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Cluster: 0108 mmp; resid: 0.67 0.40 0.70 0.51; r/c: 28/58
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metGcysS

MMP0979
MMP0982

cdh

fdhA
fdhB

subgroup I

MMP1295

pfkC

porE

MMP0169

MMP0254

comD

MMP0527

MMP0536

MMP0809

MMP0958

MMP1109

MMP1281

MMP1334

MMP0030

MMP0337

ilvB

MMP0874
MMP1056

pnk

MMP1511

string
operons −200 −100 −1

peptidase M50: MMP01690.00
carbohydrate kinase, YjeF related protein: MMP02540.00

sulfopyruvate decarboxylase subunit alpha: MMP04110.00
phoribosylaminoimidazole carboxylase related protein: MMP08090.00

hypothetical protein: MMP11090.00
solute−binding protein/glutamate receptor: MMP13340.00

hypothetical protein: MMP09790.00
hypothetical protein: MMP09820.00

l−CoA decarbonylase/synthase complex subunit epsilon: MMP09840.00
hypothetical protein: MMP10560.00

pyruvate oxidoreductase−associated: MMP15030.00
hypothetical protein: MMP0527−0.15

GCN5−related N−acetyltransferase: MMP1281−0.15
glucose−6−phosphate isomerase: MMP1295−0.15

MCM family DNA replication protein: MMP0030−0.15
ADP−specific phosphofructokinase: MMP1296−0.15

hypothetical protein: MMP0536−0.22
notransferase (subgroup I) aromatic aminotransferase: MMP1072−0.22

methionyl−tRNA synthetase: MMP0326−0.22
SAM−binding motif−containing protein: MMP0874−0.22

inorganic polyphosphate/ATP−NAD kinase: MMP1489−0.22
hypothetical protein: MMP0958−0.40
hypothetical protein: MMP0337−0.40

cysteinyl−tRNA synthetase: MMP1060−0.40
formate dehydrogenase beta subunit: MMP1297−0.40

formate dehydrogenase alpha subunit: MMP1298−0.40
acetolactate synthase catalytic subunit: MMP0650−0.70

amino acid carrier protein: MMP1511−1.70
log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 24 uniq

c(0.5, 2.5)
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