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Cluster: 0250 dvu; resid: 0.52; r/c: 29/368

x.range

upstream meme PSSM #1; e=1.2e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+04

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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operons −200 −100 −1

, periplasmic oligopeptide/dipeptide−binding protein: DVU0169−0.03
hypothetical protein: DVU1252−1.00

dihydroxy−acid dehydratase: DVU3373−1.38
permease, putative: DVU3374−1.38

in/flavodoxin oxidoreductase, beta subunit, putative: DVU3348−2.04
2−ketoisovalerate ferredoxin reductase: DVU3349−2.04

iron−sulfur cluster−binding protein: DVU3350−2.04
N−acetyl−gamma−glutamyl−phosphate reductase: DVU0492−2.06

glutaminyl−tRNA synthetase: DVU2951−2.78
hypothetical protein: DVU0348−2.89
NeuB family protein: DVU0349−2.89

spore coat polysaccharide biosynthesis protein spsF: DVU0350−2.89
alcohol dehydrogenase, iron−containing: DVU0353−2.89

response regulator: DVU3215−2.90
hypothetical protein: DVU0255−3.17

aspartate kinase, monofunctional class: DVU1913−3.30
hypothetical protein: DVU0337−3.48

hydrolase, haloacid dehalogenase−like family: DVU0338−3.48
NAD−dependent epimerase/dehydratase family protein: DVU0342−3.48

HPCH/HPAI aldolase family protein: DVU0343−3.48
pyridine nucleotide−disulfide oxidoreductase: DVU1772−3.55

hypothetical protein: DVU3157−3.65
glycine dehydrogenase subunit 2: DVU1424−3.74

glycine cleavage system H protein: DVU1426−3.74
oxoglutarate ferredoxin oxidoreductase subunit alpha: DVU1945−5.46
−oxoglutarate ferredoxin oxidoreductase subunit beta: DVU1946−5.46

HAM1 family protein: DVU3154−6.28
transketolase: DVU2530−8.38

hydrogenase expression/formation protein HypE: DVU0326−8.62
log10(P) upstream meme1 2 log10(P.clust)=−3.40; 29 seqs; 18 uniq

c(0.5, 2.5)
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