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x.range

upstream meme PSSM #1; e=2e−06

1 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=0.32

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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hypothetical protein: RV2191−0.06

hypothetical protein: RV2423−0.06

translation−associated GTPase: RV1112−0.33

N FOLC (FOLYLPOLY−GAMMA−GLUTAMATE SYNTHETASE) (FPGS): RV2447C−0.52

PE−PGRS FAMILY PROTEIN: RV2853−1.77

haloalkane dehalogenase: RV2296−1.92

hypothetical protein: RV0787−1.95

E AND GLYCINE RICH PROTEIN) (ESAT−6 LIKE PROTEIN 13): RV3905C−2.09

ABLE MOLYBDENUM COFACTOR BIOSYNTHESIS PROTEIN A MOAA1: RV3109−7.44

OTEIN) (PHS) (PTERIN CARBINOLAMINE DEHYDRATASE) (PCD): RV3110−7.44

molybdenum cofactor biosynthesis protein C: RV3111−7.44

T) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 1): RV3112−7.44

hypothetical protein: RV2469C−8.42

POSSIBLE GLOBIN (OXYGEN−BINDING PROTEIN) GLBO: RV2470−8.42

AMYLASE) (LYSOSOMAL ALPHA−GLUCOSIDASE) (ACID MALTASE): RV2471−8.42

uracil phosphoribosyltransferase: RV3309C−9.74

OESTERASE) (PHOSPHOMONOESTERASE) (GLYCEROPHOSPHATASE): RV3310−9.74

log10(P) upstream meme1 2 log10(P.clust)=−4.89; 17 seqs; 13 uniq
c(0.5, 2.5)
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