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x.range

upstream meme PSSM #1; e=3.3e−09

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

x.range

y.
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upstream meme PSSM #2; e=0.32

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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PE1
PE2

PE4

fadD16

Rv0161

omt

Rv0457c

Rv0458

Rv0459

Rv0484cRv0851c

tagA

Rv0874c

Rv2337c

Rv1154c

PE_PGRS39

Rv1927

Rv1931c

PE24 string
operons −200 −100 −1

hypothetical protein: RV0874C−0.11
PROBABLE O−METHYLTRANSFERASE OMT: RV1153C−0.13

hypothetical protein: RV1154C−0.13
I, constitutive) (DNA−3−methyladenine glycosidase I ): RV1210−0.28

PE−PGRS FAMILY PROTEIN: RV2340C−0.36
hypothetical protein: RV2337C−0.75

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1931C−1.34
PE FAMILY PROTEIN: RV0151C−1.97
PE FAMILY PROTEIN: RV0152C−1.97

PROBABLE SHORT−CHAIN TYPE OXIDOREDUCTASE: RV0484C−3.97
hypothetical protein: RV1927−4.36

POSSIBLE PE FAMILY−RELATED PROTEIN: RV2408−4.65
PE FAMILY PROTEIN: RV0160C−5.99

POSSIBLE OXIDOREDUCTASE: RV0161−6.65
PROBABLE PEPTIDASE: RV0457C−13.13

PROBABLE ALDEHYDE DEHYDROGENASE: RV0458−13.13
hypothetical protein: RV0459−13.13

short chain dehydrogenase: RV0851C−14.49
(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV0852−14.49

log10(P) upstream meme1 2 log10(P.clust)=−5.32; 19 seqs; 16 uniq
c(0.5, 2.5)
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