2= (G3:-Genes | Genomes | Genetics

A genomic survey of Reb homologues suggests widespread occurrence of R-bodies in
Proteobacteria

Kasie Raymann*’§, Louis-Marie Bobay §’H’§§, Thomas G. Doakm, Michael Lynchm, Simonetta Gribaldo "

" Institut Pasteur, Unité Biologie Moleculare du Gene chez les Extremophiles, Departement de Microbiologie, Paris,
75724 Cedex 15 France

% Univ. Pierre et Marie Curie, Cellule Pasteur UPMC, Paris, 75724 Cedex 15 France

" Institut Pasteur, Microbial Evolutionary Genomics, Departement Genomes et Genetique, Paris, 75724 Cedex 15
France

% CNRS, UMR3525, Paris, F-75015 France

" Indiana University, Department of Biology, 1001 East Third St., Bloomington, Indiana 47405

Corresponding author:

Simonetta Gribaldo

Unité Biologie Moleculare du Gene chez les Extremophiles, Departement de Microbiologie
Institut Pasteur

25-28 rue du Dr Roux 75724

Paris Cedex 15, France

E-mail: simonetta.gribaldo@pasteur.fr

Office Phone: +33144389455

Fax: +33145688834

DOI: 10.1534/g3.112.005231

K. Raymann et al. 1l


mailto:simonetta.gribaldo@pasteur.fr�

Acidovorax avenae subsp.avenae ATC C 19860 @YP, 004236847
ERcidovarax .wen.\esul)sp avenae C 19860 004236846
5 11]860 -ﬁ"]YP 004235345
@y

4
ax avenae subs eénae ATCC
Acl(lovol.\x avenae subsp.avel 19860

0953295

ans OR'S SR B0155007

,7KO[(|I‘| 1Ig|c|(|'| oT 1uZP 02151%&T
Azoﬂ\lzcih

Caedibacter, hemos )lnl

CC2

o  Brevun

Chromobacteri
Pseudomonas

seufom nas a
'seudomonas a
Pseudo 2(d): P
m D OTGIGI 117 59851
La I g Al 1|||II|.'“=E PIBEEE& ﬁqjg
Bllrkhol(lsﬁrnsp CCGE1I]I]3 mYF’ 003910737

"e§‘"ﬂ Bider: ?’lmﬁsgﬁYBﬁr rispzzozaalsal

Pleslocys't_‘?gmclﬁca SIR 1#1%&1
ch

m 0CysTi
= Plesiocystis |
Ioslocysls p.\

Ples|
Ploslgocysi(s

7)( o I ‘ZREE';-YPP_SZQE Y
13'1\133{232;&5323'& {s‘iu‘;:ﬁg:s?r 530 ;ﬁi (EEFD

B%%1 gw -!g‘?_‘i]02028484
anea e 1Az

ans 05217@yP 564 I49
12

ur k|\o|(|e||n llwllpmlensls IESI?

@

holderia oklnhomensls C67Bbier:
Lderia ps endomall ei K96

II(Ielulﬂ pseudo
psel

alstoniasyzyi
{ urkholderiagla

SR3@AEAG2614
as axonopodis pv citri str 306-d-NP 643325

ant 3
it 3 2
T oplomonas ap pKAHSRE, 5?%.& " 002028485
aktoniasyz 24@CCAB6916

e SHRi3gzn 02351904

1
{VXm"homon.n axo
Stenotr og,mmon

hewanel

o la
Marinomonas

7
5798

Marino mona
Marinomonas

|s MSMBH" ZP 02461983

.&H’z’?&i‘ 3

-;pvv afria str 85 10&@YP.

3649.
'rs 1><ono is pv cm'i sn%dt‘.’m‘a“#’cg—?&l 4122 &k 057059 1

Ri o OI o DsS BO'YP 165226

@l ueqfrnpomero yi

I RO mae%.mﬁilﬁé%%?so.azp 01741096
— Pseudovibrio sp JEO P 799

— Pseudovibrio sp JEOG: JE052E7P 05083514

—————Pseudovibrio sp JEOG2@: 5*836’3&&5%’ P @

{Psellllolllollm‘: fluorescens PT
il as f

g g SRR g
ac eum 8&7& -&ﬂ%‘naﬂgﬂ 393

ceum ATCC 1247 2@NP 300397

mATCC 124?2waN'P 900391

’B“é':.'}l 'Ier..‘scp‘:(%&E'%ﬂ

.1 MEX 5@7ZP 02905800
{1C10 et PPOO I%DTSHB

R

[ 0
lensis MSMBA3@7ZP_02461981
P 002293200

F=—Rhodo:
Rhadospi
—— Rhodos




Figure S1 Phylogeny of Reb homologues. Unrooted Bayesian phylogenetic tree of 203 Reb homologues. The tree was
obtained by using Phylobayes 3.3 with the LG model of amino acid substitution and a discrete gamma distribution with four
categories to take into account among-site rate variation. Note that the tree is not fully resolved due to the small number of
positions that could be used for analysis (73 amino acids). Numbers at nodes represent posterior probabilities. The scale bar
represents the average number of substitutions per site. Colored taxa correspond to the rebs represented in Figure 5.
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