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x.range

upstream meme PSSM #1; e=0.00015
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x.range
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upstream meme PSSM #2; e=0.44
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ribA1Rv1941

PE_PGRS9

Rv1290c

Rv1291c
Rv1578c

string
operons −200 −100 −1

Probable phiRv1 phage protein: RV1578C−5.04

CONSERVED HYPOTHETICAL SECRETED PROTEIN: RV1291C−5.64

hypothetical protein: RV1290C−5.94

fumarate reductase flavoprotein subunit: RV1552−7.46

] FRDC (FUMARATE DEHYDROGENASE) (FUMARIC HYDROGENASE): RV1554−7.46

fumarate reductase subunit D: RV1555−7.46

PE−PGRS FAMILY PROTEIN: RV0746−8.52

enoyl−CoA hydratase: RV1935C−22.08

POSSIBLE MONOOXYGENASE: RV1936−22.08

POSSIBLE OXYGENASE: RV1937−22.08

PROBABLE EPOXIDE HYDROLASE EPHB (EPOXIDE HYDRATASE): RV1938−22.08

PROBABLE OXIDOREDUCTASE: RV1939−22.08

in biosynthesis protein ribA1 (GTP cyclohydrolase II): RV1940−22.08

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV1941−22.08

PROBABLE ACYL−CoA DEHYDROGENASE FADE18: RV1933C−22.08

PROBABLE ACYL−CoA DEHYDROGENASE FADE17: RV1934C−22.08

log10(P) upstream meme1 2 log10(P.clust)=−15.39; 16 seqs; 7 uniq
c(0.5, 2.5)
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