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Cluster: 0028 mtu; resid: 0.47; r/c: 33/37

x.range

upstream meme PSSM #1; e=9.7e−10

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.027

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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metK

dfp

METHYLASE

Rv2621c

Rv2620c

Rv0197
Rv0196

Rv2619c

Rv2010

Rv2008c

Rv3896cRv2111c

Rv3839

cut3
amt

ccrB
cadI

Rv3064c

Rv1057
Rv1218c

PROBABLY ASNC−FAMILY

nrdF

PROBABLY ARSR−FAMILYRv2327

Rv3402c

mmr

Rv2009
pckA

Rv0599c

Rv0726c

Rv2801c

Rv2526

Rv3526

string
operons −200 −100 −1

hypothetical protein: Rv2801c−0.06
PROBABLE CUTINASE PRECURSOR CUT3: Rv3451−0.09

POSSIBLE OXIDOREDUCTASE: Rv3526−0.12
ylcysteine decarboxylase/phosphopantothenate synthase: Rv1391−0.13

ONASIN−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1218c−0.14
CRIPTIONAL REGULATORY PROTEIN (PROBABLY ASNC−FAMILY): Rv3050c−0.17

hypothetical protein: Rv3839−0.18
hypothetical protein: Rv0726c−0.22
hypothetical protein: Rv3896c−0.22

S−adenosylmethionine synthetase: Rv1392−0.23
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0196−0.28

POSSIBLE OXIDOREDUCTASE: Rv0197−0.28
hypothetical protein: Rv0599c−0.35
hypothetical protein: Rv2327−0.37
hypothetical protein: Rv1057−0.54

camphor resistance protein CrcB: Rv3070−0.54
hypothetical protein: Rv3402c−0.65
hypothetical protein: Rv2111c−0.75

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): Rv2642−0.99
phosphoenolpyruvate carboxykinase: Rv0211−1.39

ribonucleotide−diphosphate reductase subunit beta: Rv1981c−1.60
hypothetical protein: Rv2526−1.72

BLE AMMONIUM−TRANSPORT INTEGRAL MEMBRANE PROTEIN AMT: Rv2920c−4.48
CADMIUM INDUCIBLE PROTEIN CADI: Rv2641−5.09

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: Rv3064c−7.97
MULTIDRUGS−TRANSPORT INTEGRAL MEMBRANE PROTEIN MMR: Rv3065−8.10

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2621c−15.48
POSSIBLE METHYLTRANSFERASE (METHYLASE): Rv2622−15.48

hypothetical protein: Rv2619c−15.48
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2620c−15.48

hypothetical protein: Rv2008c−17.54
hypothetical protein: Rv2009−17.54
hypothetical protein: Rv2010−17.54

log10(P) upstream meme1 2 log10(P.clust)=−4.58; 33 seqs; 29 uniq
c(0.5, 2.5)
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