Supplementary Figure S1. Flow chart for assessing SARS-CoV-2 reinfection [28].
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Genome Quality criteria for genomic investigation of reinfection (genomic testing should meet all criteria)
sequencing *  Genome coverage =100/per base position is recommended for consensus generation

*  Q score of consensus =30 with 99% of the genome covered
* 1000x average genome coverage recommended for analysis of minor variation
* Removal of amplicon primer contamination from assembly

Evidence level

Differing clades as defined in Nextstrain =2 nucleotide differences per month** in =2 nucleotide differences per month” in
and GISAID of SARS5-CoV-2 between consensus between sequences that meet  consensus between sequences that meet
the first and second infection quality criteria quality criteria

or

>2 nucleotide differences per month™ in
consensus between sequences that do not
meet quality criteria
*  Forreal-time PCR, include if Ct value is <33. Higher Ct values may not yield optimal results for
genome sequencing.

** The mutation rate of SARS-CoV-2 is estimated at 2 nucleotide differences per month



