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Figure S1: UPLC-MS chromatograms filtered for identified compound masses.

Figure S2: Distribution of PtaA homologs.
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Figure S1: UPLC-MS chromatograms filtered for identified compound masses. The identified
compounds (1) and (3)-(6) could be separated employing a shallower gradient for separation. The Peak at
2.91 min in the chromatogram of compound (4) is due to superposition of the isotope-peak of compound
(3). The data indicates, that all identified compounds are genuine and not artifacts of MS.
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0.99 Pseudoxanthomonas spadix BD-a59 (1045855) ia Jproteobacteria Jgammaproteobacteria [Jxanthomonadales Jxanthomonadaceae [Jpseudoxanthomonas [pseudoxanthomonas spadix
-Xanthomonas campestris (339) ia fproteobacteria Jgammaproteobacteria fxanthomonadales [Jxanthomonadaceae [xanthomonas [xanthomonas campestris
D.941|:G\uconobacter oxydans 621H (290633) ia Jproteobacteria Jalphaproteobacteria Jrhodospirillales Iacetobacteraceae lgluconobacter [gluconobacter oxydans
luconacetobacter hansenii ATCC 23769 (714995) ia |proteobacteria Jalphaproteobacteria [rhodospirillales Jacetobacteraceae Jgluconacetobacter [gluconacetobacter hansenii group
0.413|:Sphmgobium chungbukense (56193) ia Jproteobacteria Jalphaproteobacteria fsphingomonadales [sphingomonadaceae |sphingobium Isphingobium chungbukense
Sphingomonas panacis  (1560345)
0197 -Sphingobium sp. AP49  (1144307) proteobacteria fJalphaproteobacteria fsphingomonadales Jsphingomonadaceae [sphingobium fsphingobium sp. ap49
— 0.71 0.24¢[—SPhingobium ummariense RL-3 (1346791) ia fproteobacteria Jalphaproteobacteria [sphingomonadales fsphingomonadaceae [sphingobium Jsphingobium ummariense
0.7 002 6|&_99 -Sphingobium chlorophenolicum L-1 (690566) ia Jproteobacteria Jalphaproteobacteria Jsphingomonadales Jsphingomonadaceae Jsphingobium fsphingobium chlorophenolicum
-Sphingobium chungbukense (56193) ia Jproteobacteria Jalphaproteobacteria fsphingomonadales [sphingomonadaceae [sphingobium fsphingobium chungbukense
020 0.418rSphingobium sp. C100  (1207055) ia Jproteobacteria Jalphaproteobacteria fsphingomonadales [sphingomonadaceae [sphingobium fsphingobium sp. ¢100
1 0-689[_ Sphingomonas sp. SKA58  (3714266) ia Jproteobacteria Jalphaproteobacteria [sphingomonadales [sphingomonadaceae [sphingomonas [sphingomonas sp. ska58
.8 0.95 -Sphingobium sp. TCM1  (453246) ia Jproteobacteria Jalphaproteobacteria Jsphingomonadales jsphingomonadaceae Jsphingobium Jsphingobium sp. tcm1
0.898rSphingobium czechense LLOT  (1420583)
-Sphingobium sp. Leaf26  (1735693)
0.777, Sphingobium japonicum BiD32 (1301087) ia Jproteobacteria Jalphaproteobacteria fsphingomonadales Jsphingomonadaceae [sphingobium fsphingobium japonicum
0.643rSphingobium sp. C100  (1207055) ia Jproteobacteria Jalphaproteobacteria [sphingomonadales fsphingomonadaceae
0.99 Sphingobium chungbukense (56193) ia Jproteobacteria Jalphaproteobacteria fsphingomonadales [sphingomonadaceae
-Sphingomonas sp. SKA58  (314266) ia Jproteobacteria Jalphaproteobacteria jsphingomonadales fsphingomonadaceae
ovosphingobium sp. AAP1 (1523413)
D_g3g|:stenotrophomonas panacihumi (676599) ia fproteobacteria Jgammaproteobacteria [Jxanthomonadales Jxanthomonadaceae
0.93 o.so7| -Xanthomonas campestris (33 ( [xanthomonadaceae Ixanthomonas campestris
0.88 Xanthomonas albilineans  (29447) xanthomonadaceae xanthomonas albilineans
