
                                                                                                                                                                                        
gi|21704242|ref|NP_663596.1| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVIKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|13027458|ref|NP_076490.1| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVVKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|83776596|ref|NP_076951.2| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVIKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|114586947|ref|XP_516469.2| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVIKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|73985467|ref|XP_850476.1| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVIKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|115495427|ref|NP_001069344.1| MPFGCVTLGDKKNYNQPSEVTDRYDLGQVIKTEEFCEIFRAKDKTTGKLHTCKKFQKRDGRKVRKAAKNEIGILKMVKHPNILQLVDVFVTRKEYFIFLELATGREVFDWILDQGYYSERDTSNVVRQVLEAVAYLHSLKIVHRNLKLEN   150
gi|41055243|ref|NP_956744.1| MPFGCLKPGEKKDYNSPTEITDKYDLGQIVKSEEFCEIFRAKDKNTLKMYTCKKFLKKDGRKVRKAAKNEIVILKMVKHPNILQLVDVYETRKEYYLFLELATGREVFDWILDQGYYSERDTSNVIRQVMEAVAYLHSLKIVHRNLKLEN   150
gi|125819108|ref|XP_695627.2| MPFGCLTLGEKKDYNSPSEVTDKYDLGQVVKSEEFCEIFRAKDKNTLKMYTCKKFLKKDGRKVRKAAKNEILILKMVKHHNILQLVDVFETRKEYFLFLELATGREVFDWILDQGYYSERDTSNVIRQVLEAVAYLHSLRIVHRNLKLEN   150
gi|118096746|ref|XP_001234175.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|21704242|ref|NP_663596.1| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|13027458|ref|NP_076490.1| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|83776596|ref|NP_076951.2| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|114586947|ref|XP_516469.2| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|73985467|ref|XP_850476.1| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|115495427|ref|NP_001069344.1| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYEEVEEDDYENHDKNLFRKILAGDYEFDSPYWDDISQAAKDLVTRLMEVEQDQRITAEEAISHEWISGNAASDKNIKDGV   300
gi|41055243|ref|NP_956744.1| LVYYNRLKHSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWALGVIMYILLSGNPPFYDEADDDDYENHDKNLFRKILAGDYEFDSPYWDEISDSAKNLVSRLMEVDQDQRLTAQEAINHEWISGNAASDKNIKENV   300
gi|125819108|ref|XP_695627.2| LVYYNRLKNSKIVISDFHLAKLENGLIKEPCGTPEYLAPEVVGRQRYGRPVDCWAIGVIMYILLSGNPPFYDETDDDDYDNHDKNLFRKILSGDYEFDSPYWDDISDSAKSLVACLMDVDQDQRLTAQEAINHEWISGNAASDKNIKDGV   300
gi|118096746|ref|XP_001234175.1| -----------------------------------------MG-ASSTTPASRW--------ILSGNPPYYEEADEDDYENHDKNLFRKILAGDYEFDPPYWDDISQAAKELVTRLMEVEQDQRITAEEAISHEWTFGNAASDKNIKDGL   100
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gi|21704242|ref|NP_663596.1| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSGTAATQSA--SDAATPGAAGGAIAAAAAAAAAGGAASASGASATAATEGGAGCAAKSDDIASADRSATPATDGSATPATDGSVTPATDGSITPATDGSVTPATDRSATPATDGRATPA   448
gi|13027458|ref|NP_076490.1| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSGTAAT-----SDAATPGAAGG-----AVAAAAGGAAPASGASATVGTGGDAGCAAKSDDMASADRSATPATDGSATPATDGSVTPATDGSITPATDGSVTPATDRSATPATDGRATPA   440
gi|83776596|ref|NP_076951.2| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSSTAAAQSASATDTATPGAAGG-------ATAAAASG------ATSAPEGDAARAAKSDNVAPADRSATPATDGSATPATDGSVTPATDGSITPATDGSVTPATDRSATPATDGRATPA   437
gi|114586947|ref|XP_516469.2| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSSTAAAQSASATDTATPGAAGG-------ATAAAASG------ATSAPEGDAARAAKSDNVAPADRSATPATDGSATPATDGSVTPATDGSITPATDGSVTPATDRSATPATDGRATPA   437
gi|73985467|ref|XP_850476.1| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSSTATAQSAPATDTATAGAAGG-------APAASGAAPALGGGATSAMAGDAALAAKSDNVAPADRSATSATDGSVTPATDGSTTPATDGSITPATDGSITPATDRSVTPATDGRATPA   443
gi|115495427|ref|NP_001069344.1| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQSGTAAAQSAPGTDTATPGAAGG-------ATAASAAASALGGSATPATAGD---ATKSENVAPADRSATPATDGSTTPATDGSVTPATDGSITPATDGSVTPATDRSVTPATDGRATPG   440
gi|41055243|ref|NP_956744.1| CAQIEKNFAKAKWKKAVRVTTMMKRLRAPENQTAAATAPAAEAAAASP--------------------------------------SEADPAAGAQETPQAASEASTAPSS---------------TAESLSASIEVPAVEPANAEAASA   397
gi|125819108|ref|XP_695627.2| CAQIEKNFAKAKWKKAVRVTTMMKRLRAPDQSDSGASSPALGASGGP-----------------------------------------------------------VTPST---------------TPVPLAATPEASASTRCNGEMLTS   376
gi|118096746|ref|XP_001234175.1| CAQIEKNFARAKWKKAVRVTTLMKRLRAPEQTESAPAATATTTASTAAT----------------------------------------------------------------------------ATTTATTAAAAAAAAAATDAAAPPA   174
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gi|21704242|ref|NP_663596.1| TEESTVPATQSSALPAAKAAATPEPAVAQPDSTALEGATGQAPPSSKGEEATGCAQESQRVETS   512
gi|13027458|ref|NP_076490.1| TEESTVPAAQSSAAPAAKAAATPEPAVAQPDSTALEGATGQAPPSSKGEEATGCAQESQRVETS   504
gi|83776596|ref|NP_076951.2| TEESTVPTTQSSAMLATKAAATPEPAMAQPDSTAPEGATGQAPPSSKGEEAAGYAQESQREEAS   501
gi|114586947|ref|XP_516469.2| TEESTVPTTQSSATLATKAAATPEPAMAQPDSTAPEGATGQAPPSSKGEEAAGYAQESQREEAS   501
gi|73985467|ref|XP_850476.1| TEESTMPTTQSSVTPATKAAGTPEPALAQPDSTAPGGATGQAPPSSKGEEAAGYAQESQREETS   507
gi|115495427|ref|NP_001069344.1| MEESTVPTTQSSATPAAKAVATPEPALTQPDSTAPGGATGQAPPSSKGEEAAGCAQESRRVETS   504
gi|41055243|ref|NP_956744.1| AVQP----------PAEPVVHVPEPEQPVPTSRC----NGEAPALDTVEEQSG-----------   436
gi|125819108|ref|XP_695627.2| QQR----------------------------------------SGDNREE--------------   386
gi|118096746|ref|XP_001234175.1| PATP--------------------PAASPAADTCNGAGDAAAAAAAAPSEPSG-----------   207
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