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Cluster: 0304 dvu; resid: 0.57; r/c: 29/367
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upstream meme PSSM #1; e=5.2e+04
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gmkDVU0898

DVU2479

pstS

pyrF

rnhA

DVU0687

ispH

DVU0897

fliA

DVU1536DVU0412

DVU3010

DVU0922
DVU0245

DVU2543
DVU2365

DVUA0072

DVU0996

DVU0187

DVU0584

DVU0749

DVU1188

DVU2092
DVU2739

cobL

DVU2886

DVU2947

DVU2961
string
operons −200 −100 −1

sphate dikinase, PEP/pyruvate binding domain protein: DVU2739−0.01
transcriptional regulator, AraC family: DVU2886−0.07

RNA modification enzyme, MiaB−family: DVU0897−0.10
hypothetical protein: DVU0898−0.10

guanylate kinase: DVU0900−0.10
orotidine 5‘−phosphate decarboxylase: DVU0901−0.10

hydroxylamine reductase: DVU2543−0.15
transposase, putative: DVU0584−0.20

glycosyl transferase, group 1 family protein: DVUA0072−0.31
protein phosphatase, putative: DVU0245−0.44

nsporter, periplasmic phosphate−binding protein PstS: DVU2477−0.54
hosphate ABC transporter, permease protein, putative: DVU2479−0.54

potassium uptake protein TrkA, putative: DVU0412−0.60
NA polymerase sigma factor for flagellar operon FliA: DVU3229−0.68

transglycosylase, SLT family: DVU1536−0.71
anaerobic ribonucleoside triphosphate reductase: DVU2947−0.85

ecorrin−6Y C5,15−methyltransferase (decarboxylating): DVU2749−0.86
aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU3010−0.98

DNA−binding response regulator: DVU0749−1.01
thiamine biosynthesis protein ThiF: DVU2092−1.05

GGDEF domain protein: DVU0187−1.06
hypothetical protein: DVU1188−1.45

cytochrome c family protein: DVU0922−2.38
hypothetical protein: DVU0996−2.39

hydroxymethylbutenyl pyrophosphate reductase: DVU0055−2.40
hypothetical protein: DVU2365−2.79
hypothetical protein: DVU2961−3.13

edoxin oxidoreductase, tungsten−containing, putative: DVU0687−3.74
ribonuclease HI: DVU0689−3.74

log10(P) upstream meme1 2 log10(P.clust)=−1.12; 29 seqs; 24 uniq
c(0.5, 2.5)
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