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x.range

upstream meme PSSM #1; e=0.64

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range
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upstream meme PSSM #2; e=170

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
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PHOSPHATE TRANSPORTER INTEGRAL MEMBRANE PROTEIN PITA: RV0545C−0.26

50S ribosomal protein L7/L12: RV0652−0.32

hypothetical protein: RV2705C−1.42

hypothetical protein: RV2706C−1.42

hypothetical protein: RV0740−2.32

hypothetical protein: RV1560−2.48

hypothetical protein: RV1561−2.48

hypothetical protein: RV2049C−3.01

PROBABLE ACETYLTRANSFERASE: RV0133−3.11

hypothetical protein: RV3747−3.13

enoyl−CoA hydratase: RV0905−3.67

hypothetical protein: RV0906−3.67

nucleoside diphosphate kinase: RV2445C−3.97

hypothetical protein: RV0164−3.99

LOW MOLECULAR WEIGHT PROTEIN ANTIGEN 6 (CFP−6): RV3004−7.82

Probable carbohydrate kinase CbhK: RV2202C−17.73

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV2203−17.73

log10(P) upstream meme1 2 log10(P.clust)=−4.62; 17 seqs; 14 uniq
c(0.5, 2.5)
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