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Figure S3. The functional categories of genes present in wPip but absent in the wVitB captured sequence.  The majority of genes absent from the wVitB captured sequence belong to families that are highly variable in Wolbachia, specifically genes that encode hypothetical proteins, transposases, ankyrin repeat proteins, and phage-encoded proteins.  The highest percentage of absent genes belongs to hypothetical proteins (29%), followed by mobile elements (transposases and reverse transcriptases) (23.8%).  Phage-encoded proteins (21%) and ankyrin-repeat proteins (11.5%) make up a smaller, but still significant, portion of missing genes.  Other genes (14.5%) that are absent include genes belonging to families of antibiotic resistance genes (1.5%), pseudogenes (6%), and transcriptional regulators (1%).  Examples of additional genes included in the “Other genes” category are ATPases, transmembrane proteins, a major facilitator protein, and a lipoprotein.    Ten of the 30 ankyrin-repeat genes, 3 of the 56 transposases, and 7 of the 76 hypothetical genes are part of phage regions but are not included in the phage total.  A list of all missing genes is given in Table S6.

