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Cluster: 0262 dvu; resid: 0.58; r/c: 26/359

x.range

upstream meme PSSM #1; e=100
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y.
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upstream meme PSSM #2; e=9.8e+03
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potC
DVU0095

argD

argG

DVU2364

icd

DVU2798
DVU2792

dut

pgk

DVU2931

cynT

DVU2795
DVU2794

DVU1937
DVU1934

DVU2342
DVU0386

DVU2793

DVU2796

DVU0712
DVU0937

DVU1912

cooS

DVU2205

DVU3171 string
operons −200 −100 −1

phosphoglycerate kinase: DVU2529−0.07
hypothetical protein: DVU0937−0.10

aminotransferase, classes I and II: DVU2364−0.19
conserved hypothetical protein TIGR00150: DVU1912−0.24

carbonic anhydrase: DVU1777−0.37
tryptophan−specific transport protein: DVU2205−0.81

argininosuccinate synthase: DVU1095−0.83
 transporter, periplasmic amino acid−binding protein: DVU2342−0.93

sensory box histidine kinase: DVU2931−1.28
carbon monoxide dehydrogenase: DVU2098−1.49

no acid ABC transporter, periplasmic−binding protein: DVU0712−1.65
isocitrate dehydrogenase, NADP−dependent: DVU0477−2.14

C transporter, periplasmic polyamine−binding protein: DVU0095−2.25
ermidine/putrescine ABC transporter membrane protein: DVU0096−2.25

electron transport complex protein RnfC, putative: DVU2792−2.41
electron transport complex protein RnfD, putative: DVU2793−2.41
electron transport complex protein RnfG, putative: DVU2794−2.41

SoxR−reducing system protein RsxE: DVU2795−2.41
electron transport complex protein RnfA, putative: DVU2796−2.41

ApbE family protein: DVU2798−2.41
 transporter, periplasmic amino acid−binding protein: DVU0386−6.67

acetylornithine aminotransferase: DVU2347−6.87
deoxyuridine 5'−triphosphate nucleotidohydrolase: DVU2348−6.87

cytochrome c3: DVU3171−7.91
phosphonate ABC transporter, permease protein: DVU1934−8.67

r, periplasmic phosphonate−binding protein, putative: DVU1937−8.67
log10(P) upstream meme1 2 log10(P.clust)=−2.87; 26 seqs; 18 uniq

c(0.5, 2.5)
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