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Cluster: 0406 mtu; resid: 0.50; r/c: 9/235

x.range

upstream meme PSSM #1; e=1.8e+03
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upstream meme PSSM #2; e=6.5e+03
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Rv0571c

Rv2004c

Rv0827c

Rv2025c

pip

pepE

Rv3226c
Rv3238c

Rv0454

string −200 −100 −1

hypothetical protein: RV2004C−0.55

hypothetical protein: RV0571C−1.06

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3238C−2.06

INE IMINOPEPTIDASE PIP (PROLYL AMINOPEPTIDASE) (PAP): RV0840C−2.35

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0827C−2.36

hypothetical protein: RV0454−2.69

hypothetical protein: RV3226C−2.76

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV2025C−3.08

Probable dipeptidase PepE: RV2089C−3.48

log10(P) upstream meme1 2 log10(P.clust)=−2.27; 9 seqs; 9 uniq
c(0.5, 2.5)
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