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Cluster: 0071 dvu; resid: 0.48; r/c: 26/368

x.range

upstream meme PSSM #1; e=600

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range
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upstream meme PSSM #2; e=1.3e+04

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
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DVU1529

DVU1528

gpm

gap−1

dapF

folK

DVU2937
DVU3227

DVU0453

DVU1180DVU1450

DVU1449
DVU0566

DVU1471

DVU2060
DVU2059

DVU3226

DVU0275

DVU0754

DVU0938

DVU2684

DVU2770

DVU2840

DVU0276

DVU1244

DVU2427

string
operons −200 −100 −1

isoamylase N−terminal domain protein: DVU0938−0.08
phosphoglycerate mutase: DVU2935−0.12

n protein/response regulator receiver domain protein: DVU2937−0.22
hypothetical protein: DVU2840−0.22

polysaccharide deacetylase family protein: DVU0275−0.26
hypothetical protein: DVU1180−0.33

anti−anti−sigma factor, putative: DVU1449−0.44
anti−sigma factor, putative: DVU1450−0.44

heat shock protein, Hsp20 family: DVU1471−0.47
hypothetical protein: DVU1244−0.63

diaminopimelate epimerase: DVU1867−0.70
response regulator: DVU2770−0.84

cytidine/deoxycytidylate deaminase family protein: DVU1528−0.92
decarboxylase family protein: DVU1529−0.92

y−6− hydroxymethyldihydropteridine pyrophosphokinase: DVU1656−0.96
hypothetical protein: DVU0276−4.33
hypothetical protein: DVU3226−4.79

flagellar basal body−associated protein, putative: DVU3227−4.79
glyceraldehyde 3−phosphate dehydrogenase: DVU0565−5.65

GAF domain protein: DVU0566−5.65
ATP−dependent DNA helicase, UvrD/REP family: DVU0453−5.67

hypothetical protein: DVU2427−6.84
glycosyl transferase, group 2 family protein: DVU2059−7.55

hypothetical protein: DVU2060−7.55
hypothetical protein: DVU2684−7.65
hypothetical protein: DVU0754−8.87

log10(P) upstream meme1 2 log10(P.clust)=−2.96; 26 seqs; 21 uniq
c(0.5, 2.5)
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