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Cluster: 0300 dvu; resid: 0.37; r/c: 15/366

x.range

upstream meme PSSM #1; e=40
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upstream meme PSSM #2; e=1.2e+03
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DVU1843

DVU1840

DVU2375
ccmF

DVU2371

DVU3161

DVU1076mreC

DVU1650

glnP

DVU0280

DVU0511

DVU1246

DVU1831

DVU3255

string −200 −100 −1
DVU1831NA

cytochrome c−type biogenesis protein CcmF: DVU1050−0.26

transcriptional regulator, CopG family: DVU3255−0.61

ABC transporter, ATP−binding protein: DVU3161−0.70

metalloendopeptidase, putative, glycoprotease family: DVU1840−0.74

glutamine ABC transporter, permease protein: DVU0106−0.85

hypothetical protein: DVU1246−1.22

hypothetical protein: DVU1843−1.39

lipoprotein releasing system, permease protein: DVU2375−1.42

N−acetylmuramoyl−L−alanine amidase, putative: DVU2371−1.50

hypothetical protein: DVU0511−3.00

glycosyl transferase, group 1 family protein: DVU0280−4.18

rod shape−determining protein MreC: DVU0788−4.25

hypothetical protein: DVU1650−4.31

conserved hypothetical protein TIGR00278: DVU1076−4.45

log10(P) upstream meme1 2 log10(P.clust)=−2.06; 15 seqs; 15 uniq
c(0.5, 2.5)
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