o o
o
A
o \ —
. .
o
o

\a@ i2
/N g %,
Iy h&@iw@q

P
KN
5

Me, U
e "%

o
ooy

“w,

SUEIROIOPRI 512203030 e
Rhodanobacter fulvus
Rhizobium freirel

rimagni """

Agrobacterium alber
obacterium Vits

mumefaciens X
- —

Aimag
o mcarumabei7o9”

Figure S1
H

afcle
m
is
s
hila
Chitinophaga pinensis
Chryseobacterium soli
Geodermatophius obscurus
Addimicrobium feroosidans
diphil
iz brasfenss

ariabl
‘Anabaenavariad
T Catenulspora o

Jostridium
erococcus faec”

enter
od

s
Anserolinea thermop!

Synechococcus elongatus

Oscilatoria Migro="
Avctcibacter svalbardensis

T pep
et
Rubrobacter radiotolerans
T Nocare

e

s, 5,
0, 1
'

e

Mans

M freudenreich;
thropolis ...

oryzae

laevanifop,

Propionibacteriy,

Rhodococcus ery

Rhodococcus erythropolis
Arthrobacter aurescens

Arthrobacter aurescens —————

"
RENE

o
8¢ 50
s %z%aﬂm_,,% o
0o e
o e
@™ o

jsoP"

—
—mycobacteriu
T nadococaus itomae

m aromaticivorans

Rhodococcus equi

e Rhodococeus erythropolis
snsobn sniedubis

eI6103BRuA> eipizsoy

— q epiesoy

i T
RPN g
S o

uy

number of paralogs

4-5

icutes

Irmicu

Proteobacteria/Other phyla®
Actinobacteria

F

Taxonomic groups

Proteobacteria
Other phyla®

Firmicutes
Actinobacteria

Archaea

Eukaryotes



Figure S2
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Figure S5
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