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x.range

upstream meme PSSM #1; e=7.1

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+03

1 3 5 7 9 11 131 3 5 7 9 11
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POSSIBLE BETA−1,3−GLUCANASE PRECURSOR: RV0315−2.23

hypothetical protein: RV1241−2.86

hypothetical protein: RV1242−2.86

Probable Proline−rich antigen homolog pra: RV1078−3.08

leucyl aminopeptidase: RV2213−3.98

biotin synthase: RV1589−4.33

hypothetical protein: RV1590−4.33

PROBABLE TRANSMEMBRANE PROTEIN: RV1591−4.33

−ALA−D−ALA CARBOXYPEPTIDASE) (D−AMINO ACID HYDROLASE): RV2911−4.47

short chain dehydrogenase: RV3791−4.77

ERASE EMBA (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): RV3794−4.77

ERASE EMBB (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): RV3795−4.77

glycine cleavage system aminomethyltransferase T: RV2211C−4.94

hypothetical protein: RV2929−7.08

hypothetical protein: RV0760C−7.14

−CONTAINING ALCOHOL DEHYDROGENASE NAD DEPENDENT ADHB: RV0761C−7.14

log10(P) upstream meme1 2 log10(P.clust)=−4.57; 16 seqs; 10 uniq
c(0.5, 2.5)
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