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gi|6679537|ref|NP_032995.1| --------MSRRSLS-------------------------------LWFPLLLLLLLPPTPSVLLADPGVPSPVNP--------------CCYYPCQNQGVCVRFGLDNYQCDCTRTGYSGPNCTIPEIWTWLRNSLRPSPSFTHFLLTH   150
gi|8394094|ref|NP_058739.1| --------MSRRSLS-------------------------------LQFPLLLLLLLLPPPPVLLTDAGVPSPVIP--------------CCYYPCQNQGVCVRFGLDHYQCDCTRTGYSGPNCTIPEIWTWLRSSLRPSPSFTHFLLTH   150
gi|18104967|ref|NP_000953.2| --------MSRSLL----------------------------------LWFLLFLLLLPPLPVLLADPGAPTPVNP--------------CCYYPCQHQGICVRFGLDRYQCDCTRTGYSGPNCTIPGLWTWLRNSLRPSPSFTHFLLTH   150
gi|114626547|ref|XP_520238.2| --------MRK-----------------------------------------------------------PRLMNP--------------CCYYPCQHQGICVRFGLDRYQCDCTRTGYSGPNCTIPGLWTWLRNSLRPSPSFTHFLLTH   150
gi|50978652|ref|NP_001003023.1| --------MSREFDPEAPRNPLRLPGEPRMPGPALTSRSAGGSRLHRWPLLLLLLLLLPPPPVLPAEARTPAPVNP--------------CCYYPCQHQGICVRFGLDRYQCDCTRTGYSGPNCTIPELWTWLRNSLRPSPSFLHFLLTH   150
gi|76630425|ref|XP_869575.1| --------MSRQGIS---------------------------------LRFPLLLLLLSPSPVLPADPGAPAPVNP--------------CCYYPCQHQGICVRFGLDRYQCDCTRTGYYGPNCTIPEIWTWLRTTLRPSPSFVHFLLTH   150
gi|118099456|ref|XP_425326.2| MEGLQSGAGGRSSVSHTCGHPAG----------FLLGVEVAVARQDTLTAPWLGRAALPHPTALLGSSKVPNAVAPRVDGDLSSLSAVNPCCYYPCQHQGVCVRVGLEGYECDCTRTGYFGANCTSPELWTRLRDLLKPSPTFYHFVLTH   150
gi|24119249|ref|NP_705942.1| --------MRECNFL---------------------------------LKWTVILLLSVSFCAGEESPTSSNTANP--------------CCYYPCQNQGICVRYGLERYECDCTRTGYYGENCTIPELWTRVYRLLKPSPNVVHYILTH   150
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gi|6679537|ref|NP_032995.1| GYWLWEFVNATFIREVLMRLVLTVRSNLIPSPPTYNSAHDYISWESFSNVSYYTRILPSVPKDCPTPMGTKGKKQLPDVQLLAQQLLLRREFIPAPQGTNILFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDNLERQYHLR   300
gi|8394094|ref|NP_058739.1| GYWIWEFVNATFIREVLMGWVLTVRSNLIPSPPTYNTAHDYISWESFSNVSYYTRILPSVPKDCPTPMGTKGKKQLPDIHLLAQRLLLRREFIPAPQGTNVLFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDSLERQYHLR   300
gi|18104967|ref|NP_000953.2| GRWFWEFVNATFIREMLMRLVLTVRSNLIPSPPTYNSAHDYISWESFSNVSYYTRILPSVPKDCPTPMGTKGKKQLPDAQLLARRFLLRRKFIPDPQGTNLMFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDNLERQYQLR   300
gi|114626547|ref|XP_520238.2| GRWFWEFVNATFIREMLMRLVLTVRSNLIPSPPTYNSAHDFISWESFSNVSYYTRILPSVPKDCPTPMGTKGKKQLPDAQLLARRFLLRRKFIPDPQGTNLMFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDNLERQYQLR   300
