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upstream meme PSSM #1; e=0.00045
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PROBABLE TWO COMPONENT SENSOR KINASE −FIRST PART: RV0601C−3.11

RNA polymerase sigma factor SigF: RV3286C−4.87

ANTI−SIGMA FACTOR RSBW (SIGMA NEGATIVE EFFECTOR): RV3287C−4.87

hypothetical protein: RV2891−10.51

isopentenyl−diphosphate delta−isomerase: RV1745C−14.39

ONINE−PROTEIN KINASE PKNF (PROTEIN KINASE F) (STPK F): RV1746−14.39

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3167C−16.67

hypothetical protein: RV3168−16.67

hypothetical protein: RV3169−16.67

log10(P) upstream meme1 2 log10(P.clust)=−11.35; 9 seqs; 7 uniq
c(0.5, 2.5)
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