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Cluster: 0197 dvu; resid: 0.45; r/c: 18/371

x.range

upstream meme PSSM #1; e=1.1e+04

1 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 15

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

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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DVUA0054

DVUA0038
DVUA0034

DVU3142DVU0621

DVU1724

DVUA0042

DVU2706

DVU2692 DVUA0032

DVUA0031

DVUA0035

nifD

DVU2881

DVUA0093

escTDVUA0128

zupT

string
operons −200 −100 −1

nitrogenase molybdenum−iron protein alpha chain: DVUA0012−0.00

phage/plasmid primase, P4 family: DVU2881−0.03

hypothetical protein: DVU2706−0.04

hypothetical protein: DVU2692−0.06

chromate transport family protein: DVUA0093−0.07

type III secretion inner membrane protein: DVUA0102−0.11

hypothetical protein: DVUA0128−0.15

hypothetical protein: DVUA0035−0.18

hypothetical protein: DVUA0034−0.21

glycosyl transferase, group 1 family protein: DVUA0054−0.26

sigma−54 dependent transcriptional regulator: DVU3142−1.00

capsular polysaccharide transport protein: DVUA0038−3.10

lipoprotein, putative: DVUA0042−3.10

sigma−54 dependent DNA−binding response regulator: DVU0621−3.65

phage uncharacterized protein, putative: DVU1724−3.84

zinc transporter ZupT: DVUA0136−5.68

hypothetical protein: DVUA0031−11.03

hypothetical protein: DVUA0032−11.03

log10(P) upstream meme1 2 log10(P.clust)=−2.42; 18 seqs; 16 uniq
c(0.5, 2.5)
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