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gi|109498088|ref|XP_341142.3| NRRGNNGPPKSGRNFSGPRNERRNG-PPSKSGKRGPFDEQSSGTAGVDPVSGNSAHHQEGVPNGAGQKNSKD-ATGKKREDTKPGPKKPKEKVDALSQFDLNNYASVVIIDDHPEVTVVEDPQSNLNDDGFTEVVSKKQQKRLQDEERRK  1687
gi|115298682|ref|NP_055987.2| NRRGNNGPPKSGRNFSGPRNERRSG-PPSKSGKRGPFDDQPAGTTGVDLINGSSAHHQEGVPNGTGQKNSKD-STGKKREDPKPGPKKPKEKVDALSQFDLNNYASVVIIDDHPEVTVIEDPQSNLNDDGFTEVVSKKQQKRLQDEERRK  1700
gi|114565399|ref|XP_001144679.1| NRRGNNGPPKSGRNFSGPRNERRSG-PPSKSGKRGPFDDQPAGTTGVDLVNGSSAHHQEGVPNGTGQKNSKD-SAGKKREDPKPGPKKPKEKVDALSQFDLNNYASVVIIDDHPEVTVIEDPQSNLNDDGFTEVVSKKQQKRLQDEERRK  1641
gi|73960628|ref|XP_862019.1| NRRGNSGPPKSGRNFSGPRNERRSGGPPSKTGKRGPFDDQSAGTTVVDPVNGSSAHHQEGTPNGTGQKNAKD-STGKKREDPKSGPKKPKEKVDALSQFDLNNYASVVIIDDHPEVTVVEDPQSNLNDDGFTEVVSKKQQKRLQDEERRK  1681
gi|189533009|ref|XP_001919460.1| NRRGNSGP-KTGRGYPGGKSERRGG-SGAKSGRRGQY--------FFSAIRSAAAQNAEGAQAGTGQKPGKEPATSRRKEEAKQAVKKPKEKENALSQFDLNNYASVVIIDDHPEVTTLEDPQSNTNDDGFTEVVSRKQQKRLQDEERRK  1691
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gi|124486835|ref|NP_001074759.1| KEEQVVQVWSKKNIGEKGRSQ-TSKLPPRFAKKQATGTQQIQAPPSAPVPVSSSAPGLTAPAAAAPASTP---APVPILASATALVPVSTPAPVLTSCPAPVPTS----------ASAPVPASTSSPVTASSSSQPSVPAPTPVLASAST  1809
gi|109498088|ref|XP_341142.3| KEEQVVQVWSKKNIGEKGRSQ-TSKLPPRFAKKQATGTQQVQAPPSAPLPVSSSAPALTSLAPAVPASTP---APVPVLASATALVPVSTPAPVLTSCPAPVPAS----------ASAPVPAPTSSPVTASSSSQPSVPAPTPILASAST  1823
gi|115298682|ref|NP_055987.2| KEEQVIQVWNKKNANEKGRSQ-TSKLPPRFAKKQATGIQQAQSSASVPPLASAPLPPSTSASVPASTSAPLPATLTPVPASTSAPVPASTLAPVLASTSAPVPASPLAPVSASASVSASVPASTSAAAITSSSAPASAPAPTPILASVST  1849
gi|114565399|ref|XP_001144679.1| KEEQVIQVWNKKNANEKGRSQ-TSKLPPRFAKKQATGIQQAQSSASVPPLASAPLPPSTSASVPASTSAPLPATLTPVPASTSAPVPASTLAPVLASTSAPVPASPLAPVSASASVSASVPASTSAAAITSSSAPASAPAPTPILASVST  1790
gi|73960628|ref|XP_862019.1| KEEQIIQVWNKKNANEKGRSQ-TSKLPPRFAKKQATGTQQAQALAPAP-------------------------ASTPGLASASAPVPASAPAPVLTSAPAPLPSS----------ASTPVPPSTSAPATVTS----SAPAPTPILASASS  1791
gi|189533009|ref|XP_001919460.1| KEEQTVQNWSKKGSGEKGRGGGGSKLPPRFAKKQQQQQQQQG-------------------------------------------------AAAVQQPAAPAPQS---------------------------------------------  1747
