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Cluster: 0198 dvu; resid: 0.59; r/c: 39/365

x.range

upstream meme PSSM #1; e=35
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upstream meme PSSM #2; e=2.2e+04
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DVU1448DVU1447

surEthiE−1

cheV−3

DVU0755

DVU0540

folP

DVU0112

DVU0803
DVU3266DVU0721

pgi

DVU2763

DVU0903
fliMDVU0683

DVU1939

DVU0744

DVU0741

DVU3220

DVU0619

DVU1338
DVU0855

DVU2934

DVU0221

DVU2391

DVU0608
DVU0615

DVU0676

DVU1549

hydC

DVU1803

DVU1830

DVU1986

DVU2019

DVU2361

DVU2813
DVU3225

string
operons −200 −100 −1

hypothetical protein: DVU0741−0.06
pendent transcriptional regulator/response regulator: DVU0744−0.06

thiamine−phosphate pyrophosphorylase: DVU2091−0.07
TPR/GGDEF domain protein: DVU2763−0.11

aerobic glycerol−3−phosphate dehydrogenase subunit B: DVU1939−0.11
hypothetical protein: DVU2019−0.38

sigma−54 dependent transcriptional regulator: DVU0619−0.50
CgeB family protein: DVU1447−0.51
hypothetical protein: DVU1448−0.51
hypothetical protein: DVU2813−0.52
hypothetical protein: DVU1338−0.61
hypothetical protein: DVU1986−0.77

sensor histidine kinase: DVU0803−0.85
hflC protein, putative: DVU0683−0.88
hypothetical protein: DVU0615−0.89
hypothetical protein: DVU1830−0.90

sensor histidine kinase: DVU0540−0.97
pendent transcriptional regulator/response regulator: DVU2934−0.98

radical SAM domain protein: DVU0855−0.99
hypothetical protein: DVU3266−1.08

glycosyl transferase, group 1 family protein: DVU1803−1.12
acid phosphatase SurE: DVU2142−1.13

deoxyribodipyrimidine photolyase, putative: DVU0112−1.43
tail fiber assembly protein, putative: DVU0221−1.46

rter, permease protein, His/Glu/Gln/Arg/opine family: DVU0676−1.57
flagellar motor switch protein FliM: DVU0910−1.62

sensor histidine kinase, putative: DVU0755−1.65
HD domain protein: DVU0903−1.79

methyl−accepting chemotaxis protein: DVU0608−1.95
hypothetical protein: DVU2361−1.99
hypothetical protein: DVU1549−2.01

chemotaxis protein CheV: DVU0992−2.30
hypothetical protein: DVU2391−2.51
hypothetical protein: DVU3225−2.57

[Fe] hydrogenase gamma: DVU1771−2.78
pendent transcriptional regulator/response regulator: DVU3220−3.11

glucose−6−phosphate isomerase: DVU3222−3.11
sensory box histidine kinase: DVU0721−3.39

dihydropteroate synthase: DVU1279−3.88
log10(P) upstream meme1 2 log10(P.clust)=−1.36; 39 seqs; 36 uniq

c(0.5, 2.5)
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