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string
operons −200 −100 −1

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0180C−0.24

PE FAMILY PROTEIN: RV0152C−0.41

PPE FAMILY PROTEIN: RV3558−0.95

hypothetical protein: RV0923C−0.97

manganese transport protein MntH: RV0924C−0.97

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0128−0.99

functional riboflavin kinase/FMN adenylyltransferase: RV2786C−1.22

3−methyladenine DNA glycosylase: RV1688−2.13

lysyl−tRNA synthetase: RV1640C−2.16

POSSIBLE OXIDOREDUCTASE: RV0097−2.80

hypothetical protein: RV0098−2.80

acyl−CoA synthetase: RV0099−2.80

hypothetical protein: RV0100−2.80

PROBABLE PEPTIDE SYNTHETASE NRP (PEPTIDE SYNTHASE): RV0101−2.80

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0078−3.08

CRIPTIONAL REGULATORY PROTEIN (PROBABLY LUXR−FAMILY): RV0890C−3.78

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0891C−3.78

PROBABLE LIPOPROTEIN LPRE: RV1252C−4.22

log10(P) upstream meme1 2 log10(P.clust)=−2.16; 18 seqs; 12 uniq
c(0.5, 2.5)
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