
YP001550675 Prochlorococcus marinus
ZP01081635 Synechococcus sp. RS991777/

YP002049460 Paulinella chromatophora
YP007048352 Nostoc sp. PCC 7107

YP007079926 Pleurocapsa sp. PCC 7327
YP007113697 Oscillatoria nigro-viridis

ACI45961 Pyropia yezoensis
BAM80863 Cyanidioschyzon merolae

EME29778 Galdieria sulphuraria
ZP_08847199 Anaerophaga thermohalophila

ZP_06422702 Prevotella sp. F0108 
YP_004274606 Pedobacter saltans
ZP_09612748 Mucilaginibacter paludis

YP_001838671 Leptospira biflexa
ZP_02931339 Verrucomicrobium spinosum

ZP_10016664 Methylacidiphilum fumariolicum
YP_004671339 Simkania negevensis

YP_007739 Protochlamydia amoebophila
YP_004653042 Parachlamydia acanthamoebae

YP_006734151 Chlamydia psittaci
NP_829291 Chlamydophila caviae

AB284365 Perkinsus marinus
XP_002973473 Selaginella moellendorffii

XP_001766565 Physcomitrella patens
ABB78087 Ginkgo biloba

BAB09833 Arabidopsis thaliana
EKX54129 Guillardia theta

XP_003056663 Micromonas pusilla
XP_001690937 Chlamydomonas reinhardtii

EFN56290 Chlorella variabilis
CBJ30926 Ectocarpus siliculosus

EGB10547 Aureococcus anophagefferens
XP_002179061 Phaeodactylum tricornutum
XP_002292108 Thalassiosira pseudonana

TGME49_262430 Toxoplasma gondii
PF3D7_1022800 P. falciparum

XP_765233 Theileria parva
AFZ79641 Babesia equi

BBOV_II006930 Babesia bovis
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Fig. S6. Maximum likelihood phylogeny of IspG amino acids sequences. Support for nodes is indicated by % bootstrap 
support (out of 1000) in the ML analysis and by posterior probabilities from two Bayesian analyses, one employing the LG 
model of amino acids substitution, and the other using the CAT model (RAxML LG+Γ/Phylobayes LG+Γ/Phylobayes 
CAT+Γ), where greater than 50% bootstrap support or 0.9 posterior probability. The subject of this study, Voromonas 
pontica, is indicated by white text on a black background. 
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