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Cluster: 0020 mmp; resid: 0.26; r/c: 21/38
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rps27e

MMP1705
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MMP1131
ileS

MMP1473

P−loop

lysS
NOP5/NOP56

MMP1509

MMP1710

string
operons −200 −100 −1

(P−loop):TGS domain:Small GTP−binding protein domain: MMP1443−0.33
methionine aminopeptidase: MMP1444−0.33

GMP synthase subunit A: MMP1445−0.33
hypothetical protein: MMP1509−0.87

peptide chain release factor 1: MMP1131−0.88
Lysyl−tRNA synthetase: MMP1318−1.03

te motif A (P−loop):Small GTP−binding protein domain: MMP0901−1.18
unctional short chain isoprenyl diphosphate synthase: MMP0045−1.28

hypothetical protein: MMP0046−1.28
hypothetical protein: MMP0044−1.28

translation initiation factor IF−2 subunit gamma: MMP1208−1.38
RNA 2'−O−methyl modification protein (NOP5/NOP56): MMP0596−1.62

50S ribosomal protein L21e: MMP0093−1.62
hypothetical protein: MMP1473−2.54

isoleucyl−tRNA synthetase: MMP1474−2.54
H/ACA RNA−protein complex component Nop10p: MMP1706−2.74

translation initiation factor IF−2 subunit alpha: MMP1707−2.74
hypothetical protein: MMP1710−2.74
hypothetical protein: MMP1705−2.74

30S ribosomal protein S27e: MMP1708−2.74
50S ribosomal protein L44e: MMP1709−2.74

log10(P) upstream meme1 2 log10(P.clust)=−1.66; 21 seqs; 11 uniq
c(0.5, 2.5)
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