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Figure S1. - Comparison of chronological distribution of SARS-CoV-2 genomic variants sampled
from, (A) Wisconsin State’s, and (B) the USA’s populations during November 2021—April 2023.
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Figure S2. - Identification of clustering of genetically closely related XBB.1.5 sequences from
Southeastern Wisconsin, USA. (A) The phylogenetic analysis of the XBB.1.5 sequences from
Southeastern Wisconsin and global sub-data set (Nextstrain, accessed on 24 July 2023; refer to
Table S4 for accession numbers and other details). Before constructing the tree, these sequences
aligned against the reference strain Wuhan-Hu-1/2019. Expanded form of the representative
phylogenetic clusters of (B) Southeastern Wisconsin sequences (highlighted in rectangle), (C)
South Africa, and (D) Columbia, highlighting the sequences of the same lineages from respective
populations, were more closely related.



