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x.range

upstream meme PSSM #1; e=1e−15

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=8.5e−08
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string
operons −200 −100 −1

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0476−2.99

POSSIBLE CONSERVED SECRETED PROTEIN: RV0477−2.99

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3574−4.74

Probable conserved transmembrane protein: RV1635C−4.95

PROBABLE ATP−DEPENDENT DNA HELICASE: RV3201C−6.60

4−hydroxy−2−ketovalerate aldolase: RV3534C−7.16

acetaldehyde dehydrogenase: RV3535C−7.16

PROBABLE HYDRATASE: RV3536C−7.16

3−ketosteroid−delta−1−dehydrogenase: RV3537−7.33

PROBABLE DEHYDROGENASE: RV3538−7.33

POSSIBLE OXIDOREDUCTASE: RV3526−8.90

hypothetical protein: RV0272C−11.38

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0273C−11.38

hypothetical protein: RV0274−11.38

NASE) (2,3−DIHYDROXYBIPHENYL 1,2−DIOXYGENASE) (DHBD): RV3568C−14.04

DROXY−6−OXO−6−PHENYLHEXA−2,4−DIENOATE HYDROLASE BPHD: RV3569C−14.04

hypothetical protein: RV3572−14.04

log10(P) upstream meme1 2 log10(P.clust)=−8.44; 17 seqs; 11 uniq
c(0.5, 2.5)
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