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Cluster: 0133 mmp; resid: 0.24 0.43 0.69 0.44; r/c: 23/56

x.range

upstream meme PSSM #1; e=2.3e+03

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
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e

upstream meme PSSM #2; e=91

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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MMP0848

MMP1024

MMP1209

MMP1471

ehaAehaC
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MMP0633

MMP0042

MMP0120
MMP0344

cbiJ

MMP0692

MMP0725

MMP0803

MMP1047

MMP1190

MMP1388

trzA

MMP1552

mtrE

string
operons −200 −100 −1

dihydroxy−acid dehydratase: MMP0318−0.00
precorrin−6x reductase CbiJ/CobK: MMP0599−0.01

H/ACA RNA−protein complex component Gar1: MMP0042−0.01
hypothetical protein: MMP0692−0.01

3−octaprenyl−4−hydroxybenzoate carboxy−lyase: MMP1552−0.01
putative integral membrane protein: MMP0725−0.05

MCE family−like protein: MMP1024−0.05
redox−active disulfide protein 2: MMP1388−0.05

amidohydrolase: MMP1491−0.05
etrahydromethanopterin S−methyltransferase subunit E: MMP1560−0.05

hypothetical protein: MMP0803−0.08
hypothetical protein: MMP0344−0.09
hypothetical protein: MMP0120−0.10

rubrerythrin: MMP0633−0.11
hypothetical protein: MMP1448−0.11
hypothetical protein: MMP1450−0.11

alanine racemase: MMP1512−0.14
alanine dehydrogenase: MMP1513−0.14

hypothetical protein: MMP1209−0.15
hypothetical protein: MMP1471−0.19
hypothetical protein: MMP1047−0.31

peptide methionine sulfoxide reductase: MMP0848−1.09
peptidylprolyl isomerase, FKBP−type: MMP1190−2.82

log10(P) upstream meme1 2 log10(P.clust)=NA; 23 seqs; 21 uniq
c(0.5, 2.5)
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