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Appendix 2 Figure 1. Whole genome phylogenetic tree showing phylogeographic clade and subclade 

classification of study genomes compared to other African genomes. Two western Kenya genomes, 

shown in red stars clustered with the Africa-1b. Scale bar indicates nucleotide substitutions per site.  
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Appendix 2 Figure 2. Whole genome phylogenetic tree showing phylogeographic clade and sub-clade 

classification of study genomes compared to other African genomes. All Kenyan genomes were of 

Cosmopolitan clade (Appendix 2 Figure 2), subclades Africa-1a (western Kenya, shown as red lines, with 

the prefix “Kenya-SIA”) or Africa-1b (eastern Kenya, shown as blue lines, with the prefix “Kenya-MAK”). 

Scale bar indicates nucleotide substitutions per site. 
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Appendix 2 Figure 3. Whole genome phylogenetic tree showing phylogeographic clade and sub-clade 
classification of study genomes compared to other African genomes. Three eastern Kenya genomes, 

shown in blue stars clustered with the Africa-1a. Scale bar indicates nucleotide substitutions per site. 
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Appendix 2 Figure 4. Phylogenetic trees constructed with individual N genes. Unlike the tree drawn from 

whole genome, the single gene trees only identified the virus to subclade level: Africa-1a (shown in red 

lines) and sub-clade Africa-1b (shown in blue lines) but failed to identify lineages. Scale bar indicates 

nucleotide substitutions per site. 
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Appendix 2 Figure 5. Phylogenetic trees constructed with individual G genes. Unlike the tree drawn from 

whole genome, the single gene trees only identified the virus to subclade level: Africa-1a (shown in red 
lines) and sub-clade Africa-1b (shown in blue lines) but failed to identify lineages. Scale bar indicates 

nucleotide substitutions per site. 
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