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Cluster: 0059 mtu; resid: 0.34; r/c: 23/37

x.range

upstream meme PSSM #1; e=9.4

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=7.1e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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cydA
cydB

pks4

pks3

Rv2499c

citE

Rv3088
Rv3087

accA1

fadD13

lysS
Rv1639c

mmpL10

cya

Rv0875c

Rv3577
Rv0679c

cydD

cydC

dnaA

narJ

Rv3867

xseB
string
operons −200 −100 −1

chromosomal replication initiation protein: Rv0001−0.22
ABLE RESPIRATORY NITRATE REDUCTASE (DELTA CHAIN) NARJ: Rv1163−0.27

ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL10: Rv1183−0.35
POSSIBLE CONSERVED EXPORTED PROTEIN: Rv0875c−0.60

hypothetical protein: Rv3577−2.21
ubunit II) cydB (Cytochrome BD−I oxidase subunit II): Rv1622c−2.84

ANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER CYDC: Rv1620c−2.84
ANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER CYDD: Rv1621c−2.84

(subunit I) cydA (Cytochrome BD−I oxidase subunit I): Rv1623c−2.84
exodeoxyribonuclease VII small subunit: Rv1107c−3.28

hypothetical protein: Rv1639c−3.29
lysyl−tRNA synthetase: Rv1640c−3.56

CONSERVED HYPOTHETICAL THREONINE RICH PROTEIN: Rv0679c−5.34
SE CYA (ATP PYROPHOSPHATE−LYASE) (ADENYLATE CYCLASE): Rv1625c−6.97

hypothetical protein: Rv3087−7.20
hypothetical protein: Rv3088−7.20

TY−ACID−CoA LIGASE FADD13 (FATTY−ACYL−CoA SYNTHETASE): Rv3089−7.20
CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): Rv2501c−8.17

ASE) (CITRITASE) (CITRIDESMOLASE) (CITRASE ALDOLASE): Rv2498c−8.17
POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: Rv2499c−8.17

PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS3: Rv1180−8.28
PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS4: Rv1181−8.28

hypothetical protein: Rv3867−10.56
log10(P) upstream meme1 2 log10(P.clust)=−4.81; 23 seqs; 15 uniq

c(0.5, 2.5)
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