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x.range

upstream meme PSSM #1; e=3.3

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=320
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Rv0196
Rv0197

glpD1

Rv2250c

Rv2251

Rv2252

Rv2998

lppY

Rv3839

Rv3840

Rv0246

Rv0991c

Rv2293c

Rv3831

string
operons −200 −100 −1

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3840−0.20

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0196−0.38

POSSIBLE OXIDOREDUCTASE: RV0197−0.38

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0246−0.43

CONSERVED HYPOTHETICAL SERINE RICH PROTEIN: RV0991C−1.03

hypothetical protein: RV3839−4.33

hypothetical protein: RV2998−4.66

hypothetical protein: RV2293C−5.16

hypothetical protein: RV3831−5.21

PROBABLE CONSERVED LIPOPROTEIN LPPY: RV2999−10.41

PROBABLE GLYCEROL−3−PHOSPHATE DEHYDROGENASE GLPD1: RV2249C−14.99

Possible transcriptional regulatory protein: RV2250C−14.99

POSSIBLE FLAVOPROTEIN: RV2251−14.99

diacylglycerol kinase: RV2252−14.99

log10(P) upstream meme1 2 log10(P.clust)=−6.58; 14 seqs; 11 uniq
c(0.5, 2.5)
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