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Technical Appendix 

Technical Appendix Table. Primer sets used to amplify and sequence norovirus RdRp and VP1 genes, Guangdong, China, 2016 

Primer Sequences (5′→3′) 
NV_P16_RdRp-forward YCTTCTRCGCCCATTYC 
NV_P16_RdRp-reverse YCTTCTRCGCCCATTYC 
GII.2_VP1_1-forward GAATGAAGATGGCGTCGAATG 
GII.2_VP1_1- reverse TTRAAWGCRCAAATRCCACTRAC 
GII.2_VP1_2-forward TCYAATTCHAGRTTYCCAGTG 
GII.2_VP1_2-rReverse YCTTCTRCGCCCATTYC 
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Technical Appendix Figure 1. Molecular clock phylogeny of norovirus GII.2 VP1 gene sequences with 

GenBank accession numbers and regions. Red box indicates GII.2 VP1 sequences, including the 

Guangdong, China, outbreak strains. Red dots indicate GII.2/Guangdong/2016 strains; black dots indicate 

outbreak strains from Germany, 2016; black squares indicate closely related GII.2 strains reported in 

previous years. 
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Technical Appendix Figure 2. Maximum-likelihood trees for norovirus RdRp gene in RaxML (1) using the 

generalized time-reversible with γ-distributed rates among sites. Black squares indicate GII.4 viruses with a 

GII.P16 gene similar to the GII.P16 gene of the GII.2/Guangdong/2016 strains. Scale bar indicates 

nucleotide substitutions per site. 
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