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Cluster: 0022 mmp; resid: 0.40; r/c: 33/37

x.range

upstream meme PSSM #1; e=21

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=620

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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MMP0795MMP0793

MMP0281
DP1

dapE
MMP0304

MMP0547

MMP1597

MMP1636

MMP1236

MMP1059

napA

MMP1580

MMP0499

MMP0871

MMP0792

ehaF

ehaEMMP1447

MMP0761

MMP0760

Antisense_1

MMP0085

MMP0453

MMP0570

MMP0717

MMP0843

MMP0991

pyrC MMP1228

cbf5

Antisense_1

MMP0147

string
operons −200 −100 −1

hypothetical protein: MMP0499−0.01
hypothetical protein: MMP1236−0.01

inc metallopeptidase, zinc−binding region:CBS domain: MMP0453−0.26
General substrate transporter: MMP1636−0.27

N−glycosylase/DNA lyase: MMP0304−0.28
hypothetical protein: MMP0570−0.36
hypothetical protein: MMP0795−0.37
hypothetical protein: MMP1597−0.38
hypothetical protein: MMP0085−0.48

succinyl−diaminopimelate desuccinylase: MMP1398−0.56
hypothetical protein: MMP1059−1.02
hypothetical protein: MMP0871−1.10

RecJ related protein: MMP0547−1.78
hypothetical protein: MMP0281−2.31
hypothetical protein: MMP1228−2.63

Antisense_2−2.71
Antisense_5−2.71

DNA polymerase II small subunit: MMP0008−2.82
membrane protein: MMP0792−3.06

hypothetical protein: MMP0793−3.06
hypothetical protein: MMP0991−3.33
hypothetical protein: MMP0843−3.39
Na+/H+ exchanger: MMP0587−3.85

te synthase−related protein synthase−related protein: MMP1580−3.95
nitrogenase reductase−like protein: MMP0147−4.55

Dihydroorotase: MMP1009−4.64
H/ACA RNA−protein complex component Cbf5p: MMP1686−5.11

hypothetical protein: MMP0717−6.96
sor family Helix−turn−helix motif containing protein: MMP1447−7.00

hypothetical protein: MMP1452−7.00
hypothetical protein: MMP1453−7.00
hypothetical protein: MMP0760−9.90
hypothetical protein: MMP0761−9.90

log10(P) upstream meme1 2 log10(P.clust)=−3.11; 33 seqs; 29 uniq
c(0.5, 2.5)
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