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Cluster: 0061 mpn; resid: 0.50; r/c: 26/119

x.range

upstream meme PSSM #1; e=160

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.9e+04
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P37
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sojMPN687
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hsdS

MPN110

bcrA

MPN343

MPN407

MPN423 MPN508

clpB

MPN534

MPN544

MPN614

MPN374

string
operons −200 −100 −1

hypothetical protein: MPN544−0.00
ATP−dependent protease binding subunit ClpB: MPN531−0.19

hypothetical protein: MPN640−0.48
hypothetical protein: MPN641−0.48
hypothetical protein: MPN645−0.48
hypothetical protein: MPN646−0.48
hypothetical protein: MPN647−0.48

arA family of ATPase involved in chromosome partition: MPN688−0.56
hypothetical protein: MPN687−0.56
hypothetical protein: MPN423−0.92
hypothetical protein: MPN648−1.10

conserved hypothetical, RNA−expressed: MPN534−1.23
hypothetical protein: MPN614−1.28
hypothetical protein: MPN088−1.46
hypothetical protein: MPN374−1.67

ABC transporter ATP−binding protein: MPN334−1.85
hypothetical protein: MPN110−2.29
hypothetical protein: MPN054−2.36
hypothetical protein: MPN089−2.54
hypothetical protein: MPN350−2.63

high affinity transport system protein P37: MPN415−2.70
ATP−binding protein P29: MPN416−2.70

hypothetical protein: MPN343−2.74
membrane export protein family: MPN508−2.82

lipase: MPN407−3.74
less (fragment): MPN306−3.80

log10(P) upstream meme1 2 log10(P.clust)=−1.60; 26 seqs; 20 uniq
c(0.5, 2.5)
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