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Cluster: 0300 mtu; resid: 0.49; r/c: 9/242
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Cluster: 0300 mtu; resid: 0.49; r/c: 9/242

x.range

upstream meme PSSM #1; e=4.5e−07

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=1.4

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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mmpL5

mmpS5Rv0678

Rv3369

Rv1393c

cyp132

Rv1395

Rv2602

lat

string
operons −200 −100 −1

hypothetical protein: RV2602−0.18

hypothetical protein: RV3369−0.47

L−lysine aminotransferase: RV3290C−12.45

hypothetical protein: RV0678−13.86

PROBABLE MONOXYGENASE: RV1393C−14.63

PROBABLE CYTOCHROME P450 132 CYP132: RV1394C−14.63

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1395−14.63

ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL5: RV0676C−15.03

POSSIBLE CONSERVED MEMBRANE PROTEIN MMPS5: RV0677C−15.03

log10(P) upstream meme1 2 log10(P.clust)=−11.21; 9 seqs; 7 uniq
c(0.5, 2.5)
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