gi|50978652|ref|NP_001003023.1| GRWFWEFINATFIRDMLMRLVLTARSNLIPSPPTYNIAHDYISWESFSNVSYYTRVLPSVPQDCPTPMGTKGKKQLPDAQLLGRRFLLRRKFIPDPQGTNLMFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDNLDRQYQLR   300
gi|76630425|ref|XP_869575.1| GRWLWDFVNATFIRDKLMRLVLTVRSNLIPSPPTYNVAHDYISWESFSNVSYYTRILPSVPRDCPTPMGTKGKKQLPDAEFLSRRFLLRRKFIPDPQGTNLMFAFFAQHFTHQFFKTSGKMGPGFTKALGHGVDLGHIYGDNLERQYQLR   300
gi|118099456|ref|XP_425326.2| FRWFWDIINSTFIRDTLMRLVLTVRANLIPSPPTFNSQYGYISWEAYANVSYYTRILPPVPEECPTPMGTKGKQQLPDAQLLAQRFLLRHKFEADPRGTNLMFAFFAQHFTHQFFKTSGKMGRGFTKALGHGVDLGHLYGDNLQRQHQLR   300
gi|24119249|ref|NP_705942.1| FDWLWDLINRSFLRDWLMRKVLTVRANLIPSPPTYNSRYDYLNWEAYSNITYYTRILPPVPNDCPTPMGTKGKIKLPDPKLLVEKFMLRRNFRLDPQGTNLMFAFFAQHFTHQFFKTHNRVGLGFTKGLGHGVDAGHIYGDSLDRQLELR   300
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gi|6679537|ref|NP_032995.1| LFKDGKLKYQVLDGEVYPPSVEQASVLMRYPPGVPPERQMAVGQEVFGLLPGLMLFSTIWLREHNRVCDLLKEEHPTWDDEQLFQTTRLILIGETIKIVIEEYVQHLSGYFLQLKFDPELLFRAQFQYRNRIAMEFNHLYHWHPLMPNSF   450
gi|8394094|ref|NP_058739.1| LFKDGKLKYQVLDGELYPPSVEQASVKMRYPPGVPPEKQMAVAQEVFGLLPGLMLFSTIWLREHNRVCDLLKEEHPTWDDEQLFQTTRLILRGETIEIIIEEYVQHLSGYFLQLKFDPELLFRAQFQYRNRIAMEFNHLYHWHPFMPDSF   450
gi|18104967|ref|NP_000953.2| LFKDGKLKYQVLDGEMYPPSVEEAPVLMHYPRGIPPQSQMAVGQEVFGLLPGLMLYATLWLREHNRVCDLLKAEHPTWGDEQLFQTTRLILIGETIKIVIEEYVQQLSGYFLQLKFDPELLFGVQFQYRNRIAMEFNHLYHWHPLMPDSF   450
gi|114626547|ref|XP_520238.2| LFKDGKLKYQVLDGEMYPPSVEEAPVLMHYPRGIPPQSQMAVGQEVFGLLPGLMLYATLWLREHNRVCDLLKAEHPTWGDEQLFQTTRLILIGETIRIVIEEYVQQLSGYFLQLKFDPELLFGVQFQYRNRIAMEFNHLYHWHPLMPDSF   450
gi|50978652|ref|NP_001003023.1| LFKDGKLKYQVLDGEMYPPSVEEAPVLMHYPRGILPQSQMAVGQEVFGLLPGLMLYATLWLREHNRVCDLLKAEHPTWGDEQLFQTARLILIGETIKIVIEEYVQQLSGYFLQLKFDPELLFSAQFQYRNRIAMEFNQLYHWHPLMPDSF   450
gi|76630425|ref|XP_869575.1| LFKDGKLKYQMLNGEVYPPSVEEAPVLMHYPRGIPPQSQMAVGQEVFGLLPGLMVYATIWLREHNRVCDLLKAEHPTWGDEQLFQTARLILIGETIKIVIEEYVQQLSGYFLQLKFDPELLFGAQFQYRNRIAMEFNQLYHWHPLMPDSF   450
gi|118099456|ref|XP_425326.2| LFQDGKLKFQVVNGEVYPPSVTEVPVHMVYPPAIPKEKQLAMGQEVFGLLPGLCMYATLWLREHNRVCDILKQEHPTWGDEQLFQTARLILIGETIKIVIEDYVQHLSGYFLNLKFDPELLFEQQFQYRNRIAVEFNQLYHWHALMPDSF   450
gi|24119249|ref|NP_705942.1| LHKDGKLKYQVLNGDIYPPTVLHAQVKMSYPPSVPPEQQLAIGQEVFGLLPGLGMYATLWLREHNRVCEILKQEHPTWGDEQLFQTARLIIIGETIRIVIEEYVQHLSGYRLKLHFDPTLLFNSQFQYQNRISVEFNQLYHWHPLMPDSF   450
