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Cluster: 0033 mtu; resid: 0.41; r/c: 27/37

x.range

upstream meme PSSM #1; e=680

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.3e+03

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
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alkB

PROBABLY TETR−FAMILY

Rv3849
Rv0361

trxB2

TB16.3

fadD15

nth

bcpB

thyA acn

Rv3194c

Rv3463

ppa

rubA

Rv0740Rv0739

Rv2633c
Rv2632c

ORF01809

ORF05469

ORFD0244

Rv0680c

Rv2132

Rv0068 umaA

cfp21

string
operons −200 −100 −1

ORF01809NA
ORF05469NA
ORFD0244NA

hypothetical protein: Rv2632c−0.03
hypothetical protein: Rv2185c−0.08

short chain dehydrogenase: Rv0068−0.12
hypothetical protein: Rv2633c−0.13
hypothetical protein: Rv0739−0.15

PROBABLE CUTINASE PRECURSOR CFP21: Rv1984c−0.19
POSSIBLE CONSERVED SECRETED PROTEIN: Rv3194c−0.40

hypothetical protein: Rv3463−0.50
CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3249c−0.90

PROBABLE RUBREDOXIN RUBA: Rv3251c−0.90
D OMEGA−HYDROXYLASE) (ALKANE HYDROXYLASE−RUBREDOXIN): Rv3252c−0.90

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): Rv2187−1.84
POSSIBLE MYCOLIC ACID SYNTHASE UMAA: Rv0469−2.18

inorganic pyrophosphatase: Rv3628−2.18
NIC)) (DEOXYRIBONUCLEASE (APURINIC OR APYRIMIDINIC)): Rv3674c−2.93

PROBABLE THIOREDOXIN REDUCTASE TRXB2 (TRXR) (TR): Rv3913−3.56
Probable peroxidoxin BcpB: Rv1608c−3.77

hypothetical protein: Rv3849−4.58
aconitate hydratase: Rv1475c−4.76
hypothetical protein: Rv2132−4.77

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv0361−4.94
hypothetical protein: Rv0740−5.71

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0680c−7.65
thymidylate synthase: Rv2764c−9.96

log10(P) upstream meme1 2 log10(P.clust)=−2.63; 27 seqs; 23 uniq
c(0.5, 2.5)
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