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Cluster: 0106 mmp; resid: 0.34; r/c: 37/39

x.range

upstream meme PSSM #1; e=1.1e+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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.6e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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moaE
MMP1234

MMP1282

MMP1071

trxB

MMP0958

ehbD
ehbC

MMP0809

MMP0808

subgroup I
MMP0002MMP0001

MMP0085
MMP0084

MMP1001

MMP0535

ehbA

MMP1069

MMP0091
MMP1611

MMP1091bioD
MMP1712

recJ

MMP0605
surE

MMP0425

MMP0420

MMP0598

feoB

MMP0426

MMP0030

MMP0531

MMP0969

MMP1598

MMP0239

string
operons −200 −100 −1

hypothetical protein: MMP1001−0.01
Survival protein SurE: MMP1051−0.03

hypothetical protein: MMP0969−0.03
hypothetical protein: MMP1598−0.05
hypothetical protein: MMP0084−0.07
hypothetical protein: MMP0085−0.07
hypothetical protein: MMP0958−0.08

thioredoxin reductase: MMP0959−0.08
ADP−glucose pyrophosphorylase: MMP1091−0.11

ferrous iron transporter (GTP−binding): MMP0630−0.17
hypothetical protein: MMP0535−0.19

DNA replication protein; MCM family; putative: MMP0030−0.21
CBS domain Related protein: MMP0420−0.24

Dethiobiotin synthetase: MMP1573−0.28
single stranded DNA−specific exonuclease: MMP1682−0.29

hypothetical protein: MMP1234−0.38
Molybdopterin biosynthesis MoaE: MMP1235−0.38

hypothetical protein: MMP0091−0.39
hypothetical protein: MMP0605−0.39

Transcriptional regulator, LysR Family Member: MMP1712−0.39
hypothetical protein: MMP1282−0.42
hypothetical protein: MMP0239−0.56
hypothetical protein: MMP0808−0.80

phoribosylaminoimidazole carboxylase related protein: MMP0809−0.80
putative monovalent cation/H+ antiporter subunit E: MMP1469−0.93

hypothetical protein: MMP1611−0.96
hypothetical protein: MMP0001−1.00

L−seryl−tRNA selenium transferase related protein: MMP0002−1.00
hypothetical protein: MMP0531−5.02
hypothetical protein: MMP0425−5.67

Nitroreductase family: MMP0426−5.67
archaeal phosphoglycerate mutase−related: MMP0598−6.53

tidase U7:Signal peptide peptidase, SppA 36 kDa type: MMP1069−9.82
hypothetical protein: MMP1071−9.82

se (subgroup I) similar to Aromatic Aminotransferase: MMP1072−9.82
putative monovalent cation/H+ antiporter subunit G: MMP1073−9.82

hypothetical protein: MMP1074−9.82
log10(P) upstream meme1 2 log10(P.clust)=−2.22; 37 seqs; 28 uniq

c(0.5, 2.5)
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