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Cluster: 0052 mmp; resid: 0.47 0.38 0.64 0.44; r/c: 24/56

x.range

upstream meme PSSM #1; e=1.1e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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MMP0084
MMP0085

dapA

lysA

MMP0906
nadA

purF

rpl37e

rps4p

MMP1323

MMP0554

MMP0616

MMP0891

aroE

MMP0999

leuC

mtbC

MMP0371MMP0423

MMP0478cdhA

MMP1102

MMP1152

cbiQ

string
operons −200 −100 −1

tyl−CoA decarbonylase/synthase complex subunit alpha: MMP0985−0.01
exonuclease: MMP0891−0.03

3−isopropylmalate dehydratase: MMP1149−0.04
hypothetical protein: MMP0084−0.05

cobalamin−dependent methionine synthase, B12−binding: MMP1151−0.05
diaminopimelate decarboxylase: MMP1200−0.05

hypothetical protein: MMP0085−0.05
hypothetical protein: MMP0423−0.08
hypothetical protein: MMP0371−0.09

−fold nucleic acid binding domain−containing protein: MMP0616−0.10
50S ribosomal protein L18e: MMP1323−0.12

SAM−binding motif−containing protein: MMP0554−0.19
hypothetical protein: MMP0999−0.19

50S ribosomal protein L37e: MMP1147−0.19
cobalt ABC transporter inner membrane protein: MMP1483−0.19

amidophosphoribosyltransferase: MMP1146−0.36
quinolinate synthetase: MMP1242−0.46

ribonuclease Z: MMP0906−0.55
hypothetical protein: MMP0478−0.55

dihydrodipicolinate synthase: MMP0576−0.62
hypothetical protein: MMP1152−0.62

shikimate 5−dehydrogenase: MMP0936−0.77
phospholipase D/transphosphatidylase: MMP1102−1.03

30S ribosomal protein S4: MMP1320−7.92
log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 23 uniq

c(0.5, 2.5)
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