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string
operons −200 −100 −1

POSSIBLE CONSERVED LIPOPROTEIN LPQP: RV0671−1.03

PROBABLE PERIPLASMIC SUGAR−BINDING LIPOPROTEIN USPC: RV2318−2.20

hypothetical protein: RV1760−2.27

hypothetical protein: RV3572−2.29

TRANSFERASE (SUBUNIT BETA) ACCD3 (ACCASE BETA CHAIN): RV0904C−2.70

PROBABLE ANTIBIOTIC−RESISTANCE PROTEIN: RV2303C−2.86

POSSIBLE DTDP−GLUCOSE 4,6−DEHYDRATASE: RV3468C−2.95

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1678−3.12

POSSIBLE ACYL−CoA DEHYDROGENASE FADE16: RV1679−3.12

hypothetical protein: RV1680−3.12

POSSIBLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEX: RV1681−3.12

POSSIBLE MEMBRANE PROTEIN: RV0621−3.19

CONSERVED EXPORTED PROTEIN: RV1075C−3.27

hypothetical protein: RV1645C−3.76

hypothetical protein: RV3351C−4.03

hypothetical protein: RV3856C−4.23

log10(P) upstream meme1 2 log10(P.clust)=−2.96; 16 seqs; 13 uniq
c(0.5, 2.5)
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