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x.range

upstream meme PSSM #1; e=1.9e−10
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x.range

y.
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upstream meme PSSM #2; e=0.4

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
operons −200 −100 −1

hypothetical protein: RV1883C−0.06

PROBABLE RESUSCITATION−PROMOTING FACTOR RPFC: RV1884C−0.06

hypothetical protein: RV0108C−0.13

POSSIBLE TRANSMEMBRANE ACYLTRANSFERASE: RV0111−0.22

hypothetical protein: RV1815−0.29

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1816−0.32

POSSIBLE CONSERVED LIPOPROTEIN LPPE: RV1881C−0.63

IDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER MKL: RV0655−5.10

acyl−CoA synthetase: RV0166−5.52

LATING ENZYME FOR N−TERMINAL OF RIBOSOMAL PROTEIN S5): RV0995−6.24

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1319C−7.35

CYCLASE (ATP PYROPHOSPHATE−LYASE) (ADENYLYL CYCLASE): RV1320C−7.35

hypothetical protein: RV1322−7.59

hypothetical protein: RV0698−8.17

PROBABLE TRANSPOSASE (FRAGMENT): RV0741−14.97

POSSIBLE TRANSPOSASE: RV1313C−20.51

PROBABLE TRANSPOSASE: RV3798−20.51

log10(P) upstream meme1 2 log10(P.clust)=−6.18; 17 seqs; 15 uniq
c(0.5, 2.5)
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