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x.range

upstream meme PSSM #1; e=0.008
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upstream meme PSSM #2; e=0.78

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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pyrrolidone−carboxylate peptidase: RV0319−4.15

hypothetical protein: RV0106−4.50

POSSIBLE Mg2+ TRANSPORT TRANSMEMBRANE PROTEIN MGTE: RV0362−5.20

TIONAL REGULATORY PROTEIN (PROBABLY LUXR/UHPA−FAMILY): RV0386−5.40

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0320−5.57

hypothetical protein: RV2018−5.85

hypothetical protein: RV2019−5.85

BABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL2: RV0507−5.89

hypothetical protein: RV0508−5.89

POSSIBLE OXIDOREDUCTASE: RV0097−6.22

hypothetical protein: RV0098−6.22

acyl−CoA synthetase: RV0099−6.22

hypothetical protein: RV0100−6.22

PROBABLE PEPTIDE SYNTHETASE NRP (PEPTIDE SYNTHASE): RV0101−6.22

CRIPTIONAL REGULATORY PROTEIN (PROBABLY MARR−FAMILY): RV0042C−8.06

NAD(P)H−dependent glycerol−3−phosphate dehydrogenase: RV0564C−9.89

log10(P) upstream meme1 2 log10(P.clust)=−6.08; 16 seqs; 10 uniq
c(0.5, 2.5)
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