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Cluster: 0070 mmp; resid: 0.49; r/c: 40/36

x.range

upstream meme PSSM #1; e=150

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=4e+03

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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thiM

MMP0900P−loop

MMP0451
MMP0450
MMP0449

MMP0272
MMP0270comA

selD

atwA

MMP0619

ehbQ

htpX
MMP0398

alaS
MMP0402

MMP0382

MMP0371

MMP1137

hypE

MMP0898

coaD
MMP1089

pyrH
MMP0949

ribB

MMP0498

ppiB

MMP0500

cobA MMP0220

MMP0618

MMP0345
MMP0448

MMP0954

Antisense_1

MMP0816

MMP1022 string
operons −200 −100 −1

hypothetical protein: MMP0371−0.01
hypothetical protein: MMP0618−0.14

Putative DNA binding protein: MMP0619−0.14
methyl coenzyme M reductase, component A2: MMP0620−0.14

putative ATPase RIL: MMP0382−0.15
Cellulose−binding, bacterial type: MMP0898−0.22

uridylate kinase: MMP0385−0.24
tRNA CCA−pyrophosphorylase: MMP0949−0.31

hypothetical protein: MMP0270−0.58
ABC transporter ATPase subunit: MMP0272−0.58

(2R)−phospho−3−sulfolactate synthase: MMP0273−0.58
hydrogenase expression/formation protein: MMP0274−0.58

bacterial seryl−tRNA synthetase related: MMP0816−0.60
uroporphyrin−III C−methyltransferase: MMP0966−0.74

Sodium/proline symporter−related: MMP0220−0.77
hypothetical protein: MMP1022−0.81

selenophosphate synthetase: MMP0904−0.83
hypothetical protein: MMP0954−0.92
hypothetical protein: MMP0498−1.05

Polysaccharide biosynthesis protein: MMP1089−1.19
hypothetical protein: MMP0345−1.28
hypothetical protein: MMP0448−1.30

eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1129−1.31
alanyl−tRNA synthetase: MMP0397−1.34

Peptidase family M48: MMP0399−1.34
hypothetical protein: MMP0400−1.34
hypothetical protein: MMP0402−1.34
hypothetical protein: MMP0398−1.34

ferredoxin: MMP0449−1.44
ferredoxin: MMP0450−1.44

hypothetical protein: MMP0451−1.44
Antisense_3−2.01

phosphopantetheine adenylyltransferase: MMP1093−5.01
ATP/GTP−binding site motif A (P−loop): MMP0899−5.36

Rhodanese−like: MMP0900−5.36
3,4−dihydroxy−2−butanone 4−phosphate synthase: MMP0183−5.69

Iron−sulfur flavoprotein−related: MMP0500−6.22
ike Transcriptional regulatory proteins, AsnC family: MMP1137−17.01

hydroxyethylthiazole kinase: MMP1138−17.01
thiamine−phosphate pyrophosphorylase: MMP1139−17.01

log10(P) upstream meme1 2 log10(P.clust)=−2.65; 40 seqs; 28 uniq
c(0.5, 2.5)
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