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x.range

upstream meme PSSM #1; e=8e−08

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.46

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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fadD35Rv2506Rv2559c string
operons −200 −100 −1

POSSIBLE OXIDOREDUCTASE: RV0044C−4.87

POSSIBLE HYDROLASE: RV0045C−4.87

Probable conserved membrane protein: RV1624C−5.92

SE CYA (ATP PYROPHOSPHATE−LYASE) (ADENYLATE CYCLASE): RV1625C−5.92

recombination factor protein RarA: RV2559C−12.15

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY ARSR−FAMILY): RV0576−13.01

hypothetical protein: RV0577−13.01

T A) (SUCCINYL−COA:3−OXOACID−COENZYME A TRANSFERASE): RV2504C−19.35

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV2506−19.35

ASE) (CITRITASE) (CITRIDESMOLASE) (CITRASE ALDOLASE): RV2498C−19.35

POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: RV2499C−19.35

POSSIBLE ACYL−CoA DEHYDROGENASE FADE19 (MMGC): RV2500C−19.35

CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV2501C−19.35

ETYL−/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD1: RV2502C−19.35

E) (OXCT B) (SUCCINYL CoA:3−OXOACID CoA−TRANSFERASE): RV2503C−19.35

acyl−CoA synthetase: RV2505C−19.35

log10(P) upstream meme1 2 log10(P.clust)=−14.62; 16 seqs; 6 uniq
c(0.5, 2.5)
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