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Cluster: 0139 dvu; resid: 0.53; r/c: 30/365

x.range

upstream meme PSSM #1; e=0.39

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=30

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
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potC
DVU0095

DVU2798

DVU2797
DVU2792

DVU2791

DVU0432

argD
tyrS

ligA

thiC DVU0339

metE

glpX DVU2795

DVU2794

DVU3028

DVU3026
DVU3033

DVU2683

DVU2793
DVU2796

hysA

hysB

DVU2790

DVU0493

DVU1390

DVU0027

DVU1530

DVU3101

string
operons −200 −100 −1

tonB protein, putative: DVU3101−0.10
C transporter, periplasmic polyamine−binding protein: DVU0095−0.16

ermidine/putrescine ABC transporter membrane protein: DVU0096−0.16
fructose 1,6−bisphosphatase II: DVU1539−0.19

pteroyltriglutamate−− homocysteine methyltransferase: DVU3371−0.24
hypothetical protein: DVU1390−0.36
hypothetical protein: DVU0493−0.57

DNA ligase, NAD−dependent: DVU1608−0.58
Ech hydrogenase, subunit EchC, putative: DVU0432−0.63

metallo−beta−lactamase family protein: DVU1530−0.64
tyrosyl−tRNA synthetase: DVU0953−0.75

 specific 2−hydroxyacid dehydrogenase family protein: DVU0339−0.76
hypothetical protein: DVU0027−1.07

acetylornithine aminotransferase: DVU2347−1.18
thiamine biosynthesis protein ThiC: DVU1411−5.92
L−lactate permease family protein: DVU2683−5.94

periplasmic [NiFeSe] hydrogenase, small subunit: DVU1917−7.62
ydrogenase, large subunit, selenocysteine−containing: DVU1918−7.62

L−lactate permease family protein: DVU3026−12.80
iron−sulfur cluster−binding protein: DVU3028−12.80
iron−sulfur cluster−binding protein: DVU3033−12.80

cytochrome c family protein: DVU2791−19.64
electron transport complex protein RnfC, putative: DVU2792−19.64
electron transport complex protein RnfD, putative: DVU2793−19.64
electron transport complex protein RnfG, putative: DVU2794−19.64

SoxR−reducing system protein RsxE: DVU2795−19.64
electron transport complex protein RnfA, putative: DVU2796−19.64

ferredoxin: DVU2797−19.64
ApbE family protein: DVU2798−19.64
hypothetical protein: DVU2790−19.64

log10(P) upstream meme1 2 log10(P.clust)=−8.32; 30 seqs; 19 uniq
c(0.5, 2.5)
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