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e The viral genomes of PCR-positive samples were
later sequenced by the Precision Medicine lab.

 The participants were given an artificial identifier,
and data from these sources was analyzed
using Excel and Stata statistical software.

A total of 1346 asymptomatic participants were
screened via antibody testing, PCR testing, or both.

Figure 6. The distribution of Pangolin lineages among asymptomatic LSUHSC
Summer 2020 samples (n=47) and symptomatic UMC Summer 2021 samples
(n=47) are shown. Lineages were assigned to samples with coverage >84%
(left) and >63% (right) using [llumina DRAGEN COVID Lineage App. Samples
with >90% coverage were uploaded to international database GISAID.
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A N tl b 0 d y DI St i b u tl on Figure 3. Results of PCR viral testing within five days of first-time seropositive antibody test, LSUsample@@l-01112021 GCAAACTGGAAAGATTGCTGATTATAATTATAAATTACCAGATGATTTTACAGGCTGCGT 22860
according to immunoglobulin distributions. Raw numbers are shown. SARS-COV-2 GCAAACTGGAAAGATTGCTGATTATAATTATAAATTACCAGATGATTTTACAGGCTGCGT 22860
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. o o Figure 7. This alignment between an LSUHSC sample and the original SARS-
Antibody Results Among ,PCR'POS't'Ve Participants phit z CoV-2 Wuhan consensus sequences reveals a T22917G substitution, which
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patterns over time. These additions to the rapidly changing field of COVID-19
positive for some antibody at some time. The distribution of only the first Figure 4. The probability of various antibody statuses among PCR- Figure 5. Mutations over time according to research can help institutions like LSUHSC learn from past disease control

Figure 1. Out of 1269 people who were tested for antibodies, 305 were
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positive antibody result for each participant is represented in this graph. positive participants within five days of first antibody test. n=144. measures and more efficiently minimize similar outbreaks in the future.
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