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x.range

upstream meme PSSM #1; e=5.2e−34
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upstream meme PSSM #2; e=3.9e−28
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moeA1

gcvH

pgsA2
Rv2141c

cmaA2
Rv0504c

Rv2114

Rv1867

Rv3669

lpdA
ephE

Rv2113

glpD2

Rv3668c

Rv1668c

string
operons −200 −100 −1

PROBABLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEA1: RV0994−10.91

ROLIDE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1668C−12.32

Probable integral membrane protein: RV2113−12.78

hypothetical protein: RV2114−12.78

THA (EXONUCLEASE III) (EXO III) (AP ENDONUCLEASE VI): RV0427C−14.23

peptide deformylase: RV0429C−14.23

PROBABLE GLYCEROL−3−PHOSPHATE DEHYDROGENASE GLPD2: RV3302C−14.63

flavoprotein disulfide reductase: RV3303C−14.63

POSSIBLE PROTEASE: RV3668C−15.30

SE) (3−PHOSPHATIDYL−1'−GLYCEROL−3'PHOSPHATE SYNTHASE): RV1822−16.01

glycine cleavage system protein H: RV1826−16.01

acetyl−CoA acetyltransferase: RV1867−16.25

hypothetical protein: RV2141C−16.38

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3669−16.81

LASE EPHE (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3670−16.81

HASE 2) (MYCOLIC ACID TRANS−CYCLOPROPANE SYNTHETASE): RV0503C−17.18

hypothetical protein: RV0504C−17.18

log10(P) upstream meme1 2 log10(P.clust)=−14.97; 17 seqs; 11 uniq
c(0.5, 2.5)
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