
                                                                                                                                                                                        
gi|114205408|ref|NP_598823.1| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIR-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILSGVYYLHSLQ   134
gi|62663156|ref|XP_225138.3| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIR-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILSGVYYLHSLQ   134
gi|89363047|ref|NP_004929.2| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIQ-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILNGVYYLHSLQ   134
gi|114625378|ref|XP_001140200.1| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIQ-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILNGVYYLHSLQ   134
gi|73946538|ref|XP_541259.2| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIQ-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILNGVYYLHSLQ   134
gi|194669620|ref|XP_613544.4| ---------------MTVFRQENVDDYYDTGEELGSGQFAVVKKCREKSTGLQYAAKFIKKRRTKSSRRGVSREDIEREVSILKEIQ-HPNVITLHEVYENKTDVILILELVAGGELFDFLAEKESLTEEEATEFLKQILNGVYYLHSLQ   134
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| ---------------MTVFNQENVEDYYEIGGELGSGQFAVVKKCRHKSTGVEYAAKFIKKRRSKSSRRGVSKDDIEREVSILKEIQ-HPNVITLHDVFENKHEVILILELVAGGELFDFLAEKESLSEEEATEFLKQILDGVSYLHSKR   134
gi|115533596|ref|NP_490840.2| MSDDVNSSATSTSSSTVHFDDTPFEDVYEIETELGSGQFAVVRRVRDRKTGEKYAAKFIKKRRYATSRRGVTRQNIEREVRVLQKIRGNSNVVELHAVYETASDVIIVLELVSGGELFDHVCAKECLDEVEAAAFIKQILLAVRHLHSLH   150
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gi|114205408|ref|NP_598823.1| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDTKQETLANVSAVNYDFEEEFFRNTSTLAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|62663156|ref|XP_225138.3| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDTKQETLANVSAVNYDFEEEFFRNTSTLAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|89363047|ref|NP_004929.2| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDTKQETLANVSAVNYEFEDEYFSNTSALAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|114625378|ref|XP_001140200.1| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDTKQETLANVSAVNYEFEDEYFSNTSALAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|73946538|ref|XP_541259.2| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDTKQETLANVSAVNYEFEEEYFSNTSALAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|194669620|ref|XP_613544.4| IAHFDLKPENIMLLDRNVPKPRIKIIDFGLAHKIDFGNEFKNIFGTPEFVAPEIVNYEPLGLEADMWSIGVITYILLSGASPFLGDSKQETLANVSAVNYEFEEEYFSNTSALAKDFIRRLLVKDPKKRMTIQDSLQHPWIKPKDTQQAL   284
