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lipU

lipL
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string −200 −100 −1

ERVED HYPOTHETICAL PROLINE AND THREONINE RICH PROTEIN: RV0312−0.85

hypothetical protein: RV1598C−0.93

POSSIBLE LIPASE LIPU: RV1076−2.73

hypothetical protein: RV1772−2.76

acetyl−CoA acetyltransferase: RV1074C−2.90

OESTERASE) (PHOSPHOMONOESTERASE) (GLYCEROPHOSPHATASE): RV3310−3.20

PROBABLE ESTERASE LIPL: RV1497−3.49

POSSIBLE EXPORTED ALANINE AND VALINE RICH PROTEIN: RV2668−3.49

hypothetical protein: RV3354−3.60

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1152−3.71

PROBABLE LIPOPROTEIN LPRJ: RV1690−5.72

CRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0275C−7.87

hypothetical protein: RV0276−7.87

log10(P) upstream meme1 2 log10(P.clust)=−3.78; 13 seqs; 13 uniq
c(0.5, 2.5)
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