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Cluster: 0102 mtu; resid: 0.42; r/c: 22/37

x.range

upstream meme PSSM #1; e=0.0034

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=46

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
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panD

Rv3600c

pqqE

Rv0692

lldD1

Rv3234c

pvdS

Rv1360

Rv0926c

Rv0888
mmpS2

ADENYLYL−OR GUANYLYL−

glyS

ORFD0052

ORFD0126

Rv0057

Rv0759c

fadD6

TB18.6

Rv2561

Rv2716

fixA

string
operons −200 −100 −1

ORFD0052NA
ORFD0126NA

hypothetical protein: Rv2716−0.79
hypothetical protein: Rv3234c−1.16
hypothetical protein: Rv2561−1.33

PROBABLE EXPORTED PROTEIN: Rv0888−1.36
glycyl−tRNA synthetase: Rv2357c−1.47

ASE (ADENYLYL−OR GUANYLYL−)(ADENYLATE−OR GUANYLATE−): Rv2435c−1.96
LECTRON TRANSFER FLAVOPROTEIN SMALL SUBUNIT) (ETFSS): Rv3029c−2.00
 PROTEIN PVDS (PROBABLE RNA POLYMERASE SIGMA FACTOR): Rv3232c−2.86

acyl−CoA synthetase: Rv1206−3.94
hypothetical protein: Rv0692−3.96

S PROTEIN E PQQE (COENZYME PQQ SYNTHESIS PROTEIN III): Rv0693−3.96
POSSIBLE L−LACTATE DEHYDROGENASE (CYTOCHROME) LLDD1: Rv0694−3.96

hypothetical protein: Rv0926c−4.20
pantothenate kinase: Rv3600c−4.43

aspartate alpha−decarboxylase: Rv3601c−4.43
hypothetical protein: Rv0057−4.70

PROBABLE OXIDOREDUCTASE: Rv1360−4.95
hypothetical protein: Rv2140c−5.37

PROBABLE CONSERVED MEMBRANE PROTEIN MMPS2: Rv0506−5.84
hypothetical protein: Rv0759c−7.44

log10(P) upstream meme1 2 log10(P.clust)=−3.51; 22 seqs; 18 uniq
c(0.5, 2.5)
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