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x.range

upstream meme PSSM #1; e=2.9e−38
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operons −200 −100 −1
POSSIBLE CYTOCHROME C−TYPE BIOGENESIS PROTEIN CCDA: RV0527−5.54

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0528−5.54

6−phosphogluconolactonase: RV1445C−5.75

PUTATIVE OXPP CYCLE PROTEIN OPCA: RV1446C−5.75

glucose−6−phosphate 1−dehydrogenase: RV1447C−5.75

transketolase: RV1449C−5.75

tive deoxyribonucleotide triphosphate pyrophosphatase: RV1341−10.65

CRIPTIONAL REGULATORY PROTEIN) (PROBABLY LUXR−FAMILY): RV0491−11.07

hypothetical protein: RV2680−11.21

ribosome recycling factor: RV2882C−11.21

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2681−11.21

Probable zinc−dependent alcohol dehydrogenase AdhE2: RV2259−11.64

hypothetical protein: RV2260−11.64

TIBIOTIC−TRANSPORT INTEGRAL MEMBRANE ABC TRANSPORTER: RV1457C−11.64

BIOTIC−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV1458C−11.64

hypothetical protein: RV2257C−11.64

Possible transcriptional regulatory protein: RV2258C−11.64

log10(P) upstream meme log10(P.clust)=−9.37; 17 seqs; 9 uniq
c(0.5, 2.5)
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