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Cluster: 0064 mpn; resid: 0.42; r/c: 14/117

x.range

upstream meme PSSM #1; e=210
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upstream meme PSSM #2; e=3e+03
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string
operons −200 −100 −1

glutamyl−tRNA amidotransferase subunit C−like protein: MPN236−2.61

aspartyl/glutamyl−tRNA amidotransferase subunit A: MPN237−2.61

aspartyl/glutamyl−tRNA amidotransferase subunit B: MPN238−2.61

1−phosphofructokinase: MPN079−3.13

hypothetical protein: MPN339−3.22

hypothetical protein: MPN338−3.22

DNA helicase II: MPN340−3.22

preprotein translocase subunit SecY: MPN184−3.85

30S ribosomal protein S8: MPN179−3.85

adenylate kinase: MPN185−3.85

30S ribosomal protein S11: MPN190−3.85

DNA−directed RNA polymerase subunit alpha: MPN191−3.85

similar to cobalt transport membrane protein: MPN195−3.85

oligoendopeptidase F: MPN197−3.85

log10(P) upstream meme1 2 log10(P.clust)=−3.40; 14 seqs; 4 uniq
c(0.5, 2.5)
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