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upstream meme PSSM #1; e=0.00043
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ERVED TRANSMEMBRANE ALANINE AND GLYCINE RICH PROTEIN: RV2721C−0.35

hypothetical protein: RV2147C−2.11

HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: RV3413C−2.87

RNA polymerase sigma factor SigD: RV3414C−2.87

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3587C−3.70

CONSERVED HYPOTHETICAL ALA−, PRO−RICH PROTEIN: RV1157C−4.01

CONSERVED HYPOTHETICAL ALA−, PRO−RICH PROTEIN: RV1158C−4.01

HYPOTHETICAL INVASION PROTEIN: RV1477−4.78

TRANSDUCTION TRANSCRIPTIONAL REGULATORY PROTEIN MTRA: RV3246C−4.87

hypothetical protein: RV3717−5.71

hypothetical protein: RV2525C−5.83

INE RICH PROTEIN MTC28 (PROLINE RICH 28 KDA ANTIGEN): RV0040C−5.83

CONSERVED HYPOTHETICAL PROTEIN WAG31: RV2145C−5.94

Possible inv protein: RV1566C−6.84

hypothetical protein: RV1697−6.91

hypothetical protein: RV1698−6.91

PROTEIN PRECURSOR PIRG (CELL SURFACE PROTEIN) (EXP53): RV3810−8.16

log10(P) upstream meme1 2 log10(P.clust)=−4.81; 17 seqs; 14 uniq
c(0.5, 2.5)
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