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Cluster: 0014 mtu; resid: 0.51; r/c: 35/37

x.range

upstream meme PSSM #1; e=2.6e−05

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=170

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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guaA

glnA2

Rv2926crnc

desA2
desA1

fdxD

fabG

aroF
Rv0810c

Rv0686

Rv0898c

Rv0088 fadE34

Rv1593c

Rv1894c

Rv0443 Rv0940c

Rv3583c
fdxC

ORF00090

Rv0581

Rv0628c

Rv1042c

Rv1149

Rv2077c

Rv2749

Rv2798c

Rv2827c

Rv3385c
rimI

ethA

Rv3857c

parB

Rv0188

string
operons −200 −100 −1

ORF00090NA
hypothetical protein: Rv0810c−0.00
hypothetical protein: Rv0581−0.00

chorismate synthase: Rv2540c−0.00
onal GMP synthase/glutamine amidotransferase protein: Rv3396c−0.00

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARB: Rv3917c−0.03
hypothetical protein: Rv0443−0.05

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2077c−0.08
TING ENZYME FOR N−TERMINAL OF RIBOSOMAL PROTEIN S18): Rv3420c−0.10

MONOOXYGENASE ETHA: Rv3854c−0.15
PROBABLE MEMBRANE PROTEIN: Rv0686−0.18

hypothetical protein: Rv0628c−0.19
POSSIBLE TRANSCRIPTION FACTOR: Rv3583c−0.42

TAMINE SYNTHETASE GLNA2 (GLUTAMINE SYNTHASE) (GS−II): Rv2222c−0.47
hypothetical protein: Rv0088−0.47

hypothetical protein: Rv2926c−0.54
ribonuclease III: Rv2925c−0.54

3−ketoacyl−(acyl−carrier−protein) reductase: Rv3502c−0.58
hypothetical protein: Rv2827c−0.71

POSSIBLE MEMBRANE PROTEIN: Rv3857c−0.73
hypothetical protein: Rv2749−0.74

hypothetical protein: Rv0898c−0.81
SA2 (ACYL−[ACP] DESATURASE) (STEAROYL−ACP DESATURASE): Rv1094−1.17

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0188−1.44
PROBABLE FERREDOXIN FDXC: Rv1177−4.58

hypothetical protein: Rv1593c−4.80
PROBABLE ACYL−CoA DEHYDROGENASE FADE34: Rv3573c−6.16

hypothetical protein: Rv1894c−6.21
PROBABLE FERREDOXIN FDXD: Rv3503c−6.55

 DESATURASE) (STEAROYL−ACP DESATURASE) (PROTEIN DES): Rv0824c−6.64
POSSIBLE OXIDOREDUCTASE: Rv0940c−7.42

hypothetical protein: Rv2798c−8.18
PROBABLE IS LIKE−2 TRANSPOSASE: Rv1042c−10.81

POSSIBLE TRANSPOSASE: Rv1149−10.90
hypothetical protein: Rv3385c−11.47

log10(P) upstream meme1 2 log10(P.clust)=−2.74; 35 seqs; 34 uniq
c(0.5, 2.5)
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