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Technical Appendix Figure. Phylogenetic analysis based on partial sequence of ORF1 (822 nt), the full-length
sequence of ORF2 (1621 nt) and ORF3 (866 nt) sequences of GII.P17_GII.17 noroviruses. The GII.P17_GII.17
strains from ltaly are indicated in bold. The trees were built with the Neighbor-joining method and Kimura 2-

parameter model, with bootstrapping over 1000 repetitions. Bootstrap values >80% are indicated. The scale bar
indicates the number of nucleotide substitutions per site.
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