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Other Supplementary Materials for this manuscript include the following:

Table S1



Table S1 Detected sites that have experienced paraFix mutations.
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Fig. S1 The detected homoplasis (left), positive select

paraFix (right) in S protein.



Homoplasis

Positive selection sites
(Inferred with MEME)

Cail e
N -

- -

Sites with paraFix
mutations

Fig.S2 The distribution of detected adaptative related sites in N protein.



