
Midgut symbiont of Parastrachia japonensis Kurume [AB548062] AT 65.0%
Midgut symbiont of Parastrachia japonensis Saga [AB548063] AT 65.0%
Midgut symbiont of Parastrachia japonensis Kanzaki [AB548064] AT 65.0%
Midgut symbiont of Parastrachia japonensis Taku [AB548065] AT 65.0%
Midgut symbiont of Parastrachia japonensis Takeo [AB548066] AT 65.0%
Midgut symbiont of Parastrachia japonensis Omura [AB5480667] AT 65.0%
Midgut symbiont of Parastrachia japonensis Tatsugo [AB548068] AT 65.0%

Rosenkranzia clausaccus (acanthosomatid bug Elasmostethus humeralis)
 [AB379694] AT 61.5%

Buchnera aphidicola (aphid Acyrthosiphon pisum) [NC_002528] AT 63.8%
Ishikawaella capsulata (plataspid bug Megacopta punctatissima)
[AB231904] AT 61.1%

Salmonella typhi [U01039] AT 45.4%
Escherichia coli [X07850] AT 47.1%
Enterobacter cloacae [AY301240] AT 46.4%

Erwinia carotovora [NC_004547] AT 48.4%

Yersinia pestis [NC_003143] AT 49.5%

Sodalis glossinidius (tsetse Glossina morsitans)[AP008232] AT 44.5%

Baumannia cicadellinicola (sharpshooter Homalodisca coagulata)[CP000238] AT 60.6%
Wigglesworthia glossinidia (tsetse Glossina brevipalpis)[AF321516] AT 62.3%

Blochmannia pennsylvanicus (ant Camponotus pennsylvanicus)[NC_007292] AT 60.6%

Photorhabdus luminescens [NC_005126] AT 53.0%

Hamiltonella defensa (aphid Acyrthosiphon pisum)[CP001277] AT 57.1%
Arsenophonus triatominarum (triatomine bug Triatoma infestans)[DQ508202] AT 59.1%

Vibrio cholerae [NC_009456] AT 48.4%
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Midgut symbiont of Cantao ocellatus  (scutellerid bug) [AB541011] AT 60.0%

FIG. S2. Molecular phylogenetic analysis of the symbiont of P. japonensis together with γ-proteobacterial representatives on
the basis of groE gene sequences. Bayesian phylogenies are presented as in figure 2. Aligned 1,088 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.


