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4 Kun Su,,Ying Huang,et al. TThe First Case of Co-Infection with Omicron Subvariants BA.5.2.48 and BF.7.14 — Chongging
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FIGURE 1. The phylogenetic analysis of two co-infection strains from one patient with Omicron
BF.7.14 and BA.5.2.48.

Note: The SARS-CoV-2 genomes obtained in our laboratory were integrated into another 88 sequences of
SARS-CoV-2 variants download from the GISAID database. Unrooted phylogeny representing the
sequences of the co-infection samples YB20230158 and YB20230202 are from the separate clades of BA.5.
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FIGURE 2. Genome-level view of the variant frequency of the SARS-CoV-2 BF.7.14 and BA .5.2.48
lineage-defining polymorphisms in specimens sequenced.

Note: The frequency of sequencing reads encoding each mutation is shown by histograms highlighting
the constellation of mutations defining each lineage. A total of 13 genomic locations that define BF.7.14
and BA.5.2.48 lineages are presented in relation to the annotated SARS-CoV-2 genome, including 6
unique genomic locations that define BF.7.14 (G1085T, G14181C, CT528T, G25290T, G22599C, and
T22917G) and 7 unique genomic locations that define BA.5.2.48 (C27107T, C8626T, C11824T, G123104,
C16616A, C16887T, and T17208C).
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