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upstream meme PSSM #1; e=2.5
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upstream meme PSSM #2; e=5.4e+03
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string
operons −200 −100 −1

POSSIBLE HISTONE−LIKE PROTEIN HNS: RV3852−0.19

hypothetical protein: RV3547−0.69

CONSERVED HYPOTHETICAL PROTEIN CFP17: RV1827−0.97

hypothetical protein: RV1828−0.97

hypothetical protein: RV2147C−1.67

cell division protein FtsZ: RV2150C−1.67

PROBABLE CUTINASE PRECURSOR CFP21: RV1984C−2.00

hypothetical protein: RV2991−2.31

erved Proline, Glycine, Valine−rich secreted protein: RV1435C−2.45

KE PROTEIN) (HLP) (21−KDA LAMININ−2−BINDING PROTEIN): RV2986C−2.46

hypothetical protein: RV1192−2.64

PE−PGRS FAMILY PROTEIN: RV3812−3.07

hypothetical protein: RV1780−3.07

hypothetical protein: RV3847−3.18

log10(P) upstream meme1 2 log10(P.clust)=−1.95; 14 seqs; 12 uniq
c(0.5, 2.5)
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