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x.range

upstream meme PSSM #1; e=4.5e−06

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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upstream meme PSSM #2; e=1.3e+03
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PE_PGRS6

string
operons −200 −100 −1

dephospho−CoA kinase/unknown domain fusion protein: RV1631−0.15

preprotein translocase subunit SecE: RV0638−1.82

anthranilate synthase component I: RV1609−1.97

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV1610−1.97

onal GMP synthase/glutamine amidotransferase protein: RV3396C−2.74

glucose−inhibited division protein B: RV3919C−2.89

PROBABLE CHROMOSOME PARTITIONING PROTEIN PARA: RV3918C−2.89

30S ribosomal protein S1: RV1630−3.25

NAL PEPTIDASE I LEPB (SPASE I) (LEADER PEPTIDASE I).: RV2903C−3.51

hypothetical protein: RV1321−3.69

PE−PGRS FAMILY PROTEIN: RV0532−5.97

competence damage−inducible protein A: RV1901−7.82

PROBABLE CYTOPLASMIC PEPTIDASE PEPQ: RV2535C−10.42

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2536−10.42

hypothetical protein: RV2532C−10.42

transcription antitermination protein NusB: RV2533C−10.42

elongation factor P: RV2534C−10.42

log10(P) upstream meme1 2 log10(P.clust)=−5.34; 17 seqs; 12 uniq
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