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| ISHFDLKPENIMLLNRNVPHPRIKLIDFGLAHKIDFGNDFKNIFGTPEFVAPEVVNYEPLGLEADMWSIGVITYILLSGASPFLGENKQETLANVSAVDYEFDEDYFSHTSALAKDFIARLLIKDPKKRMTILDSLQHPWIKPKDTQQAL   284
gi|115533596|ref|NP_490840.2| IVHLDIKPENVMLKQR--GDSQIKIIDFGLSREIEPGAVVKDMVGTPEFVAPEVVNYEALSPATDMWAVGVVTYILLSGGSPFLGDNRDETFSNITRVRYHFSDRYFKNTSKHAKDFIYRLFVRDVDQRATVEECLQHPWIRGPEGNAID   298
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gi|114205408|ref|NP_598823.1| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSSYDVNQPNKHGTPPLLIAAGCGNIQMLQLLIKRGSRIDVQDKGGSNAIYWASRHGHVDTLKFLNEN   434
gi|62663156|ref|XP_225138.3| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSSYDVNQPNKHGTPPLLIAAGCGNIQMLQLLIKRGSRIDVQDKGGSNAIYWASRHGHVDTLKFLNEN   434
gi|89363047|ref|NP_004929.2| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSNYDVNQPNKHGTPPLLIAAGCGNIQILQLLIKRGSRIDVQDKGGSNAVYWAARHGHVDTLKFLSEN   434
gi|114625378|ref|XP_001140200.1| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSNYDVNQPNKHGTPPLLIAAGCGNIQILQLLIKRGSRIDVQDKGGSNAVYWAARHGHVDTLKFLSEN   434
gi|73946538|ref|XP_541259.2| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSNYDVNQPNKHGTPPLLIAAGCGNIQILQLLIKRGSRIDVQDKGGSNAIYWASRHGHVDTLKFLNEN   434
gi|194669620|ref|XP_613544.4| SRKASAVNMEKFKKFAARKKWKQSVRLISLCQRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLQHLLGSLSNYDVNQPNKHGTPPLLIAAGCGNIQILQLLIKRGSRIDIQDKGGSNAIYWASRHGHVDTLKFLNEN   434
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| SRKESAVNMEKFKKFAARRKWKQSVRLISLCNRLSRSFLSRSNMSVARSDDTLDEEDSFVMKAIIHAINDDNVPGLKHLLGSLTSYDINQPNKHGTPPLLIAAGCGNVQIIDVLMKKGAEIQAFDKTGASAIYYAARHGHVGTLRFLHEK   434
gi|115533596|ref|NP_490840.2| IRKASCITISHIQSFKTRQRWKRCVELVMVLLKASKSSRRIGDGRFDEEDMVASCTLICAEEGNLRALHKLSALHKLLPNATRKSLKSSFSEPNGATAMHCAAKYGHAEVFNYFHMKGGNICARDDNGDTPLHVACRFAQHTVAGYVANE   448
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gi|114205408|ref|NP_598823.1| KCPLDVKDKSGETALHVAARYGHADVVQLLCSFGSNPDFQDKEEETPLHCAAWHGYYSVAKALCEVGCNVNIKNREGETPLLTASARGYHDIVECLAEHGADLNASDKDGHIALHLAVRRCQMEVIKTLLGHGSFVDFQDRHGNTPLHVA   584
