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string
operons −200 −100 −1
POSSIBLE TRANSFERASE (POSSIBLY GLYCOSYLTRANSFERASE): RV3631−5.32

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3632−5.32

hypothetical protein: RV0911−5.60

MCE−FAMILY PROTEIN MCE4F: RV3494C−6.63

MILY LIPOPROTEIN LPRN (MCE−FAMILY LIPOPROTEIN MCE4E): RV3495C−6.63

MCE−FAMILY PROTEIN MCE4D: RV3496C−6.63

MCE−FAMILY PROTEIN MCE4C: RV3497C−6.63

MCE−FAMILY PROTEIN MCE4A: RV3499C−6.63

SERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE4A: RV3501C−6.63

CONSERVED HYPOTHETICAL MCE ASSOCIATED PROTEIN: RV3492C−6.63

TICAL MCE ASSOCIATED ALANINE AND VALINE RICH PROTEIN: RV3493C−6.63

MCE−FAMILY PROTEIN MCE4B: RV3498C−6.63

SERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE4B: RV3500C−6.63

hypothetical protein: RV3361C−8.19

PROBABLE ATP/GTP−BINDING PROTEIN: RV3362C−8.19

hypothetical protein: RV3363C−8.19

hypothetical protein: RV3365C−8.19

log10(P) upstream meme1 2 log10(P.clust)=−6.78; 17 seqs; 4 uniq
c(0.5, 2.5)
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