
            Sc  151  RLFNSIKPPRGNASSTNIPGKQR--ILLYLVNKLNNIYFRIESPQLCSNIF-KNFQPK--SMLAHFNEYQLDQQIEYRYLLGRYY-LLNSQVHNAFVQ 
            Hs  189  LLMSCFRVCASDTRAGIEDSKK--WGMLFLVNQLFKIYFKINKLHLCKPLI-RAIDSS-----NLKDDYSTAQRVTYKYYVGRKA-MFDSDFKQAEEY 
            Dm  142  CIMACFRVCAADGRASEEDTKR--LGMMNLVNQLFKIYFRINKLHLCKPLI-RAIDNC-----IFKDSFPLPEQITYKYFVGRRA-MFDSNYQAAVQY 
            Sp  157  NVLRTFNSILSDRQQNINPSKKD--AIFCIANLLCLLYFRLKQIRLCQTIQANVISSG-----ADISRATMAELVTFRYYLGRCH-LYQRKIHQAKDH 
            Ag  139  SLMSCFRVCAGDTRSSDEDTKR--LGMLNLVNQLLKVYFRINKLHLCKPLI-RAIDSS-----NFKDSFTLAQRITYKYFAGRKA-MYDSDFKNAEEY 
            Ce  126  ITEECYRTCVSDVHAEEGTTKK--VAMLNMTNQLFQIYFQINKLNLLKPLI-RAIDNC----GSLYHDFLMSDKVAYNYFLGRKA-MFDADLNLAEKS 
            Dm  170  KNSLEGIRSFLHARLRTATLRNDFEGQAVLINCLLRNYLHYALYDQADKLVKKSVYPE---------SASNNEWARFLYYLGRIK-AAKLEYSDAHKH 
            Hs  224  LDKLDVVRSFLHARLRTATLRHDADGQATLLNLLLRNYLHYSLYDQAEKLVSKSVFPE---------QANNNEWARYLYYTGRIK-AIQLEYSEARRT 
            Nt  175  TGDLAEIRGYLLALHRIATLRHDELGQETLLNLLLRNYLHYNLYDQAEKLRSKAPRFE---------AHSNQQFSRYLFYLGKIR-TIQLEYTDAKES 
            Ce  189  EGRLFDHQGFLNSRLRTATLRNFSESQAVLICWLLRCYLINRQYQSAAHLVSKVAFPD---------NASNNDLARYMYYQGRIK-ALQLDYNSAAGY 
            Sc  204  DNQNIILRSTMMKFLKIASLKHDNETKAMLINLILRDFLNNGEVDSASDFISKLEYPHT--------DVSSSLEARYFFYLSKIN-AIQLDYSTANEY 
            Sp  183  CNRSVECRNTLLSVHRTASLRHDSETQAMVLTLLLRNYIQFNLYDQADRLVSKTSFLT---------NASNNLAIRYQYYLGRIR-AIQLDYTTAHEH 
            Tb   18  SKGNDELLGRLMSLYRALCVRHDEVGQEMLLNDILALLTLNHQHDLAERVIATCEISL--------PHRSNNQAARYFYYVGLTH-ALRLGYVEADQF 
            Ec  106  YLARKNECQDNSALFSLLVTNKE-LGNEYTVSVITNCLLDMLIGNKIFQRI-DNS------------IVTTSEQARYNYYNGIIF-MVEGDYESA-LK 
            Nc  133  QSPIVSIRPILLAALRTAVLRKDIDTQASVIVLLLRNYLLTSHISQADLLV-QHTQFP--------ENAANNQVARFLYYLGRVR-AIQLRYTEAHEH 
            Py  184  RGNISQVRQELLFIYRNACLHRDIMTQTVVLNLILRDYIKNNLYDMAVKFVSKTLFPE--------NMFSNVQHARYLYYIGKIL-AIQLDYSESHNK 
            Hs  169  QKILRQLHQSCQTDDGEDDLKKG-TQLLEIYALEIQMYTAQKNNKKLKALYEQSLHIK-------SAIPHPLIMGVIRECGGKMH-LREGEFEKAHTD 
            Sc  136  TIHRSFTICLNDRNPRLNENKK--IGCYMFANLEFSIYHRLSNKDMIKNLV-KVLESRV(8)NKSLAMEHKSQVVLYNYYLGQYYGCLENDHERGFFH 
            Sp  164  RLINRAFTICINDRAPLSTSRK--WGAYYIMGLLFKLYLRLDCVHLTNNVL-RAMKVVE---LPDISLFPKSHVVIFHYYLGIVA-FLNQNYKNASAE 
            Nc  179  RQLNRIFTLCLNDRAPLEESRK--WGIYYIINLLFKTYFKLNSASLSKNIL-KTLSAYRGD-MPPLSAFPKSQQVTFKYYEGVLC-FLEENYFQAEEH 
            At  148  LKAAGSLLMKVFGVLAGKGPKR--VGALYVTCQLFKTYFKLGTVNLCRSVI-RSIETAR---IFDFEEFPRRDKVTYMYYTGRLE-VFNENFPAADTK 
            Pf  186  TIEEVLNSIRGKIGIVKGDIEKH-GGFVILMFQSIKLCMKLNNMQITSSFL-KIINST----DINYSYIPTSFIVLFKNQLGKLY-LQKLEYEKAESE 
            Nc  703  FANLTLKLLFAVSRPIARPSRK----TISERNTHEHTLLQCDKSRLAVQMF-TNLSTS----GPALSLYPASQRVTFLYYLGRFN-FDHGHYMRAHWC 
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        FNEAFQSLLNLPL(4)ITRNGTRILNYMIPTGLILGK--MVKWGPLRPFLSQETIDNWSVLYK----HVRYGNIQGVSLWLRQNERHLC--ARQLLI 332 Q08231      
