Cluster: 0123 mmp; resid: 0.64 0.54 0.68 0.33; r/c: 25/56

£

ol

=

A —
= =

= —

NN,
——
S —

o)) A ‘ h
A O L
%é 3 ﬁ\“‘\"“@ ‘ M =w\»;°"hi'-f\*"“\‘l ‘W"
o< N 73 | {7 ‘4™ w?}t‘?“\’g“h A ‘VJ’ “/N G "‘3
83 Y “ ,“ W S Y -"‘\W" WL AN
22 i e il WU ‘%%’/4 M
AR yww~ «” '
v Y
/

[ [ [ [ [

20 40 60 80 100

upstream meme PSSM #1; e=24

upstream meme PSSM #2; e=77

log10(P) upstream meme log10(P.clust)=NA; 25 segs; 23 unig
sex

AlCT 2 “AGA C A
1 6 11 16 21 1 5 7 9 11
bira MMR0944
MMjR1548
MMPR1010
MMR:
MMROg8L  CabS MMP154aMP063:
. flak P
minD MMRLOGBIMPO581 E
IMR113YIMR0181 "
MMP0033  rpoH
MMPRO560
amA
agF

MMP0YYIPO018= stiing

@ Operons

-0.72 ecb@lamin{5—phesphaf@fSynthase: MINIEESSS
064 ——— m—_uoothetical protein- MIMIPOSST
-0.35 hypetineticat-protein: NINISESEN
-0.33 pacuuuulld’lﬁe Syﬁthase-R-luA-Faﬁ‘rHy— MMP1010

-0.30 biotin—acetyl-CoA-carboxylase ligase: MMP0119
-029 ———— —Brad-MRfo—f&mﬂy—tf&nsemaﬂeﬁel—fegtﬁatef— MMPI1065
-0.23 ————hypothetical-protein: MMP06324
-0.18 hypothetical protein: MMP0016
-0.16 LysR famaileprotein: MMP0033
-0.12 | plcllagcl‘l‘lﬁ'pe‘pﬂd'ase" MMPO0555
-0.12 — ——hypefheﬂe&l—pfetaﬁ——
-0.10 ta™- NIMRISED
-0.10 DNA-directed RNA polymerasessubtnit H: MMP1360

-0.09 —3—phesphoshikimate-t—carboxyvinyltransferase: MNIREI208
—Fe—S-type-hydro—tyase-tartrateffumarate-betf@Feyi

-0.07

iorr- NIMIRISAS
SAM-binding-motif-containing-protein: MMP0560

-0.05 —type—wﬁﬁﬂﬁhﬁﬁﬂsoﬂ—sys’fem—permease eompﬁﬁeﬁt* MMPQ197

se:- MIVIRO558
-0.03 hypotheticdpfotein: MMP0O581
-0.01 —septum-formation-inhibitor—activating-ATPase: NMNIRIIIS
-001 ——————— ﬂfheheal-pfetem* MMP0181
-0.01l — —pep’ﬂde—eh&m—febase—heterﬂ— MMP1131
-0.00 ent: MINIRESS0
-0.00 L ARsendonucléase: MMP1549

-200 -100 -1




