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POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3453−1.74

hypothetical protein: RV3786C−2.13

hypothetical protein: RV2015C−2.39

hypothetical protein: RV3785−2.40

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1776C−2.41

hypothetical protein: RV3269−2.51

OBABLE METAL CATION−TRANSPORTING P−TYPE ATPASE C CTPC: RV3270−2.51

TASE ATSB (ARYL−SULFATE SULPHOHYDROLASE) (SULFATASE): RV3299C−3.41

hypothetical protein: RV2635−3.42

hypothetical protein: RV2636−3.42

hypothetical protein: RV3471C−3.60

hypothetical protein: RV3394C−4.34

hypothetical protein: RV3395C−4.34

PROBABLE ACYL−CoA DEHYDROGENASE FADE35: RV3797−4.45

log10(P) upstream meme1 2 log10(P.clust)=−3.08; 14 seqs; 11 uniq
c(0.5, 2.5)
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