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gi|124486835|ref|NP_001074759.1| TVSVPILTSASIPILASALAPATVSSPTPVVSATAVPSISTPAVPASAPTASVPLAPASAAS--------TVPPPASTVQTQTQTQTHKPVQSPLPPSAPSSKQPPPSIRLPSAQTSNGTDFVAAGKSMPTSQSHGSLTAELWDSKVAAP  1951
gi|109498088|ref|XP_341142.3| TVSIPILASASIPILASALAPASVSSPPPVVSATAVPSISTPAAPALAPTASVPLAPASAAS--------TAPTPASTVQTQTQN--HKPVQSPLPPSTPSSKQPPPSIRLPSAQTSNGTDYVATGKSMQTSQSHSSLTAELWDNKVTAP  1963
gi|115298682|ref|NP_055987.2| PASVTILASASIPILASALASTSAPTPAPAASSPAAPVITAPTIPASAPTASVPLAPASASAPAPAPTPVSAPNPAPPAPAQTQAQTHKPVQNPLQTTSQSSKQPPPSIRLPSAQTPNGTDYVASGKSIQTPQSHGTLTAELWDNKVAPP  1999
gi|114565399|ref|XP_001144679.1| PASVPILASASIPILASALASTSAPTPAPAASSPAAPVITAPTIPASAPTASVPLAPASASAPAPAPTPVSAPNPALPAPAQTQAQTHKPVQNPLQTTSQSSKQPPPSIRLPSAQTPNGTDYVASGKSIQTPQSHGTLTAELWDNKVAPP  1940
gi|73960628|ref|XP_862019.1| PASVPILTSASIPILASALTPTSASAPAPTTSAPVAPTS-APATPAPIPTPAPAPASTLVPASASAPALVPIPAPAPSAPAQTQGQTHKPVQSQLQTTTQSSKQPPPSIRLPSAQTPNGTEYVATGKSIQTSQSHGTITTELWDNKVAPP  1940
gi|189533009|ref|XP_001919460.1| --------------------------------------------------QSVPQQPQ--------------PQPALSVPQHNLPTSNQSTVSPQPLEGAVAPLAPPPVDFP-----------------AKSQTLNTLGTELWENKVAGS  1816
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gi|124486835|ref|NP_001074759.1| AVLNDISKKLGPISPPQPPSVSAWNKPLTSFGSATSSEGTRNGQESGVEIGIDTIQFGAPASNG-NENEVVPVLSEKATD-KVPEPKEQRQKQPRAGPIKAQKLPDLSLVENKEHKPGPIGKERSLKNRK-VKDAQQVEPEGQEKPSPAV  2098
gi|109498088|ref|XP_341142.3| AVLNDISKKLGPISPPQPPSVSAWNKPLTSFGSATSSEGTRNGQESGVEIGIDTIQFGAPASNG-NENEVVPVLSEKPTD-KVPEPKEQRQKQPRAGPIKAQKLPDLSLVENKEHKPGPIGKERSLKNRK-VKDAQQVEPEGQEKPSPAA  2110
gi|115298682|ref|NP_055987.2| AVLNDISKKLGPISPPQPPSVSAWNKPLTSFGSAPSSEGAKNGQESGLEIGTDTIQFGAPASNG-NENEVVPVLSEKSAD-KIPEPKEQRQKQPRAGPIKAQKLPDLSPVENKEHKPGPIGKERSLKNRK-VKDAQQVEPEGQEKPSPAT  2146
gi|114565399|ref|XP_001144679.1| AVLNDISKKLGPISPPQPPSVSAWNKPLTSFGSATSSEGAKNGQESGLEIGTDTIQFGAPASNG-NENEVVPVLSEKSAD-KIPEPKEQRQKQPRAGPIKAQKLPDLSPVENKEHKPGPIGKERSLKNRK-VKDAQQVEPEGQEKPSPAT  2087
gi|73960628|ref|XP_862019.1| AVLNDLSKKLGPISPPQPPSVSAWSKPLTSFGSAASSEGTKNGQESGVEIGIDTIQFGAPASNG-NENEIVPVLSEKTTD-KIPEPKEQRQKQPRAGPIKAQKLPDLSPVENKEHKPGPIGKERSLKNRK-VKDAQQVEPEGQEKPSPAT  2087
