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Cluster: 0001 mmp; resid: 0.42; r/c: 29/37

x.range

upstream meme PSSM #1; e=30

1 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7.6e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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MMP0451

MMP0450

Component A
MMP0154

MMP1550

cofG

MMP0168drug/sodium antiporters

MMP1549
subgroup I

MMP1071

MMP1606

MMP1605

aksA

bioB

birAand some other nucleotide

ribC

MMP0176

MMP1185

MMP0167
MMP1240

MMP1241

Antisense_23

Antisense_1

MMP0239

MMP0536

fdxA

Antisense_1
string
operons −200 −100 −1

TonB−dependent receptor protein:Biotin synthase: MMP1238−0.30
Sep−tRNA:Cys−tRNA synthetase: MMP1240−0.30

hypothetical protein: MMP1241−0.30
hypothetical protein: MMP1071−0.34

se (subgroup I) similar to Aromatic Aminotransferase: MMP1072−0.34
de) binding motif:N−6 Adenine−specific DNA methylase: MMP0685−0.40

ferredoxin: MMP0450−0.56
hypothetical protein: MMP0451−0.56
riboflavin synthase: MMP0180−0.56

utaryl−CoA dehydratase (Component A) related protein: MMP0608−0.71
MatE family member (drug/sodium antiporters): MMP0166−0.74

ABC transporter ATP binding protein family member: MMP0167−0.74
Transcriptional regulator PadR−like family: MMP0168−0.74

Antisense_5−0.84
Antisense_2−0.84

NADP oxidoreductase, coenzyme F420−dependent: MMP1550−0.98
AP endonuclease, family 2: MMP1549−0.98

Biotin−−protein ligase: MMP0119−1.01
hypothetical protein: MMP0239−1.11

Antisense_23−1.13
FO synthase subunit 1: MMP0876−1.58

hypothetical protein: MMP0536−1.72
 uptake protein:Hydrogenase maturation protease HycI: MMP1185−3.34

trans−homoaconitate synthase: MMP0153−3.57
hypothetical protein: MMP0154−3.57

CDC48 cell division cycle protein family member: MMP0176−3.95
ferredoxin: MMP1140−4.39

lavoprotein:DNA/pantothenate metabolism flavoprotein: MMP1606−4.67
Pyruvate kinase: MMP1605−4.67

log10(P) upstream meme1 2 log10(P.clust)=−1.55; 29 seqs; 19 uniq
c(0.5, 2.5)
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