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Severe acute respiratory syndrome coronavirus 2 isolate SARS-CoV-2human/TWN/CGMH-CGU-22/2020, co... Severs acute res... 2599 2823 95% 0.0 100.00% 29857 MT479224 .1
Severe acute respiratory syndrome coronavirus 2 isolate SARS-CoV-2human/RUS/Dubrovka2020,_complete .. Severs acute res... 2599 2823 95% 0.0 100.00% 29785 MW514307 1
Severe acute respiratory syndrome coronavirus 2 isolate SARS-CoV-2human/BEL/GHE-03021/2020,_complet. .. Severs acute res... 2509 2823 95% 0.0 100.00% 29740 MW3884301
Severe acute respiratory syndrome coronavirus 2 isolate SARS-CoV-2human/RUS/Dubrovka/2020 ORF1ab p... Severs acute res... 2599 2823 95% 0.0 100.00% 4043 MWI1610411
M Severe acute resoiratory svndrome coronavirus 2 isolate SARS-CoV-2uman/DNKISARS-CoV-2 DK-AHH1 ¢ Severs acuteres.. 2588 2812 95% 0.0 99.86% 29778 MZ0495931

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.



