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upstream meme PSSM #1; e=0.00016
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HYPOTHETICAL PROLINE−RICH PROTEIN: RV3103C−0.03

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3104C−0.03

Probable hypothetical membrane protein: RV1615−6.22

hypothetical protein: RV1616−6.22

hypothetical protein: RV2556C−6.90

 (D−ALPHA−D−HEPTOSE−1−PHOSPHATE GUANYLYLTRANSFERASE): RV3264C−15.36

−RHAMNOSE−(1−>3)−ALPHA−D−GlcNAc(1−>P)−P−DECAPRENY L): RV3265C−15.36

MNOSE BIOSYNTHESIS PROTEIN) (dTDP−RHAMNOSE SYNTHASE): RV3266C−15.36

CONSERVED HYPOTHETICAL PROTEIN (CPSA−RELATED PROTEIN): RV3267−15.36

hypothetical protein: RV3268−15.36

D INTEGRAL MEMBRANE LEUCINE AND ALANINE RICH PROTEIN: RV2508C−17.29

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV2509−17.29

log10(P) upstream meme1 2 log10(P.clust)=−10.90; 12 seqs; 7 uniq
c(0.5, 2.5)
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