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34 Swiss households
34 cats, 15 dogs and 39 owners
142 sequences + negative controls

Samples taken by owners
Vetsuisse RT-gPCR and GFB ETH NGS lllumina sequencing

Household 10 - WT

Household 36 - Delta
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% Beta Binomial sampling Bottleneck estimation (A. Sobel Leonard, 2017)
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WITHIN-HOST DIVERSITY IN COMPANION ANIMLS
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More iISNVs in companion animal samples than
owner’s, but the lower viral load (CT> 30) could
entail low sequencing quality/contamination —

% Variant calling: LoFreg MAF 3% DP min. 100
SNV annotation: Ensembl VEP

/r Increased frequency of certain mutations
(owner + animals) in comparison to Community

SNV frequencies: LAPIS covSPECTRUM
Pangolin and Nextclade
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