download and 
install Graphical GenoTypes (GGT) 
software. 
 

 Explain how to organize and input data. 
 

 Explain the uses of GGT to visualize and 
analyze genetic data. 
 



 Version 1 was released in 1999 as a free 

software package for visualization of molecular 

marker data (van Berloo, R., 1999). 

 The concept of graphical genotypes was 
developed for plant breeding and plant  
genetics (Young, N. D. and S. D. Tanksley. 
1989). 

 The latest version (2010) has expanded 
options for genetic analysis of populations 
including diversity analyses and simple 
association studies. 

 



 A graphical representation of molecular 
marker data can be an important tool in the 
process of selection and evaluation of plant 
material. 

 

 It enables the representation of molecular 
marker data by simple chromosome drawing 
in several ways. 



 Software is in  English, developed by 
Laboratory of Plant Breeding, 
Wageningen University, The 
Netherlands (Van Berloo, R., 1999).  

 

 System requirements 

◦ Computer running Windows  

◦Will take 5 – 10 MB of hard disk 
space. 



www.plantbreeding.wur.nl/UK/software_ggt.html 



Click here to download the software 



Save to file ‘Downloads’ 



Click on run to start 
the installation!  



Check all boxes Click here! 



Last step click here! 







 There are many options to prepare 
data: 

◦ 1) Build GGT from two sources, locus 
and map data. 

◦ 2) Export using an EXCEL 
spreadsheet. 

◦ 3) Alternative layout (for further 
information see the manual) 
 

 



 From two sources:  

a) Locus Data 

b) Map Data 
 

Build GGT file 



 

 

 

 

 

 

 

 The locus file is a plain text file (txt).  

 A = Parent 1; B = Parent 2; H = 
heterozygote; C = B/H; D =  A/H 
(MAPMAKER FORMAT) 

 



      
Marker

s 

Position 

 The map file is a plain text file as well 
(MAPMAKER Output). It lists, in two 
columns, markers and their map 
positions. 



Click here to insert locus data 

Click here to insert map data 



Select 
one file 
 
 
 
 click on 
open 



Select 
one file   
 
 
And 
click on 
open  



Click on merge data 



Save in the same folder as your 
original data files using *.ggt format 



Click here! 



Click  
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n type  
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chromosomes 

Name of 
individuals 
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This is how to 
organize your 
data in an Excel 
spreadsheet. 

Right Click 



Open file or paste. Either 
way works 

Import  



  







Options to 
view and 
edit data 

First, decide how you 
want to sort data  

Second, choose 
allele to sort by 

Last, 
Refresh 

Three, sort 





Setting selection 
criteria  

Select individuals with 
the A allele at markers 
SSR349 

And select individuals 
that do not have the A 
allele at marker SSR66 



Criteria 
selected  

Individual 
selected  

And 
Click 
here! 



All individuals selected for one chromosome 

one individual all 
chromosomes 

All individuals for all 
chromosome 



 In many cases the GGT software package can 
assist in the exploration, visualization and 
analysis of molecular marker data in 
applications in plant (and animal) science. 



 Genetic distance 

 Linkage disequilibrium (LD) 

 Summary statistics by individual or marker 
(background genome selection) 
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 Genotypic data was provided by Matthew Robbins, 
The Ohio State University. 

 


