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upstream meme PSSM #1; e=0.72
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Rv0263cRv0264c

Rv2974c

Rv1720c
Rv1721c

Rv1722
Rv1723

Rv2232

recG

dppB

Rv2437

Rv2972c

dppC
Rv3662c

Rv1246c

string
operons −200 −100 −1

hypothetical protein: RV2437−2.47

hypothetical protein: RV2232−2.62

hypothetical protein: RV3662C−2.84

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DPPC: RV3664C−2.84

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DPPB: RV3665C−2.84

POSSIBLE CONSERVED MEMBRANE OR EXPORTED PROTEIN: RV2972C−4.67

PROBABLE ATP−DEPENDENT DNA HELICASE RECG: RV2973C−4.67

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2974C−4.67

INOGLYCOSIDE 2'−N−ACETYLTRANSFERASE AAC (AAC(2')−IC): RV0262C−10.06

hypothetical protein: RV0263C−10.06

hypothetical protein: RV0264C−10.06

hypothetical protein: RV1246C−12.18

hypothetical protein: RV1720C−15.72

hypothetical protein: RV1721C−15.72

biotin carboxylase−like protein: RV1722−15.72

PROBABLE HYDROLASE: RV1723−15.72

log10(P) upstream meme1 2 log10(P.clust)=−8.30; 16 seqs; 8 uniq
c(0.5, 2.5)
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