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gi|6679537|ref|NP_032995.1| QVGSQEYSYEQFLFNTSMLVDYGVEALVDAFSRQRAGRIGGGRNFDYHVLHVAVDVIKESREMRLQPFNEYRKRFGLKPYTSFQELTGEKEMAAELEELYGDIDALEFYPGLLLEKCQPNSIFGESMIEMGAPFSLKGLLGNPICSPEYW   600
gi|8394094|ref|NP_058739.1| QVGSQEYSYEQFLFNTSMLVDYGVEALVDAFSRQRAGRIGGGRNFDYHVLHVAEDVIKESREMRLQSFNEYRKRFGLKPYTSFQEFTGEKEMAAELEELYGDIDALEFYPGLMLEKCQPNSLFGESMIEMGAPFSLKGLLGNPICSPEYW   600
gi|18104967|ref|NP_000953.2| KVGSQEYSYEQFLFNTSMLVDYGVEALVDAFSRQIAGRIGGGRNMDHHILHVAVDVIRESREMRLQPFNEYRKRFGMKPYTSFQELVGEKEMAAELEELYGDIDALEFYPGLLLEKCHPNSIFGESMIEIGAPFSLKGLLGNPICSPEYW   600
gi|114626547|ref|XP_520238.2| KMGSQEYSYEQFLFNTSMLVDYGVEALVDAFSRQIAGRIGGGRNMDHHVLHVAVDVIRESREMRLQPFNEYRKRFGMKPYTSFQELVGEKEMAAELEELYGDIDALEFYPGLLLEKCHPNSIFGESMIEIGAPFSLKGLLGNPICSPEYW   600
gi|50978652|ref|NP_001003023.1| WVGSQEYSYEQFLFNTSMLTHYGIEALVDAFSRQSAGRIGGGRNIDHHVLHVAVETIKESRELRLQPFNEYRKRFGMRPYMSFQELTGEKEMAAELEELYGDIDALEFYPGLLLEKCHPNSIFGESMIEIGAPFSLKGLLGNPICSPEYW   600
gi|76630425|ref|XP_869575.1| RVGPQDYSYEQFLFNTSMLVDYGVEALVDAFSRQPAGRIGGGRNIDHHILHVAVDVIKESRELRLQPFNEYRKRFGMKPYTSFQELTGEKEMAAELEELYGDIDALEFYPGLLLEKCHPNSIFGESMIEMGAPFSLKGLLGNPICSPEYW   600
gi|118099456|ref|XP_425326.2| TIQGQEYSYEQFLYNTSMLMDYGVEALAESFSMQTAGRIGGGQNINANVLGVAVGVIEESRQLRLQPFNEYRKRFGLKPYTSFQELTGEEDKAAELEELYGDIDALEFYPGLLLEKPQPNGIFGESMVEIGAPFSLKGLLGNPICSPEYW   600
gi|24119249|ref|NP_705942.1| YIDGDHIQYSKFIFNTSILTHYGLEKLVEAFSIQPAGQIGGGHNIHPVVSGVAERVIVESRELRLQPFNEYRKRFNLKPYTSFAELTGEQEMSKELEELYGHIDAMEFYPALLLEKTRPGAVFGESMVEMGAPFSLKGLMGNPICSPDYW   600
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gi|6679537|ref|NP_032995.1| KPSTFGGDVGFNLVNTASLKKLVCLNTKTCPYVSFRVPDYPG----DDGSVLVRRSTEL   659
gi|8394094|ref|NP_058739.1| KPSTFGGDVGFNIVNTASLKKLVCLNTKTCPYVSFRVPDYPG----DDGSVFVRPSTEL   659
gi|18104967|ref|NP_000953.2| KPSTFGGEVGFNIVKTATLKKLVCLNTKTCPYVSFRVPDASQ----DDGPAVERPSTEL   659
gi|114626547|ref|XP_520238.2| KPSTFGGEVGFNIVKTATLKKLVCLNTKTCPYVSFRVPDASQ----DDGPAVERPSTEL   659
gi|50978652|ref|NP_001003023.1| KPSTFGGEMGFNMVKTATLKKLVCLNTKTCPYVSFRVPDPHQ----DGGPGVQRPSTEL   659
gi|76630425|ref|XP_869575.1| KASTFGGDVGFNLVKTATLKKLVCLNTKTCPYVSFHVPDPHR----EDRPGVERPPTEL   659
gi|118099456|ref|XP_425326.2| KPSTFGGATGFEIVKTASLEKLVCLNVKKCPYVAFHVPDAAAAGETDSGHAGGASSTEL   659
gi|24119249|ref|NP_705942.1| KPSTFGGKTGFDIVNSATLKKLVCLNTKWCPYVSFHTPPSDY-------KPQRTSHGEL   659
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