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Cluster: 0081 mmp; resid: 0.26; r/c: 18/37

x.range

upstream meme PSSM #1; e=0.64

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
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ng
e

upstream meme PSSM #2; e=1.9e+04

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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flpA
NOP5/NOP56

MMP0900
P−loop

MMP1131

aIF−2_beta gatB

thrS

sucC

MMP0212

nadA

leuA

dph5

MMP1068

MMP1353
MMP1106

MMP0550

MMP1427

string
operons −200 −100 −1

diphthine synthase: MMP0588−0.41

e amino acid transport system, periplasmic component: MMP0550−0.64

peptide chain release factor 1: MMP1131−0.93

ATP/GTP−binding site motif A (P−loop): MMP0899−1.33

Rhodanese−like: MMP0900−1.33

aspartyl/glutamyl−tRNA amidotransferase subunit B: MMP0946−1.34

quinolinate synthetase: MMP1242−1.38

hypothetical protein: MMP1427−1.39

translation initiation factor IF−2 subunit beta: MMP0297−1.45

succinate−CoA ligase (ADP−forming), beta chain: MMP1105−1.63

hypothetical protein: MMP1106−1.63

threonyl−tRNA synthetase: MMP0414−2.98

2−isopropylmalate synthase: MMP1063−3.48

ted−protein:Sodium/calcium exchanger membrane region: MMP1068−3.67

glycyl−tRNA synthetase: MMP0212−4.04

hypothetical protein: MMP1353−4.87

RNA 2'−O−methyl modification protein (NOP5/NOP56): MMP0596−5.15

fibrillarin: MMP0597−5.15

log10(P) upstream meme1 2 log10(P.clust)=−2.38; 18 seqs; 15 uniq
c(0.5, 2.5)
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