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Cluster: 0272 mtu; resid: 0.51; r/c: 10/246
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Cluster: 0272 mtu; resid: 0.51; r/c: 10/246

x.range

upstream meme PSSM #1; e=0.38

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.7e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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lpqR

Rv2242

Rv3096

Rv3190cRv3827c

Rv3828cRv3829c

glpQ1

Rv3843c

pepN

string
operons −200 −100 −1

hypothetical protein: RV3190C−2.98

RASE GLPQ1 (GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE): RV3842C−8.09

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3843C−8.09

hypothetical protein: RV2242−8.70

PROBABLE CONSERVED LIPOPROTEIN LPQR: RV0838−8.99

SYL AMINOPEPTIDASE) (LYS−AP) (ALANINE AMINOPEPTIDASE): RV2467−10.61

POSSIBLE RESOLVASE: RV3828C−11.56

POSSIBLE TRANSPOSASE: RV3827C−11.56

PROBABLE DEHYDROGENASE: RV3829C−11.56

hypothetical protein: RV3096−12.04

log10(P) upstream meme1 2 log10(P.clust)=−9.42; 10 seqs; 7 uniq
c(0.5, 2.5)
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