gi|62663156|ref|XP_225138.3| KCPLDVKDKSGETALHVAARYGHADVVQLLCSFGSNPDFQDKEEETPLHCAAWHGYYSVARALCEVGCNVNIKNREGETPLLTASARGYHDIVECLAEHGADLNASDKDGHIALHLAVRRCQMEVIKTLLGHGCLVDFQDRHGNTPLHVA   584
gi|89363047|ref|NP_004929.2| KCPLDVKDKSGEMALHVAARYGHADVAQLLCSFGSNPNIQDKEEETPLHCAAWHGYYSVAKALCEAGCNVNIKNREGETPLLTASARGYHDIVECLAEHGADLNACDKDGHIALHLAVRRCQMEVIKTLLSQGCFVDYQDRHGNTPLHVA   584
gi|114625378|ref|XP_001140200.1| KCPLDVKDKSGETALHVAARYGHADVAQLLCSFGSNPNIQDKEEETPLHCAAWHGYYSVAKALCEAGCNVNIKNREGETPLLTASARGYHDIVECLAEHGADLNACDKDGHIALHLAVRRCQMEVIKTLLSQGCFVDYQDRHGNTPLHVA   584
gi|73946538|ref|XP_541259.2| KCPLDVKDKSGETALHVAARYGHADVVQLLCSFGSNPNFQDKEEETPLHCAAWHGYYSVAKALCEAGCNVNSKNREGETPLLTASARGYHDIVECLSEHGADLNASDKDGHIALHLAVRRCQMEVIQTLISQGCSVDFQDRHGNTPLHVA   584
gi|194669620|ref|XP_613544.4| KCPLDVKDKSGETALHVAARYGHADVVQLLCSFGSNPNFQDKEEETPLHCAAWHGYYSVAKALCEAGCNVNIKNREGETPLLTASARGYQDIVECLAEHGADLNASDKDGHIALHLAVRRCQMEVIQTLISQGSSVDFQDRHGNTPLHVA   584
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| KCPLDIQDKSGETALHVAARYGNVDVVQYLCSIHANPDLLDREQETPLHCAAWHGYSAVARALCEAGCDVNARNREGESPLLTASARGFKDIVECLLEHGADMDSADKDGHIALHLAVRRCQVEVVKCLLSHHCYVDHQDRHGNTPLHIA   584
gi|115533596|ref|NP_490840.2| KIDVDSINKTGETALHCAVESADTRVVRLLLQLRPRLDLPNASGDTVLHLAADSINPRIVPLLVCLAPPLHLRNIREETPLHVAAARGHVDCVQALLDANSPIDAVEQDGKTALIIALENGNVDIASILITNGCDINHADHHGDTALHIA   598
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gi|114205408|ref|NP_598823.1| CKDGSAPIVVALCEASCNLDISNKYGRTPLHLAANNGILDVVRYLCLMGANVEALTSDGKTAEDLAKAEQHEHVAGLLARLRKDTHRGLFIQQLRPTQNLQPRIKLKLFGHSGSGKSTLVESLKCGLLRSFFRRRRPRLSSTNSTRFPPS   734
gi|62663156|ref|XP_225138.3| CKDGSAPIVVALCEASCNLDISNKYGRTPLHLAANNGILDVVRYLCLMGANVEALTLDGKTAEDLAKAEQHEHVAGLLARLRKDTHRGLFIQQLRPTQNLQPRIKLKLFGHSGSGKSTLVESLKCGLLRSFFRRRRPRLSSTNSTRFPPS   734
gi|89363047|ref|NP_004929.2| CKDGNMPIVVALCEANCNLDISNKYGRTPLHLAANNGILDVVRYLCLMGASVEALTTDGKTAEDLARSEQHEHVAGLLARLRKDTHRGLFIQQLRPTQNLQPRIKLKLFGHSGSGKTTLVESLKCGLLRSFFRRRRPRLSSTNSSRFPPS   734
gi|114625378|ref|XP_001140200.1| CKDGNMPIVVALCEANCNLDISNKYGRTPLHLAANNGILDVVRYLCLMGASVEALTTDGKTAEDLARSEQHEHVAGLLARLRKDTHRGLFIQQLRPTQNLQPRIKLKLFGHSGSGKTTLVESLKCGLLRSFFRRRRPRLSSTNSSRFPPS   734
gi|73946538|ref|XP_541259.2| CKDGNVPIVVALCEASCNLDISNKYGRTPLHLAANNGILDVVRYLCLAGANVEALTSDGKTAEELAKSEQHEHVAGLLARLRKDAHRGLFIQQLRPTQNLQSRIKLKLFGHSGSGKTTLVESLKCGLLRSFFRRRRPRLSSTNSTRFPPS   734
