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x.range

upstream meme PSSM #1; e=180
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=34
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string
operons −200 −100 −1

RV1489CNA
hypothetical protein: RV3714C−0.93
hypothetical protein: RV1907C−2.23

FERRIC UPTAKE REGULATION PROTEIN FURA (FUR): RV1909C−2.23
hypothetical protein: RV2577−3.17

HYPOTHETICAL PROLINE RICH PROTEIN: RV3333C−3.21
PROBABLE OXIDOREDUCTASE: RV0897C−3.52

hypothetical protein: RV2515C−3.52
CONSERVED HYPOTHETICAL SECRETED PROTEIN: RV1291C−3.54

hypothetical protein: RV2804C−3.66
hypothetical protein: RV1053C−4.53

PROBABLE TRANSPOSASE: RV3349C−4.61
hypothetical protein: RV0387C−4.97

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2169C−5.61
hypothetical protein: RV2170−5.61

hypothetical protein: RV0990C−5.61
 DNA BINDING TRANSCRIPTIONAL REGULATORY PROTEIN TCRA: RV0602C−6.21

hypothetical protein: RV1499−7.42
CONSERVED 13E12 REPEAT FAMILY PROTEIN: RV0397−8.01

hypothetical protein: RV0836C−9.16
hypothetical protein: RV0837C−9.16

log10(P) upstream meme1 2 log10(P.clust)=−4.85; 21 seqs; 19 uniq
c(0.5, 2.5)
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