Cluster: 0013 mpn; resid: 0.47; r/c: 17/120
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-6.65 triaeylglycenairtpase ¢ipy-2MNIENATS
-5.91 SBFIThr/Tyr protein kinascHNIBN2ES

-5.9Wiss—Prot Accession Number P35T82, from S. cerevisiae: MPN247
-5.91  membrane-associated guaffate kinase homologuefIMPN246

-3.26 = B hypethetieatprotein: MPN648
-3.13 ACYL CARRIER PROTEIN.PHOSPHODIESTERASEIMPNATY
-2.59 — hypetheB8-pretein: MPN127
-2.39 segregation-ahe-eondensation-proteinB: MPN301

-2.39 condensation protein A/lunknown domain fusion proteinfIMPNS00
-2.39 1-acyl-sn—glycerol-3—phosphate acyltransferascHNIEN2E0

-2.39 4'-phosphopantetheinyl transferascHNIBN2S8
-2.39 " hypothetical-protein: MPN297
-0.66 heat—inducible-transcription-repressor: MPN124
-0.53 . hypotheticat-proteini MPN083
-0.17 simitar-te—demain of Bre ENPNO02
-0.02 fypotheticatprotein: MPN398
-0.00 - - lipase: MPN407
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