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Cluster: 0255 dvu; resid: 0.54; r/c: 21/363

x.range

upstream meme PSSM #1; e=2.9
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x.range

y.
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ng
e

upstream meme PSSM #2; e=3.5e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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glutamine−hydrolyzing

DVUA0072DVUA0075

DVU0702

DVU0625
DVU0624

glnHDVU0105

DVU1238

DVU0227

DVU0226

DVU0357

tag DVU0547

DVU1290

DVU2205

DVU0225

selB

DVU2200

DVU2407DVUA0006

string
operons −200 −100 −1

DNA−3−methyladenine glycosylase I: DVU0356−0.24
hypothetical protein: DVU0357−0.24

 transporter, periplasmic amino acid−binding protein: DVU1238−0.64
nitrate reductase, gamma subunit, putative: DVU1290−1.29

NapC/NirT cytochrome c family protein: DVU0624−1.70
 nitrite reductase, catalytic subunit NfrA, putative: DVU0625−1.70

elenocysteine−specific translation elongation factor: DVU0500−1.79
glutamine ABC transporter, ATP−binding protein: DVU0105−2.31

C transporter, periplasmic glutamine−binding protein: DVU0107−2.31
eriplasmic branched chain amino acid−binding protein: DVU0547−2.43

tryptophan−specific transport protein: DVU2205−2.80
hypothetical protein: DVU0225−2.95
hypothetical protein: DVU0226−3.82
hypothetical protein: DVU0227−3.82
hypothetical protein: DVU2200−3.91
hypothetical protein: DVU2407−4.99

glycosyl transferase, group 1 family protein: DVUA0072−5.03
paragine synthase (glutamine−hydrolyzing), putative: DVUA0073−5.03

radical SAM domain protein: DVUA0075−5.03
magnesium transporter MgtE, putative: DVUA0006−5.16

cytochrome c family protein: DVU0702−5.57
log10(P) upstream meme1 2 log10(P.clust)=−2.99; 21 seqs; 15 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


