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Cluster: 0249 dvu; resid: 0.56; r/c: 27/368

x.range

upstream meme PSSM #1; e=32

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
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upstream meme PSSM #2; e=1e+04

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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DVU1883DVU1882

DVU1374

DVU1372

ilvEilvC

DVU1881

divIVA

galU

csrA

carA

DVU3112

pyk
DVU3335

DVU3045

DVU1910

DVU0121

ilvN−2
DVU1375

DVU2430

ccmE

DVU1887

DVU2328

DVU2612DVU3097 string
operons −200 −100 −1

YjeF−related protein: DVU1910−0.04
cytochrome c−type biogenesis protein CcmE: DVU1051−0.09

sensory box histidine kinase: DVU3335−0.22
outer membrane efflux protein: DVU3097−0.34

sensory box histidine kinase/response regulator: DVU3045−0.44
hypothetical protein: DVU1887−0.51
hypothetical protein: DVU0121−2.10

hydrogenase nickel insertion protein HypA, putative: DVU2328−2.50
carbon storage regulator: DVU0521−2.57

phoH family protein: DVU1881−3.17
HDIG domain protein: DVU1882−3.17

hypothetical protein: DVU1883−3.17
branched−chain amino acid aminotransferase: DVU3197−4.04

UTP−glucose−1−phosphate uridylyltransferase: DVU1283−4.43
hypothetical protein: DVU1372−4.97

cell−division initiation protein DivIVA: DVU1373−4.97
hypothetical protein: DVU1374−4.97
hypothetical protein: DVU1375−4.97

acetolactate synthase, small subunit: DVU1377−4.97
ketol−acid reductoisomerase: DVU1378−4.97

hypothetical protein: DVU2612−5.55
TPR domain protein: DVU3112−7.21

carbamoyl phosphate synthase small subunit: DVU3113−7.21
cetylmuramoyl−tripeptide−−D−alanyl−D− alanine ligase: DVU2508−9.53

ramoylalanyl−D−glutamate−2, 6−diaminopimelate ligase: DVU2509−9.53
pyruvate kinase: DVU2514−9.53

RNA−binding protein: DVU2430−11.34
log10(P) upstream meme1 2 log10(P.clust)=−4.32; 27 seqs; 18 uniq

c(0.5, 2.5)
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