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x.range

upstream meme PSSM #1; e=2.2e−08
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upstream meme PSSM #2; e=2e−06
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fgd2

Rv0940c
fadD8

fadD17

fdxD

priA
RV2098C

Rv2142c
Rv2723

PE_PGRS49

string −200 −100 −1

RV2098CNA

PE−PGRS FAMILY PROTEIN: RV3344CNA

420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD2: RV0132C−4.21

primosome assembly protein PriA: RV1402−4.75

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2723−6.33

hypothetical protein: RV2142C−7.13

acyl−CoA synthetase: RV0551C−10.69

POSSIBLE OXIDOREDUCTASE: RV0940C−13.68

PROBABLE FERREDOXIN FDXD: RV3503C−16.33

acyl−CoA synthetase: RV3506−16.33

log10(P) upstream meme1 2 log10(P.clust)=−9.93; 10 seqs; 9 uniq
c(0.5, 2.5)
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