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Cluster: 0135 dvu; resid: 0.47; r/c: 22/367

x.range

upstream meme PSSM #1; e=1.9

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=5e+03

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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DVU0300

DVU0299
coaD

rnc

DVU2373

DVU1606

pqiB

DVU0677

DVU1004

DVU1548

DVU2779

glnA

DVU2251

DVU0691

DVU0570

DVU2747

DVU2933

DVU3016
DVU0079

DVU0328

DVU0699

DVU2609

string
operons −200 −100 −1

DVU0699NA
hypothetical protein: DVU2747−0.04

response regulator/sensory box/HDIG domain protein: DVU2933−0.05
hypothetical protein: DVU2779−0.11

DNA−binding protein: DVU2251−0.12
hypothetical protein: DVU1004−0.14

12 binding domain protein/radical SAM domain protein: DVU3016−0.24
paraquat−inducible protein B: DVU3127−0.26

pantetheine−phosphate adenylyltransferase: DVU1532−0.52
potassium uptake protein, TrkA family: DVU1606−0.61

glycosyl transferase, group 1 family protein: DVU0328−0.65
transglycosylase domain protein: DVU0677−1.26

chemotaxis MotB protein, putative: DVU2609−1.34
ZIP zinc transporter family protein: DVU0079−1.80

glutamine synthetase, type I: DVU3392−2.32
hypothetical protein: DVU0691−5.68

outer membrane protein, OMP85 family: DVU2373−6.46
ribonuclease III: DVU1440−7.00

r membrane transport protein, OmpP1/FadL/TodX family: DVU1548−7.32
anaerobic ribonucleoside triphosphate reductase: DVU0299−13.13

radical SAM domain protein: DVU0300−13.13
hypothetical protein: DVU0570−14.15

log10(P) upstream meme1 2 log10(P.clust)=−3.63; 22 seqs; 21 uniq
c(0.5, 2.5)
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