
100 200 300 400 500 600 700

−
4

−
2

0
2

4
6

Cluster: 0335 dvu; resid: 0.32; r/c: 12/365

x.range

upstream meme PSSM #1; e=4.8e+03

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=9.4e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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string
operons −200 −100 −1

hypothetical protein: DVUA0152−0.42

ferredoxin, 2fe−2s: DVUA0010−2.42

nitrogenase molybdenum−iron protein alpha chain: DVUA0012−2.42

nitrogenase reductase: DVUA0015−2.42

hypothetical protein: DVUA0090−2.52

sugar transferase domain protein: DVUA0037−3.07

hypothetical protein: DVUA0041−3.07

polysaccharide deacetylase family protein: DVUA0043−3.07

glycosyl transferase, group 1 family protein: DVUA0051−3.07

hypothetical protein: DVU2846−3.68

hypothetical protein: DVUA0064−5.34

sigma−54 interaction domain protein: DVUA0024−6.23

log10(P) upstream meme1 2 log10(P.clust)=−3.14; 12 seqs; 7 uniq
c(0.5, 2.5)
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