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upstream meme PSSM #1; e=1.5e−11
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string
operons −200 −100 −1

hypothetical protein: RV3683−0.06

hypothetical protein: RV1073−0.08

TICLE PROTEIN FFH (FIFTY−FOUR HOMOLOG) (SRP PROTEIN): RV2916C−2.60

PROBABLE FERREDOXIN FDXC: RV1177−3.24

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV2590−3.48

hypothetical protein: RV2172C−4.25

hypothetical protein: RV2327−5.41

BLE TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSORTER: RV2326C−5.57

acyl−CoA synthetase: RV2950C−9.38

PROBABLE NADH DEHYDROGENASE NDH: RV1854C−14.25

POSSIBLE OXIDOREDUCTASE: RV1855C−14.25

short chain dehydrogenase: RV1856C−14.25

PROBABLE MOLYBDATE−BINDING LIPOPROTEIN MODA: RV1857−14.25

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER MODB: RV1858−14.25

UM−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER MODC: RV1859−14.25

hypothetical protein: RV2699C−15.54

POSSIBLE CONSERVED SECRETED ALANINE RICH PROTEIN: RV2700−15.54

log10(P) upstream meme1 2 log10(P.clust)=−8.86; 17 seqs; 13 uniq
c(0.5, 2.5)
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