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Cluster: 0042 mtu; resid: 0.58; r/c: 12/246
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Cluster: 0042 mtu; resid: 0.58; r/c: 12/246

x.range

upstream meme PSSM #1; e=1.5e−09

1 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=53

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv1069c Rv1072

mmpL6

Rv1558

Rv1783

Rv2968c

malQ

Rv1782

echA14

pheA

Rv2969c

Rv3837c

string
operons −200 −100 −1

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2968C−0.22

POSSIBLE CONSERVED MEMBRANE OR SECRETED PROTEIN: RV2969C−0.22

BABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL6: RV1557−4.85

hypothetical protein: RV1558−4.85

OSPHOGLYCEROMUTASE) (PHOSPHOGLYCERATE PHOSPHOMUTASE): RV3837C−5.76

prephenate dehydratase: RV3838C−5.76

enoyl−CoA hydratase: RV2486−5.89

Amylomaltase) (Disproportionating enzyme) (D−enzyme): RV1781C−7.04

PROBABLE CONSERVED MEMBRANE PROTEIN: RV1782−7.04

PROBABLE CONSERVED MEMBRANE PROTEIN: RV1783−7.04

hypothetical protein: RV1069C−18.28

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV1072−18.28

log10(P) upstream meme1 2 log10(P.clust)=−7.10; 12 seqs; 8 uniq
c(0.5, 2.5)
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