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x.range

upstream meme PSSM #1; e=3.9e−06

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=350

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

hypothetical protein: RV0628C−0.11

hypothetical protein: RV0898C−1.30

hypothetical protein: RV3188−2.22

hypothetical protein: RV3189−2.22

Probable cytochrome P450 124 CYP124: RV2266−2.54

hypothetical protein: RV2865−2.81

hypothetical protein: RV2866−2.81

hypothetical protein: RV2204C−2.93

PE FAMILY PROTEIN: RV1646−3.15

PE−PGRS FAMILY PROTEIN: RV0872C−3.39

PROBABLE ACYL−CoA DEHYDROGENASE FADE10: RV0873−3.39

hypothetical protein: RV1740−3.55

hypothetical protein: RV1741−3.55

PROBABLE OXIDOREDUCTASE: RV0794C−4.41

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV2077C−4.98

PROBABLE PYRROLINE−5−CARBOXYLATE DEHYDROGENASE ROCA: RV1187−15.63

PROBABLE PROLINE DEHYDROGENASE: RV1188−15.63

hypothetical protein: RV1186C−15.63

log10(P) upstream meme1 2 log10(P.clust)=−5.01; 18 seqs; 14 uniq
c(0.5, 2.5)
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