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x.range

upstream meme PSSM #1; e=5.5e−11

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.2

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv1773c

Rv1774
Rv1775

mbtI

hisG

hisE PPE37

mbtB

Rv3402c

mbtG

mbtF

mbtE

mbtD

mbtC

Rv1519

string
operons −200 −100 −1

G (L−LYSINE 6−MONOOXYGENASE) (LYSINE N6−HYDROXYLASE): RV2378C−4.24

PEPTIDE SYNTHETASE MBTF (PEPTIDE SYNTHASE): RV2379C−4.24

PEPTIDE SYNTHETASE MBTE (PEPTIDE SYNTHASE): RV2380C−4.24

POLYKETIDE SYNTHETASE MBTD (POLYKETIDE SYNTHASE): RV2381C−4.24

POLYKETIDE SYNTHETASE MBTC (POLYKETIDE SYNTHASE): RV2382C−4.24

OXAZOLINE SYNTHASE MBTB (PHENYLOXAZOLINE SYNTHETASE): RV2383C−4.24

salicylate synthase MbtI: RV2386C−5.23

hypothetical protein: RV1519−6.51

PPE FAMILY PROTEIN: RV2123−7.35

ATP phosphoribosyltransferase: RV2121C−7.44

phosphoribosyl−ATP pyrophosphatase: RV2122C−7.44

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1773C−13.88

PROBABLE OXIDOREDUCTASE: RV1774−13.88

hypothetical protein: RV1775−13.88

hypothetical protein: RV3402C−14.12

log10(P) upstream meme1 2 log10(P.clust)=−7.68; 15 seqs; 8 uniq
c(0.5, 2.5)
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