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x.range

upstream meme PSSM #1; e=20

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range
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upstream meme PSSM #2; e=470

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv0647c

Rv3231cpvdS
Rv3311

embC
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string
operons −200 −100 −1

PROBABLE OXIDOREDUCTASE: RV3790−4.08

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3792−4.08

ERASE EMBC (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): RV3793−4.08

hypothetical protein: RV2929−8.10

hypothetical protein: RV3231C−8.17

 PROTEIN PVDS (PROBABLE RNA POLYMERASE SIGMA FACTOR): RV3232C−8.17

hypothetical protein: RV3311−9.82

D SYNTHASE 4) (MMA4) (HYDROXY MYCOLIC ACID SYNTHASE): RV0642C−11.54

D SYNTHASE 3) (MMA3) (HYDROXY MYCOLIC ACID SYNTHASE): RV0643C−11.54

D SYNTHASE 2) (MMA2) (HYDROXY MYCOLIC ACID SYNTHASE): RV0644C−11.54

D SYNTHASE 1) (MMA1) (HYDROXY MYCOLIC ACID SYNTHASE): RV0645C−11.54

PROBABLE LIPASE/ESTERASE LIPG: RV0646C−11.54

hypothetical protein: RV0647C−11.54

log10(P) upstream meme1 2 log10(P.clust)=−8.90; 13 seqs; 5 uniq
c(0.5, 2.5)
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