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With the 127 specimens since March 2020, 3 SNPs within the single gene
TP_0705 were defined.Based on these data, their predicted phylogenies were tentatively assigned. The
distributionswere as follows.SS14-East Asia: 111, SS14-Omeg: 5, Nichols C&E: 6, TEN: 5.Whole genome
analyses of these specimens are required for the verifications of our pylogeny prediction, and our
hypothesis that the 3 SNPs above is truly coordinated with the phylogeny that is convinced trough
the genome analyses.
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reveals clade-specific patterns and recapitulates global whole genome phylogeny.
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