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x.range

upstream meme PSSM #1; e=0.0002

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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upstream meme PSSM #2; e=0.58
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SERVED HYPOTHETICAL THREONIN AND PROLINE RICH PROTEIN: RV3209−0.78

POSSIBLE CHITINASE: RV1987−0.82

ATP−dependent protease ATP−binding subunit: RV2457C−1.66

hypothetical protein: RV1815−2.42

POSSIBLE L−LACTATE DEHYDROGENASE (CYTOCHROME) LLDD2: RV1872C−3.10

short chain dehydrogenase: RV1882C−3.12

hypothetical protein: RV3717−3.24

hypothetical protein: RV3822−3.69

hypothetical protein: RV0831C−4.06

LYL TRANSFERASE 85C) (FIBRONECTIN−BINDING PROTEIN C): RV0129C−4.67

hypothetical protein: RV2493−5.68

hypothetical protein: RV2494−5.68

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0309−6.29

PROTEIN PRECURSOR PIRG (CELL SURFACE PROTEIN) (EXP53): RV3810−7.13

phate:decaprenyl−phosphate phosphoribosyltransferase: RV3806C−7.13

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3807C−7.13

BIFUNCTIONAL UDP−GALACTOFURANOSYL TRANSFERASE GLFT: RV3808C−7.13

 (NAD+−FLAVIN ADENINE DINUCLEOTIDE−REQUIRING ENZYME): RV3809C−7.13

log10(P) upstream meme1 2 log10(P.clust)=−4.49; 18 seqs; 14 uniq
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