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Cluster: 0031 mpn; resid: 0.51; r/c: 21/120

x.range

upstream meme PSSM #1; e=1.5e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.3e+03
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string
operons −200 −100 −1

hypothetical protein: MPN036−0.89
hypothetical protein: MPN121−1.68
hypothetical protein: MPN666−2.79

UDP−glucose pyrophosphorylase: MPN667−2.79
150−end, similar to phosphate hydrolising: MPN264−2.98

hypothetical protein: MPN472−3.47
M−Dependent Methytransferase (Koonin for MG ortholog): MPN315−3.57

hypothetical protein: MPN316−3.57
cell division protein FtsZ: MPN317−3.57

hypothetical protein: MPN314−3.57
lycerol−3−phosphate transport system permease protein: MPN134−3.67
lycerol−3−phosphate transport system permease protein: MPN135−3.67

putative lipoprotein: MPN133−3.67
hypothetical protein: MPN244−4.05
hypothetical protein: MPN436−4.24

A involved in regulating metabolism and cell division: MPN568−4.79
predicted metalloenzyme interacting with hemolysin: MPN569−4.79

permease: MPN431−6.01
abc transport ATP−binding protein: MPN432−6.01
abc transport ATP−binding protein: MPN433−6.01

ribonucleotide−diphosphate reductase subunit beta: MPN322−7.59
log10(P) upstream meme1 2 log10(P.clust)=−3.97; 21 seqs; 12 uniq
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