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Cluster: 0011 mmp; resid: 0.26; r/c: 23/38

x.range

upstream meme PSSM #1; e=190

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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upstream meme PSSM #2; e=370
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rplP0MMP0093

rps17E

dapA

rpl44e

rps27e

rpl40e

MMP0150

rpl12p
MMP0094

aroQ

MMP0044

MMP1473

MMP1472

MMP1705

slyD

rpl39e

and some other nucleotide

MMP0625

MMP1509

purB

gatC
MMP0574

string
operons −200 −100 −1

adenylosuccinate lyase: MMP0971−0.05
hypothetical protein: MMP1509−0.35
hypothetical protein: MMP0150−0.47

50S ribosomal protein L40e: MMP0151−0.47
50S ribosomal protein L39e: MMP0159−0.80

hypothetical protein: MMP0044−1.18
Peptidylprolyl isomerase, FKBP−type: MMP0572−1.25

50S ribosomal protein L14e: MMP0625−1.30
hypothetical protein: MMP1472−1.31

50S ribosomal protein L21e: MMP0093−1.40
hypothetical protein: MMP0094−1.40
hypothetical protein: MMP1473−1.46
hypothetical protein: MMP0574−1.93

aspartyl/glutamyl−tRNA amidotransferase subunit C: MMP0575−1.93
dihydrodipicolinate synthase: MMP0576−1.93
30S ribosomal protein S17e: MMP0577−1.93

chorismate mutase: MMP0578−1.93
hypothetical protein: MMP1705−1.94

30S ribosomal protein S27e: MMP1708−1.94
50S ribosomal protein L44e: MMP1709−1.94

me other nucleotide) binding motif:Spermine synthase: MMP1584−1.96
50S ribosomal protein L12P: MMP0258−2.82
acidic ribosomal protein P0: MMP0259−2.82

log10(P) upstream meme1 2 log10(P.clust)=−1.50; 23 seqs; 14 uniq
c(0.5, 2.5)
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