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Figure S1. Phylogenetic analysis of Wolbachia MLST and phage WO genes.
Maximum likelihood phylogenetic analyses demonstrate different topologies for the Wolbachia MLST and phage WO genes. While the MLST genes show the typical divergence between A and B Wolbachia strains, phage genes from WOVitA1 and WOVitB are nearly identical to each other and divergent from other WO haplotypes. Multiple haplotypes of the same gene can occur in the phage trees due to acquisition of new phages or gene duplications.  MLST: multilocus sequence typing; MCP: minor capsid protein; BpJ: baseplate protein J; BpW: baseplate protein W; BpV: baseplate protein V; CHP: conserved hypothetical protein.

