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x.range

upstream meme PSSM #1; e=0.012

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra
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upstream meme PSSM #2; e=5e+03

1 3 5 7 9 11 131 3 5 7 9 11
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RV2803CNA

PROBABLE OXIDOREDUCTASE: RV2776C−0.00

hypothetical protein: RV2824C−1.08

primosome assembly protein PriA: RV1402−1.11

POSSIBLE CELL DIVISION TRANSMEMBRANE PROTEIN FTSK: RV2748C−1.32

ESTERASE/LIPASE) (TRIGLYCERIDE LIPASE) (TRIBUTYRASE): RV3097C−1.58

YLASE B KINASE KINASE) (HYDROXYALKYL−PROTEIN KINASE): RV2914C−1.74

hypothetical protein: RV1374C−1.80

hypothetical protein: RV0998−2.10

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1776C−2.23

hypothetical protein: RV2771C−2.39

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV0224C−2.98

hypothetical protein: RV2816C−3.34

hypothetical protein: RV2818C−3.34

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV0494−8.00

PROBABLE OXIDOREDUCTASE GMC−TYPE: RV0492C−8.00

hypothetical protein: RV0493C−8.00

log10(P) upstream meme1 2 log10(P.clust)=−3.06; 17 seqs; 15 uniq
c(0.5, 2.5)
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