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Collection of wheat 
genetic resources  

ÂComponent of the Czech National 
Programme on Plant Genetic Resources  

Â31 wheat species according to Dorofeev 
classification  

Â10.7 thousand Triticum spp. accessions  

  + 1.1 thousand wild relatives  

ÂWinter forms - 60 %  



Collection of wheat 
genetic resources  

ÂDocumentation 

ïPassport data  - Catalogue Czech Crop Collections      

EVIGEZ   http://genbank.vurv.cz/genetic/resources/  

    and/or  in EURISCO  http://eurisco.ecpgr.org  

ïEvaluation data - 72.2 % accessions - different extent   

ïPedigree - 80% bred cultivars   

ïAlmost completely stored - 97.7 % accessions  

ïMTA based providing of samples 



Characterization & Evaluation  

Ç Multiplication and preliminary evaluation  

Choice of valuable materials  

(accession number - ECN) 

 

 

 

Ç Evaluation (basic) -  all GR  

Non-replicated field trials in 2 -3 years, lab tests  
     (descriptor list, check 
     cultivars ) 



Characterization & Evaluation  

Ç Evaluation (advanced) - selected GR  

 Replicated field trials (usually multi-site, 2-3 years), 

lab tests,  characterization of GR, descriptor list + 
database of experimental data, molecular traits  

 

 

 

Â Study of genetic diversity  

 and choice of donors for users  

      Research projects (often jointly with users)  



Rationalization of wheat 
collections  

ÂCore collection - to gather maximum 
of existing genetic diversity of entire 
collection in much smaller extent of 
accessions  



Core collection  

ÂGeneral approach 

ïclustering - maximize the variation 
between clusters and minimize the 
variation within clusters  

ïprecondition ï reliable information on 
decisive parameters  



Czech wheat core 
collections  

ÂWinter x spring ï different growing 
practices 

ÂParameters used 

ïmorphological and agronomical data  

ïprotein and DNA markers  

ïresults of pedigree analyses  


