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Cluster: 0213 dvu; resid: 0.39; r/c: 13/370

x.range

upstream meme PSSM #1; e=6.1e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
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ng
e

upstream meme PSSM #2; e=2.4e+04

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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kdpA
kdpB

DVU0183

DVU1103

DVU2731

DVU0039

DVU1713
DVU2217

bioA

DVU2604

DVU2689

DVU2830
DVUA0030

string
operons −200 −100 −1

tail fiber assembly protein, putative: DVU2731−0.15

baseplate assembly protein, putative: DVU1103−0.25

hypothetical protein: DVU2830−0.33

bacteriophage DNA transposition B protein: DVU2689−0.41

lmethionine−−8−amino−7−oxononanoate aminotransferase: DVU2559−0.85

methyl−accepting chemotaxis protein: DVU0183−2.11

hypothetical protein: DVU1713−2.27

K+−transporting ATPase, B subunit: DVU3338−2.52

potassium−transporting ATPase subunit A: DVU3339−2.52

C4−type zinc finger protein, DksA/TraR family: DVU0039−2.70

hypothetical protein: DVU2604−2.82

hypothetical protein: DVUA0030−3.25

acetyltransferase, GNAT family: DVU2217−3.72

log10(P) upstream meme1 2 log10(P.clust)=−1.84; 13 seqs; 12 uniq
c(0.5, 2.5)
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