gi|194669620|ref|XP_613544.4| CKDGNVPIVLALCEANCNLDLSNKYGRTPLHLAANNGILDVVRYLCLTGANVEALTSDGKTAEDLAKSEQHEHVAGLLTRLRKDTHRGLFIQQLRPTQNLQPRIKLKLFGHSGSGKTTLVESLKCGLLRSFFRRRRPRLSSTNSTRFPPS   734
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| CKDANMPVVTQLCAAKANLDIPNKFGRTPLHLAASNGGLEVVRHLCLSGANTEAITNDGKTAEDLATAEQQEHVAVLLAKLKKDNHKSIYIQQLRPTQTLQHRLKLKLFGHSGAGKSTLVESLKCGILRSFFRRRRTRLT--NPVRHPAS   732
gi|115533596|ref|NP_490840.2| SKHGLLQAVQTLCHCAVTVDSVNANKKTALHLAAHYGHVDIIRVLLLARADVTLRGDDGLTAELVAVAAERLEAHSLLKMVKSQEIREEYISQLYPLDTSLRRIKLKLLGHSQSGKTRLVQTLHS-------------------SRGISS   729
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gi|114205408|ref|NP_598823.1| PLAAKPTVSVSINNLYPGCENVSVRSRSMMFEPGLTKGMLEVFVAPSHHLHCSTDDQSTKAIDIQNAYLNGVGDFSVWEFSGNPVYFCCYDYFAANDPTSIHIIVFSLEEPYEIQLNQVIFWLSFLKSLVPVEEPIAFGGKLKNPLRVVL   884
gi|62663156|ref|XP_225138.3| PLATKPTVSVSINNLYPGCENVSVRSRSMMFEPGLTKGMLEVFVAPSHHLHCSTDDQSTKAIDIQNAYLNGVGDFSVWEFSGNPVYFCCYDYFAANDPTSIHIIVFSLEEPYEIQLNQVIFWLSFLKSLVSVEEPIAFGGKLKNPLRVVL   884
gi|89363047|ref|NP_004929.2| PLASKPTVSVSINNLYPGCENVSVRSRSMMFEPGLTKGMLEVFVAPTHHPHCSADDQSTKAIDIQNAYLNGVGDFSVWEFSGNPVYFCCYDYFAANDPTSIHVVVFSLEEPYEIQLNQVIFWLSFLKSLVPVEEPIAFGGKLKNPLQVVL   884
gi|114625378|ref|XP_001140200.1| PLASKPTVSVSINNLYPGCENVSVRSRSMMFEPGLTKGMLEVFVAPTHHPHCSADDQSTKAIDIQNAYLNGVGDFSVWEFSGNPVYFCCYDYFAANDPTSIHVVVFSLEEPYEIQLNQVIFWLSFLKSLVPVEEPIAFGGKLKNPLQVVL   884
gi|73946538|ref|XP_541259.2| PLASKPAVSVSISNLYPGCEHVSVRSRSMMFEPGLTRGTLGVLVAPPPHLHCATDDQSTKAIDIQNAYLNGVGDFSVWEFSGNPVYFCCYDYFAANDPTSIHIIVFSLEEPYEIQLNQVIFWLNFLKSLVPVEEPIAFGGKLKNPLHVVL   884
gi|194669620|ref|XP_613544.4| PLASKPAVSVSISNLYPGCENVSVRSRSMMFEPGLTKGVLEVFGAPSHHPHCATDDQSTKAIDIQNAYLNGIGDFSVWEFSGNPVYFCCYDYFAANDPTSIHVIVFSLEEPYEIQLNQVIFWLSFLKSLVPVEEPIAFGGKLKNPLRVVL   884
gi|118104165|ref|XP_425037.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|153792613|ref|NP_001093460.1| PVTSKPAVSVSISNLYPGCENVSVRSRSMMFEPSLTKGVLEVFS-PVHNALSTADDTATKAIDIQNANVNGVGDFSIWEFSGNPVYYCSYDYFAANDATAIHLVLFSLEEPYETQLNQVTFWLNCLKALTLPEDNIAFGGKIRNPLRVVL   881
gi|115533596|ref|NP_490840.2| FLESVTRRISDHYSPSSSMKDDGIHSTNGSFVSESNNNSSFDLAAAAGSKYAPPHSQYTRGIDVQTVNINGCGEFSVWEFGGYEPMHTCYDHFVG-NADCIHLILYRTSDPTEVQYKQILYWMNFLKGRVTPFEPIGHCGFSSRRSKVII   878
