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upstream meme PSSM #1; e=0.023
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Rv3600c

panD

Rv3603c

Rv3142c

Rv3143
cut2

Rv3779

string
operons −200 −100 −1

methionine aminopeptidase: RV2861C−0.39

SERVED TRANSMEMBRANE PROTEIN ALANINE AND LEUCINE RICH: RV3779−0.99

pantothenate kinase: RV3600C−2.71

aspartate alpha−decarboxylase: RV3601C−2.71

pantoate−−beta−alanine ligase: RV3602C−2.71

SERVED HYPOTHETICAL ALANINE AND LEUCINE RICH PROTEIN: RV3603C−2.71

3−methyl−2−oxobutanoate hydroxymethyltransferase: RV2225−3.35

PROBABLE CUTINASE CUT2: RV2301−3.49

CLASS A BETA−LACTAMASE BLAC: RV2068C−12.37

RNA polymerase sigma factor SigC: RV2069−12.37

hypothetical protein: RV3142C−16.82

PROBABLE RESPONSE REGULATOR: RV3143−16.82

log10(P) upstream meme1 2 log10(P.clust)=−6.45; 12 seqs; 9 uniq
c(0.5, 2.5)
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