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x.range

upstream meme PSSM #1; e=310

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=800
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string
operons −200 −100 −1

PROBABLE ACYL−CoA DEHYDROGENASE FADE31: RV3562−1.09
PROBABLE ACYL−CoA DEHYDROGENASE FADE32: RV3563−1.09

cobyrinic acid a,c−diamide synthase: RV2848C−2.22
PROBABLE PROLINE DEHYDROGENASE: RV1188−2.53

cobalt−precorrin−6x reductase: RV2070C−3.61
Probable precorrin−4 C11−methyltransferase CobM: RV2071C−3.61

Probable precorrin−6y methyltransferase CobL: RV2072C−3.61
Probable shortchain dehydrogenase: RV2073C−3.61

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0541C−3.68
POSSIBLE MAGNESIUM CHELATASE: RV0958−4.40

hypothetical protein: RV0959−4.40
hypothetical protein: RV0960−4.41

PUTATIVE ACETYL HYDROLASE MBTJ: RV2385−4.91
hypothetical protein: RV0942−5.50
hypothetical protein: RV0856−5.81

ONENT TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: RV0987−6.03
POSSIBLE CONSERVED EXPORTED PROTEIN: RV0988−6.03

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1255C−7.83
PROBA BLE CYTOCHROME P450 130 CYP130: RV1256C−7.83

log10(P) upstream meme1 2 log10(P.clust)=−4.33; 19 seqs; 12 uniq
c(0.5, 2.5)
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