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Cluster: 0088 mtu; resid: 0.38; r/c: 22/37

x.range

upstream meme PSSM #1; e=0.31

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+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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acpP fabD
kasB

accA3

pks13
accD4

fas

fadD30

accD6
lprC

mapA

Rv0198c

sahH

Rv3671c

fbiB

Rv0464c

efpA

Rv1502

Rv1200

Rv2135c

Rv2082

PROBABLY TETR−FAMILY

string
operons −200 −100 −1

POSSIBLE INTEGRAL MEMBRANE EFFLUX PROTEIN EFPA: Rv2846c−0.00
PROBABLE ZINC METALLOPROTEASE: Rv0198c−0.20

POSSIBLE MEMBRANE−ASSOCIATED SERINE PROTEASE: Rv3671c−0.28
ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: Rv1200−0.71

hypothetical protein: Rv0464c−0.71
hypothetical protein: Rv2082−0.76

ACCD4 (PCCASE) (PROPANOYL−COA:CARBON DIOXIDE LIGASE): Rv3799c−0.76
POLYKETIDE SYNTHASE PKS13: Rv3800c−0.76

hypothetical protein: Rv2135c−0.88
S−adenosyl−L−homocysteine hydrolase: Rv3248c−0.96

POSSIBLE LIPOPROTEIN LPRC: Rv1275−1.86
methionine aminopeptidase: Rv0734−3.44

acyl−CoA synthetase: Rv0404−4.09
SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3295−4.19

ABLE FATTY ACID SYNTHASE FAS (FATTY ACID SYNTHETASE): Rv2524c−4.36
F420−0−−gamma−glutamyl ligase: Rv3262−5.50

 CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): Rv3285−5.89
acyl−carrier−protein S−malonyltransferase: Rv2243−6.25

acyl carrier protein: Rv2244−6.25
3−oxoacyl−(acyl carrier protein) synthase II: Rv2246−6.25

ACETYL/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD6: Rv2247−6.25
hypothetical protein: Rv1502−7.61

log10(P) upstream meme1 2 log10(P.clust)=−3.09; 22 seqs; 18 uniq
c(0.5, 2.5)
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