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string
operons −200 −100 −1

aminotransferase: RV0858C−0.91

INE−PROTEIN KINASE L PKNL (PROTEIN KINASE L) (STPK L): RV2176−1.02

Possible secreted unknown protein: RV2253−1.12

PE−PGRS FAMILY PROTEIN: RV0109−2.49

hypothetical protein: RV1434−2.65

POSSIBLE PARA−NITROBENZYL ESTERASE (FRAGMENT): RV1104−2.75

LAMINE N−ACETYLTRANSFERASE NAT (ARYLAMINE ACETYLASE): RV3566C−3.29

putative aminotransferase: RV3772−3.66

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0110−3.92

INOGLYCOSIDE 2'−N−ACETYLTRANSFERASE AAC (AAC(2')−IC): RV0262C−4.32

hypothetical protein: RV0263C−4.32

hypothetical protein: RV0264C−4.32

log10(P) upstream meme1 2 log10(P.clust)=−2.90; 12 seqs; 10 uniq
c(0.5, 2.5)
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