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gi|114205408|ref|NP_598823.1| VATHADIMNIPRPAG-GEFGYDKDTSLLKEIRNRFGNDLHVSNKLFVLDAGASGSKDIKVLRNHLQEIRSQIVSGCSPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLASEDDLRRIAQQLHSTGEINIMQSETVQ-DV  1032
gi|62663156|ref|XP_225138.3| VATHADIMNIPRPAG-GEFGYDKDTSLLKEIRNRFGNDLHVSNKLFVLDAGASGSKDIKVLRNHLQEIRSQIVSGCPPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLASEDDLRRIAQQLHSTGEINIMQSETVQ-DV  1032
gi|89363047|ref|NP_004929.2| VATHADIMNVPRPAG-GEFGYDKDTSLLKEIRNRFGNDLHISNKLFVLDAGASGSKDMKVLRNHLQEIRSQIVSVCPPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLASEEDLRRIAQQLHSTGEINIMQSETVQ-DV  1032
gi|114625378|ref|XP_001140200.1| VATHADIMNVPRPAG-GEFGYDKDTSLLKEIRNRFGNDLHISNKLFVLDAGASGSKDMKVLRNHLQEIRSQIVSVCPPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLASEEDLRRIAQQLHSTGEINIMQSETVQ-DV  1032
gi|73946538|ref|XP_541259.2| VATHADIMNVPRPAG-GEFGYDKDTSLLKEIKNRFGNDLHISNKLFVLDAGASGSKDMKVLRSHLQDIRSQIVSVCPPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLAREGDLRRIAQQLHSAGEINIMQSETVQ-DV  1032
gi|194669620|ref|XP_613544.4| VATHADIVNLPRSAG-GEFGYDKDTSLLKEIRNRFGNDLHISNKLFVLDAGASGSKDMKVLRNHLQEIRSQIVSVCPPMTHLCEKIISTLPSWRKLNGPNQLMSLQQFVYDVQDQLNPLASEADLRHIAQQLHSAGEINIMQSETVQ-DV  1032
gi|118104165|ref|XP_425037.2| --------------------------------------------------------------------------TCPPMTLLCEKIISILPSWRKMNGPNQLMSLQQFVYDVQEQLNPLANEDDLRHIAQQLHSIGEINIMQSETVQ-DV    75
gi|153792613|ref|NP_001093460.1| VATHADIVNLPRSFG-GEFSYDKERSLLKEVRNRFGNDLLITEKLFVMDAGASNSKDIKLLRNLLFELRSTIISTCRPMTQLAEKLLSTLPSWRKLNGPNQLISWQQFVVDVQEQINPLASEEDLRGLASQLHSMGEINIMQSETVQ-DV  1029
gi|115533596|ref|NP_490840.2| VGTHATSSLFPQMNQEGEYVSSDIEAMLNTVRLRFETHFDMDHRLILLDATNPSCIGMKTLKMELAKCRTNILAKLLKPLAILDTVVNHLNLVRKKHANFPVITWPDFIQLVRNEINPLTGDAHCRQIVQQLQLIGELVYLRNDLCDADY  1028
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gi|114205408|ref|NP_598823.1| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTMEDIQRLVPDSDVEELLQILDAMDICARDLSSGTMVDIPALIKTDSLQRSWADEE----DEVMVYGGVRIVPVEHLTPFPCGIFHKVQVNLCRWIHQQSAEGDAD-IRLWVSGCRIA  1177
gi|62663156|ref|XP_225138.3| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTMEDIQRLVPDSDVEELLQILDAMDICARDLSSGTMVDIPALIKTDSLQRSWADEE----DEVMVYGGVRIVPVEHLTPFPCGIFHKVQVNLCRWIHQQSTEGDAD-IRLWVSGCRIA  1177
