Cluster: 0015 mtu; resid: 0.46; r/c: 8/155
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l0g10(P) upstream meme log10(P.clust)=-4.10; 8 segs; 6 uniq
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PROBABLE3VIEMBRANE-ASSOCIATED PHOSPiOLIPASE C!PLCB: RV2350C
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oAl MEMBRANID PROTEIN KGTP (DICARBOXYLATE TRANSPORTER): RV3476C

Rv0434 = Sherans —2'00 —1'00 -1




