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upstream meme PSSM #1; e=0.00027
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Rv1567c

bioA

bioF1

bioD

Rv1571

pks8
pks10

pks7

pks17pks9

pks11

dfrARv3784

PPE12

string
operons −200 −100 −1

PPE FAMILY PROTEIN: RV0755C−4.89

DUCTASE DFRA (DHFR) (TETRAHYDROFOLATE DEHYDROGENASE): RV2763C−6.62

POSSIBLE dTDP−GLUCOSE 4,6−DEHYDRATASE: RV3784−10.00

Possible chalcone synthase pks10: RV1660−10.29

Probable polyketide synthase pks7: RV1661−10.29

Probable polyketide synthase pks8: RV1662−10.29

Probable polyketide synthase pks17: RV1663−10.29

Probable polyketide synthase pks9: RV1664−10.29

Possible chalcone synthase pks11: RV1665−10.29

Probable hypothetical membrane protein: RV1567C−14.26

enosylmethionine−−8−amino−7−oxononanoate transaminase: RV1568−14.26

8−amino−7−oxononanoate synthase: RV1569−14.26

dithiobiotin synthetase: RV1570−14.26

hypothetical protein: RV1571−14.26

log10(P) upstream meme1 2 log10(P.clust)=−11.04; 14 seqs; 6 uniq
c(0.5, 2.5)
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