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Sequence name Clade Pangolineage (Nextclade) Unaliased Coverage
Sample 1-Consensus 22B BF.7.14 BA.5.2.1.7.14 99.1%
Sample 2-Consensus 22B BA.5.2.48 BA.5.2.48 99.0%
Sample 3-Consensus 22B BA.5.2.48 BA.5.2.48 99.1%
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MultipSeq® SARS-CoV-2 Research Assay (for Illumina) M62111/M62112/M62113 16 rxn/96 rxn/960 rxn
MultipSeq® SARS-CoV-2 Research Assay (for MGI D) M62121/M62122/M62123 16 rxn/96 rxn/960 rxn
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