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Cluster: 0115 mtu; resid: 0.44; r/c: 37/38

x.range

upstream meme PSSM #1; e=1.8e−06

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 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=0.099

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv2035
Rv2034

ethR
ethA

Rv1218c

Rv1216c

Rv1404
Rv1403c

Rv1795
PPE25

PE17

Rv2342Rv0813c

Rv3742c

Rv2777c

Rv1265

Rv2295

Rv0830
Rv0088

Rv0476

Rv3526

PROBABLY TETR−FAMILY

Rv1219c

Rv2961

ORF01151

ORF04123

ORFD0400Rv1284

Rv1398c

Rv1893

Rv2160c PE_PGRS40

Rv2663

Rv2829c

Rv0750

Rv1990c

parB

string
operons −200 −100 −1

ORF01151NA
ORF04123NA
ORFD0400NA

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1219c−0.03
hypothetical protein: Rv2829c−0.05

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv0238−0.07
hypothetical protein: Rv1284−0.08

ONASIN−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1218c−0.13
hypothetical protein: Rv2160c−0.22
hypothetical protein: Rv1398c−0.24

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv1216c−0.39
POSSIBLE OXIDOREDUCTASE: Rv3742c−0.59

hypothetical protein: Rv1893−0.61
hypothetical protein: Rv1795−0.67

PPE FAMILY PROTEIN: Rv1787−0.74
hypothetical protein: Rv0750−0.79
hypothetical protein: Rv2295−0.89
hypothetical protein: Rv2663−0.90

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARB: Rv3917c−0.91
PROBABLE TRANSPOSASE: Rv2961−0.95

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0476−0.99
hypothetical protein: Rv2035−1.22

Probable ArsR−type repressor protein: Rv2034−1.22
hypothetical protein: Rv0813c−1.23

POSSIBLE OXIDOREDUCTASE: Rv3526−1.46
hypothetical protein: Rv0088−1.63
hypothetical protein: Rv2342−3.83

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1990c−4.08
PE−PGRS FAMILY PROTEIN: Rv2371−4.69

hypothetical protein: Rv0830−4.72
hypothetical protein: Rv2777c−5.78
hypothetical protein: Rv1265−6.62

PE FAMILY PROTEIN: Rv1646−9.05
MONOOXYGENASE ETHA: Rv3854c−12.94

IONAL REGULATORY REPRESSOR PROTEIN (TETR−FAMILY) ETHR: Rv3855−12.94
PUTATIVE METHYLTRANSFERASE: Rv1403c−15.23

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1404−15.23
log10(P) upstream meme1 2 log10(P.clust)=−3.27; 37 seqs; 34 uniq

c(0.5, 2.5)
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