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upstream meme PSSM #1; e=8.1e−09
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upstream meme PSSM #2; e=0.00082
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string
operons −200 −100 −1

hypothetical protein: RV1778C−0.02

DE REDUCTASE D PROTEIN AHPD (ALKYL HYDROPEROXIDASE D): RV2429−0.31

PROBABLE ACYL−CoA DEHYDROGENASE FADE20: RV2724C−1.07

) (Glucose 6−phosphate cyclase) (Glucocycloaldolase): RV0046C−3.62

HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN: RV1779C−3.88

PROBABLE CONSERVED LIPOPROTEIN LPPS: RV2518C−4.46

PROBABLE ACYL−CoA DEHYDROGENASE FADE5: RV0244C−4.54

hypothetical protein: RV0145−5.08

hypothetical protein: RV0146−5.08

DE REDUCTASE C PROTEIN AHPC (ALKYL HYDROPEROXIDASE C): RV2428−5.85

SERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: RV2707−6.03

PROBABLE CONSERVED LIPOPROTEIN LPRQ: RV0483−6.29

POSSIBLE CONSERVED PROTEIN CPSA: RV3484−6.38

hypothetical protein: RV2699C−11.90

POSSIBLE OXIDOREDUCTASE: RV3567C−17.93

POSSIBLE HEMOGLOBINE−RELATED PROTEIN HMP: RV3571−17.93

POSSIBLE OXIDOREDUCTASE: RV3570C−17.93

log10(P) upstream meme1 2 log10(P.clust)=−6.96; 17 seqs; 15 uniq
c(0.5, 2.5)
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