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 (NAD+−FLAVIN ADENINE DINUCLEOTIDE−REQUIRING ENZYME): RV3809C−3.08

hypothetical protein: RV3509C−4.33

hypothetical protein: RV3510C−4.33

hypothetical protein: RV3038C−4.71

enoyl−CoA hydratase: RV3039C−4.71

hypothetical protein: RV3040C−4.71

OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: RV3041C−4.71

able ionic transporter integral membrane protein chaA: RV1607−5.32

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3835−12.95

seryl−tRNA synthetase: RV3834C−12.95

hypothetical protein: RV3836−12.95

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0204C−13.81

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0205−13.81

log10(P) upstream meme1 2 log10(P.clust)=−7.87; 13 seqs; 8 uniq
c(0.5, 2.5)
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