Figure S1. Phylogenetic analysis (FastTree) of selected horizontally-aquired genes in D. oralis.
Closest sequence homologues from other bacteria (based on Blast) were used. For most genes
proposed to have been horizontally aquired there were no close homologues in other Desulfobulbus

genomes. The numbers indicate node support.

succinate:acetate-CoA transferase

— Gordonia desulfuricans

Gordonia paraffinivorans

Desulfobulbus oralis CAY53_07020

Campylobacter sp. RM6137

1
Campylobacter sp. NCTC 13003

0.85
Campylobacter lanienae

Arthrobacter crystallopoietes

Xanthomonadales bacterium GWF1_69 6

Arthrobacter sp. NIO-1057

0.75 Sinomonas sp. R1AF57
03

Sel1 domain-containing proteins
Aeromonas caviae WP 052815293
LpnE Legionella fallonii

0.97
08 EsiB E. coli

Enhc Legionella pneumophila

Desulfobulbus oralis CAY53_08320

0.86 Desulfobulbus oralis CAY53_07475

Desulfobulbus oralis CAY53_07480

Kingella denitrificans WP 003784171
0.86
-|_— Haemophilus influenzae ABQ99148

D. oralis CAY53 07700

0.72 Porphyrobacter donghaensis WP 060974873

0.86

0.82 Neisseria sp. WP 070836996
Neisseria sp. EGY65119

Neisseria sp. WP 083311783

0.84

0.4



Supplementary Figure 1 (cont.)
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Supplementary Figure 1 (cont.)
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