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x.range

upstream meme PSSM #1; e=45

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=5.4e+03

1 3 5 7 9 11 131 3 5 7 9 11 13
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gyrA
rho

cysE

Rv3921c

lprK

Rv0175

Rv0176

Rv3489

Rv3811

cysK1

Rv1324
tatC

Rv3401

mihF

ppm1

mmpL7

Rv2957

otsA

Rv3295

string
operons −200 −100 −1

hypothetical protein: RV3401−1.16
DNA gyrase subunit A: RV0006−1.24

CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL7: RV2942−1.91
PUTATIVE INTEGRATION HOST FACTOR MIHF: RV1388−2.55

ndent protein translocase transmembrane protein tatC: RV2093C−2.88
ve inner membrane protein translocase component YidC: RV3921C−3.37

transcription termination factor Rho: RV1297−4.35
hypothetical protein: RV3489−4.47

SYLASE) (TREHALOSEPHOSPHATE−UDP GLUCOSYL TRANSFERASE): RV3490−4.47
SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3295−4.54

POSSIBLE THIOREDOXIN: RV1324−4.95
AMILY LIPOPROTEIN LPRK (MCE−FAMILY LIPOPROTEIN MCE1E): RV0173−5.34

PROBABLE CONSERVED MCE ASSOCIATED MEMBRANE PROTEIN: RV0175−5.34
OBABLE CONSERVED MCE ASSOCIATED TRANSMEMBRANE PROTEIN: RV0176−5.34

POSSIBLE GLYCOSYL TRANSFERASE: RV2957−5.71
Polyprenol−monophosphomannose synthase Ppm1: RV2051C−5.84

DRYLASE A) (O−ACETYLSERINE (THIOL)−LYASE A) (CSASE A): RV2334−6.41
PROBABLE SERINE ACETYLTRANSFERASE CYSE (SAT): RV2335−6.41

hypothetical protein: RV3811−8.32
log10(P) upstream meme1 2 log10(P.clust)=−4.45; 19 seqs; 15 uniq

c(0.5, 2.5)
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