
Supplementary Figure S1  (A) Read alignment of a diluted viral solution (Ct=31.79). (B) BLAST result of a consensus sequence. 
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Supplementary Figure S2  Read depth distribution across spike gene. In order to highlight low sequencing depth, missing rate is defined by 

100-SD and the SD is set as 100 when sequencing depth ≥100, otherwise SD=sequencing depth.  

 


