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Cluster: 0011 mmp; resid: 0.27 0.52 0.54 0.41; r/c: 28/58

x.range

upstream meme PSSM #1; e=7.8e+03

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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upstream meme PSSM #2; e=1e+04

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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MMP0235MMP0238

MMP0692

MMP0693

dapB

trxB
MMP0949MMP1001

ssh10b_1

MMP0038

MMP0055

MMP0278

MMP0313

MMP0321

rimK

MMP0526

MMP0600

MMP0622

MMP0629

MMP0723

MMP0847
MMP0851

MMP1055

MMP1079

MMP1166

MMP1490
comE

MMP1221

string
operons −200 −100 −1

RimK domain protein ATP−grasp: MMP0436−0.01
ATP/GTP−binding motif−containing protein: MMP1490−0.01

SAM−binding motif−containing protein: MMP1221−0.02
dihydrodipicolinate reductase: MMP0923−0.02

tRNA CCA−pyrophosphorylase: MMP0949−0.03
hypothetical protein: MMP0313−0.05

iron−sulfur flavoprotein: MMP1166−0.05
glycosyl transferase family protein: MMP1079−0.06

type II secretion system protein: MMP0038−0.07
hypothetical protein: MMP0055−0.13
hypothetical protein: MMP0235−0.13
hypothetical protein: MMP0238−0.13

ADP−ribosylation/crystallin J1: MMP0622−0.13
hypothetical protein: MMP0629−0.13
hypothetical protein: MMP0692−0.13

aminoacyl−tRNA synthetase, class II: MMP0693−0.13
hypothetical protein: MMP0723−0.13
hypothetical protein: MMP0851−0.13

endent pyridine nucleotide−disulphide oxidoreductase: MMP0959−0.13
hypothetical protein: MMP1001−0.13
hypothetical protein: MMP0321−0.15
hypothetical protein: MMP0526−0.17
hypothetical protein: MMP0600−0.17

DNA/RNA−binding protein albA: MMP1613−0.21
hypothetical protein: MMP0847−0.68
hypothetical protein: MMP1055−0.68

sulfopyruvate decarboxylase subunit beta: MMP1689−0.68
utative signal transduction protein with CBS domains: MMP0278−6.15

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 26 uniq
c(0.5, 2.5)
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