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x.range

upstream meme PSSM #1; e=0.00016
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x.range

y.
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upstream meme PSSM #2; e=12
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agpS

Rv2025c

Rv2282c

Rv3114

Rv2283
lipM

Rv2285

Rv3108

Rv3124

string −200 −100 −1

hypothetical protein: RV2285−2.57

PPE FAMILY PROTEIN: RV0878C−3.47

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV2025C−3.69

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3124−4.53

hypothetical protein: RV3114−7.33

Probable transcription regulator (lysR family): RV2282C−10.98

hypothetical protein: RV2283−10.98

Probable esterase LipM: RV2284−10.98

L−DHAP SYNTHASE) (ALKYLGLYCERONE−PHOSPHATE SYNTHASE): RV3107C−11.16

hypothetical protein: RV3108−11.16

log10(P) upstream meme1 2 log10(P.clust)=−7.69; 10 seqs; 10 uniq
c(0.5, 2.5)
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