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upstream meme PSSM #1; e=0.24
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upstream meme PSSM #2; e=1.8e+04
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string
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Probable polyketide synthase pks12: RV2048C−0.75

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0010C−0.86

hypothetical protein: RV1355C−1.14

hypothetical protein: RV0434−1.25

hypothetical protein: RV0074−1.27

UDP−N−acetylenolpyruvoylglucosamine reductase: RV0482−1.59

POSSIBLE PENICILLIN−BINDING LIPOPROTEIN: RV2864C−1.73

Possible cobalamin biosynthesis protein CobG: RV2064−1.98

precorrin−8X methylmutase: RV2065−1.98

recorrin−2 methyl transferase + precorrin−3 methylase: RV2066−1.98

POSSIBLE RESUSCITATION−PROMOTING FACTOR RPFA: RV0867C−2.26

hypothetical protein: RV0822C−2.28

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3217C−2.36

hypothetical protein: RV1684−2.37

acyl−CoA synthetase: RV1683−2.37

phenylalanyl−tRNA synthetase subunit beta: RV1650−2.44

phosphoribosylamine−−glycine ligase: RV0772−7.75

PROBABLE SHORT−CHAIN TYPE OXIDOREDUCTASE: RV0484C−7.78

log10(P) upstream meme1 2 log10(P.clust)=−2.45; 18 seqs; 15 uniq
c(0.5, 2.5)
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