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x.range

upstream meme PSSM #1; e=0.00012

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
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upstream meme PSSM #2; e=0.068

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv0145

Rv0146

Rv0147
Rv0148

Rv0149

Rv1460

Rv1463

Rv2705c

nadA

ahpC

ahpD

lppS

cpsA

Rv2706c

Rv2707

pckA

Rv0485

Rv2729c

Rv2640c

string
operons −200 −100 −1

POSSIBLE CONSERVED PROTEIN CPSA: RV3484−2.27
DE REDUCTASE C PROTEIN AHPC (ALKYL HYDROPEROXIDASE C): RV2428−2.51

PROBABLE ALDEHYDE DEHYDROGENASE (NAD+) DEPENDENT: RV0147−2.70
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV0148−2.70
TASE (NADPH:QUINONE OXIDOREDUCTASE) (ZETA−CRYSTALLIN): RV0149−2.70
CRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV2640C−2.76
DE REDUCTASE D PROTEIN AHPD (ALKYL HYDROPEROXIDASE D): RV2429−2.97

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0485−3.18
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1460−3.42

ROBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: RV1463−3.42
PROBABLE CONSERVED LIPOPROTEIN LPPS: RV2518C−3.66

quinolinate synthetase: RV1594−4.82
hypothetical protein: RV0145−4.96
hypothetical protein: RV0146−4.96

RAL MEMBRANE ALANINE VALINE AND LEUCINE RICH PROTEIN: RV2729C−6.69
phosphoenolpyruvate carboxykinase: RV0211−6.81

hypothetical protein: RV2705C−11.19
hypothetical protein: RV2706C−11.19

SERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: RV2707−11.19
log10(P) upstream meme1 2 log10(P.clust)=−4.95; 19 seqs; 14 uniq

c(0.5, 2.5)
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