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x.range

upstream meme PSSM #1; e=1.8e−24

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=1.4e−21

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

●

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

Rv0428c

def

gcvH

Rv2141c

cmaA2

Rv0504c

Rv1830

Rv3669

Rv1823

Rv1824
Rv1825

TB18.6

Rv3304

lppX

Rv3671c

Rv2113 string
operons −200 −100 −1

hypothetical protein: RV1830−7.52

PROBABLE CONSERVED LIPOPROTEIN LPPX: RV2945C−10.94

POSSIBLE MEMBRANE−ASSOCIATED SERINE PROTEASE: RV3671C−11.37

Probable integral membrane protein: RV2113−12.80

hypothetical protein: RV0428C−14.32

peptide deformylase: RV0429C−14.32

hypothetical protein: RV3304−15.50

HASE 2) (MYCOLIC ACID TRANS−CYCLOPROPANE SYNTHETASE): RV0503C−15.84

hypothetical protein: RV0504C−15.84

hypothetical protein: RV1823−15.91

hypothetical protein: RV1824−15.91

hypothetical protein: RV1825−15.91

glycine cleavage system protein H: RV1826−15.91

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3669−16.72

hypothetical protein: RV2140C−17.37

hypothetical protein: RV2141C−17.37

log10(P) upstream meme1 2 log10(P.clust)=−14.60; 16 seqs; 10 uniq
c(0.5, 2.5)
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