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Cluster: 0007 mmp; resid: 0.32; r/c: 28/38

x.range

upstream meme PSSM #1; e=0.16

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7

x.range

y.
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e

upstream meme PSSM #2; e=2.4e+03
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korB
korG

purF
purE

sucC

carA
MMP0080

serA

serB

leuB

ilvD

proS

hisG

metG

Gln

pyrG

MMP0666

MMP0708

pdfA

MMP1352

MMP0359

MMP0408

cimA

MMP1587

MMP0345

Component DMMP0308
MMP1615

string
operons −200 −100 −1

H+−transporting two−sector ATPase, A subunit: MMP0408−0.12
hypothetical protein: MMP0308−0.13

oribosylaminoimidazole carboxylase catalytic subunit: MMP0282−0.19
methionyl−tRNA synthetase: MMP0326−0.24

Amidophosphoribosyltransferase: MMP1146−0.36
ATP phosphoribosyltransferase: MMP0947−0.58

putative thiazole biosynthetic enzyme: MMP1352−0.61
CTP synthetase: MMP0893−0.62

hypothetical protein: MMP0345−0.70
utaryl−CoA dehydratase (Component D) related protein: MMP0346−0.70

hypothetical protein: MMP0708−0.70
Prefoldin alpha subunit (GimC alpha subunit).: MMP1470−0.71

Phosphoserine phosphatase: MMP0541−0.98
succinate−CoA ligase (ADP−forming), beta chain: MMP1105−1.00

oxoglutarate ferredoxin oxidoreductase subunit gamma: MMP1315−1.02
−oxoglutarate ferredoxin oxidoreductase subunit beta: MMP1316−1.02

prolyl−tRNA synthetase: MMP0696−1.13
hypothetical protein: MMP1615−1.14

Dihydroxy−acid dehydratase: MMP0318−1.24
Na+/Pi−cotransporter related protein: MMP0666−1.27

lutamate synthase; large subunit; archaeal subunit 1: MMP0080−1.28
(R)−citramalate synthase: MMP1018−1.41

3−isopropylmalate dehydrogenase: MMP0539−1.70
Glycosyl transferase, family 2: MMP0359−2.15

glutamyl−tRNA(Gln) amidotransferase subunit D: MMP1266−8.23
hypothetical protein: MMP1587−10.99

D−3−phosphoglycerate dehydrogenase: MMP1588−10.99
carbamoyl phosphate synthase small subunit: MMP1589−10.99

log10(P) upstream meme1 2 log10(P.clust)=−2.22; 28 seqs; 25 uniq
c(0.5, 2.5)
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