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x.range

upstream meme PSSM #1; e=3.3

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range
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upstream meme PSSM #2; e=23

1 3 5 7 9 11 131 3 5 7 9 11 13
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POSSIBLE LIPOPROTEIN LPQQ: RV0835−0.12

tRNA delta(2)−isopentenylpyrophosphate transferase: RV2727C−1.59

OBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV2333C−1.64

hypothetical protein: RV3129−1.76

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1877−1.79

hypothetical protein: RV2044C−1.90

SERVED HYPOTHETICAL ALANINE AND ARGININE RICH PROTEIN: RV2731−2.18

hypothetical protein: RV2547−3.97

hypothetical protein: RV2548−3.97

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2723−4.05

Probable coiled−coil structural protein: RV1682−4.37

ESTERASE/LIPASE) (TRIGLYCERIDE LIPASE) (TRIBUTYRASE): RV3097C−4.83

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0842−5.71

hypothetical protein: RV1685C−9.69

 CONSERVED INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: RV1686C−9.69

OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: RV1687C−9.69

3−methyladenine DNA glycosylase: RV1688−9.69

log10(P) upstream meme1 2 log10(P.clust)=−4.51; 17 seqs; 14 uniq
c(0.5, 2.5)
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