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Cluster: 0059 mpn; resid: 0.49; r/c: 20/122
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upstream meme PSSM #1; e=130
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aspartyl−tRNA synthetase: MPN046−1.03
30S ribosomal protein S18: MPN230−1.07

hypothetical protein: MPN326−1.10
lycerol−3−phosphate transport system permease protein: MPN136−1.23

30S ribosomal protein S2: MPN208−1.28
cation−transporting P−type ATPase: MPN209−1.28

preprotein translocase subunit SecA: MPN210−1.28
translation initiation factor IF−3: MPN115−1.34

50S ribosomal protein L35: MPN116−1.34
50S ribosomal protein L20: MPN117−1.34
30S ribosomal protein S17: MPN174−1.54

methionine amino peptidase: MPN186−1.54
initiation factor 1: MPN187−1.54

hypothetical protein: MPN157−2.24
hypothetical protein: MPN255−2.26
hypothetical protein: MPN256−2.26

5,10−methylene−tetrahydrofolate dehydrogenase: MPN017−2.48
hypothetical protein: MPN338−2.63

GTP−binding protein LepA: MPN279−2.80
similar to single stranded RNA(DNA) processing enzyme: MPN280−4.07

log10(P) upstream meme1 2 log10(P.clust)=−1.78; 20 seqs; 13 uniq
c(0.5, 2.5)
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