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Cluster: 0596 mtu; resid: 0.61; r/c: 18/228
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Cluster: 0596 mtu; resid: 0.61; r/c: 18/228

x.range

upstream meme PSSM #1; e=0.00012

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=0.03

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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dacB1

string
operons −200 −100 −1

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0519C−0.22

hypothetical protein: RV2574−3.49

hypothetical protein: RV3547−3.67

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0308−3.79

POSSIBLE PENICILLIN−BINDING LIPOPROTEIN: RV2864C−3.87

PROBABLE EXPORTED PROTEIN: RV0888−4.16

PROBABLE F420 BIOSYNTHESIS PROTEIN FBIA: RV3261−4.35

F420−0−−gamma−glutamyl ligase: RV3262−4.35

−ALA−D−ALA CARBOXYPEPTIDASE) (D−AMINO ACID HYDROLASE): RV3330−5.20

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3630−5.52

OBABLE PROLINE AND GLYCINE RICH TRANSMEMBRANE PROTEIN: RV2560−5.86

PROBABLE CONSERVED LIPOPROTEIN LPQG: RV3623−5.90

ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL1: RV0402C−7.24

acyl−CoA synthetase: RV0404−7.24

hypothetical protein: RV3258C−7.25

hypothetical protein: RV3259−7.25

POSSIBLE MEMBRANE ACYLTRANSFERASE: RV0517−8.15

nucleoside diphosphate kinase regulator: RV3788−8.84

log10(P) upstream meme1 2 log10(P.clust)=−5.35; 18 seqs; 17 uniq
c(0.5, 2.5)
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