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Cluster: 0093 mtu; resid: 0.35; r/c: 16/39

x.range

upstream meme PSSM #1; e=1.4e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.5e+03

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
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mmpL7
fadD28

lprG

Rv1410c

fadD21

lprC

CARBONATE DEHYDRATASE

secF

Rv1945

Rv3284

Rv2345

Rv3699
ORF00615

Rv1543htrA

Rv3815c

string
operons −200 −100 −1

ORF00615NA

hypothetical protein: Rv3284−0.05

PROBABLE CONSERVED LIPOPROTEIN LPRG: Rv1411c−0.25

DES/TETRACYCLINE−TRANSPORT INTEGRAL MEMBRANE PROTEIN: Rv1410c−0.25

POSSIBLE LIPOPROTEIN LPRC: Rv1275−0.28

PROBABLE SERINE PROTEASE HTRA (DEGP PROTEIN): Rv1223−0.36

POSSIBLE ACYLTRANSFERASE: Rv3815c−0.68

preprotein translocase subunit SecF: Rv2586c−2.01

DRASE (CARBONATE DEHYDRATASE) (CARBONIC DEHYDRATASE): Rv3588c−2.24

POSSIBLE FATTY ACYL−CoA REDUCTASE: Rv1543−2.78

hypothetical protein: Rv3699−2.97

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2345−3.55

acyl−CoA synthetase: Rv2941−3.89

CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL7: Rv2942−3.89

acyl−CoA synthetase: Rv1185c−5.31

hypothetical protein: Rv1945−5.70

log10(P) upstream meme1 2 log10(P.clust)=−2.28; 16 seqs; 14 uniq
c(0.5, 2.5)
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