gi|189533009|ref|XP_001919460.1| TVLSDV-KKLGPISPPQPPSVSAWNKPLTSFTGTVTPEGVKAGVESGVELGMDSIQFGAPSSAGSTDSDGVPALLEKTSDNKLPEPKEQRQKQPRAGPVKPQKLPDIPPPEHKEYKPGPIGKERSLKNRKAAKDVRQSDGEGLDNSGTGA  1965
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gi|124486835|ref|NP_001074759.1| VRSTDPETAKETKAVSEMSAEIGAMISVSSAEYGSDAKESVTDYTTPSSSLPNTVATNNAKMEDTLVNNVPLPNTLPLPKRETIQQSSSLTSVPPTTFSLTFKMESARKAWENSPNLREKGSPVTSTAPPIVSGVSSSASGPSTANYSSF  2248
gi|109498088|ref|XP_341142.3| VRSTDPGTAKETKAVSEMSAEIGAMISVSAPEYGTDAKESVTDYTTPSSSLPNTVATNNAKMEDTLVNNVPLPSSLPLPKREAMQQSSSLTSVPPTTFSLTFKMESARKAWENSPNLREKGSPVTSTAPPIVSGVSSSASGPSTANYNSF  2260
gi|115298682|ref|NP_055987.2| VRSTDPVTTKETKAVSEMSTEIGTMISVSSAEYGTNAKESVTDYTTPSSSLPNTVATNNTKMEDTLVNNVPLPNTLPLPKRETIQQSSSLTSVPPTTFSLTFKMESARKAWENSPNVREKGSPVTSTAPPIATGVSSSASGPSTANYNSF  2296
gi|114565399|ref|XP_001144679.1| VRSTDPVTTKETKAVSEMSTEIGTMISVSSAEYGTNAKESVTDYTTPSSSLPNTVATNNTKMEDTLVNNVPLPNTLPLPKRETIQQSSSLTSVPPTTFSLTFKMESARKAWENSPNVREKGSPVTSTAPPIATGVSSSASGPSTANYNSF  2237
gi|73960628|ref|XP_862019.1| VRSTDSVTTKETKTVSEMSTEIGAMISVSSTEYGANVKESVTDYTTPSSSLPNTVATNNAKMEDTLVNNVPLPNTLPLPKRETIQQSSSLTSAPPTTFSLTFKMESARKAWENSPNVREKGSPVTSTAPPIASGVSSSASGPSTANYNSF  2237
gi|189533009|ref|XP_001919460.1| SRDRD-SSSPAKDKVPELGGDIEGMITAPAAEYSSSSKESVTDYTVPSSSLADNVPTAGTKMEESLVSPVALPHPLPIQRREALQQSSSLATVSPATVDLTLKMESARKAWENSPSLVEKSSPVTSSASPITSGG-----GAGSAPFNSF  2109
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gi|124486835|ref|NP_001074759.1| SSASMPQIPVASVTPTASLSGAGTYTTSSLSTKSTTTSDPPNICKVKPQQLQTSSLPSASHFSQLSCMPSLIA-QQQQSPQVYVSQSAAAQIPAFYMDTSHLFNTQHARLAPPSLAQQQGFQPGLSQPTSVQQIPIPIYAPLQGQHQAQL  2397
gi|109498088|ref|XP_341142.3| SSASMPQIPVASVTPTASLSGAGTYTTSSLSTKSTTTSDPPNICKVKPQQLQTSSLPSASHFSQLSCMPSLIA-QQQQSPQVYVSQSAAAQIPAFYMDTSHLFNTQHARLAPPSLAQQQGFQPGLSQPTSVQQIPIPIYAPLQGQHQAQL  2409
gi|115298682|ref|NP_055987.2| SSASMPQIPVASVTPTASLSGAGTYTTSSLSTKSTTTSDPPNICKVKPQQLQTSSLPSASHFSQLSCMPSLIA-QQQQNPQVYVSQSAAAQIPAFYMDTSHLFNTQHARLAPPSLAQQQGFQPGLSQPTSVQQIPIPIYAPLQGQHQAQL  2445
gi|114565399|ref|XP_001144679.1| SSASMPQIPVASVTPTASLSGAGTYTTSSLSTKSTTTSDPPNICKVKPQQLQTSSLPSASHFSQLSCMPSLIA-QQQQSPQVYVSQSAAAQIPAFYMDTSHLFNTQHARLAPPSLAQQQGFQPGLSQPTSVQQIPIPIYAPLQGQHQAQL  2386
