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x.range

upstream meme PSSM #1; e=0.25

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

x.range
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upstream meme PSSM #2; e=10

1 3 5 7 9 111 3 5 7 9 11
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celA2b
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moxR3Rv2469c
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Rv3165c
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Rv1186c

Rv3192

string
operons −200 −100 −1

hypothetical protein: RV1734C−0.00

ANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER CYDD: RV1621C−1.84

ubunit II) cydB (Cytochrome BD−I oxidase subunit II): RV1622C−1.84

(subunit I) cydA (Cytochrome BD−I oxidase subunit I): RV1623C−1.84

NSERVED HYPOTHETICAL ALANINE AND PROLINE−RICH PROTEIN: RV3192−2.53

−GLUCANASE) (ENDOGLUCANASE) (CARBOXYMETHYL CELLULASE): RV1090−2.93

hypothetical protein: RV1186C−3.01

coproporphyrinogen III oxidase: RV2388C−3.84

POSSIBLE INTEGRAL MEMBRANE PROTEIN: RV3162C−5.48

HYDROGENASE TRANSCRIPTIONAL REGULATORY PROTEIN MOXR3: RV3164C−5.48

hypothetical protein: RV3165C−5.48

hypothetical protein: RV3166C−5.48

OMPONENT RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN): RV0981−6.10

PROBABLE TWO COMPONENT SENSOR KINASE MPRB: RV0982−6.10

hypothetical protein: RV2469C−8.33

POSSIBLE GLOBIN (OXYGEN−BINDING PROTEIN) GLBO: RV2470−8.33

AMYLASE) (LYSOSOMAL ALPHA−GLUCOSIDASE) (ACID MALTASE): RV2471−8.33

log10(P) upstream meme1 2 log10(P.clust)=−4.53; 17 seqs; 10 uniq
c(0.5, 2.5)
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