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  Figure S1. Phylogenetic tree of VP1 genes that belong to genotype R1. The tree was con-

structed using the general time reversible evolutionary model. The analysis was based 
on 3218 nucleotides. Bootstrap values on branch nodes ≥ 50% are shown. The GenBank 
accession number/ Rotavirus group/Species origin/country of origin / G/P-types repre-
sent the reference sequences included in the tree. The viruses characterized in this study 
with their bioproject accession number are shown in red text.   
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  Figure S2. Phylogenetic tree of VP2 genes that belong to genotype C1. The tree was 

constructed using the general time reversible evolutionary model. The analysis was 
based on 2605 nucleotides. Bootstrap values on branch nodes ≥ 50% are shown. The 
GenBank accession number/ Rotavirus group/Species origin/country of origin / G/P-
types represent the reference sequences included in the tree. The viruses characterized 
in this study with their bioproject accession number are shown in red text.   
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  Figure S3. Phylogenetic tree of VP3 genes that belongs to genotype M1. The tree was  

constructed using the general time reversible evolutionary model. The analysis was 
based on 2505 nucleotides. Bootstrap values on branch nodes ≥ 50% are shown. The 
GenBank accession number/ Rotavirus group/Species origin/country of origin / G/P-
types represent the reference sequences included in the tree. The viruses characterized 
in this study with their bioproject accession number are shown in red text.   
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  Figure S4. Phylogenetic tree of NSP1 genes. The tree was constructed using the general 

time reversible evolutionary model. The analysis was based on 1443 nucleotides. Boot-
strap values on branch nodes ≥ 50% are shown. The GenBank accession number/ Rota-
virus group/Species origin/country of origin / G/P-types represent the reference se-
quences included in the tree. The virus characterized in this study with its bioproject 
accession number is shown in red text.   
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  Figure S5. Phylogenetic tree of NSP2 genes that belong to genotype N1. The tree was 

constructed using the general time reversible evolutionary model. The analysis was 
based on 804 nucleotides. Bootstrap values on branch nodes ≥ 50% are shown. The 
GenBank /accession number/ Rotavirus group/Species origin/country of origin / G/P-
types represent the reference sequences included in the tree. The viruses characterized 
in this study with their bioproject accession number are shown in red text.   

 
 



Pathogens 2021, 10, 1199 7 of 7 
 

 

 

 
  Figure S6. Phylogenetic tree of NSP5 genes that belong to genotype H1. The tree was 

constructed using the general time reversible evolutionary model. The analysis was 
based on 582 nucleotides. Bootstrap values on branch nodes ≥ 50% are shown. The Gen-
Bank accession number/ Rotavirus group/Species origin/country of origin / G/P-types 
represent the reference sequences included in the tree. The virus characterized in this 
study with its bioproject accession number is shown in red text.   


