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Supp. Fig 1x:  Phylogenetic tree of 63 Poliovirus type 1 polyprotein sequences used to 
generate the corresponding covariance network.
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Supp. Fig 1y:  Phylogenetic tree of 41 HEV type 3 concatenated protein sequences used 
to generate the corresponding covariance network.
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Crimean-Congo Hemorrhagic Fever virus

Supp. Fig 1z:  Phylogenetic tree of 24 CCHV concatenated protein sequences used to 
generate the corresponding covariance network.
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Supp. Fig 1aa:  Phylogenetic tree of 26 rabies virus protein sequences used to generate 
the corresponding covariance network.
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Supp. Fig 1ab:  Phylogenetic tree of 75 Hepatitis delta protein sequences used to gener-
ate the corresponding covariance network.
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Supp. Fig 1ac:  Phylogenetic tree of 32 IV-A concatenated protein sequences used to 
generate the corresponding covariance network.
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Supp. Fig 1ad:  Phylogenetic tree of 20 PvB19 protein sequences used to generate the 
corresponding covariance network.
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Supp. Fig 1ae:  Phylogenetic tree of 100 HBV-B concatenated protein sequences used to 
generate the corresponding covariance network.
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Supp. Fig 1af:  Phylogenetic tree of 100 HBV-C concatenated protein sequences used to 
generate the corresponding covariance network.
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Supp. Fig 1ag:  Phylogenetic tree of 100 HBV-D concatenated protein sequences used to 
generate the corresponding covariance network.


