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Cluster: 0039 mtu; resid: 0.42; r/c: 31/35

x.range

upstream meme PSSM #1; e=11

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=6.7e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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bphD
bphC

Rv2499c
citE

accA1

nrdB
PROBABLY TETR/ACRR−FAMILY

far

Rv0184

Rv0080

Rv2620c

Rv3030

fadE34

Rv3074
PROBABLY TETR−FAMILY

Rv3586
Rv3161c

PPE53

Rv2978c

Rv2792c

Rv3827c

mmpL6

ctpF

Rv2624c

ugpC

adhD

Rv3238c

PPE62

yrbE1A

pfkB

Rv0163 string
operons −200 −100 −1

PPE FAMILY PROTEIN: Rv3159c−0.44
−TYPE ALCOHOL DEHYDROGENASE ADHD (ALDEHYDE REDUCTASE): Rv3086−0.69

POSSIBLE DIOXYGENASE: Rv3161c−0.74
BABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL6: Rv1557−0.89

ROBABLE METAL CATION TRANSPORTER P−TYPE ATPASE A CTPF: Rv1997−0.92
POSSIBLE RESOLVASE: Rv2792c−1.00

hypothetical protein: Rv3586−1.28
PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv3238c−1.41

hypothetical protein: Rv0163−1.61
hypothetical protein: Rv3030−1.67
hypothetical protein: Rv0184−1.69

PPE FAMILY PROTEIN: Rv3533c−1.80
TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): Rv0232−1.98

ribonucleotide−diphosphate reductase subunit beta: Rv0233−1.98
CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3160c−2.03

ASE) (CITRITASE) (CITRIDESMOLASE) (CITRASE ALDOLASE): Rv2498c−2.18
CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): Rv2501c−2.18

POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: Rv2499c−2.18
robable phosphofructokinase PfkB (PHOSPHOHEXOKINASE): Rv2029c−2.45

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2620c−2.46
hypothetical protein: Rv0080−2.54

PROBABLE ACYL−CoA DEHYDROGENASE FADE34: Rv3573c−2.74
PROBABLE FATTY−ACID−CoA RACEMASE FAR: Rv0855−3.07

hypothetical protein: Rv2624c−3.08
hypothetical protein: Rv3074−4.62

DROXY−6−OXO−6−PHENYLHEXA−2,4−DIENOATE HYDROLASE BPHD: Rv3569c−6.06
NASE) (2,3−DIHYDROXYBIPHENYL 1,2−DIOXYGENASE) (DHBD): Rv3568c−6.06

E TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER UGPC: Rv2832c−8.49
NSERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE1A: Rv0167−8.69

PROBABLE TRANSPOSASE: Rv2978c−12.04
POSSIBLE TRANSPOSASE: Rv3827c−12.23

log10(P) upstream meme1 2 log10(P.clust)=−3.27; 31 seqs; 27 uniq
c(0.5, 2.5)
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