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gi|88900517|ref|NP_082385.3| --------------MSQVPTTYSFDAPTDFINFSSLDAEEDTENIDSWFDEKANLENKFLRQRGIGEPFQGKNSLRKAKLQQGFVTPLKAVDNTYHKETEKENLQKQSIPSNDCSSLDAKRAVSGNTPVQPQRRSIRLSAQKDLEQKEKN   136
gi|34858998|ref|XP_230735.2| --------------MAQVPTAYSFDAPTDFINFSSLDAEEDTENIDSWFDEKANLENKFLRQSGIGEPFQGKTSLRKAKLQQGCVTPLKAVDNTYYKETEKENLQKQSIPSNDCPSLNAKRAVTGTTPIQPQRRSVRLSAQKDLEQKEKN   136
gi|20127519|ref|NP_036244.2| --------------MSQVKSSYSYDAPSDFINFSSLDDEGDTQNIDSWFEEKANLENKLLGKNGTGGLFQGKTPLRKANLQQAIVTPLKPVDNTYYKEAEKENLVEQSIPSNACSSLEVEAAISRKTPAQPQRRSLRLSAQKDLEQKEKH   136
gi|114681424|ref|XP_001153777.1| --------------MSQVKSSYSYDAPSDFINFSSLDDEGDTQNIDSWFEEKANLENKLLGKNGTGGLFQGKTPLRKANLQQAIVTPLKPVDNTYYKEAEKENLVEQSIRSNACSSLEVEAAVSRKTPAQ-LRRSLRLSAQKDLEQKEKH   135
gi|73991555|ref|XP_850934.1| --------------MSQVKTSYSYDAPTDFINFTSLDDEEDAQNIDSWFEEKANLENKFSGKNGIAGLFQDKTPLRKPNPQQAIVTPLRPVENTYYKEAEKENLVEQSIPSNICSSLEVKGTTSKNTPVQPQRRSTRLSAQKDLEQKEKH   136
gi|149642811|ref|NP_001092368.1| --------------MSQVTTSYSYDAPTDFINFSSLTDEEDMQHIDSWFDEKANLENKFTGKDGTGGLYQGKTPLRKANLHR-DVTPLRPVDNTYNKQAEKENLVEESIPSNECPSMKVKETTSRNNPVQPQRRSLRLSAKKNLEQKEKQ   135
gi|45383291|ref|NP_989768.1| ------------------MSRYSFDVPNPCINFATLSDD-DVHNADSWFDQQANLENIPPAEN-LAKVLQNSPAFSKPALILSSVTSQGMTKSENCEEDEAEVSETDVVPQNTVGSLTSWRVTTPAEAPQRAGRRPATKQRKTQQRKQPA   130
gi|145362223|ref|NP_973754.2| -MEATAEESVSTLVTTMVDETYEFLAP-RWFDFVNGETEDESRRAELWFQSALSCAPSP---------SVPRIK-ARRSFKVEAMCNFNEAE---EETLKDKEPLEPVVPIVSLQSQPSQAKKAEVAPSKASTVKPSRISSKDAEVNNKT   135
gi|115472277|ref|NP_001059737.1| MATDANPEAAAPPPQLLVDEGYEFCAP-KFFDFVCDETEEEIRAAERWFEASASHAPSP---------FAPRIKESRAEVKIESLCDFTDAEPIPKEVAVEEAAGSAANPSQNSDGNVQQNKDGSIKLVHEANPSENCVTDGDHKHQESD   140
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gi|88900517|ref|NP_082385.3| HVASVEMKAKRCVAP--ATDCPPQKRMKVSHKKKLEEEEE-GSAPATSRKNERETLEKAKGKHTVPGVP-----PAREKVLKSTEEQEIEKRLRMQQEVVELRRKNEEFKKLALAGPGQPVKKSTSQVTKTVDFHFLTDERIKQHPKNQ-   277
gi|34858998|ref|XP_230735.2| HVASVEMKAKRCTAP--TTDYPPNKKMKVSHKKKPEEEEE-GSAPATSRKD--ETLERAKGKHTVPAVP-----PAREKTVKSTEEQELEKSLRMQQEVVEMRKKNEEFKKLALAGPGQPVKKSTSQVTKTVDFHFLTDERIKQHPKSQ-   275
gi|20127519|ref|NP_036244.2| HV---KMKAKRCATPVIIDEILPSKKMKVSNNKKKPEEE--GSAHQDTAEKNASSPEKAKGRHTVPCMP-----PAKQKFLKSTEEQELEKSMKMQQEVVEMRKKNEEFKKLALAGIGQPVKKSVSQVTKSVDFHFRTDERIKQHPKNQ-   275
