Supplementary Table 1. Comparison of consensus amino acid sequences among virus stocks

used in this study.
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! Two different virus stocks of the WA-1 strain were used in this study. One WA-1 virus stock was grown

in Vero EG6 cells and was used to determine the SARS-CoV-2 stability in biological fluids derived from
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cats, sheep, and white-tailed deer (WTD). The Vero E6 cell derived virus stock contained a KLRS
insertion (between amino acid positions 215-216 of the reference sequence) in the spike glycoprotein
which was found at a frequency of 44%. The other WA-1 stock virus was grown in Vero-TMPRSS2 cells
for side-by-side comparisons with SARS-CoV-2 VOCs in 10% WTD fecal suspension. The Vero-
TMPRSS?2 cells derived virus stock had a synonymous mutation at position 1912 (C/T) in the nsp2
region.

2 Between 50 to 120 non-coding sequences of the 5° and 3’ termini were not determined.



