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x.range

upstream meme PSSM #1; e=65
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Rv0339c

Rv0340

Rv1051c

fadB5

Rv0595c

Rv0600c

pabB

Rv1052

erg3

Rv2717c

Rv1920

Rv2639c

galE1

Rv0065

Rv0880

gnd1

lppB

ugpC

Rv3067

string −200 −100 −1
para−aminobenzoate synthase component I: RV1005C−0.04

hypothetical protein: RV0065−0.06
SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY MARR−FAMILY): RV0880−0.08

hypothetical protein: RV3067−0.35
hypothetical protein: RV1051C−0.36

hypothetical protein: RV1052−0.46
UND C−5 STEROL DESATURASE ERG3 (STEROL−C5−DESATURASE): RV1814−0.47

POSSIBLE OXIDOREDUCTASE FADB5: RV1912C−0.72
hypothetical protein: RV2639C−1.54
hypothetical protein: RV0595C−2.99

6−phosphogluconate dehydrogenase: RV1844C−3.26
EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV3634C−3.69
PROBABLE TWO COMPONENT SENSOR KINASE −SECOND PART: RV0600C−3.71

E TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER UGPC: RV2832C−4.46
PROBABLE CONSERVED LIPOPROTEIN LPPB: RV2544−4.47

PROBABLE MEMBRANE PROTEIN: RV1920−5.31
hypothetical protein: RV2717C−5.86

hypothetical protein: RV0340−9.11
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0339C−9.11

log10(P) upstream meme1 2 log10(P.clust)=−2.95; 19 seqs; 19 uniq
c(0.5, 2.5)
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