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Cluster: 0026 mmp; resid: 0.18; r/c: 14/40

x.range

upstream meme PSSM #1; e=180

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=4.1e+03

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
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moeA

III

MMP0805

MMP0208

MMP0740

MMP0497

mtbA

MMP1184

MMP0475
MMP0494

MMP0771

MMP1037

MMP1281

MMP1571 string
operons −200 −100 −1

possible purine NTPase: MMP0740−0.02

Uroporphyrinogen decarboxylase (URO−D): MMP0834−0.12

hypothetical protein: MMP0805−0.18

GCN5−related N−acetyltransferase: MMP1281−0.51

hypothetical protein: MMP0771−1.04

hypothetical protein: MMP1037−1.58

hypothetical protein: MMP0208−1.62

hypothetical protein: MMP1571−2.65

hypothetical protein: MMP0475−2.69

al domain including a metal−binding cysteine cluster: MMP0494−2.78

hypothetical protein: MMP0497−3.22

type iron(III) transport system, ATP binding protein: MMP0198−3.30

Molybdenum cofactor biosynthesis protein: MMP0201−3.30

N−acetyltransferase related protein: MMP1184−5.10

log10(P) upstream meme1 2 log10(P.clust)=−2.01; 14 seqs; 13 uniq
c(0.5, 2.5)
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