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Cluster: 0111 mmp; resid: 0.30; r/c: 22/39

x.range

upstream meme PSSM #1; e=77

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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upstream meme PSSM #2; e=290
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pyrF

MMP0079

taqDMMP0942

MMP1109
MMP1107

pyrB

MMP0078

MMP0706
MMP0564

hisFDi−trans−poly−cis−decaprenylcistransferase

trzA

cmd

pdfA

MMP0325

MMP0131MMP1112

MMP1344

MMP0881

Unanno_61

MMP1521

string
operons −200 −100 −1

hypothetical protein: MMP0881−0.10
midazoleglycerol−phosphate synthase, cyclase subunit: MMP1722−0.31

glyceraldehyde−3−phosphate dehydrogenase: MMP0325−0.33
Signal recognition particle protein SRP19: MMP1107−0.41

hypothetical protein: MMP1109−0.41
hypothetical protein: MMP1112−0.41

Unanno_61−0.48
hypothetical protein: MMP0564−0.49

D binding site:UDP−glucose/GDP−mannose dehydrogenase: MMP0706−0.50
hypothetical protein: MMP1344−0.51

protein (Di−trans−poly−cis−decaprenylcistransferase): MMP1345−0.51
 decarboxylase:Alkylhydroperoxidase AhpD core domain: MMP0561−0.51

aspartate carbamoyltransferase catalytic subunit: MMP1659−0.62
Orotidine−5'−phosphate decarboxylase: MMP0602−0.65

hypothetical protein: MMP1521−0.65
Chlorohydrolase: MMP1491−0.77

Prefoldin alpha subunit (GimC alpha subunit).: MMP1470−0.79
ridoxal phosphate−dependent amino acid decarboxylase: MMP0131−1.07

hypothetical protein: MMP0942−7.29
glycerol−3−phosphate cytidyltransferase: MMP0943−7.29

hypothetical protein: MMP0078−9.37
orotate phosphoribosyltransferase: MMP0079−9.37

log10(P) upstream meme1 2 log10(P.clust)=−1.95; 22 seqs; 18 uniq
c(0.5, 2.5)
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