Supplementary data

Table S1 Detailed information of recent SARS-CoV-2 variants.
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*The data updated until 17" Mar. 2021, mutations identified in different variants were colored red.
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Figure S1 Mutations of SARS-CoV-2 strains during their adaption in mice and minks. (A)
In the research conducted by Baric and colleagues, after 10 serial passage of an
engineered SARS-CoV-2 virus (with Q493H mutation in S protein) in mice for 10
passages, 4 mutations including T285I in nsp4, K2R in nsp7, E23G in nsp8 and F7S in
orfé could be detected. Of the 4 mutations, the T285| mutation could be detected in
human as well. (B) In the research conducted by Munnink et al., 20 mutations could be
detected in minks isolated from NB1 and NB2 farms, in which 10 of them could also be
found in human-infecting strains. The V453F could be detected both in NB1 and NB2
farms and could also be found in 916 viral strains circulated in human. Besides, T439M in
nsp4, A116V in nsp5, L37F in nsp6, G261D, V367F, N501T in S, T34A, T229l in orf3a and
G38E in orf7a were detected in human population as well.



