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x.range

upstream meme PSSM #1; e=1.1e−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=9.6e−05

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv3072c

Rv3073c
Rv3074

Rv3091

Rv3166c

Rv3355c
Rv3092c

Rv3093c
Rv3094c

Rv3095

Rv3162c

moxR3Rv3165c

Rv3357

Rv3358

Rv1953 string
operons −200 −100 −1

hypothetical protein: RV3091−3.42

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3092C−3.58

POSSIBLE INTEGRAL MEMBRANE PROTEIN: RV3162C−3.74

HYDROGENASE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR3: RV3164C−3.74

hypothetical protein: RV3165C−3.74

hypothetical protein: RV3166C−3.74

hypothetical protein: RV1953−4.26

hypothetical protein: RV3072C−8.52

hypothetical protein: RV3073C−8.52

hypothetical protein: RV3074−9.07

hypothetical protein: RV3355C−10.50

hypothetical protein: RV3357−10.50

hypothetical protein: RV3358−10.50

HYPOTHETICAL OXIDOREDUCTASE: RV3093C−12.26

hypothetical protein: RV3094C−12.26

HYPOTHETICAL TRANSCRIPTIONAL REGULATORY PROTEIN: RV3095−12.26

log10(P) upstream meme1 2 log10(P.clust)=−7.54; 16 seqs; 10 uniq
c(0.5, 2.5)
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