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Cluster: 0081 mmp; resid: 0.73 0.39 0.68 0.32; r/c: 28/56

x.range

upstream meme PSSM #1; e=7.1e+03
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upstream meme PSSM #2; e=1e+04
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MMP0049
MMP0333

MMP0053

bioB

MMP0103

MMP0582
nadC

MMP0685ppsA

MMP0870

bioF
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MMP1654
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MMP0233

MMP0448

MMP0593

MMP0623

glgP

purP

MMP1683

string −200 −100 −1
pyridoxal biosynthesis lyase PdxS: MMP0103−0.00

 transferase:nicotinate−nucleotide pyrophosphorylase: MMP0877−0.00
8−amino−7−oxononanoate synthase: MMP1574−0.00

AzlC family protein: MMP0582−0.00
−(beta)−D− ribofuranosyl 5'−monophosphate synthetase: MMP1373−0.00

hypothetical protein: MMP1683−0.00
hypothetical protein: MMP0299−0.03
walker type ATPase: MMP0593−0.03

molybdenum ABC transporter ATP−binding protein: MMP0207−0.03
hypothetical protein: MMP1028−0.03
hypothetical protein: MMP0053−0.05
hypothetical protein: MMP1587−0.07

glycerate dehydrogenase: MMP0870−0.08
biotin synthase: MMP0126−0.10

hypothetical protein: MMP0223−0.10
hypothetical protein: MMP0333−0.11
hypothetical protein: MMP1654−0.11
hypothetical protein: MMP1698−0.15
hypothetical protein: MMP0233−0.15

ntaining formylmethanofuran dehydrogenase, subunit E: MMP0200−0.17
alpha−glucan phosphorylase: MMP1220−0.17

hypothetical protein: MMP0623−0.37
hydrogenase subunit F: MMP1628−0.38

carbonic anhydrase: MMP0049−0.41
hypothetical protein: MMP1499−0.43
hypothetical protein: MMP0448−0.43

N−6 adenine−specific DNA methylase: MMP0685−0.92
phosphoenolpyruvate synthase: MMP1094−0.92

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 28 uniq
c(0.5, 2.5)
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