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Cluster: 0064 mmp; resid: 0.55; r/c: 17/38
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upstream meme PSSM #1; e=56
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string
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indolepyruvate oxidoreductase subunit B: MMP03150.00

indolepyruvate oxidoreductase subunit alpha 1: MMP03160.00

Unanno_10−0.10

hypothetical protein: MMP1119−0.10

Glycosyl transferase, family 2: MMP1079−0.13

Homoserine kinase: MMP0295−0.19

hypothetical protein: MMP0761−0.63

aminotransferase: MMP1396−0.63

e molybdenum ABC transporter, solute−binding protein: MMP0975−0.80

thymidylate synthase: MMP1379−0.85

hypothetical protein: MMP0281−1.70

hypothetical protein: MMP0368−2.63

sodium−dependent transporter: MMP0653−2.97

hypothetical protein: MMP0059−3.12

hypothetical protein: MMP1226−3.23

Beta−Ig−H3/Fasciclin domain:hypothetical protein: MMP0429−3.42

hypothetical protein: MMP1123−6.67

log10(P) upstream meme1 2 log10(P.clust)=−1.60; 17 seqs; 16 uniq
c(0.5, 2.5)
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