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PCR amplification
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AMPLISAS: a web server for multilocus genotyping using
next-generation amplicon sequencing data
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Materials and methods

DNA sequencing

Sequence data analysis
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AMPLISAS algorithm

De-multiplexing

Amplicon 1 Amplicon 2

AR AR

A DO 1
ApHEERGNY it PRy
A I L DR |

Galan et al. BMC Genomics 2010
Sommer et al. BMC Genomics 2013
Lighten et al. Molecular Ecology 2014
Grogan et al. BMC Genomics 2016

Clustering

Amplicon 1
Cluster 1

(At LRSS N]
A RONIRIIOIOIIANN

AR §

Amplicon 1
Cluster 2

Amplicon 2
Cluster 1

Amplicon 2
Cluster 2

CITE Ry
e

Methods

Filtering

Amplicon 1
Allele 1

Amplicon 2
Allele 1

) T o

Amplicon 1
Allele 2

Amplicon 2
Allele 2

s w3



Results
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depth amplicons: 89175 reads
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Results

MHC diversity

I sample number I allele number

g

the average number of allels per individual

Albania 5,6 Italy 3,5 Slovakia 2,5 Bulgaria 2
Montenegro 5,4 Slovenia 3,2 Croatia 2,5
North Macedonia 4,8 Spain 2,7 Bosnia and Herzegovina 2,1

Greece 4,8 Romania 2,7 Serbia 2



Frequency distribution of MHC alleles per sampled region Results |

- Ruru-DRB*01 . new allele

Ruru-DRB*38 other alleles
- Ruru-DRB*17 x  private allel



Median Joining Network
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Conclusions

MHC class Il DRB is a complex multilocus system with a high level
of polymorphism in chamois

evidence of multiple co-amplifying copies

presence of at least 3 loci resulting from gene duplication events
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