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Cluster: 0044 mtu; resid: 0.42; r/c: 21/38

x.range

upstream meme PSSM #1; e=310

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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upstream meme PSSM #2; e=1.4e+04

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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nuoD

nuoB

echA1

lipC

dnaE

pks12

Rv0314c Rv2732cPROBABLY LUXR−FAMILY

Rv1590Rv0959

Rv3096

pstC1

Rv1591

Rv0200

glpQ2

Rv0460Rv0540

mdh

Rv3233c

Rv3678c

string
operons −200 −100 −1

NADH dehydrogenase subunit B: Rv3146−0.19
NADH dehydrogenase subunit D: Rv3148−0.19

hypothetical protein: Rv0959−1.39
malate dehydrogenase: Rv1240−1.64

PROBABLE ESTERASE LIPC: Rv0220−1.74
enoyl−CoA hydratase: Rv0222−1.74

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2732c−1.91
RASE GLPQ2 (GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE): Rv0317c−2.23

hypothetical protein: Rv3233c−2.44
CRIPTIONAL REGULATORY PROTEIN (PROBABLY LUXR−FAMILY): Rv0890c−2.48

hypothetical protein: Rv0540−2.51
DNA polymerase III subunit alpha: Rv1547−3.13

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0200−3.15
ATE−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER PSTC1: Rv0935−3.64

Probable polyketide synthase pks12: Rv2048c−3.74
hypothetical protein: Rv3678c−4.28
hypothetical protein: Rv1590−4.94

PROBABLE TRANSMEMBRANE PROTEIN: Rv1591−4.94
hypothetical protein: Rv3096−5.61

CONSERVED HYDROPHOBIC PROTEIN: Rv0460−5.75
POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv0314c−7.84

log10(P) upstream meme1 2 log10(P.clust)=−3.12; 21 seqs; 18 uniq
c(0.5, 2.5)
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