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Cluster: 0427 mtu; resid: 0.47; r/c: 12/242
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Cluster: 0427 mtu; resid: 0.47; r/c: 12/242

x.range

upstream meme PSSM #1; e=4.2e−09

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

x.range

y.
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upstream meme PSSM #2; e=4.6

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv1714

fadB3
Rv1716

Rv1717

Rv1726

Rv2100

Rv1725c

ligC

Rv3730c

Rv3728

fadD7

lipE

string
operons −200 −100 −1

acyl−CoA synthetase: RV0119−0.02

PROBABLE LIPASE LIPE: RV3775−0.25

Probable oxidoreductase: RV1714−4.43

 FADB3 (BETA−HYDROXYBUTYRYL−CoA DEHYDROGENASE) (BHBD): RV1715−4.43

hypothetical protein: RV1716−4.43

hypothetical protein: RV1717−4.43

PROBABLE CONSERVED TWO−DOMAIN MEMBRANE PROTEIN: RV3728−4.73

hypothetical protein: RV2100−6.08

ATP−dependent DNA ligase: RV3731−15.63

hypothetical protein: RV3730C−15.63

hypothetical protein: RV1725C−17.15

PROBABLE OXIDOREDUCTASE: RV1726−17.15

log10(P) upstream meme1 2 log10(P.clust)=−7.86; 12 seqs; 9 uniq
c(0.5, 2.5)
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