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Cluster: 0014 dvu; resid: 0.50; r/c: 30/368

x.range

upstream meme PSSM #1; e=150

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+03

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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gcvPA
lpdA

DVU0076

DVU0072

dtd
ade

DVU0478
DVU0328

DVU0743

DVU0680

DVU1064

fumC

DVU0691

carADVU2568
DVU2583

DVU2779

DVU1004DVU3296

DVU0439

DVU0425

DVU0428

DVU0638

DVU0699

ccmE

DVU1607

DVU1926

DVU2627

DVU2673

pqiB

string
operons −200 −100 −1

DVU0699NA
Ser/Thr protein phosphatase family: DVU0478−0.00

carbamoyl phosphate synthase small subunit: DVU3113−0.02
glycosyl transferase, group 1 family protein: DVU0328−0.03

rol−3−phosphate dehydrogenase, subunit A, truncation: DVU2673−0.04
D−tyrosyl−tRNA deacylase: DVU1452−0.11

fumarate hydratase: DVU0080−0.12
hypothetical protein: DVU2779−0.17

sensory box histidine kinase: DVU0743−0.35
aconitate hydratase: DVU1064−0.81
hypothetical protein: DVU1607−0.94
hypothetical protein: DVU3296−1.22
hypothetical protein: DVU0425−1.71

glucose−1−phosphate cytidylyl−transferase: DVU0072−2.04
hypothetical protein: DVU0638−2.38
hypothetical protein: DVU1926−2.48
hypothetical protein: DVU0691−2.58

paraquat−inducible protein B: DVU3127−2.68
cytochrome c−type biogenesis protein CcmE: DVU1051−2.95

lipoprotein, putative: DVU2583−2.98
YCII−related domain protein: DVU0439−3.06

hypothetical protein: DVU0428−3.72
peptidase, M20/M25/M40 family: DVU2568−5.19

hypothetical protein: DVU1004−5.26
hypothetical protein: DVU2627−5.46
adenine deaminase: DVU0441−5.94

glycosyl transferase, group 2 family protein: DVU0076−7.07
dehydrogenase, E3 component, lipoamide dehydrogenase: DVU1423−7.45

glycine dehydrogenase subunit 1: DVU1425−7.45
sensory box histidine kinase: DVU0680−9.14

log10(P) upstream meme1 2 log10(P.clust)=−2.87; 30 seqs; 29 uniq
c(0.5, 2.5)
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