Cluster: 0193 mtu; resid: 0.55; r/c: 14/239
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Ipstream meme PSSM #1; e=1.8e-21 upstream meme PSSM #2; e=0.041
| | i log10(P) upstream meme log10(P.clust)=-12.40; 14 seqs; 8 uniq
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-18.36 | PE FAMILY-PROTEIN:[RV0335C
ERVED HYPBTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE2A: RV0587
ABLE TRANSERIPTIONAL REGULATORY PROTEIN (GNTR-IFAMILY): RV0586
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15 PROBEBLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0585C
N -10.78 hypotMal protein: RV0624
ane,
-10.78 — hypothetical protein: RV0623
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asc 704 hypothétical protein: RV3395C
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