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SUPPLEMENTARY FIGURE LEGENDS 

Supplementary Fig. S1. Comparisons of ACE2 genes in 132 mammalian species at 15 key human ACE2 
sites involved in SARS-CoV-2 S protein binding. These species belong to the orders a) Primates, b) 
Artiodactyla, c) Chiroptera, d) Canivora, and e) Rodentia, and in panel f) displays species belonging to 14 
other orders. All ACE2 genes are aligned using MAFFT with option G-INS-i. Highlighted blue and red are 
matching and mis-matching amino acid residues, respectively, between mammalian ACE2 and human 
ACE2. Total similarity designates the total number of matching amino acid residues with respect to 
human ACE2. The total similarity score for mammalian ACE2 in blue highlights perfect site similarities 
(14 to 15 matching sites), in green highlights high similarity (12 to 13 matching sites), in light green 
highlights medium-high similarity (10 to 11 matching sites), in yellow highlights medium similarity (8 to 9 
matching sites), in orange highlights medium-low similarity (6 to 7 matching sites), and in red highlights 
low similarity (5 or less matching sites). 

Supplementary Fig. S2. Phylogenetic reconstruction based on 132 MAFFT G-INS-i aligned mammalian 
ACE2 amino acid sequences. The tree is built with the maximum-likelihood-based PHYML approach, with 
best substitution model = JTT + G + I + F, Bootstrap = 500, and Outgroup = Ornithorhynchus anatinus. 
Mammalian species names are colored based on total similarity at ACE2 against human ACE2: in blue 
highlights perfect site similarity (14 to 15 matching sites), in green highlights high similarity (12 to 13 
matching sites), in light green highlights medium-high similarity (10 to 11 matching sites), in yellow 
highlights medium similarity (8 to 9 matching sites), in orange highlights medium-low similarity (6 to 7 
matching sites), and in red highlights low similarity (5 or less matching sites). 

Supplementary Fig. S3. Comparisons of ACE2 genes in 132 mammalian species at 10 key human ACE2 
sites involved in SARS-CoV S protein binding. These species belong to the orders Primates, Artiodactyla, 
Chiroptera, Canivora, Rodentia, and 14 other orders. All ACE2 genes are aligned using MAFFT with 
option G-INS-i. Highlighted blue and red are matching and mis-matching amino acid residues, 
respectively, between mammalian ACE2 and human ACE2. Total similarity designates the total number 
of matching amino acid residues with respect to human ACE2. The total similarity score for mammalian 
ACE2 in blue highlights perfect site similarities (10 matching sites), in green highlights high similarity (8 
to 9 matching sites), in light green highlights medium-high similarity (6 to 7 matching sites), in yellow 
highlights medium similarity (4 to 5 matching sites), in orange highlights medium-low similarity (2 to 3 
matching sites), and in red highlights low similarity (1 or less matching sites). 

 


