Spatiotemporal analyses of two co-circulating SARS-CoV-2 variants within New York State
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Background Results Results

« B.1.526 exhibited constricted initial spread focused in the NYC
B.1.526 B.1.1.7 metro area in January 2021, and while it eventually spread
statewide, never reached clear dominance in any region (Fig 1A).
* B.1.526 showed significant clustering in the NYC region in March,
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compare the dynamics of competing variants. | e B.1.1.7 spread through southern NYS beginning in January 2021,

"""" reaching sustained high proportion throughout the state by April,
with strong dominance in the western region (Fig 1B). This was
supported by a large cluster of significantly elevated B.1.1.7 risk
in the western/Finger Lakes region in April.
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Figure 1: Inverse distance weighted interpolations of percentage of total COVID-19 cases attributable to B.1.526 (A) and B.1.1.7 (B) variants by ZIP code tabulation
area, New York, December 2020 — April 2021.

* The emergence of SARS-CoV-2 variants of concern and variants
of interest raised alarm, because of their potential for increased
transmission and immune evasion (1,2).

* Elucidating the evolutionary and epidemiologic dynamics among B
novel SARS-CoV-2 variants is essential for understanding the g
trajectory of the COVID-19 pandemic.

« The NYSDOH Wadsworth Center coordinated with >30 clinical Conclusions
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* Retrospective multinomial space-time scan statistic in SaTScan
was used to identify statistically-significant geographic clusters of
COVID-19 cases attributable to each variant.

 Maximume-likelihood time-calibrated phylogenetic trees were
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