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Cluster: 0092 mmp; resid: 0.41; r/c: 33/39
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upstream meme PSSM #1; e=390
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string
operons −200 −100 −1

e molybdenum ABC transporter, solute−binding protein: MMP0975−0.00
hypothetical protein: MMP1211−0.01

isopentenyl pyrophosphate isomerase: MMP0043−0.01
DNA−directed RNA polymerase subunit beta'': MMP1361−0.03

Probable ATP dependent RNA helicase: MMP0457−0.06
(P−loop):TGS domain:Small GTP−binding protein domain: MMP1443−0.09

methionine aminopeptidase: MMP1444−0.09
50S ribosomal protein L10e: MMP1289−0.11

aminotransferase: MMP1396−0.12
General substrate transporter: MMP0099−0.13

GTP cyclohydrolase III: MMP0405−0.15
transcription initiation factor E subunit alpha: MMP0036−0.28

chlorohydrolase: MMP1380−0.56
lactamase−like:ATP/GTP−binding site motif A (P−loop): MMP1381−0.56

hypothetical protein: MMP0760−0.71
50S ribosomal protein L22P: MMP1403−0.77

DNA polymerase II large subunit: MMP0026−1.07
thymidylate synthase: MMP1379−1.10
acyl−CoA synthetase: MMP0566−1.22

glycerol−3−phosphate cytidyltransferase: MMP0943−1.39
hypothetical protein: MMP0134−1.43

aconitase Family: MMP1480−1.56
hypothetical protein: MMP1400−1.69

Sodium:alanine symporter: MMP1511−1.69
hypothetical protein: MMP0530−1.79
hypothetical protein: MMP0682−2.27

30S ribosomal protein S13P: MMP1319−2.34
proteasome, subunit beta: MMP0695−2.37

hypothetical protein: MMP1710−2.38
LSU ribosomal protein L23E: MMP0639−3.82
30S ribosomal protein S28e: MMP0640−3.82
50S ribosomal protein L7Ae: MMP0641−3.82
50S ribosomal protein L3P: MMP1543−4.33

log10(P) upstream meme1 2 log10(P.clust)=−1.27; 33 seqs; 29 uniq
c(0.5, 2.5)
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