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Supplementary Fig S1 

Timeline distribution of sequences by collected year in this study. The RdRp region 

and VP1 gene in HuSaV GI.1 (A) and GI.2 (B) genotypes were shown, respectively. 
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Supplementary Fig S2 

Phylogenetic trees of the RdRp and VP1 sequences of the various SaV genogroups 

(HuSaV GI.1 and GI.2, plus GI.6, GII, GIV, GV, and porcine SaV GIII) constructed by the 

ML method. Labels at the branch nodes show SH-aLRT / UltrafastBootstrap values. The 

scale bar shows nucleotide substitutions per site. The substitution model for the RdRp and 

the VP1 gene was the TIM2+F+G4 model selected with ModelFinder. 

  



4 
 

 



5 
 

 



6 
 

Supplementary Fig S3 

Phylogenetic trees of RdRp regions (A) and VP1 gene (B) of the HuSaV GI.1, and RdRp 

region (C) and VP1 gene (D) of the HuSaV GI.2 constructed by the ML method. Labels at 

the branch nodes show SH-aLRT / UltrafastBootstrap values. The scale bar shows 

nucleotide substitutions per site. The substitution models selected with ModelFinder 

were SYM+I+R2, TIM3e+I+G4, TNe+I, and TIM2e+G4 for RdRp regions (A) and VP1 gene 

(B) of the HuSaV GI.1, and RdRp region (C) and VP1 gene (D) of the HuSaV GI.2, 

respectively. 

  



7 
 

 



8 
 

Supplementary Fig S4 

Time-scaled phylogenetic trees of RdRp region (A) and VP1 gene (B) of t the various 

SaV genogroups (HuSaV GI.1 and GI.2, plus GI.6, GII, GIV, GV, and porcine SaV GIII) 

constructed by the Bayesian MCMC method. The horizontal axis represents time (years). 

Blue bars indicate the 95% HPD for a branched year. 
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Supplementary Fig S5 

Similarity plot analysis of the RdRp region of the HuSaV GI.1 (A), and RdRp region (B) 

and VP1 genes (C) of the HuSaV GI.2. Nucleotide similarity to the prototype strain (GI.1: 

MN794208, collected in 1977; GI.2: MN794205, collected in 1978) was calculated using 

SimPlot analysis. 


