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Cluster: 0061 mmp; resid: 0.23; r/c: 24/37

x.range

upstream meme PSSM #1; e=5.6e+03
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upstream meme PSSM #2; e=7.8e+03
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idsA

MMP0043

rps15p

rpl22p

rpoE2

MMP0440

rpl37ae

MMP0442

MMP0250

MMP0062

aIF6
MMP0060

ef1BMMP1400

MMP1399

aIF2_gamma

MMP1444P−loop

guaA

nusG
MMP0155

MMP1472

MMP0457

MMP0384

string
operons −200 −100 −1

transcription antitermination protein NusG: MMP1434−0.03
50S ribosomal protein L37Ae: MMP0249−0.14

hypothetical protein: MMP0250−0.14
30S ribosomal protein S15P: MMP1579−0.14

unctional short chain isoprenyl diphosphate synthase: MMP0045−0.14
translation initiation factor IF−2 subunit gamma: MMP1208−0.14

isopentenyl pyrophosphate isomerase: MMP0043−0.38
hypothetical protein: MMP0155−0.38
hypothetical protein: MMP0384−0.38

(P−loop):TGS domain:Small GTP−binding protein domain: MMP1443−0.38
methionine aminopeptidase: MMP1444−0.38

GMP synthase subunit A: MMP1445−0.38
DNA−directed RNA polymerase subunit E': MMP0440−0.66
DNA−directed RNA polymerase subunit E: MMP0441−0.66

hypothetical protein: MMP0442−0.66
Probable ATP dependent RNA helicase: MMP0457−0.76

50S ribosomal protein L22P: MMP1403−0.76
Aspartate/glutamate/uridylate kinase: MMP1399−1.34

hypothetical protein: MMP1400−1.34
elongation factor 1−beta: MMP1401−1.34

Ribosomal LX protein: MMP0060−2.23
translation initiation factor IF−6: MMP0061−2.23

hypothetical protein: MMP1472−2.23
50S ribosomal protein L31e: MMP0062−2.23

log10(P) upstream meme log10(P.clust)=−0.81; 24 seqs; 15 uniq
c(0.5, 2.5)
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