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x.range

upstream meme PSSM #1; e=3.3e−08
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x.range
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upstream meme PSSM #2; e=0.0039
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PROBABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN: RV3239C−0.13

hypothetical protein: RV1073−7.25

IONAL REGULATORY PROTEIN NADR (PROBABLY ASNC−FAMILY): RV0212C−16.01

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV0213C−16.01

acyl−CoA synthetase: RV0214−16.01

HSP (HEAT−STRESS−INDUCED RIBOSOME−BINDING PROTEIN A): RV0251C−18.41

CTASE [NAD(P)H] LARGE SUBUNIT [FAD FLAVOPROTEIN] NIRB: RV0252−18.41

log10(P) upstream meme1 2 log10(P.clust)=−13.17; 7 seqs; 6 uniq
c(0.5, 2.5)
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