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Cluster: 0021 mtu; resid: 0.37; r/c: 21/38

x.range

upstream meme PSSM #1; e=3e+03

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.2e+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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gyrB

secA1sigA

gnd2

xerD
Rv1700

Rv1797
Rv0556

mmpL7

pks13

secF

leuS

clpC1

Rv2553c

ltp1

Rv2260

prcA

Rv3254

Rv3877

adhC

string
operons −200 −100 −1

DNA gyrase subunit B: Rv0005−0.03
DNA gyrase subunit A: Rv0006−0.03

proteasome (alpha subunit) PrcA: Rv2109c−0.08
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv2553c−0.15

RNA polymerase sigma factor RpoD: Rv2703−0.16
CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL7: Rv2942−0.25

hypothetical protein: Rv1797−0.30
preprotein translocase subunit SecF: Rv2586c−0.30

BLE ATP−DEPENDENT PROTEASE ATP−BINDING SUBUNIT CLPC1: Rv3596c−0.34
leucyl−tRNA synthetase: Rv0041−0.35

hypothetical protein: Rv2260−0.36
preprotein translocase subunit SecA: Rv3240c−0.59

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0556−0.67
hypothetical protein: Rv3254−4.44

lipid−transfer protein: Rv2790c−4.44
POLYKETIDE SYNTHASE PKS13: Rv3800c−4.57

hypothetical protein: Rv1700−5.13
site−specific tyrosine recombinase XerD: Rv1701−5.13

6−phosphogluconate dehydrogenase−like protein: Rv1122−5.18
PROBABLE NADP−DEPENDENT ALCOHOL DEHYDROGENASE ADHC: Rv3045−5.55

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3877−7.76
log10(P) upstream meme1 2 log10(P.clust)=−2.18; 21 seqs; 19 uniq

c(0.5, 2.5)
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