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Cluster: 0278 dvu; resid: 0.55; r/c: 29/365

x.range

upstream meme PSSM #1; e=4.2e+04
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+05

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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DVU0769murIaspB

prfC

pth

ribF
hemKuppS

pyrC

DVU0724
gatA

purT

DVU3361
ispD

DVU0660

DVU0135

DVU3207

DVU1060

DVU3050
DVU3109

DVU1215

DVU1538

DVU2209

DVU2436

DVU2581

DVU2756

DVU2872

DVU2945

DVU2995

string
operons −200 −100 −1

phosphodiesterase: DVU0660−0.04
aspartate aminotransferase: DVU3223−0.07

riboflavin biosynthesis protein RibF: DVU0450−0.09
radical SAM domain protein: DVU2756−0.15

hypothetical protein: DVU1538−0.23
ADP−heptose synthase, putative: DVU3361−0.30

sodium/alanine symporter family protein: DVU0724−0.35
hemK protein: DVU2916−0.38

response regulator: DVU2581−0.40
iron−sulfur cluster−binding protein: DVU3109−0.43

phage portal protein, lambda family: DVU2872−0.54
PAP2 family protein: DVU1215−0.67

glycosyl transferase, group 1 family protein: DVU2995−0.69
undecaprenyl diphosphate synthase: DVU0869−0.72

hypothetical protein: DVU0135−0.83
dihydroorotase: DVU2902−0.84

hypothetical protein: DVU3050−0.91
phosphoribosylglycinamide formyltransferase 2: DVU0723−0.92

RNB−like family protein: DVU3207−1.02
peptidyl−tRNA hydrolase: DVU1573−1.19

glycosyl transferase, group 1 family protein: DVU1060−1.39
hypothetical protein: DVU2209−1.83
hypothetical protein: DVU2945−1.92

peptide chain release factor 3: DVU3116−5.72
glutamyl−tRNA(Gln) amidotransferase, A subunit: DVU0808−5.86

glutamate racemase: DVU0768−6.14
pyridoxamine kinase: DVU0769−6.14
hypothetical protein: DVU2436−7.14

methyl−D−erythritol 4−phosphate cytidylyltransferase: DVU1454−9.59
log10(P) upstream meme log10(P.clust)=−1.95; 29 seqs; 28 uniq

c(0.5, 2.5)

11
 M

ar
 0

2 
17

:3
7:

51
 it

er
=

16
99

cM
on

ke
y 

V
er

si
on

 4
.8

.2
 d

vu


