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Cluster: 0120 mmp; resid: 0.26; r/c: 18/40

x.range

upstream meme PSSM #1; e=1.4e+04
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pycA pycB

argG
argH

MMP1115

MMP1113

rpe

korB

sucD
subgroup II

pgk

purM
pheT

MMP1253

guaB

MMP1314

MMP0223
radA

string
operons −200 −100 −1

phosphoglycerate kinase: MMP15320.00

:OB−fold nucleic acid binding domain Related protein: MMP1314−0.00

hypothetical protein: MMP1253−0.00

phosphoribosylaminoimidazole synthetase: MMP1254−0.00

phenylalanyl−tRNA synthetase subunit beta: MMP1255−0.00

succinyl−CoA synthetase subunit alpha: MMP0955−0.02

roup II) similar to Acetylornithine aminotransferase: MMP1101−0.02

hypothetical protein: MMP0223−0.03

transketoloase, C terminal half: MMP1113−0.03

Pentose−5−phosphate 3−epimerase: MMP1114−0.03

Transketolase, N terminal half: MMP1115−0.03

argininosuccinate lyase: MMP0013−0.16

IMP dehydrogenase: MMP0133−0.43

pyruvate carboxylase subunit A: MMP0341−0.66

argininosuccinate synthase: MMP0073−0.74

DNA repair and recombination protein RadA: MMP1222−1.51

pyruvate carboxylase subunit B: MMP0340−2.50

−oxoglutarate ferredoxin oxidoreductase subunit beta: MMP1316−4.00

log10(P) upstream meme1 2 log10(P.clust)=−0.56; 18 seqs; 14 uniq
c(0.5, 2.5)

11
 O

ct
 1

1 
16

:1
4:

07
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.8

.8
 m

m
p


