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x.range

upstream meme PSSM #1; e=5.8e−08

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

x.range

y.
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upstream meme PSSM #2; e=0.00025

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv0330c

Rv0331

Rv1936

Rv1937 ephB
Rv1939

ribA1

Rv2319crocE

rocD2
rocD1

Rv2323c

Rv2324

string
operons −200 −100 −1

POSSIBLE MONOOXYGENASE: RV1936−12.05

POSSIBLE OXYGENASE: RV1937−12.05

PROBABLE EPOXIDE HYDROLASE EPHB (EPOXIDE HYDRATASE): RV1938−12.05

PROBABLE OXIDOREDUCTASE: RV1939−12.05

in biosynthesis protein ribA1 (GTP cyclohydrolase II): RV1940−12.05

hypothetical protein: RV2319C−17.43

 AMINO ACID TRANSPORT INTEGRAL MEMBRANE PROTEIN ROCE: RV2320C−17.43

s part) ROCD1 (ORNITHINE−−OXO−ACID AMINOTRANSFERASE): RV2322C−17.43

s part) ROCD2 (ORNITHINE−−OXO−ACID AMINOTRANSFERASE): RV2321C−17.43

hypothetical protein: RV2323C−17.43

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ASNC−FAMILY): RV2324−17.43

hypothetical protein: RV0330C−17.80

POSSIBLE DEHYDROGENASE/REDUCTASE: RV0331−17.80

log10(P) upstream meme1 2 log10(P.clust)=−15.42; 13 seqs; 5 uniq
c(0.5, 2.5)
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