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x.range

upstream meme PSSM #1; e=37

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range
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upstream meme PSSM #2; e=4.8e+03

1 3 5 7 9 111 3 5 7 9
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glpQ2 string
operons −200 −100 −1

RASE GLPQ2 (GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE): RV0317C−0.61

4'−phosphopantetheinyl transferase: RV2523C−1.17

hypothetical protein: RV0546C−4.76

POSSIBLE CYTOCHROME P450 135B1 CYP135B1: RV0568−5.32

hypothetical protein: RV0295C−5.33

PROBABLE SULFATASE: RV0296C−5.33

Probable aminotransferase: RV2294−5.56

POSSIBLE PEROXIDASE BPOC (NON−HAEM PEROXIDASE): RV0554−5.76

lysyl−tRNA synthetase: RV3598C−6.07

PROBABLE ESTERASE LIPO: RV1426C−6.07

acyl−CoA synthetase: RV1427C−6.07

hypothetical protein: RV1428C−6.07

3−oxoacyl−(acyl carrier protein) synthase III: RV0533C−10.27

log10(P) upstream meme1 2 log10(P.clust)=−5.26; 13 seqs; 10 uniq
c(0.5, 2.5)
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