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RESULTS
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* P-value — Kruskal-Wallis test

‘ Without group — BTA 4, 12 and 23

( Functional annotation

73% of SNPs —intergenic regions
BTA 12 0.01% of SNPs — exons
The most dense regions:
20 genes (6 on BTA12) with more than 200 SNPs in
coding regions
54 genes (17 on BTA4) with average density of SNPs in
exons <11bp.
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Enrichment analysis }

Biological processes overrepresented among SNP-dense genes:
* antigen processing and presentation of endogenous peptide antigen via MHC class | via ER pathway, TAP-
independent (GO:0002486)
* antigen processing and presentation of endogenous peptide antigen via MHC class Ib (GO:0002476)
* positive regulation of T cell mediated cytotoxicity (GO:0001916)
* immune response (GO:0006955)

* SNPs are not uniformly distributed along the genome

* The distances between neighboring SNPs are not identically distributedin each chromosome,
but 4 groups of BTAs with the same distribution wereidentified based on SNP density

* Biological processes related to immune system response were overrepresented among SNP-dense
genes

THANK YOU FOR YOUR ATTENTION

Acknowledgements: QPC s-;‘.) GENE FARm

Magdalena Fraszczak EAAP 2021



mailto:name.surname@upwr.edu.pl

