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Cluster: 0027 mmp; resid: 0.66 0.54 0.60 0.39; r/c: 24/57

x.range

upstream meme PSSM #1; e=4.2e+03
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upstream meme PSSM #2; e=1.3e+04
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argH

rps24e

MMP0421

MMP0422

MMP1425
MMP1611

ilvH

sucD
sucC

MMP1090di−trans−poly−cis−decaprenylcistransferase

pnk

truD

MMP0175

MMP0176

MMP0429

nifN

proV

MMP0902 MMP1230

MMP1517

MMP1527

MMP0024

MMP0146

string
operons −200 −100 −1

hypothetical protein: MMP0421−0.00
hypothetical protein: MMP0422−0.00

succinyl−CoA synthetase subunit alpha: MMP0955−0.01
peptidase M50: MMP1517−0.02

ATPase: MMP0024−0.02
hypothetical protein: MMP0175−0.03
hypothetical protein: MMP0146−0.04

acetolactate synthase 3 regulatory subunit: MMP0651−0.05
tRNA 2'−O−methylase: MMP1425−0.05

protein (di−trans−poly−cis−decaprenylcistransferase): MMP1345−0.06
30S ribosomal protein S24e: MMP0443−0.07

NAD−dependent epimerase/dehydratase: MMP1090−0.12
hypothetical protein: MMP0902−0.16

inorganic polyphosphate/ATP−NAD kinase: MMP1489−0.19
argininosuccinate lyase: MMP0013−0.21

nitrogenase: MMP0859−0.22
succinate−CoA ligase (ADP−forming), beta chain: MMP1105−0.23

cell division protein CDC48: MMP0176−0.28
aspartate aminotransferase: MMP1527−0.28

ABC transporter ATPase: MMP0868−0.37
tRNA pseudouridine synthase D: MMP0014−0.44

hypothetical protein: MMP1611−0.46
DNA polymerase, beta−like region: MMP1230−0.85

hypothetical protein: MMP0429−0.96
log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 23 uniq
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