Cluster: 0329 dvu; resid: 0.43; r/c: 15/374
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Ipstream meme PSSM #1; e=1.7e+04upstream meme PSSM #2; e=8.7e+03
. log10(P) upstream meme log10(P.clust)=—2.26; 15 seqs; 14 uniq
- - -4.96 = _hypotH&ical protein: DVU1698
-4.58 — hypotheticalprotein: [DVU2346
-3.40 - pyruvate formate-lyase activatin§®enzyme, putative: DVU2271
-3.28 —endent transcriptional regulator/response regulator: DVUA0057
A C A T -3.03 — = hypothetical protein: DVU2656
-2.76 = hypothetical protein: DVU1416
| | AA C T T/\TQCA LA -2 14 ——CoA-substrate—specific-enzyme-activase-putative: DVU2541
1 38 5 7 9 11 1 3 57 ‘e-1u
-2.14 —E-hyd-rygm-ﬁ-ee#delqydmmse-ﬂmm_
Dvueos DVUE3s4 -2.00 ahypothetical protein: DVU2334
DVU0283
-1.51 1 AhpF-family-protein/thigredoxin reductase: DVU0283
DVUES40  DVUL714 DVUL416 -1.23 ———exopolysaccharide-production-protein;-putative:-DVUAC048
VU541 n:rs -0.87 — methyl-accepting chemotaxis protein: DVU0183
oviesss DVU2271 pvubie: —0.74 ———molybdenum ABC transporter, permease protein:[DVU0181
DVUR346 -0.66 - phoH-related protein: DVU0442

DVUAQ057 -062 "l pypothetical protein: DVU1714

DVU0442 DVUAGDIE = G -200 100 -1




