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Technical Appendix Figure. Phylogenetic trees based on the deduced amino acid sequences of 

the complete envelope (E), membrane (M), and nucleocapsid (N) proteins. The novel virus is 

shown in red, and human Middle East respiratory syndrome coronaviruses (MERS-CoVs) in 

blue. SARS, severe acute respiratory syndrome; BtCoV, bat CoV; HCoV, human CoV; EriCoV, 

Erinaceus CoV. Scale bar indicates genetic distance estimated by using the WAG+G model 

implemented in MEGA5 (www.megasoftware.net). 


	MERS–Related Betacoronavirus in Vespertilio superans Bats, China
	Technical Appendix
	Technical Appendix Figure. Phylogenetic trees based on the deduced amino acid sequences of the complete envelope (E), membrane (M), and nucleocapsid (N) proteins. The novel virus is shown in red, and human Middle East respiratory syndrome coronaviruse...

