
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0055 mtu; resid: 0.58; r/c: 16/244

−
10

−
5

0
5

10

Cluster: 0055 mtu; resid: 0.58; r/c: 16/244

x.range

upstream meme PSSM #1; e=0.58

1 3 5 7 91 3 5 7 9

x.range

y.
ra
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e

upstream meme PSSM #2; e=9.5

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv0566c

Rv0567

Rv0759c

Rv0831c

lppO

glmU

Rv1019

mfd Rv1021

argS

lysA

thrC

Rv2272
Rv2273

cdh

pknF
string
operons −200 −100 −1

CDP−diacylglycerol pyrophosphatase: RV2289−0.10

Probable conserved lipoprotein lppO: RV2290−2.26

ONINE−PROTEIN KINASE PKNF (PROTEIN KINASE F) (STPK F): RV1746−2.44

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2272−4.41

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2273−4.41

hypothetical protein: RV0759C−4.80

hypothetical protein: RV0831C−5.03

arginyl−tRNA synthetase: RV1292−5.87

IAMINOPIMELATE DECARBOXYLASE LYSA (DAP DECARBOXYLASE): RV1293−5.87

threonine synthase: RV1295−5.87

nucleotide−binding protein: RV0566C−6.15

PROBABLE METHYLTRANSFERASE/METHYLASE: RV0567−6.15

bable UDP−N−acetylglucosamine pyrophosphorylase glmU: RV1018C−9.37

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV1019−9.37

BABLE TRANSCRIPTION−REPAIR COUPLING FACTOR MFD (TRCF): RV1020−9.37

nucleoside triphosphate pyrophosphohydrolase: RV1021−9.37

log10(P) upstream meme1 2 log10(P.clust)=−5.68; 16 seqs; 11 uniq
c(0.5, 2.5)
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