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668 complete genome sequences from 21 countries

including one genome sequence from Turkey
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Total of 10 genes, some are marked



Phylogenetic Relationships 
of Virus Isolates



Two phylogenetic tree methods:

● UPGMA
● Neighbor-Joining













WHICH TREE IS BETTER?



R-squared = 0.99 R-squared = 0.68





Further Directions

● Observing evolution of the virus in real time

● Identification of present virus subtypes in different regions
*Important for qPCR, diagnostics and possibly vaccine development

●  Analysis of conservation, drift and positive selection on viral genes.



Thank you!
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