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Cluster: 0076 mmp; resid: 0.23; r/c: 19/37

x.range

upstream meme PSSM #1; e=440

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.8e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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trpF

trpB
trpD

trpC

trpG
trpE

trpA

MMP0055
MMP0054

MMP0995

MMP0678

trkA

MMP1598

MMP0002

MMP0269

MMP0527

feoB

P−loop

Unanno_55

string
operons −200 −100 −1

TPR repeat:ATP/GTP−binding site motif A (P−loop): MMP0885−0.27
hypothetical protein: MMP0678−0.67
hypothetical protein: MMP0054−0.71
hypothetical protein: MMP0055−0.71
hypothetical protein: MMP0269−1.09

L−seryl−tRNA selenium transferase related protein: MMP0002−1.16
hypothetical protein: MMP1598−1.34

tryptophan synthase subunit alpha: MMP1002−1.51
tryptophan synthase subunit beta: MMP1003−1.51

N−(5'−phosphoribosyl)anthranilate isomerase: MMP1004−1.51
anthranilate synthase component II: MMP1005−1.51
anthranilate synthase component I: MMP1006−1.51

Anthranilate phosphoribosyltransferase: MMP1007−1.51
indole−3−glycerol−phosphate synthase: MMP1008−1.51
ferrous iron transporter (GTP−binding): MMP0630−1.58

Unanno_55−2.17
Trk system potassium uptake protein A: MMP1599−2.36

hypothetical protein: MMP0995−2.74
hypothetical protein: MMP0527−4.68

log10(P) upstream meme1 2 log10(P.clust)=−1.58; 19 seqs; 12 uniq
c(0.5, 2.5)
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