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Cluster: 0005 dvu; resid: 0.57; r/c: 35/373

x.range

upstream meme PSSM #1; e=6.4

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=2.3e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

●

●

●

●

●

●

●

●

●

●

●
●

●
●

●

●

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

DVU0061
DVU0060

DVU0062

gpmA

DVU1618
DVU1617

engA
era

DVU0063

DVU2904

DVU3206
purA

DVU2148
DVU0064

DVU1851

DVU0872

DVU3151
DVU2671

DVU3205

DVU0057

rho

DVU3313

trpB−1

ispD

DVU0603

DVU0602

DVU0036

DVU1009

DVU2130

DVU2208

DVU2274

DVU2284

DVU2299

DVU2634

DVU3212 string
operons −200 −100 −1

GTP−binding protein EngA: DVU3194−0.01
transcriptional regulator, LysR family: DVU3313−0.09

GTP−binding protein Era: DVU0052−0.12
minoimidazolecarboxamide formyltransferase, putative: DVU3206−0.15

transcription termination factor Rho: DVU1571−0.23
hypothetical protein: DVU1009−0.26

taine/L−proline ABC transporter, ATP binding protein: DVU2299−0.30
hypothetical protein: DVU2274−0.37

tryptophan synthase subunit beta: DVU0085−0.44
methyl−D−erythritol 4−phosphate cytidylyltransferase: DVU1454−0.49

pyridine nucleotide−disulfide oxidoreductase: DVU3212−0.57
peptidase, M23/M37 family: DVU1851−0.57

hypothetical protein: DVU2208−0.69
glycosyl transferase, group 2 family protein: DVU0872−0.77

transcriptional regulator, TetR family: DVU0057−0.83
hypothetical protein: DVU2634−0.92
hypothetical protein: DVU2284−0.97

HDIG/HD/KH domain protein: DVU2671−1.05
hypothetical protein: DVU0603−1.07
hypothetical protein: DVU2130−1.98

CBS/transporter associated domain protein: DVU2148−2.25
nitroreductase family protein: DVU1617−3.18

iojap−related protein: DVU1618−3.18
phosphoglyceromutase: DVU1619−3.18

radical SAM enzyme, Cfr family: DVU2904−3.19
hypothetical protein: DVU0602−3.86

MiaB−like tRNA modifying enzyme YliG, TIGR01125: DVU3151−5.78
efflux transporter, RND family, MFP subunit: DVU0060−6.78

multidrug resistance protein, putative: DVU0061−6.78
D efflux system, outer membrane protein, NodT family: DVU0062−6.78

transcriptional regulator, MarR family: DVU0063−6.78
hypothetical protein: DVU0064−6.78
hypothetical protein: DVU0036−9.97

adenylosuccinate synthetase: DVU3204−14.57
transglycosylase SLT domain protein: DVU3205−14.57

log10(P) upstream meme1 2 log10(P.clust)=−3.13; 35 seqs; 29 uniq
c(0.5, 2.5)
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