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Cluster: 0035 mpn; resid: 0.43; r/c: 11/116

x.range

upstream meme PSSM #1; e=370
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upstream meme PSSM #2; e=2.2e+04
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spermidine/putrescine transport ATP−binding prot: MPN055−1.43

50S ribosomal protein L21: MPN325−1.84

50S ribosomal protein L31: MPN360−1.97

M−Dependent Methytransferase (Koonin for MG ortholog): MPN315−2.36

hypothetical protein: MPN316−2.36

cell division protein FtsZ: MPN317−2.36

elongation factor Tu: MPN665−2.44

tRNA (guanine−N1)−methyltransferase: MPN659−4.13

30S ribosomal protein S16: MPN660−4.13

hypothetical protein: MPN663−4.13

hypothetical protein: MPN664−4.13

log10(P) upstream meme1 2 log10(P.clust)=−2.85; 11 seqs; 6 uniq
c(0.5, 2.5)
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