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x.range

upstream meme PSSM #1; e=1.2e−19

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

x.range
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upstream meme PSSM #2; e=2.6e−08

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

SULFHYDRYLASE) (O−ACETYLSERINE (THIOL)−LYASE) (CSASE): RV0848−0.73

ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV0849−0.73

PUTATIVE TRANSPOSASE (FRAGMENT): RV0850−0.73

4−hydroxy−2−ketovalerate aldolase: RV3534C−6.07

acetaldehyde dehydrogenase: RV3535C−6.07

PROBABLE HYDRATASE: RV3536C−6.07

3−ketosteroid−delta−1−dehydrogenase: RV3537−6.14

PROBABLE DEHYDROGENASE: RV3538−6.14

hypothetical protein: RV3529C−9.46

short chain dehydrogenase: RV3530C−9.46

hypothetical protein: RV3531C−9.46

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1994C−11.62

hypothetical protein: RV1995−11.62

PROBABLE LIPOPROTEIN LPQS: RV0847−11.83

PROBABLE OXIDASE: RV0846C−11.83

POSSIBLE OXIDOREDUCTASE: RV3567C−14.11

DROXY−6−OXO−6−PHENYLHEXA−2,4−DIENOATE HYDROLASE BPHD: RV3569C−14.11

POSSIBLE HEMOGLOBINE−RELATED PROTEIN HMP: RV3571−14.11

log10(P) upstream meme1 2 log10(P.clust)=−8.35; 18 seqs; 10 uniq
c(0.5, 2.5)
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