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Adaptability analysis of the ceftriaxone-resistant Neisseria gonorrhoeae FC428 clone in China
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Figure S1. Phylogenetic analysis of 34 previously reported FC428-like strains.
[image: ]Figure S1, Maximum-likelihood phylogeny of 21,715 SNPs along the whole genome. A total of 34 previously reported FC428-like strains, as well as WHO-K and WHO-F, were included in the phylogenetic analysis.
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