gi|73960628|ref|XP_862019.1| SSASMPQIPVASVTPTTSLSGAGTYTTSSLSTKSTTTSDPPNICKVKPQQLQTSSLPSASHFSQLSCMPSLIA-QQQQSPQVYVSQSAAAQIPAFYMDTSHLFNTQHARLAPPSLAQQQGFQPGLSQPASVQQIPIPIYAPLQGQHQAQL  2386
gi|189533009|ref|XP_001919460.1| SSASVPQIPVASVTPSTSLSGSATYTTSSLSTKSTSASDPPNICKVKPQQLQSSGMSSTN-FSQLGCAPSLLPPQQQQTPQVFVSQSAAAQIPAFYMDTSHLFSATHPRLAPPSIAQQQGFQPGLSQPTAVQQIPIPIYAPLQGQHQAQL  2258
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                  **.:**.***.*:**:**:****** ****.****.* ::****.:*.:* **  :*.*.**.*******..* ****:: **.*.**:*.********** :. * * **********  *:.:*.::**** ********:*.*****
gi|124486835|ref|NP_001074759.1| SLGAGPAVSQAQELFSSSIQPYRSQPAFMQSSLSQPS-VVLSGTAIHNFPAVQHQELAKAQSGLAFQQTSNPQPIPILYDHQLGQASGLGSSQLIDTHLLQARANLTQASNLYSGQVQQPGQTNFYNTAQSPS-ALQQVTVPLPASQLSL  2545
gi|109498088|ref|XP_341142.3| SLGAGPAVSQAQELFSSSIQPYRSQPAFMQSSLSQPS-VVLSGTALHNFPAVQHQELAKAQSGLAFQQTSNTQPIPILYEHQLGQASGLGSSQLIDTHLLQARANLTQASNLYSGQVQQPGQTNFYNTAQSPS-ALQQVTVPLPASQLSL  2557
gi|115298682|ref|NP_055987.2| SLGAGPAVSQAQELFSSSLQPYRSQPAFMQSSLSQPS-VVLSGTAIHNFPTVQHQELAKAQSGLAFQQTSNTQPIPILYEHQLGQASGLGGSQLIDTHLLQARANLTQASNLYSGQVQQPGQTNFYNTAQSPS-ALQQVTVPLPASQLSL  2593
gi|114565399|ref|XP_001144679.1| SLGAGPAVSQAQELFSSSLQPYRSQPAFMQSSLSQPS-VVLSGTAIHNFPTVQHQELAKAQSGLAFQQTSNTQPIPILYEHQLGQASGLGGSQLIDTHLLQARANLTQASNLYSGQVQQPGQTNFYNTAQSPS-ALQQVTVPLPASQLSL  2534
gi|73960628|ref|XP_862019.1| SLGAGPAVSQAQELFTSSLQPYRSQPAFMQSSLSQPS-VVLSGTAIHNFPAVQHQELAKAQSGLAFQQTSNTQPIPILYEHQLGQASGLGGSQLIDTHLLQARANLTQASNLYSGQVQQPGQTNFYNTAQSPS-ALQQVTVPLPASQLSL  2534
gi|189533009|ref|XP_001919460.1| SLSTGPPVSQPQDLFSSSIQPYRSQQAFMQNSLSQTSPMMLSGTPLHSYPGVQPPDLGKPQSSLAFQQTSSTQHIPILFEPQLNQPSGMGGSQLIDTHLLQRQG-LGQHSNLYSGQVQQ--QSSYYSSTQSPSSALQQVTVPVPGSQLSL  2405
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gi|124486835|ref|NP_001074759.1| TNFGSTG-QPLIALPQTLQPQLQHTTPQAQAQSLSRPAQVSQPFRGLIPAGTQHSMMATTGKMSEMELKAFGSGIDIKPGTPPIGGRSTTPTSSPFRATSTSPNSQSSKMNSVVYQKQFQSAPATVRMAQPFPAQFAPQILSQPNLVPPL  2694
gi|109498088|ref|XP_341142.3| TNFGSTG-QPLIALPQTLQPQLQHTTPQAQAQSLSRPAQVSQPFRGLIPAGTQHGMMATTGKMSEMELKAFGSGIDIKPGTPPIGGRSTTPTSSPFRATSTSPNSQSSKMNSIVYQKQFQSAPATVRMAQPFPAQFAPQILSQPNLVPPL  2706
gi|115298682|ref|NP_055987.2| PNFGSTG-QPLIALPQTLQPPLQHTTPQAQAQSLSRPAQVSQPFRGLIPAGTQHSMIATTGKMSEMELKAFGSGIDIKPGTPPIAGRSTTPTSSPFRATSTSPNSQSSKMNSIVYQKQFQSAPATVRMTQPFPTQFAP------------  2730
