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gi|106507239|ref|NP_110423.3| -----------MRRQPAKVAALLLG-----LLLECTEAKKHCWYFEGLYPTYYICRSYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPAFNVSYTRQPPNPGPGAQQPGPPYYTDPGGPGMNPVGNSM   150
gi|114613419|ref|XP_001157372.1| -----------MRRQPAKVAALLLG-----LLLECTEAKKHCWYFEGLYPTYYICRSYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPAFNVSYTRQPPNPGPGAQQPGPPYYTDPGGPGMNPVGNSM   150
gi|22122699|ref|NP_666280.1| -----------MGRRLGRVAALLLG-----LLVECTEAKKHCWYFEGLYPTYYICRSYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPTFNVSYTRQPPNPAPGAQQMGPPYYTDPGGPGMNPVGNTM   150
gi|109472111|ref|XP_342699.3| -----------MARPLGRVAALLLG-----LLMECTEAKKHCWYFEGLYPTYYICRSYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPTFNVSYTRQPPNPAPGAQQMGPPYYTDPGGPGMNPVGNTM   150
gi|118086103|ref|XP_001235488.1| ------------MRRLQPGAALLLS-----LLWECTEAKKHCWYFEGLYPTYYICRSYEDCCGSRCCVRALSIQRLW---FLLMMGVLFCCGAGFFIRRRMYPPPLVEEPTFNVSYTRQPVNTASGSQQPGVPYYTDPGGPVMNP----M   150
gi|73981878|ref|XP_850711.1| MNDGTNVKLKLMVAPEHHLASLIQDARSFHFCSECTEAKKHCWYFEGLYPTYYICRPYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPAFNVSYTRQPPNPAPGGQQPGLPYYTDPGGPGMNPAGNPM   150
gi|116004161|ref|NP_001070440.1| -----------MDSLAWRVAALLLG-----LLVECTEAKKHCWYFEGLYPTYYICRPYEDCCGSRCCVRALSIQRLWYFWFLLMMGVLFCCGAGFFIRRRMYPPPLIEEPAFNVSYTRQPQNPTPGAQPLGLPYYTDPGGSGMNPAGNPV   150
gi|169234886|ref|NP_001108544.1| ---------------MRQICGLLIT----LLFAETVAEKKYRWYFEGDYPVYFICKAYEDCCGTECCVRALAVQRIWYFWLLLIIAILCCCSTGYFIRRRAHPYPPSDRPEFTVAFSRNPIIP-PGLRQPGFHSYGDSETAVIST----V   150
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gi|106507239|ref|NP_110423.3| AMAFQVPPNSPQGSVACPPPPAYCNTPPPPYEQVVKAK---   191
gi|114613419|ref|XP_001157372.1| AMAFQVPPNSPQGSVACPPPPAYCNTPPPPYEQVVKAK---   191
gi|22122699|ref|NP_666280.1| AMAFQVQPNSPHGGTTYPPPPSYCNTPPPPYEQVVKDK---   191
gi|109472111|ref|XP_342699.3| AMAFQVQPNSPHGGTTYPPPPSYCNTPPPPYEQVVKDK---   191
gi|118086103|ref|XP_001235488.1| AMAFHVQPNSPQGNPVYPPPPSYCNTPPPPYEQVVKSST--   191
gi|73981878|ref|XP_850711.1| AMAFQVQPNSPQGSTAYPPPPSYCNTPPPPYEQVVKAK---   191
gi|116004161|ref|NP_001070440.1| AMAFQVQPNSSQGSTGYPPPPSYCNTPPPPYEQVVKTK---   191
gi|169234886|ref|NP_001108544.1| FPAVSALSYYSQG-----PHP---HHPPPSYEQVMQDSQKK   191
                         .......160.......170.......180.......190.


