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x.range

upstream meme PSSM #1; e=1.3e+03

1 3 5 7 9 11 131 3 5 7 9 11

x.range

y.
ra
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e

upstream meme PSSM #2; e=940

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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pcaA
Rv1626

lppZ

secA1

TB11.2

Rv1782

Rv1784

Rv2091c
PE18

string −200 −100 −1

PROBABLE CONSERVED LIPOPROTEIN LPPZ: RV3006−2.05

PROBABLE CONSERVED MEMBRANE PROTEIN: RV1782−2.31

obable two−component system transcriptional regulator: RV1626−2.85

Probable membrane protein: RV2091C−3.17

PE FAMILY PROTEIN: RV1788−3.83

MYCOLIC ACID SYNTHASE PCAA (CYCLOPROPANE SYNTHASE): RV0470C−4.62

hypothetical protein: RV3592−4.65

hypothetical protein: RV1784−5.67

preprotein translocase subunit SecA: RV3240C−5.94

log10(P) upstream meme1 2 log10(P.clust)=−3.90; 9 seqs; 9 uniq
c(0.5, 2.5)
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