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Supplementary Figure S1. Canonical discriminat analysis of Calhevirus 2a and Calhevirus 2b.	
The graph shows the separation of groups using the two most influential factors based on mononucleotide 
and dinucleotide frequencies. The genome sequences of 112 vertebrate-derived viruses, 64 arthropod-
derived viruses, 171 plant-derived viruses were used as reference sequences for the analysis and shown as 
red circles, blue circles and green circles, respectively. Calhevirus 1, Calhevirus 2a and Calhevirus 2b are 
shown as yellow circles.	


