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Cluster: 0045 mtu; resid: 0.41; r/c: 30/40

x.range

upstream meme PSSM #1; e=1.2e+04

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2e+04

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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Rv3691
Rv3690

gdh
rocA

Rv3689
Rv3714c

Rv2714

secG
sseC2

Rv3450c

Rv2627c

pepQ

Rv2129c
Rv2683

hemY

Rv2628

ORF05167

ORFD0093

ORFD0232ansP2

Rv1674c

Rv3325

ORF05235

Rv2565sugI

Rv3371

tal

uppP
Rv2254c

Rv1986

string
operons −200 −100 −1

ORF05167NA
ORFD0093NA
ORFD0232NA

PROBABLE TRANSPOSASE: Rv3325NA
ORF05235NA

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3689−0.02
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3690−0.02

hypothetical protein: Rv3691−0.02
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3450c−0.08

hypothetical protein: Rv2683−0.09
undecaprenyl pyrophosphate phosphatase: Rv2136c−0.13

GINE PERMEASE ANSP2 (L−ASPARAGINE TRANSPORT PROTEIN): Rv0346c−0.14
short chain dehydrogenase: Rv2129c−0.17

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv1986−0.19
hypothetical protein: Rv3371−0.23

PROBABLE CYTOPLASMIC PEPTIDASE PEPQ: Rv2535c−0.31
Probable integral membrane protein: Rv2254c−0.35
preprotein translocase subunit SecG: Rv1440−0.56

protoporphyrinogen oxidase: Rv2677c−0.72
hypothetical protein: Rv3714c−0.78

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1674c−2.49
GDH (NAD−GDH) (NAD−DEPENDENT GLUTAMIC DEHYDROGENASE): Rv2476c−2.67
PROBABLE PYRROLINE−5−CARBOXYLATE DEHYDROGENASE ROCA: Rv1187−2.89

CONSERVED HYPOTHETICAL PROTEIN SSEC2: Rv0814c−3.48
hypothetical protein: Rv2565−3.58

hypothetical protein: Rv2627c−4.36
hypothetical protein: Rv2628−4.43

OBABLE SUGAR−TRANSPORT INTEGRAL MEMBRANE PROTEIN SUGI: Rv3331−4.96
NSERVED HYPOTHETICAL ALANINE AND LEUCINE RICH PROTEIN: Rv2714−5.58

transaldolase: Rv1448c−6.05
log10(P) upstream meme1 2 log10(P.clust)=−1.77; 30 seqs; 24 uniq

c(0.5, 2.5)
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