o8 0.99 monas chelati (517011) ia Jproteobacteria Jgammaproteobacteria jxanthomonadales jxanthomonadaceae
o Stenotrophomonas sp. LM091  (1904944)
Pseudoxanthomonas suwonensis 11-1 (743721) ia Jproteobacteria Jgammaproteobacteria [Jxanthomonadales [xanthomonadaceae [pseudoxanthomonas Jpseudoxanthomonas suwonensis
Frateuria aurantia ~ (81475) ia fproteobacteria Jgammaproteobacteria fxanthomonadales [xanthomonadaceae [frateuria [frateuria aurantia
b.024] Halotalea i (376489) ia |proteobacteria Jgammaproteobacteria Joceanospirillales [halomonadaceae [halotalea Jhalotalea alkalilenta
- oesﬂ:Pseudomonas aeruginosa (287) ia Jproteobacteria Jgammaproteobacteria Jpseudomonadales Jpseudomonadaceae Jpseudomonas Jpseudomonas aeruginosa group
205 0.22 Pseudomonas cichorii JBC1  (1441629)
: o X S'—Pseudomonas cremoricolorata (157783) bacteria jproteobacteria pseudomonadales Jpseudomonadaceae [pseudomonas fpseudomonas cremoricolorata
0.91 a: ina (50340) bacteria Jproteobacteria pseudomonadales [pseudomonadaceae [pseudomonas fpseudomonas syringae group
__53‘;‘7 1-Pseudomonas fluorescens ABAC62 (1230466) bacteria Jproteobacteria pseudomonadales Jpseudomonadaceae Jpseudomonas jpseudomonas fluorescens group
Pseudomonas sp. 1R 17 (1844091)
P: sp. FeS53a  (1604022)
Candidatus Koribacter versatilis Ellin345 (204669) fibrobacteres/acidobacteria group
D_QBECand\dalus Solibacter usitatus Ellin6076 (234267) fibrobacteres/acidobacteria group
0.90 Candidatus Solibacter usitatus Ellin6076 (234267) fibrobacteres/acidobacteria group
lo.80! 0.74 andidatus Solibacter usitatus Ellin6076 (234267) fibrobacteres/acidobacteria group solibacteres Jsolibacterales Jsolibacteraceae jcandidatussolibacter
0.975—Terriglobus roseus  (392734) fibrobacteres/acidobacteria group acidobacteriia Jacidobacteriales Jacidobacteriaceae [terriglobus
! 1 Terriglobus roseus  (392734) fibrobacteres/acidobacteria group acidobacteriia Jacidobacteriales Jacidobacteriaceae fterriglobus
0.971) Terriglobus saanensis (870903) fibrobacteres/acidobacteria group acidobacteriia Jacidobacteriales Jacidobacteriaceae [terriglobus
0.08: ranulicella tundricola  (940615) fibrobacteres/acidobacteria group acidobacteriia Jacidobacteriales Jacidobacteriaceae [Jgranulicella
0.99 aulobacter vibrioides  (155892) proteobacteria [alphaproteobacteria [caulobacterales caulobacteraceae [caulobacter Jcaulobacter vibrioides
P Terriglobus saanensis  (870903) fibrobacteres/acidobacteria group  Jacidobacteria Jacidobacteriia Jacidobacteriales Jacidobacteriaceae i
0.859Acidobacteria bacterium 13_2_20CM_2_57_6 (1803461)
1 B Acidobacteria bacterium 13_1_20CM_58_21  (1803438)
0.92 -Acidobacteria bacterium 13_1_40CM_4_58 4  (1803453)
-Acidobacteria bacterium 13_2_20CM_58_27 (1803466)
0.99 Sphingobium ummariense RL-3 (1346791) bacteria Jproteobacteria Jalphaproteobacteria Jsphingomonadales Jsphingomonadaceae

sphingobium fsphingobium sp. c100
sphingobium fsphingobium ummariense
Novosphingobium sp. SCN 66-18  (1660121)
L-zymomonas mobilis  (542) bacteria Jproteobacteria Jalphaproteobacteria fsphingomonadales fsphingomonadaceae Jzymomonas Jzymomonas mobilis

0.34

Figure S2: Distribution of PtaA homologs. Note that (with application of a strict cut-off) PtaA homologs occur in a- and y-proteobacteria as well
as in acidobacteria. The amino acid sequence-based tree does certainly not represent a phylogenetic relation of the listed strains.
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