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Cluster: 0062 mmp; resid: 0.75 0.59 0.66 0.46; r/c: 29/56

x.range

upstream meme PSSM #1; e=7.2e+03

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.5e+04

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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MMP0605
topA

MMP0678

MMP1282
ppiB

ppiB MMP0097

MMP0244

MMP0338

MMP0424

MMP0632

MMP0804

MMP1118

MMP1172

MMP1303

rpm

glutaminyl transferase

MMP1646

tRNA−Ser2

MMP0076

MMP0105

MMP0353

MMP0488

MMP0757

MMP0840

gltX

MMP1228

MMP1276

tRNA−Ala2

string
operons −200 −100 −1

hypothetical protein: MMP0424−0.00
hypothetical protein: MMP0757−0.00

ATP/GTP−binding motif−containing protein: MMP0632−0.01
hypothetical protein: MMP0105−0.01

tRNA−Ala: RNA_5−0.01
hypothetical protein: MMP0678−0.01
hypothetical protein: MMP1646−0.01

glutamyl−tRNA synthetase: MMP1011−0.01
hypothetical protein: MMP1276−0.01
deoxyribonuclease: MMP0076−0.08

DP−glucose/GDP−mannose dehydrogenase related protein: MMP0353−0.08
putative RNA−processing protein: MMP0605−0.11

tRNA−Ser: RNA_16−0.12
sensory transduction histidine kinase: MMP1303−0.13

TetR family transcriptional regulator: MMP0840−0.13
hypothetical protein: MMP1282−0.13

DNA topoisomerase I: MMP0956−0.22
eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1128−0.44
eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1129−0.44

 TFIIS:DNA−directed RNA polymerase, M/15 kDa subunit: MMP1429−0.44
hypothetical protein: MMP1118−0.55
hypothetical protein: MMP0244−0.60
hypothetical protein: MMP0804−0.60
hypothetical protein: MMP0338−0.66

DNA protection protein DPS: MMP1172−0.77
modification enzyme (glutaminyl transferase) related: MMP1600−1.00

transcriptional regulator: MMP0097−1.23
hypothetical protein: MMP1228−1.48

molecular weight phosphotyrosine protein phosphatase: MMP0488−1.60
log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 28 uniq
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