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Figure 3B Maximum-likelihood phylogenetic tree of SI-associated cat. The reference sequences are
colored in red.
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Figure 3C Maximum-likelihood phylogenetic tree of SI-associated dfrA. The reference sequences
are colored in red.
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Figure 3D Maximum-likelihood phylogenetic tree of SI-associated gnr. The reference sequences

are colored in red.
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Figure 3E Maximum-likelihood phylogenetic tree of Sl-associated vat. The reference sequence is

colored in red.
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