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Cluster: 0103 mtu; resid: 0.37; r/c: 22/38

x.range

upstream meme PSSM #1; e=0.22

1 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=26

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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Rv2035

Rv2034

lat
rsbW

ald
Rv2777c Rv1994c

Rv2159c

Rv1404

Rv1990cRv1989c

ORFD0400

Rv2237

Rv2342

Rv2829c

PE_PGRS48

Rv3814c

ORF01392.2

Rv0750

PE_PGRS14

Rv2557

parB

string
operons −200 −100 −1

ORFD0400NA
ORF01392.2NA

hypothetical protein: Rv0750−0.39
PE−PGRS FAMILY PROTEIN: Rv0834c−0.56

hypothetical protein: Rv2557−0.75
PE−PGRS FAMILY PROTEIN: Rv2853−0.94

ANTI−SIGMA FACTOR RSBW (SIGMA NEGATIVE EFFECTOR): Rv3287c−1.01
POSSIBLE ACYLTRANSFERASE: Rv3814c−1.31

hypothetical protein: Rv2035−1.51
Probable ArsR−type repressor protein: Rv2034−1.51

hypothetical protein: Rv2777c−1.68
hypothetical protein: Rv2829c−1.72

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARB: Rv3917c−2.03
hypothetical protein: Rv2342−2.15

hypothetical protein: Rv2159c−4.41
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1990c−4.91

hypothetical protein: Rv1989c−4.91
hypothetical protein: Rv2237−5.04

D L−ALANINE DEHYDROGENASE ALD (40 KDA ANTIGEN) (TB43): Rv2780−5.11
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1994c−5.42
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1404−5.67

L−lysine aminotransferase: Rv3290c−7.20
log10(P) upstream meme1 2 log10(P.clust)=−2.91; 22 seqs; 19 uniq

c(0.5, 2.5)
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