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pyruvate carboxylase: RV2967C−0.16

hypothetical protein: RV1919C−0.16

hypothetical protein: RV0856−0.18

F420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD1: RV0407−0.28

Amylomaltase) (Disproportionating enzyme) (D−enzyme): RV1781C−0.31

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0339C−0.68

amidophosphoribosyltransferase: RV0808−1.30

phosphoribosylaminoimidazole synthetase: RV0809−1.30

PROBABLE TRANSPOSASE (FRAGMENT): RV1035C−1.78

hypothetical protein: RV1830−1.97

hypothetical protein: RV1754C−2.09

citrate synthase 2: RV0889C−2.15

hypothetical protein: RV1738−2.28

PROBABLE ATP−DEPENDENT DNA HELICASE II UVRD1: RV0949−2.75

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0007−3.63

phosphopantetheine adenylyltransferase: RV2965C−3.98

POSSIBLE PHOSPHATASE: RV3113−4.74

LTRANSFERASE) (CDP−DAG SYNTHASE) (CDP−DG SYNTHETASE): RV2881C−5.81

log10(P) upstream meme1 2 log10(P.clust)=−1.98; 18 seqs; 17 uniq
c(0.5, 2.5)
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