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Cluster: 0022 dvu; resid: 0.48; r/c: 26/375

x.range

upstream meme PSSM #1; e=0.00014

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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upstream meme PSSM #2; e=8.7

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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flgD
flgE

DVU0307

flhA
fliQ

DVU0863

DVU0862
DVU1441

DVU0520
DVU0410

DVU3014

DVU3005

DVU3002

DVU0318
DVU3004

DVU3001

DVU3006

hypDDVU0320

DVU0409DVU0518

DVU0309
DVU1805 DVU1963DVU2065

DVU2991

string
operons −200 −100 −1

hydrogenase expression/formation protein HypD: DVU0325−0.78
transcriptional regulator, LysR family: DVU0309−1.09

flagellar biosynthetic protein FliQ: DVU0043−1.21
flagellar biosynthesis protein A: DVU3232−1.44

flagellar protein FliS/hypothetical protein, fusion: DVU0862−1.82
flagellar hook−associated protein 2, putative: DVU0863−1.82

hypothetical protein: DVU0409−1.85
hypothetical protein: DVU0410−1.85

flagellar hook protein FlgE: DVU1443−1.96
basal−body rod modification protein FlgD: DVU1444−1.96

asparagine synthetase, glutamine−hydrolyzing: DVU3014−2.11
flagellin: DVU1441−2.15

TPR domain protein: DVU0318−2.52
flagella basal body rod domain protein: DVU0307−2.61

hypothetical protein: DVU2991−2.72
hypothetical protein: DVU0320−4.05
hypothetical protein: DVU0518−5.74

flagellar hook−associated protein FlgL, putative: DVU0520−5.74
hypothetical protein: DVU2065−6.34
hypothetical protein: DVU1963−7.93

GGDEF domain protein: DVU1805−8.06
hypothetical protein: DVU3001−10.14
hypothetical protein: DVU3002−10.14

radical SAM domain protein: DVU3004−10.14
aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU3005−10.14

ide biosynthesis protein/methyltransferase, putative: DVU3006−10.14
log10(P) upstream meme1 2 log10(P.clust)=−4.48; 26 seqs; 19 uniq

c(0.5, 2.5)
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