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I have found quite low polymorphism in the both genes. I recorded only 5 different alleles 

of DRB and probably only 2 different alleles of DQB in all analysed samples. Maybe cloning 

and sequencing will recognize some new allele what I was not able to determine using SSCP.  

In series of Fig.2-5 the distribution of alleles is presented for each population. I put 

together the Czech, Slovak, Hungarian and Romanian populations. I could find a correlation 

between the number of alleles in DRB gene per population and the level of population 

fragmentation, i.e. the allelic richness increases in direction from west to east (Fig.2-5). 

It is more difficult to draw a clear conclusion about the DQB gene but the higher genetic 

diversity is found in eastern countries than in the Czech Republic. See Fig.6-9 for the 

distribution of the alleles in DQB gene. 

The Czech populations have lower genetic variation for both genes in comparison with the 

Slovak, Hungarian and Romanian ones (see Tab 1). The mean expected heterozygosity 

overall loci was for Czech populations only He=0,156, for Slovak populations He=0,503, for 

Hungarian populations He=0,428 and for Romanian populations He=0.524. The Czech 

populations probably went through serious bottleneck and the populations would need to be 

recovered by introducing unrelated individuals. Disappearance and viability of the Czech 

populations could be really influenced by the inbreeding depression but for final conclusion 

and completely statistical analysis of the whole data set I would like to wait till all laboratory 

work is done. 

Microsatellite loci will be analysed very soon in the laboratory in the Czech Republic. 

 

Future collaboration with host institution (if applicable): 

For next year I am going to continue with sampling other countries of EGS distribution, i.e. 

more localities in Romania, Bulgaria, northern Greece, Serbia and Turkey (European part of 

Turkey). The laboratory of CBGP and its equipment is very good place to run the samples for 

SSCP method using the capillary sequencer MegaBACE 1000. Possible future collaboration 

is feasible, i.e. to genotype next samples on the same sequencer to have comparable results. 

Also it would be very good to have more time for statistical analysis and discuss the statistical 

problems with the experts at the CBGP. Short time spent in the laboratory this year has not 

allowed deeper analysis of the obtained data.  

 

Projected publication/articles resulting or to result from your grant: 

Gained data during my stay at CBGP will be used for writing one or two manuscripts and for 

the practical recommendations for the conservation management of EGS. 



 

Title of manuscript (s): 

Hulová Š, Bryja J, Galan M, Sedláček F, Cosson JF, Gedeon Cs (xxxx): Effect of population 

fragmentation on MHC variation of European ground squirrel in Central Europe. 

(Conservation Genetics). 

 

Hulová Š, Bryja J, Galan M, Sedláček F, Cosson JF, Gedeon Cs (xxxx): No evidence of 

balancing selection on MHC in populations with reduced neutral genetic variation: 

comparison of two MHC genes and microsatellites in the European ground squirrel 

populations. (Molecular Ecology) 

 

 

Other comments (if any): 

My stay was slightly postponed from 25 of September to 29 of September to 17 of November. 

In middle of my stay I had to leave for 10 days for the 1th EGSM (European Ground Squirrel 

Meeting) that is the reason why I stayed in France a week longer. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Tab 1- Heterozygosity in the studied populations 
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 Fig.2-Allele frequencies of DRB gene in CZ pops                Fig.3-Allele frequencies of DRB gene in SK pops

Country CZ SK HU RO 
Locality KV LET TR HR KYJ VYS BRAT MP SNV SP TH  HULET PECEL DUNAK SIOFO PECS DT TIRG OLT 
N 27 31 13 13 28 26 32 30 19 18 26 28 11 23 19 10 19 21 18 
DRB 
H exp 0,000 0,323 0,074 0,488 0,133 0,074 0,672 0,682 0,432 0,620 0,598 0,663 0,169 0,578 0,661 0,700 0,316 0,777 0,721
H obs 0,000 0,258 0,077 0,539 0,000 0,077 0,594 0,567 0,316 0,556 0,500 0,679 0,182 0,565 0,263 0,200 0,158 0,333 0,500
DQB 
N 26 28 8 12 26 27 32 30 20 18 26 29 10 23 19 18 25 22 17 
H exp 0,000 0,459 0,000 0,080 0,074 0,324 0,372 0,299 0,499 0,499 0,355 0,441 0,180 0,083 0,332 0,475 0,480 0,397 0,457
H obs 0,000 0,357 0,000 0,083 0,077 0,333 0,344 0,300 0,350 0,611 0,462 0,310 0,200 0,087 0,211 0,444 0,640 0,364 0,588

Over loci 
H exp 0,000 0,398 0,037 0,284 0,103 0,199 0,522 0,491 0,465 0,559 0,477 0,552 0,175 0,330 0,497 0,588 0,398 0,587 0,589
H obs 0,000 0,308 0,039 0,311 0,039 0,205 0,469 0,433 0,333 0,583 0,481 0,495 0,191 0,326 0,237 0,322 0,399 0,349 0,544
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  Fig.4-Allele frequencies of DRB gene in HU pops           Fig.5-Allele frequencies of DRB gene in HU pops 
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Fig.6- Allele frequencies of DQB gene in CZ pops          Fig.7- Allele frequencies of DQB gene in SK pops 
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       Fig.8- Allele frequencies of DQB gene in HU pops 

 

0,0000

0,1000

0,2000

0,3000

0,4000

0,5000

0,6000

0,7000

0,8000

DT TIRG OLT

1

4

5

 
       Fig.9- Allele frequencies of DQB gene in RO pops 


