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Cluster: 0140 mmp; resid: 0.37; r/c: 36/37

x.range

upstream meme PSSM #1; e=0.011

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=110

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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rpoB1
rpoNMMP1357

MMP1356

MMP0707

wbpI

dcd
MMP1425

cbiL
hemL

purE
guaB

pth2

MMP0356

MMP0220

MMP1353

dph5

MMP1068

subgroup II

and some other nucleotide

MMP1438

serB

MMP1540

MMP0550

MMP0531
MMP0530

MMP0046

MMP0074

MMP0106
MMP0210

Component D

MMP0999

MMP1312

MMP0878

aksF

MMP1106 string
operons −200 −100 −1

glutamate−1−semialdehyde aminotransferase: MMP0224−0.02
utaryl−CoA dehydratase (Component D) related protein: MMP0346−0.04

precorrin−2 C−20 methyltransferase: MMP0319−0.04
UDP−N−acetylglucosamine 2−epimerase: MMP0705−0.10

Na+/H+ exchanger: MMP0707−0.10
Sodium/proline symporter−related: MMP0220−0.11

hypothetical protein: MMP1312−0.14
hypothetical protein: MMP0530−0.19
hypothetical protein: MMP0531−0.19
hypothetical protein: MMP1438−0.19
hypothetical protein: MMP1540−0.20

Glycosyl transferase, group 1: MMP0356−0.21
tRNA 2'−O−methylase: MMP1425−0.33

Bifunctional dCTP deaminase/dUTP diphosphatase: MMP1426−0.33
2−oxosuberate synthase, last step: MMP0880−0.37

Ribonuclease P−related protein: MMP0878−0.41
hypothetical protein: MMP0999−0.55

ted−protein:Sodium/calcium exchanger membrane region: MMP1068−0.55
hypothetical protein: MMP0046−0.61

DNA−directed RNA polymerase subunit B': MMP1362−0.64
oribosylaminoimidazole carboxylase catalytic subunit: MMP0282−0.65

peptidyl−tRNA hydrolase: MMP0609−1.27
e amino acid transport system, periplasmic component: MMP0550−1.63

hypothetical protein: MMP1106−1.63
diphthine synthase: MMP0588−1.64

hypothetical protein: MMP0210−1.68
Phosphoserine phosphatase: MMP0541−1.85

hypothetical protein: MMP1353−1.88
ThiamineS: MMP1357−2.13

hypothetical protein: MMP1356−2.13
hypothetical protein: MMP0074−2.14

SAM (and some other nucleotide) binding motif: MMP0554−2.50
ylmethionine−8−amino−7−oxononanoate aminotransferase: MMP0865−2.65

IMP dehydrogenase: MMP0133−3.51
DNA−directed RNA polymerase subunit N: MMP1326−12.86

hypothetical protein: MMP0106−14.29
log10(P) upstream meme1 2 log10(P.clust)=−1.66; 36 seqs; 32 uniq

c(0.5, 2.5)

11
 O

ct
 1

1 
16

:1
4:

07
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.8

.8
 m

m
p