gi|89363047|ref|NP_004929.2| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTVEDIQRLVPDSDVEELLQILDAMDICARDLSSGTMVDVPALIKTDNLHRSWADEE----DEVMVYGGVRIVPVEHLTPFPCGIFHKVQVNLCRWIHQQSTEGDAD-IRLWVNGCKLA  1177
gi|114625378|ref|XP_001140200.1| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTVEDIQRLVPDSDVEELLQILDAMDICARDLSSGTMVDVPALIKTDNLHRSWADEE----DEVMVYGGVRIVPVEHLTPFPCGIFHKVQVNLCRWIHQQSTEGDAD-IRLWVNGCKLA  1177
gi|73946538|ref|XP_541259.2| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTVEDVQRLVPDSDVEELLQILDAMDICARDLSSGTMVDIPALIKTDNLHRSWTDEE----DEGRVYGGVRIVPVEYLTPFPCGIFHKVQVNLCRWIHQQSAEGDAD-IRLWVNGCKIA  1177
gi|194669620|ref|XP_613544.4| LLLDPRWLCTNVLGKLLSVETPRALHHYRGRYTMEDVQRLVPDSDVEELLQILDAMDICARDLSSGTMVDIPALIKTDSLHRSWTEEE----DEARVYGGVRVVPVEHLTPFPCGIFHKVQVNLCRWIHQQSNEGDAD-IRLWVNGCKIA  1177
gi|118104165|ref|XP_425037.2| VLLDPRWLCSNVLGKILSVENPKALHHYRGRYTIEDIQRLVTDSDVEELIQILDAMDICARDLSSGAMVDIPALIKTDNLHRSWTEEE----DEVLIYGGVRIVPVEHLTPFPCGIFHKVQVNLCRWIHQQSTEGDAD-IRLWVNGSKIM   220
gi|153792613|ref|NP_001093460.1| VLLDPRWLCSNVLGKLLSIETPKAIHHYRGRYRVEELQHLVSEGDIDELLQVLDAMDVCARDLANPGMVDIPALIRTGGLQHTWTDEEDVEGEDALLYGGVRMVPVEHLAPFPCGLFHKLQVNLCRWSRQQKPEVEADDVRLWSGGARIG  1179
gi|115533596|ref|NP_490840.2| VVLNAEWFGTHILGQLLSAEFLSKASPNGSYHTSSLAKIFPEIPEQSDLMTILEVLQLCAPDARTG-AHEFPVFIQTEAPDSIWRPYSLKEKERDTVYGGVRILPMRGMERSLHSTFPRIQVALRRSINDYQPAKDTQ-LHQWSECSKLV  1176
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gi|114205408|ref|NP_598823.1| NRGAELLVLLVNHGQGIEVQVRGLETEKIKCCLLLDSVCSTIETVMATTLPGLLTVKHYLSPQQLREHHEPVMVYQPRDFFRAQTLKESSLTNTMGGYKESFSSITCFGCHDVYSQASLGMDIHASDLSLLTRRKLSRLLDPPDPMGKDW  1327
gi|62663156|ref|XP_225138.3| NRGAELLVLLVNHGQGIEVQVRGLETEKIKCCLLLDSVCSTIETVMATTLPGLLTVKHYLSPQQLREHHEPVMVYQPRDFFRAQTLKESSLTNTMGGYKESFSSITCFGCHDVYSQASLGMDIHASDLSLLTRRKLSRLLDPPDPMGKDW  1327
gi|89363047|ref|NP_004929.2| NRGAELLVLLVNHGQGIEVQVRGLETEKIKCCLLLDSVCSTIENVMATTLPGLLTVKHYLSPQQLREHHEPVMIYQPRDFFRAQTLKETSLTNTMGGYKESFSSIMCFGCHDVYSQASLGMDIHASDLNLLTRRKLSRLLDPPDPLGKDW  1327
gi|114625378|ref|XP_001140200.1| NRGAELLVLLVNHGQGIEVQVRGLETEKIKCCLLLDSVCSTIENVMATTLPGLLTVKHYLSPQQLREHHEPVMIYQPRDFFRAQTLKETSLTNTMGGYKESFSSIMCFGCHDVYSQASLGMDIHASDLNLLTRRKLSRLLDPPDPLGKDW  1327
gi|73946538|ref|XP_541259.2| NRGAELLVLLVNHGQGIEVQVRGLETEKIKCCLLLDSVCSTMENVMATTLPGLLTVKHYLSPQQLREHHEPVMIYQPRDFFRAQTLKETSLTNTMGGYKESFSSIMCFGCHDVYSQASLGMDIHASDLNLLTRRKLCRLLDPPDPMGKDW  1327
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