gi|114565399|ref|XP_001144679.1| PNFGSTG-QPLIALPQTLQPPLQHTTPQAQAQSLSRPAQVSQPFRGLIPAGTQHSMIATTGKMSEMELKAFGSGIDIKPGTPPIAGRSTTPTSSPFRATSTSPNSQSSKMNSIVYQKQFQSAPATVRMTQPFPTQFAP------------  2671
gi|73960628|ref|XP_862019.1| PNFGSTG-QPLIALPQTLQPPLQHTTPQAQAQSLSRPAQVSQPFRGLIPAGTQHSMIATTGKMSEMELKAFGSGIDIKPGTPPISGRSTTPTSSPFRATSTSPNSQSSKMNSIVYQKQFQSAPATVRMTQPFPTQFAPQILSQPNLVPPL  2683
gi|189533009|ref|XP_001919460.1| PNFGSGGGQPLLALPQSLPP----TPPQAPPPSLNRQPPNNPPYRGLIGQNT-HSMMQPSNKMCEMDLKLFSGGIDVKPGTPPVSARSTTPTSSPYRASSTSPSSQSSKMNSMLYPKQFQTGSAGMRIAQHFPGQFNP------------  2538
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gi|124486835|ref|NP_001074759.1| VRAPHTNTFPAPVQRPPMALASQMPPP-LTTGLMSHARLPHVARGPCGSLSGVRGNQAQAALKAEQDLKAKQRAEVLQSTQRFFSEQQQNKQIG-GKTQRVDSDTSNP-ETLSDPPGTCPEKVEEKPPPAPTITTKPVRTGPIKPQAIKT  2841
gi|109498088|ref|XP_341142.3| VRAPHTNTFPAPVQRPPMALASQMPPPPLTTGLMSHARLPPVARGPCGSLSGVRGNQAQAALKAEQDMKAKQRAEVLQSTQRFFSEQQQSKQIG-GKAQKVDSDTSKP-ETLSDPPGTCQEKVEEKPPPAPTITTKPVRTGPIKPQAIKT  2854
gi|115298682|ref|NP_055987.2| --------------------------------------------------------------------QAKQRAEVLQSTQRFFSEQQQSKQIGGGKAQKVDSDSSKPPETLTDPPGVCQEKVEEKPPPAPSIATKPVRTGPIKPQAIKT  2812
gi|114565399|ref|XP_001144679.1| --------------------------------------------------------------------QAKQRAEVLQSTQRFFSEQQQSKQIGGGKAQKVDSDSSKPPETLTDPPGVCQEKVEEKPPPAPSIATKPVRTGPIKPQAIKT  2753
gi|73960628|ref|XP_862019.1| VRAPHTNTFPAPVQRPPMALASQMPPP-LTTGLMSHARLPHVARGPCGSLSGVRGNQAQAALKAEQDMKAKQRAEVLQSTQRFFSEQQQSKQIG-SKAPKVDSDSSKPPETLTDPPGVCQEKVEEKPPPAPTIATKPVRTGPIKPQAIKT  2831
gi|189533009|ref|XP_001919460.1| --------------------------------------------------------------------QAKQRAEVLQSTHKFFSEQQQ-LKAPVSKPTRIEG-AGKPTDSITSNHQGAPSDRVESDKPAPLATTKPIRTGPIKPQAIKP  2618
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gi|124486835|ref|NP_001074759.1| EETKS  2846
gi|109498088|ref|XP_341142.3| EETKS  2859
gi|115298682|ref|NP_055987.2| EETKS  2817
gi|114565399|ref|XP_001144679.1| EETKS  2758
gi|73960628|ref|XP_862019.1| EETKS  2836
gi|189533009|ref|XP_001919460.1| EEGK-  2622
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