Figure S1: Venn diagram representing the overlap between samples identified as having > 1000 reads
associated with either A) Wolbachia or B) Spiroplasma. MetaPhlan results are represented in Green and

Kraken in Blue.
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Figure S2: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the MLST

gene coxA
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FigureS3: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the MLST

gene fbpa
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FigureS4: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the MLST
gene ftsz
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FigureS5: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the MLST
gene GatB
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FigureS6: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the MLST

gene hcpa
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FigureS7: Phylogenetic relationships between Wolbachia positive SRAs and reference sequences for the wsp
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