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x.range

upstream meme PSSM #1; e=0.021

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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mce1F
Rv0175

Rv0177
Rv0178

mkl
Rv1697
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nuoN

nuoA

string
operons −200 −100 −1

NADH dehydrogenase subunit A: RV3145−0.06

NADH dehydrogenase subunit N: RV3158−0.06

NSERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE1A: RV0167−5.62

MCE−FAMILY PROTEIN MCE1A: RV0169−5.62

MCE−FAMILY PROTEIN MCE1B: RV0170−5.62

MCE−FAMILY PROTEIN MCE1C: RV0171−5.62

MCE−FAMILY PROTEIN MCE1D: RV0172−5.62

AMILY LIPOPROTEIN LPRK (MCE−FAMILY LIPOPROTEIN MCE1E): RV0173−5.62

MCE−FAMILY PROTEIN MCE1F: RV0174−5.62

PROBABLE CONSERVED MCE ASSOCIATED MEMBRANE PROTEIN: RV0175−5.62

PROBABLE CONSERVED MCE ASSOCIATED PROTEIN: RV0177−5.62

PROBABLE CONSERVED MCE ASSOCIATED MEMBRANE PROTEIN: RV0178−5.62

hypothetical protein: RV1697−11.88

hypothetical protein: RV1698−11.88

IDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER MKL: RV0655−14.51

CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV0165C−19.38

acyl−CoA synthetase: RV0166−19.38

log10(P) upstream meme1 2 log10(P.clust)=−7.85; 17 seqs; 6 uniq
c(0.5, 2.5)
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