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x.range

upstream meme PSSM #1; e=8.3e−06

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=240

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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PPE34

string
operons −200 −100 −1

PROBABLE ACYL−CoA DEHYDROGENASE FADE6: RV0271C−2.15

hypothetical protein: RV0963C−2.41

ONENT TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: RV0987−2.69

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0988−2.69

enoyl−CoA hydratase: RV0675−4.21

PPE FAMILY PROTEIN: RV1917C−4.38

POSSIBLE FORMATE HYDROGENASE HYCE (FHL): RV0087−6.19

POSSIBLE FORMATE HYDROGENLYASE HYCD (FHL): RV0084−6.19

PROBABLE CARBON MONOXYDE DEHYDROGENASE (LARGE CHAIN): RV0373C−6.37

hypothetical protein: RV1503C−7.11

hypothetical protein: RV1504C−7.11

hypothetical protein: RV1740−12.09

hypothetical protein: RV1741−12.09

HATE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: RV1739C−12.09

hypothetical protein: RV1742−12.09

log10(P) upstream meme1 2 log10(P.clust)=−6.66; 15 seqs; 10 uniq
c(0.5, 2.5)
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