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Cluster: 0096 mmp; resid: 0.88 0.61 0.67 0.63; r/c: 35/57

x.range

upstream meme PSSM #1; e=55

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.2e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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MMP0352

gapN

MMP0542MMP0543

MMP0608MMP1641

trpE
pheA

MMP1488

MMP0098

+

MMP0186

pyrD

MMP0528

MMP0742

MMP0762

MMP0964

exoA
MMP1300

tRNA−Ala2

Mma−sR05
Mma−sR07

MMP0062

MMP0070

tfx

MMP0103MMP0129

MMP0325

MMP0538

MMP0551

MMP0749

MMP0764

thyA

MMP1533

MMP1635

string
operons −200 −100 −1

Mma−sR05NA
Mma−sR07NA

hypothetical protein: MMP0749−0.00
thymidylate synthase: MMP1379−0.00

dihydroorotate dehydrogenase 1B: MMP0439−0.01
redox−active disulfide protein 1: MMP1635−0.01

50S ribosomal protein L31e: MMP0062−0.01
hypothetical protein: MMP0764−0.01

aldehyde dehydrogenase: MMP1487−0.02
modulator of DNA gyrase: MMP1488−0.02

soluble P−type ATPase: MMP1641−0.03
hypothetical protein: MMP1533−0.05
hypothetical protein: MMP0538−0.06
hypothetical protein: MMP0129−0.06

TPR repeat−containing protein: MMP0762−0.07
putative oxidoreductase: MMP0352−0.07

ethanofruran dehydrogenase subunit C−related protein: MMP0070−0.07
hypothetical protein: MMP0528−0.10

Na(+)/H(+) exchanger family protein: MMP0100−0.12
ferredoxin: MMP0098−0.17

hypothetical protein: MMP0186−0.19
hypothetical protein: MMP1300−0.19
hypothetical protein: MMP0742−0.23

in dependent transport system inner membrane protein: MMP0551−0.29
droxyglutaryl−CoA dehydratase subunit A−like protein: MMP0608−0.38

hypothetical protein: MMP0542−0.40
hypothetical protein: MMP0543−0.40

exodeoxyribonuclease III Xth: MMP1012−0.49
anthranilate synthase component I: MMP1006−0.55

tRNA−Ala: RNA_3−0.72
hypothetical protein: MMP0964−0.92

glyceraldehyde−3−phosphate dehydrogenase: MMP0325−1.14
putative transcriptional regulator: MMP0086−1.30

pyridoxal biosynthesis lyase PdxS: MMP0103−2.00
prephenate dehydratase: MMP1528−2.17

log10(P) upstream meme1 2 log10(P.clust)=NA; 35 seqs; 32 uniq
c(0.5, 2.5)

10
 J

an
 1

5 
15

:0
2:

38
 it

er
=

29
99

cM
on

ke
y 

V
er

si
on

 4
.3

.5
 m

m
p


