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Cluster: 0516 mtu; resid: 0.52; r/c: 9/240
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upstream meme PSSM #1; e=2.9e+03
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mycP1

cfp21

pepN

Rv3400

string
operons −200 −100 −1

hypothetical protein: RV0004−1.27

hypothetical protein: RV2186C−1.31

SYL AMINOPEPTIDASE) (LYS−AP) (ALANINE AMINOPEPTIDASE): RV2467−1.46

BTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−1): RV3883C−1.81

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3882C−1.81

PROBABLE CUTINASE PRECURSOR CFP21: RV1984C−2.42

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1474C−2.59

PROBABLE HYDROLASE: RV3400−2.59

hypothetical protein: RV0499−3.11

log10(P) upstream meme1 2 log10(P.clust)=−2.04; 9 seqs; 8 uniq
c(0.5, 2.5)
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