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Cluster: 0041 mmp; resid: 0.48; r/c: 24/37

x.range

upstream meme PSSM #1; e=160

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=100

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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MMP0867

proX

yodP

kamA lysA

MMP0142

MMP0141hpcE

MMP0146

MMP1585
mobB

MMP0670

tgtADP2

MMP0216

P−loop

III

MMP1612

proV

cobN

modA

Unanno_28

mtaA

MMP1700

string
operons −200 −100 −1

Na+/solute symporter: MMP1700−0.03
Lysine 2,3−aminomutase: MMP0861−0.15

GCN5−related N−acetyltransferase: MMP0862−0.15
Diaminopimelate decarboxylase: MMP1200−0.65

cobaltochelatase: MMP0493−1.72
hypothetical protein: MMP0141−2.02

te dependent enzyme related to acetolactate synthase: MMP0142−2.02
5−oxopent−3−ene−1,2,5−tricarboxylate decarboxylase.: MMP0144−2.02

hypothetical protein: MMP0146−2.02
DNA polymerase II large subunit: MMP0026−2.06

hypothetical protein: MMP1612−2.23
Arginase: MMP1585−2.33

Unanno_28−2.53
op):GTP−binding protein, HSR1−related:GTP−binding...: MMP1334−2.66
terized domain 2:Archaeosine tRNA−ribosyltransferase: MMP0610−2.95

ybdopterin−guanine dinucleotide biosynthesis protein: MMP1441−3.01
periplasmic molybdate−binding protein: MMP1651−3.46

cation transport ATPase: MMP0216−4.60
Uroporphyrinogen decarboxylase (URO−D): MMP1150−4.68

ne/L−proline ABC transporter, solute−binding protein: MMP0866−5.30
transport system, permease component related protein: MMP0867−5.30
ing site motif A (P−loop):ABC transporter:AAA ATPase: MMP0868−5.30

hypothetical protein: MMP0670−6.38
type Iron(III)−binding periplasmic protein precursor: MMP0108−7.54

log10(P) upstream meme1 2 log10(P.clust)=−2.96; 24 seqs; 18 uniq
c(0.5, 2.5)
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