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Supplementary file  
SARS-CoV-2 sequencing and data analysis
The amplicon-based next-generation sequencing (NGS) CleanPlex® SARS-CoV-2 Panel (Paragon Genomics) was used to sequence the whole genome of SARS-CoV-2 on an Illumina MiSeq sequencing platform.  Sequences were aligned to the reference COVID-19 sequence (NCBI accession: NC_045512.2) using Bowtie2.1  Variant positions were defined as any genomic position that had an alternate allele frequency >50% in any of the sequenced samples and were determined using samtools and mpileup.2-3  The reference allele frequency was determined at each base position by the count of reads with the Wuhan reference allele call divided by the total reads covering that base for each sample.  Sequences were assigned to a transmission cluster if they had <2 base differences based on their variant positions.  
Eight of the 11 samples had 100% of the genome covered by at least 100X coverage and the remaining 3 had 99% genome coverage at that depth.  In total, 40 variant positions (reference allele frequency <50%) were identified.  The range in reference allele frequencies at the variant positions demonstrate the utility of the deep sequencing approach and the ability to detect emerging mutations and minor strain differences.  
Consensus sequences were generated using the major allele frequency and NC_045512.2 as the reference sequence.2-3  Consensus sequences are available from GenBank and have been added to the Global Initiative on Sharing Avian Influenza Data (GISAID) hCoV-19 data portal.  The consensus sequences for each strain was classified into 3 different commonly referenced clade classification systems using Nextstrain (nextstrain.org) and Pangolin (github.com/cov-lineages/pangolin).  The supplementary table shows base changes for the sequenced SARS-CoV-2 samples in comparison to the Wuhan reference strain.  
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Table. Base changes for sequenced SARS-CoV-2 sample in comparison to the Wuhan reference strain 
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SampleRN1* MT1* PA RN2** MT2** NA** Patient1 Patient2Patient2Patient2Patient2Wuhan

Clade 20A 20A 20B 20A 20A 20A 20B 20C 20C 20C 20C 19A

GISAID G G GR G G G GR GH GH GH GH L

PangolinB.1.240B.1.240 B.1.1.119B.1.240 B.1.240B.1.240 B.1.1.287 B.1 B.1 B.1 B.1 B

241T T T T T T T T T T T C

884C C C C T C C T T T T C

1059C C C C C C C T T T T C

3037C T T T T T T T T T T C

4360A A G A A A A A A A A A

4795C C C C C C C T T T T C

6943G G C G G G G G G G G G

8146C C C C C C C C T C C C

9130G G T G G G G G G G G G

9893C C C C C C C T T T T C

10029C C C C C C C T T T T C

11960C C A C C C C C C C C C

12488C C C C C C T C C C C C

13517C C C C C C C T T T T C

13957C C T C C C C C C C C C

14408T T T T T T T T T T T C

17959A A G A A A A A A A A A

18486T T C T T T C C C C C C

18998C C C C C C C T T T C C

20268A G A G G G A A A A A A

20628C C C C C C T C C C C C

22162T C T C C T T T T T T T

22672T T A T T T T T T T T T

22918G G G G G G T G G G G G

23248C C C C C T C C C C C C

23403A A G G G G G G G G G A

23670A A A A A A A A T A T A

24776G G G G G G G G G A A G

25528C C C C C C T C C C C C

25563G G G G G G G T T T T G

25660G G G G G G G T T T T G

27084G G G G G G A G G G G G

28344C C C C C C C T C C C C

28531C C T C C C C C C C C C

28854T T C T T T C C C C C C

28881G G A G G G A G G G G G

28882G G A G G G A G G G G G

28883G G C G G G C G G G G G

29540G G G G G G G A G A A G

29837T T C C C C C C C C C C


