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Cluster: 0082 mmp; resid: 0.19; r/c: 16/38
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methylcobalamin:coenzyme M methyltransferase: MMP0831−0.18

possible purine NTPase: MMP0740−0.29

hypothetical protein: MMP0838−0.68

hypothetical protein: MMP0437−0.85

Antisense_17−1.06

hypothetical protein: MMP1172−1.19

hypothetical protein: MMP0475−1.38

hypothetical protein: MMP0208−1.50

hypothetical protein: MMP0501−1.79

ABC transporter:AAA ATPase: MMP0110−1.93

hypothetical protein: MMP0497−2.00

n(III) transport system, periplasmic binding protein: MMP0196−2.08

type iron(III) transport system, ATP binding protein: MMP0198−2.08

Molybdenum cofactor biosynthesis protein: MMP0201−2.08

endonuclease IV: MMP1678−2.29

tative SSU ribosomal protein S6 modification protein: MMP0436−2.82

log10(P) upstream meme1 2 log10(P.clust)=−1.51; 16 seqs; 14 uniq
c(0.5, 2.5)
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