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x.range

upstream meme PSSM #1; e=58
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sigK

Rv0446c

ufaA1

Rv0460

Rv0461

cycA

Rv3032

PE_PGRS6

PPE52

string
operons −200 −100 −1

POSSIBLE TRANSFERASE: RV3032−0.20

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0446C−2.17

A1 (CYCLOPROPANE FATTY ACID SYNTHASE) (CFA SYNTHASE): RV0447C−2.17

PE−PGRS FAMILY PROTEIN: RV0532−2.23

CONSERVED HYDROPHOBIC PROTEIN: RV0460−2.63

PROBABLE TRANSMEMBRANE PROTEIN: RV0461−2.63

RNA polymerase sigma factor SigK: RV0445C−2.66

LE D−SERINE/ALANINE/GLYCINE TRANSPORTER PROTEIN CYCA: RV1704C−2.70

PPE−FAMILY PROTEIN: RV3144C−5.38

log10(P) upstream meme1 2 log10(P.clust)=−2.53; 9 seqs; 7 uniq
c(0.5, 2.5)
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