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Cluster: 0040 mmp; resid: 0.30; r/c: 23/38

x.range

upstream meme PSSM #1; e=0.0033
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MMP1077

MMP1076

hom

MMP1701

dut

hisG

serB
Gln

aroA

MMP1116

MMP0230

MMP0708

metG

rpa

MMP1260

hemCilvD

MMP0393

MMP0408

MMP0098

ppiB
MMP0583

MMP0887
string
operons −200 −100 −1

Dihydroxy−acid dehydratase: MMP0318−0.56
hypothetical protein: MMP0583−0.64

ATP phosphoribosyltransferase: MMP0947−0.82
hypothetical protein: MMP0887−0.93

eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1129−1.02
hypothetical protein: MMP1260−1.12

Amino acid−binding ACT: MMP1701−1.23
homoserine dehydrogenase: MMP1702−1.23

3−phosphoshikimate 1−carboxyvinyltransferase: MMP1205−1.24
hypothetical protein: MMP0708−1.36

glutamyl−tRNA(Gln) amidotransferase subunit D: MMP1266−1.40
methionyl−tRNA synthetase: MMP0326−1.44

dUTP diphosphatase: MMP1075−1.55
ase hexapeptide repeat:ADP−glucose pyrophosphorylase: MMP1076−1.55

omutase/phosphomannomutase:Calcium− bin ding EF−hand: MMP1077−1.55
H+−transporting two−sector ATPase, A subunit: MMP0408−1.64

phosphoesterase−like protein: MMP0393−1.72
endoglucanase: MMP1116−1.75

Phosphoserine phosphatase: MMP0541−2.21
Porphobilinogen deaminase: MMP0872−2.29

replication factor A: MMP1032−2.72
ferredoxin: MMP0098−3.35

hypothetical protein: MMP0230−4.41
log10(P) upstream meme1 2 log10(P.clust)=−1.64; 23 seqs; 20 uniq

c(0.5, 2.5)
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