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Supplemental Figure 1:

Timeline of received samples that were PCR tested and sequenced multiple times.
The Y axis are the arbitrary labels given to the patients. The x axis represents the
date the samples were received. Samples are colored by the CT value recorded
from the PCR test. Any sample in grey resulted in an undetermined CT value.
Samples that resulted in sequencing coverage less than 90 % and greater than
90% of the SARS-CoV-2 genome are represented in circles and triangles
respectively. Any sample represented as a square indicates the sample's
sequencing library resulted in no mapped reads to SARS-CoV-2.



