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x.range

upstream meme PSSM #1; e=6.7e−11
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x.range
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upstream meme PSSM #2; e=0.069

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
operons −200 −100 −1

1,4−dihydroxy−2−naphthoate octaprenyltransferase: RV0534C−0.11

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3482C−0.25

hypothetical protein: RV3483C−0.25

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY MARR−FAMILY): RV0880−0.63

PROBABLE TRANSMEMBRANE PROTEIN: RV0882−0.63

POSSIBLE RRNA METHYLTRANSFERASE (RRNA METHYLASE): RV0881−0.63

histidyl−tRNA synthetase: RV2580C−8.26

ALASE II (HYDROXYACYLGLUTATHIONE HYDROLASE) (GLX II): RV2581C−8.26

acyl−CoA synthetase: RV0551C−16.85

hypothetical protein: RV0552−16.85

O−succinylbenzoate synthase: RV0553−16.85

hypothetical protein: RV2797C−18.18

PROBABLE CONSERVED LIPOPROTEIN LPPV: RV2796C−18.18

hypothetical protein: RV2798C−18.18

PROBABLE MEMBRANE PROTEIN: RV2799−18.18

POSSIBLE HYDROLASE: RV2800−18.18

log10(P) upstream meme1 2 log10(P.clust)=−10.03; 16 seqs; 8 uniq
c(0.5, 2.5)
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