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x.range

upstream meme PSSM #1; e=2.3e−10

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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string
operons −200 −100 −1

hypothetical protein: RV1421−3.34

hypothetical protein: RV1422−3.34

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN WHIA: RV1423−3.34

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2219−4.67

NE−PROTEIN KINASE A PKNA (PROTEIN KINASE A) (STPK A): RV0015C−5.55

PROBABLE PENICILLIN−BINDING PROTEIN PBPA: RV0016C−5.55

PROBABLE CELL DIVISION PROTEIN RODA: RV0017C−5.55

NE−PROTEIN KINASE B PKNB (PROTEIN KINASE B) (STPK B): RV0014C−5.55

POSSIBLE SERINE/THREONINE PHOSPHATASE PPP: RV0018C−5.55

hypothetical protein: RV0019C−5.55

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0010C−9.66

hypothetical protein: RV0049−12.29

POSSIBLE MEMBRANE PROTEIN: RV0048C−12.29

hypothetical protein: RV0038−15.66

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0037C−15.66

log10(P) upstream meme1 2 log10(P.clust)=−7.57; 15 seqs; 8 uniq
c(0.5, 2.5)
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