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Cluster: 0001 mtu; resid: 0.46; r/c: 26/37

x.range

upstream meme PSSM #1; e=8.4e−09

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=8.3

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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hspX

pfkB

acg
Rv1733c

Rv0569TB31.7

Rv2406c
Rv0079

Rv3134c

TB18.5

Rv2626c

Rv3782

Rv3289c
Rv1592c

Rv1520Rv2627c

Rv1996

Rv2030c
Rv2628

ORF00540
Rv0076c

Rv1194c

fdxA

Rv3749c

ORFD0388

Rv0201c

string
operons −200 −100 −1

ORF00540NA
ORFD0388NA

hypothetical protein: Rv1592c−0.03
PROBABLE MEMBRANE PROTEIN: Rv0076c−0.06

robable phosphofructokinase PfkB (PHOSPHOHEXOKINASE): Rv2029c−0.19
hypothetical protein: Rv3749c−0.26

POSSIBLE TRANSMEMBRANE PROTEIN: Rv3289c−0.28
hypothetical protein: Rv2406c−0.32
hypothetical protein: Rv1194c−0.49

probable sugar transferase: Rv1520−0.66
hypothetical protein: Rv0164−0.78

PROBABLE FERREDOXIN FDXA: Rv2007c−2.48
hypothetical protein: Rv0569−2.71
hypothetical protein: Rv2628−2.77
hypothetical protein: Rv2623−3.19
hypothetical protein: Rv1996−3.40

hypothetical protein: Rv2627c−3.73
hypothetical protein: Rv2626c−3.75
hypothetical protein: Rv3134c−3.84
hypothetical protein: Rv0079−4.15

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv1733c−6.28
POSSIBLE L−RHAMNOSYLTRANSFERASE: Rv3782−6.72

hypothetical protein: Rv0201c−7.07
(ALPHA−CRSTALLIN HOMOLOG) (14 kDa ANTIGEN) (HSP16.3): Rv2031c−15.23

Conserved hypothetical protein Acg: Rv2032−15.23
hypothetical protein: Rv2030c−15.23

log10(P) upstream meme1 2 log10(P.clust)=−4.12; 26 seqs; 24 uniq
c(0.5, 2.5)
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