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x.range

upstream meme PSSM #1; e=94
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upstream meme PSSM #2; e=1.3e+03
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tagA

Rv1209

PPE22

PPE23

Rv2047c

idsB

Rv3896c

PPE69

idi

lytB1

Rv3894c

PE36

Rv3895c

Rv1948c string
operons −200 −100 −1

hypothetical protein: RV3896C−1.65

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3894C−1.65

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3895C−1.65

PROBABLE MEMBRANE NADH DEHYDROGENASE NDHA: RV0392C−1.84

PE FAMILY PROTEIN: RV3893C−2.16

PPE FAMILY PROTEIN: RV3892C−2.16

hypothetical protein: RV2047C−2.29

hypothetical protein: RV1948C−2.80

isopentenyl−diphosphate delta−isomerase: RV1745C−2.84

PROBABLE LYTB−RELATED PROTEIN LYTB1: RV3382C−3.18

RENYL TRANSFERASE) (POLYPRENYL DIPHOSPHATE SYNTHASE): RV3383C−3.18

PPE FAMILY PROTEIN: RV1705C−3.31

PPE FAMILY PROTEIN: RV1706C−3.31

hypothetical protein: RV1209−3.81

I, constitutive) (DNA−3−methyladenine glycosidase I ): RV1210−3.81

log10(P) upstream meme1 2 log10(P.clust)=−2.64; 15 seqs; 9 uniq
c(0.5, 2.5)
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