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Fig. S1 SimPlot analysis of the complete genomic sequence of the emerging GI1.P2/Gl1.2 strain for
recombination. SimPlot analysis was reconstructed with a slide window width of 200 bp and a step
size of 20 bp. The query sequence of the emerging GI1.P2-Gl1.2 strain BJFTJY X was aligned with
the two reference strains as shown at the windows. The X-axis indicates the nucleotide positions of
the NoV sequences, while the Y-axis indicates nucleotide similarity (%) between the emerging

GI1.P2-GlI.2 strain and the reference strains.
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