Cluster: 0061 mmp; resid: 0.66 0.57 0.64 0.46; r/c: 26/57

=
ol
X 1 —

Do |

SE ‘

vE 'a‘\k »"".

o3 NIRRT R
o A P AR 7
%C ) I\ " \‘% »‘l,?r;:‘;‘\: A A \@v@\ |
NS \ ZasW20 4l \VI!’QM A\

V ) f VXA [ \
a2 Y WA
s e gl Y A
9% A Y i
X i
85 V ]

33 |
+ |
|
|
O _|
! I I I I |
20 40 60 80 100

upstream meme PSSM #1; e=6.1 upstream meme PSSM #2; e=1.9e+04

log10(P) upstream meme

log10(P.clust)=NA; 26 segs; 24 uniq

il

4

5 6

7

o

5

MMR1107 5
M
alF2 ealpha F

MMP0382

hypD

MMR0618

aroQ

-0.89 = argintnosuccinate-synfflase: MMP0O0O73
-0.39 -h t eifr- NI
-0.39 transeriptionregutator ArsR: MMP0032
-0.39 hypothetical-protein: MMP0935
-0.38 ftiett —6: MMP0061
-0.17 hyputhct;\.al Pt otein: MINMPIB59
_0.17 th;cllll;l ICS HI utc;n: —
-0.14 eir: MIVIRESSD
-0.14 - hypothetical-protein: MMP0084
-0.08 - chorismate mutase: MMP0578
-0.07 hyputhct;\,al Pt oteir- MNGEIEES
-0.06 w— hydroxyethylthiazotekinase: NINIBIISS
-0.03 5—methyithioadenosine-phosphorifase: NINIEDESS

-0.03 —-—Ses—ﬁbesemal—prefernﬂie— MMP0093
—0.03 ———=—DNA-dirested RNApolymerase subfhit F:

smcl
MMP10kHR0203

thil

VIMR0084
MMR0149

MMR1275
MMPR003
M MMR1020
MMP0807

MMR1538

MMP0935

MM 7

"V
MM¥R0074

—string
2L — operons

-0.03 ——Signat-recognition-particle-protein-SRP19: MMPI107
-0.03 —imidazole-glycerol phosphate-synthase-subunit HisF: MVMP1083
-0.03 hydrogenase-expression/formation-protein-HypD: MMP0289
-0.03 putative ATPas&RIE* MMP0382
-0.02 i se: MMP0149
-0.02 hyputhct;\,al Pt oteir- NMINIED2NS
-0.02 ==—hypothetical-protein: MMP0074
—-0.02 carboxymucBnolactone decarboxylase related protein: MMP0807
-002— ——hypothetical-prBteif: MNMP0203
-0.01

-0.01

+ + .
transporter-componenis MMP1538




