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Chamois

Rupicapra pyrenaica Rupicapra rupicapra



Chamois

R. pyrenaica R. rupicapra

. ornata I balcanica B cartusiana B caucasica
I pyrenaica B rupicapra B carpatica

M parva M tatrica B asiatica

Rodriguez et al. 2010. BMC Evolutianary biology




Chamois

* Alpine chamois (R. r. rupicapra)
e Balkan chamois (R. r. balcanica)
* Velebit Mtn - contact zone
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Chamois on Biokovo Mtn (photo: KresSimir Kavcic).



NGS sequencing

Barcode Fwd

PCR amplification

Primer Fwd

Primer Rev

— .
MHCII DRB exon2 == - DNA sequencing
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BOI5E3:00340:00224
TGAGCGGAACGATGATCCTCTCTCTGCAGCACATTTCC TGO TGTATGO TARGACCGACTGTCAT T TC TCCAACCEGACGCAGCEEETEEGETTCCTGGACAGATACTT CTAT
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BOI5E3: 00340: 00226
CEGRAGARCCTCEATATCCTCTCTCTGCAGCRCATTTCOTGEAGTATCCTAACACCCACTCTCATTTC T TCAACGGGAC CGACCGEETGCCETTCCTGCRACAGATACTTCCT
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BOI5E3:00340:00227
CTTCCATAACGATATCCTCTCTCTETAGCACATTTCC TGGAGTAT CGTARGAGCGAGCT CTCATTTCT TCAR N GEEACCEAGCEEETECGETTOCTGEGACKCGATAC TTC CATY
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BOI5E3:00340:00228
TECAGTTCGATGATCCTCTCTCTCCAGCACAT TTCCTCGAGTATGL TARGAGCEAGTETCATTTC T CARACGEEATGCAGCEEET

CLETTCCTECACAGATACTTCTATAR
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BoI5E3:00340: 60230
TCTACATCTCGRATATCCTCTCTCTECAGCACATTTCC TGGAGTAT CATAAGAGCGAGTGTCATTTCTTCARCGEEACCGAGT

Sequence data analysis



Samples




MHC alleles

e 236 bp fragment of exon 2 of DRB gene
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Haplotype distance matrix
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Peptide binding region (PBR
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No. variable sites at
nucleotide level

Nucleotide Average number of

Region  No. codons diversity (n) nucleotide differences (k)

All 78 23 0,038 8,974
PBR 22 19 0,107 7,058
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Estimates of genetic diversity for MHC

) ) No. No. unique
Region N MHC/pop MHC/ind genotypes | genotypes
Albania 6 7 5 5 2
Austria 2 4 2 2 2
BIH 6 6 2,2 5 2
Bulgaria 6 6 2 5 4
Croatia (Biokovo) 6 5 1,5 5 2
Croatia (Dinara) 6 9 4 4 3
Croatia (Velebit) 6 4 1,5 5 1
Greece 5 6 4,8 3 0
Italy 2 6 3,5 2 2
Macedonia 6 9 4,83 4 2
Montenegro 5 9 5,4 5 4
Romania 5 5 2 4 2
Russia 2 7 5 2 2
Serbia 6 8 2 5 3
Slovakia 6 5 2,5 5 3
Slovenia 6 12 5,6 6 6
Slovenia (Pohorje) 6 7 2 6 6
Spain 6 5 2,7 4 2
Turkey 5 8 2,4 5 5




Mean number of alleles per individual




Genotype diversity per region

B % of individuals with the repeated genotypes [l % of individuals with differrent genotypes

B % of individuals with differrent and unique genotypes



Matrix of
palrwise Fe;

F.; P values:

* 0,02<P<0,04
* % 0,01<P<0,02
*EX P<0,01
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Pairwise Fe;

R. rupicapra

B carpatica
M rupicapra B gsiatica pe.
=

W balcanica

M tatrica caucasica
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