        LSFAFEHCHRSSQ-----KNKRMILIYLLPVKMLLGH--MPTVELLKKYHLMQ----FAEVTR----AVSEGNLLLLHEALAKHEAFFI--RCGIFL 366 Q9NUK6      
        LSYAFSNCPDRFA-----SNKRLILIYLVPVKMLLGY--LPSKSLLQRYDLLL----FLDLAM----AMKAGNVNRFDEIVRDQELVLI--RSGIYL 310 Q9VTL1      
        LLFSFLQCPDECY-----HQKRLSLIYLTTCLLILGK--SPTKGLLEKYKLTA---AFEPLIK----ALKSGDIKSFRLSLEDNSRRKWFIKRGIYL 329 Q9Y820   
        LSFAFDNCPRRFT-----KNKRLILIYLTPVKMLLGY--MPRKEVLERYNVLQ----FHDLAS----AVKEGNVRRFDEAIRRHEMFFI--NAGVYL 307 EAA12851    
        LLYAFRNCPADSM-----SNKRKILIYLIPVKMFLGH--MPTSQLLHEYRLDE----FQDVVA----GVKDGNLAQLDGALAANEAFFI--KCGIFL 294 T15664      
        LVQALRKSPQHAA----IGFRQTVQKLIIVVELLLGN--IPERVVFRQAGLRQSLGAYFQLTQ----AVRLGNLKRFGDVVSQYGPKFQ--LDHTFT 354 PSD3_DROME  
        MTNALRKAPQHTA----VGFKQTVHKLLIVVELLLGE--IPDRLQFRQPSLKRSLMPYFLLTQ----AVRTGNLAKFNQVLDQFGEKFQ--ADGTYT 393 PSD3_HUMAN  
        LLQAARKAPQAAL-----GFRVQCNKWAIIVRLLLGE--IPERTVFMQKGMEKALRPYFELTN----AVRIGDLELFRKVAEKFSSTFS--SDGTNN 346 PSD3_TOBAC  
        FLQAQRKAPQEGA----IGFKQAVQKWVVVIGLLQGE--IPDRSVFRQPIYRKCLAHYLDLSR----GVRDGDVARFNHNLEQFKTQFE--ADDTLT 361 PSD3_CAEEL  
        IIAAIRKAPHNSK---SLGFLQQSNKLHCCIQLLMGD--IPELSFFHQSNMQKSLLPYYHLTK----AVKLSDLKKFTSTITKYKQLLL--KDDTYQ 378 RPN3_YEAST  
        LVSAIRKAPNTVY---AVQFLEAVYKLHIVVQLLMGE--IPERRIFRQKSLEKTLVPYLRISQ----AVRIGDLCAFTDALSKYEAEFR--FDGLYT 356 RPN3_SCHPO  
        LQYALRKAPERAS-----GFRVAATKLSLVVQLLLGE--IPPRSDFLQKDMRECLSPYLQLTS----CVRFGQLGRFMSILQQHKAIFE--HDRTYS 190 Q8WRU6    
        CFHTCVILST--------NRDLVLGAEKRVILCMLLS--SDYSIPYPCKPSLR---IYFKLAS----AVKRADIKKFEETLESNKDELM--SQGLYF 265 Q8SRT7      
        LTAATRKAPSSAC---ALGFSQTATKLLLVVELLMGD--IPDRAIFRQLTMEATLHPYFLLVR----AVRVGNLEDFETTIAQHADTFR--RDGTYS 406 EAA30401    
        ISQALRKAPQNAN--MAKGFKLEATKLEIVVELLMGD--IPDRSLFTNKIMRKNLIPYKHVVT----AVRNGDINKFASVMNNYKKLFV--KDGVYL 359 EAA22203    
        FFEAFKNYDESGS-----PRRTTCLKYLVLANMLMKSGINPFDSQEAKPYKNDPEILAMTNLVS---AYQNNDITEFEKILKTNHSNIM--DDPFIR 343 CSN2_HUMAN  
        LNEALLQCPMLYV(7)LQGQMEKIMILLVPLALLTKRL-YPHWDHPVIAGVITRSKRLSQVYPTLVRSVISGNLSLYEATAASHERFFL--SQGLHV 333 YJ54_YEAST  
        LEIAFSLCHKGYN-----RNLELILSYWIPTRILVNHQ-LPTKNLLSKFPNLA--SVYIPLTR----ALKSGNLGEFGKCLQKNETLLA--KTKIYL 337 YE18_SCHPO  
        LTQAWSLCHKDAM-----KNKELILTYLVPCHLLTTHT-LPSQKLLEPYPRLQ----KLFLPLS--NCIKKGELHAFDLALQQGEDEFV--KRRIYL 354 EAA34699    
        LSYALQNCNPKRE-----RNIRMILKYLVPVKLSLGI--IPKDELLRNYNLHE----YTKIVQ----ALRKGDLRLLRHALQEHEDRFL--RSGVYL 328 Q8GWE6      
        FIWAFSNSNKSKI-----EFRKIILESLITIRLNKGL--YPPKKLLQKYKLSI----YIDIIY----SIKRGNIFLYNNVMNNFSSYFF--HKGLNE 355 O96149      
        FEEAYRQCHPQFL-----KHRRQILIYWVPSNLLLGR--FPSQMLLSRPEAAG----FGDVFIPICAAIRTGNFVAFHQALNASRDWLW--DRGLYL 874 EAA35198    
        l..Ahpph.pphh.....h.pphhhhhhl.lpLLhGp..hPppplhpph.h.p....hhplhp....Al+.GplhhFpphlpp.pphhh..pphhhh    
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          α9                     α10                α11           α12                  α13 
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