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Cluster: 0145 dvu; resid: 0.55; r/c: 28/363

x.range

upstream meme PSSM #1; e=0.38

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=190

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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DVU3158

DVU3157

DVU2291

DVU2287 cbiM
DVU1057

DVU2289
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DVU0092
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DVU0876

DVU0952
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DVU3190

DVU3221

DVU2580

DVU0041

DVU2619DVUA0138

DVU2328

DVU1460

DVU1937

DVU2285

DVU3177

DVU3273

DVU3005

string
operons −200 −100 −1

hydrogenase nickel insertion protein HypA, putative: DVU2328−0.03
hypothetical protein: DVU1460−0.15

sensor histidine kinase: DVU3221−0.17
sensor histidine kinase: DVUA0138−0.21
GTP pyrophosphokinase: DVU2083−0.57

hypothetical protein: DVU2619−0.74
hypothetical protein: DVU3177−1.00

CDP−diacylglycerol−−serine O−phosphatidyltransferase: DVU2980−1.23
r, periplasmic phosphonate−binding protein, putative: DVU1937−1.50

hypothetical protein: DVU3190−1.59
aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU3005−1.98

metallo−beta−lactamase family protein: DVU0876−2.42
hypothetical protein: DVU2945−2.82

ErfK/YbiS/YcfS/YnhG family protein: DVU2944−2.82
hypothetical protein: DVU3273−2.94

transglycosylase, SLT family: DVU0041−3.53
sensory box histidine kinase: DVU0092−3.57

hypothetical protein: DVU3157−4.19
vacJ lipoprotein, putative: DVU3158−4.19

response regulator: DVU2580−4.25
conserved hypothetical protein TIGR00282: DVU0952−6.32

cobalt ABC transporter, permease protein, putative: DVU1057−8.21
cobalt transport protein CbiM: DVU1058−8.21

L−lactate permease family protein: DVU2285−8.38
hydrogenase, CooM subunit, putative: DVU2286−10.89

e, CooK subunit, selenocysteine−containing, putative: DVU2287−10.89
hydrogenase, CooX subunit, putative: DVU2289−10.89

carbon monoxide−induced hydrogenase CooH, putative: DVU2291−10.89
log10(P) upstream meme1 2 log10(P.clust)=−4.09; 28 seqs; 22 uniq

c(0.5, 2.5)
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