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Cluster: 0141 dvu; resid: 0.52; r/c: 28/364

x.range

upstream meme PSSM #1; e=0.0048

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.5

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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pyrCpyrB

DVU0156recN

DVU0633

DVU2413

cobH
DVU2302

DVU1544

DVU2338

DVU0983

DVU3216

DVU2581
DVU1181

DVU3278
cobB−2

DVU2932

DVU0110

DVU2900
DVU2899

DVU0352

DVU0682

DVU1581

rarD

DVU3097

DVU1370

DVU2330

DVU2780

string
operons −200 −100 −1

aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU0352−0.01
hypothetical protein: DVU1370−0.07

DNA repair protein RecN: DVU2463−0.12
sensor histidine kinase: DVU3216−0.17

response regulator: DVU1181−0.18
rarD protein: DVU2425−0.29

ATP−dependent DNA helicase, UvrD/REP family: DVU0156−0.33
hypothetical protein: DVU2780−0.38

conserved hypothetical protein TIGR01777: DVU2932−0.41
MRP family protein: DVU2330−0.43

mechanosensitive ion channel family protein: DVU1544−0.45
radical SAM domain protein: DVU2413−0.56

response regulator: DVU2581−0.67
hypothetical protein: DVU1581−1.04

outer membrane efflux protein: DVU3097−1.53
DNA−binding protein, putative: DVU0682−2.02

DNA repair protein, HhH−GPD family: DVU2338−2.50
penicillin−binding protein: DVU0633−2.85

lated potassium−efflux system protein KefB, putative: DVU2302−2.87
peptidase/PDZ domain protein: DVU3278−2.88

pendent transcriptional regulator/response regulator: DVU0110−3.97
hypothetical protein: DVU0983−5.23
hypothetical protein: DVU2899−15.04

aspartate carbamoyltransferase catalytic subunit: DVU2901−15.04
dihydroorotase: DVU2902−15.04

amidohydrolase family protein: DVU2900−15.04
cobyrinic acid a,c−diamide synthase: DVU3086−15.96

precorrin−8X methylmutase: DVU3087−15.96
log10(P) upstream meme1 2 log10(P.clust)=−4.32; 28 seqs; 25 uniq

c(0.5, 2.5)
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