
 
      Chop1.MSRRPWLLALALAVALAAGSAGASTGSDATVPVATQDGPDYVFHRAHERMLFQTSYTLEN 60 
      Chop2......................................MDYGGALSAVGRELLFVTNPVVV 23 
        Bop........................................................MLELL   
  
                                        *                           * 
      Chop1.NGSVICIPNNGQCFCLAWLKSN-GTNAEKLAANILQWITFALSALCLMFYGYQTWKSTCG 119 
      Chop2.NGSVL-VP-EDQCYCAGWIESR-GTNGAQTASNVLQWLAAGFSILLLMFYAYQTWKSTCG  80 
        Bop.PTAVEGVSQAQITGRPEWIWLALGTALMGLGTLYFLVKGMGVSDPDAKKFYAITTLVPAI  52 
 
            *   *                                  *  **  **  * 
      Chop1.WEEIYVATIEMIKFIIEYFHEFDEPAVIYSSNGNKTVWLRYAEWLLTCPVILIHLSNLTG 179 
      Chop2.WEEIYVCAIEMVKVILEFFFEFKNPSMLYLATGHRVQWLRYAEWLLTCPVILIHLSNLTG 140 
        Bop.AFTMYLSMLLGYGLTMVPFGGEQ----------NPIYWARYADWLFTTPLLLLDLA-LLV 101     
 
                            *  *   *               *  *   * 
      Chop1.LANDYNKRTM-GLLVSDIGTIVWGTTAALSKGY-VRVIFFLMGLCYGIYTFFNAA-KVYI 236 
      Chop2.LSNDYSRRTM-GLLVSDIGTIVWGATSAMATGY-VKVIFFCLGLCYGANTFFHAA-KAYI 197 
        Bop.-DAD-Q-GTILALVGADGIMIGTGLVGALTKVYSYRFVWWAISTAAMLYILYVLFFGFTS 158 
 
                                     *  **  *                    *     # 
      Chop1.EAYHTVPKGICRDLVRYLAWLYFCSWAMFPVLFLLGPEGFGHINQFNSAIAHAILDLASK 296 
      Chop2.EGYHTVPKGRCRQVVTGMAWLFFVSWGMFPILFILGPEGFGVLSVYGSTVGHTIIDLMSK 257 
        Bop.KAESMRPEV--ASTFKVLRNVTVVLWSAYPVVWLIGSEGAGIVPLNIETLLFMVLDVSAK 216 
 
                  
      Chop1.NAWSMMGHFLRVKIHEHILLYGDIRKKQKVNVAGQEMEVETMVHEEDDETQKVP-TAKYA 356 
      Chop2.NCWGLLGHYLRVLIHEHILIHGDIRKTTKLNIGGTEIEVETLVEDEAEAGAVNKGTGKYA 317 
        Bop.VGFGLI--LLRSRAIFGEAEAPEPSAGDGA-AATSD..............     
 
      Chop1.NRDSFIIMRDRLKEKGFETRASLDGDPNGDAEANAAAGGKPGMEMGKMTGMGMSMGAGMG 415 
      Chop2.SRESFLVMRDKMKEKGIDVRASLDNSKEVEQEQAARAAMMMMNGNGMGMGMGMNGMNGMG 377 
 
      Chop1.MATIDS---------------GRVILAVPDISMVDFFREQFARLPVPYELVPALGAENTL 460 
      Chop2.GMNGMAGGAKPGLELTPQLQPGRVILAVPDISMVDFFREQFAQLSVTYELVPALGADNTL 437 
 
 
      Chop1.QLVQQAQSLGGCDFVLMHPEFLRDRSPTGLLPRLKMGGQRAAAFGWAAIGPMRDLIEGSG 520 
      Chop2.ALVTQAQNLGGVDFVLIHPEFLRDRSSTSILSRLRGAGQRVAAFGWAQLGPMRDLIESAN 497 
 
      Chop1.VDGWLEGPSFGAGINQQALVALINRMQQAKKMGMMG----------GMGMGMGGGMG-MG 570 
      Chop2.LDGWLEGPSFGQGILPAHIVALVAKMQQMRKMQQMQQIGMMTGGMNGMGGGMGGGMNGMG 557 
 
      Chop1.MGMGMG-MAPSMNAGMTGGMGG---ASMGG-----AVMGMGMGMQPMQQAMP--AMSPMM 618 
      Chop2.GGNGMNNMGNGMGGGMGNGMGGNGMNGMGGGNGMNNMGGNGMAGNGMGGGMGGNGMGGSM 617 
 
      Chop1.TQQPS-MMSQPSAMSAGGAMQAMGGVMPSPAP----GGRVGTNPLFGSAPSPLSSQ---- 669 
      Chop2.NGMSSGVVANVTPSAAGGMGGMMNGGMAAPQSPGMNGGRLGTNPLFNAAPSPLSSQLGAE 677 
 
      Chop1.-----------------PGISPGMATPPAATAAPAAGGSEAEMLQQLMSEINRLKNELGE 712 
      Chop2.AGMGSMGGMGGMSGMGGMGGMGGMGGAGAATTQAAGGNAEAEMLQNLMNEINRLKRELGE 737 
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