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Cluster: 0083 mmp; resid: 0.26 0.33 0.61 0.60; r/c: 21/58

x.range

upstream meme PSSM #1; e=8.9e+03
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upstream meme PSSM #2; e=5.3e+04
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ribCMMP0311

aIF−2B_I

MMP0379

dnaB

psmBpsmR

ehaDehaJ

trzA

MMP0129

MMP0209

fdhA

rpl12p

MMP0373

MMP0387

MMP0635

MMP0638

MMP0647

MMP1079

tRNA−Met1

string
operons −200 −100 −1

50S ribosomal protein L12P: MMP0258NA
amidohydrolase: MMP1491−0.01

proteasome, subunit beta: MMP0695−0.02
proteasome−activating nucleotidase: MMP1647−0.02

hypothetical protein: MMP0311−0.04
riboflavin synthase: MMP0180−0.05

microsomal signal peptidase 21 KD subunit: MMP0387−0.05
hypothetical protein: MMP0638−0.05
hypothetical protein: MMP0647−0.05

transcription initiation factor 2B subunit I: MMP1618−0.05
glycosyl transferase family protein: MMP1079−0.07

formate dehydrogenase alpha subunit: MMP0138−0.28
tRNA−Met: RNA_19−0.37

hypothetical protein: MMP0209−0.49
ABC transporter ATPase: MMP0635−0.49

hypothetical protein: MMP0129−0.82
hypothetical protein: MMP1451−1.11

y conserving hydrogenase A integral membrane subunit: MMP1457−1.11
hypothetical protein: MMP0373−1.34

DNA polymerase family B protein: MMP0380−1.40
hypothetical protein: MMP0379−1.40

log10(P) upstream meme1 2 log10(P.clust)=NA; 21 seqs; 19 uniq
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