
Midgut symbiont of Parastrachia japonensis Kurume [AB548055] AT 70.9%
Midgut symbiont of Parastrachia japonensis Saga [AB548056] AT 70.9%
Midgut symbiont of Parastrachia japonensis Kanzaki [AB548057] AT 70.9%
Midgut symbiont of Parastrachia japonensis Taku [AB548058] AT 70.9%
Midgut symbiont of Parastrachia japonensis Takeo [AB548059] AT 70.9%
Midgut symbiont of Parastrachia japonensis Omura [AB548060] AT 70.9%
Midgut symbiont of Parastrachia japonensis Tatsugo [AB548061] AT 70.9%

Buchnera aphidicola (aphid Acyrthosiphon pisum) [NC_002528] AT 71.9%
Wigglesworthia glossinidia (tsetse Glossina brevipalpis) [NC_004344] AT 74.0%

Blochmannia pennsylvanicus (ant Camponotus pennsylvanicus) [NC_007292] AT 66.9%
Baumannia cicadellinicola (sharpshooter Homalodisca coagulata) [NC_007984] AT 67.9%

Sodalis glossinidius [NC_007712] AT 44.2%

Photorhabdus luminescens [NC_005126] (54.9%)
Providencia alcalifaciens [AJ300547] AT 55.3%

Serratia marcescens [AB014946] AT 39.7%
Serratia symbiotica (aphid Acyrthosiphon pisum) [AY729881] AT 46.1%

Hamiltonella defensa (aphid Acyrthosiphon pisum) [AY729882] AT 56.0%

Yersinia pestis [NC_004088] AT 50.5%
Regiella insecticola (aphid Acyrthosiphon pisum) [AY729883] AT 57.4%

Enterobacter cloacae [AB084013] AT 43.2%
Salmonella enterica [NC_003198] AT 44.3%
Escherichia coli [NC_000913] AT 44.9%

Shigella flexneri [NC_004741] AT 45.2%

Erwinia carotovora [NC_004547] AT 46.7%

Vibrio cholerae [NC_002505] AT 49.4%
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FIG. S1. Molecular phylogenetic analysis of the symbiont of P. japonensis together with γ-proteobacterial representatives on
the basis of gyrB gene sequences. Bayesian phylogenies are presented as in figure 2. Aligned 618 nucleotide sites at 1st and
2nd codon positions were subjected to the analyses. Although the 3rd codon positions were not used in the phylogenetic
analyses because of saturated nucleotide substitutions, the AT content values were calculated from the data of all codon
positions.