gi|114681424|ref|XP_001153777.1| HV---KMKAKRCATPVIIDEILPSKKMKVSNNKKKPEEE--GSAHQDTAEKNASSPEKAKGRHTVPCMP-----PAKQKVLKSTEEQELEKSMKMQQEVVEMRKKNEEFKKLALAGIGQPVKKSVSQVTKSVDFHFRTDERIKQHPKNQ-   274
gi|73991555|ref|XP_850934.1| G----KMKAKRCATPAIIHEIPPSKKMKVSNNKKKPEEEEEGSTHQDTSKKHESSPEKAKGRRTVSCIQ-----PVRQKTLKSTEEQELEKRMKMQQEVVEMRKKNEEFKKLALAGIGQPVKKSVIQVTKSVDFHFRTDERIKQHPKNQ-   276
gi|149642811|ref|NP_001092368.1| HV---KMKAKRCGTPVIINEFPPSKKMKV------------------------------------------------QKILKSTEEQELEKRMKMQQEVVEMRKRNEEFKKFALAGAGQPVKKSVSQVTKAVDFHFRTDERVKQHPKNQ-   233
gi|45383291|ref|NP_989768.1| RVR----VEKNDTTLATKEEAPPLKKMKISSSKEKLTDVS---PKKELLHHPDLSPARGKNKLTVPSTPTMLKRTNMAGKLKSTEEQELEKMQQLQREVMELRKRNEESLKAAIAGTGQPMKRAVGQVTKPVDFHFCTENRIKQHVESQP   273
gi|145362223|ref|NP_973754.2| VDASDPTTEPIEDKENIAPACTPK------------------------------PPMQFSLGAKSVDLK------KQQTARKIASLLKNPSTLRPKNQSQ-AKGSHQKSVKGETNLNNIASTTNLIQENQAIKRQKLDDGKSRQILNPK-   247
gi|115472277|ref|NP_001059737.1| AMLESPPAEEDEKESPKSFEFVPSNAKSDVASSTPKIQRP--PPVKAVTTVPTCPKLTVKTEAFTPKVQ------ATNSSRGLAPLTGSRAHPSALKQSMSVKRSVIKCPRELLAGKAATAANEIAQENQAVKRQKLDDGRTRQILNVK-   281
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gi|88900517|ref|NP_082385.3| -EEYKEVNFMSELRKHSSTPARGTRGCTIIKPFNLSKGKKRTFDEAASTYVPIAQQVEAFHKRTPNRYHLRNKK--DES-LLPSKS-VNKIARDPQTPILQTKYRTRAVTCKSTAEQEAEELEKLQQYKFKARELDPRIFESGPILPKRA   422
gi|34858998|ref|XP_230735.2| -EEYKEVNFMSELRKHSSTPARGTRGCTIIKPFNLSKGKKRTFDEAASTYVPIAQQVEAFHKRTPNRYHLRNKK--DES-LLPSKP-VNKIVRDPQTPILQTKYRARAVTCKSAAEKEAEELEKLQQYKFKARELDPRIFESGPILPKRP   420
gi|20127519|ref|NP_036244.2| -EEYKEVNFTSELRKHPSSPARVTKGCTIVKPFNLSQGKKRTFDETVSTYVPLAQQVEDFHKRTPNRYHLRSKK--DDINLLPSKSSVTKICRDPQTPVLQTKHRARAVTCKSTAELEAEELEKLQQYKFKARELDPRILEGGPILPKKP   422
gi|114681424|ref|XP_001153777.1| -EEYKEVNFTSELRKHPSSPARVTKGCTIVKPFNLSQGKKRTFDETVSTYVPLAQQVEDFHKRTPNRYHLRSKK--DDINLLPSKSSVTKICRDPQTPVLQTKHRARPVTCKSTAEVEAEELEKLQQYKFKARELDPRILEGGPILPKKP   421
gi|73991555|ref|XP_850934.1| -EEYKEVNFTSELRKHPASPARVTKGCTIIKPFNLSQGKKRTFDETASTYVPLAQQVEAFHKRTPNRYHLRSKK--DDITLLPSKSAGLKISRDPQTPVLQTKQRTRPVTYKSAADQEAEELEKLQQYKFKARELDPRILEGGPILPKKP   423
gi|149642811|ref|NP_001092368.1| -EEYKEVNFTSELRKHPPSPARVTKGCTIVMPFNLSQGKKRTFDETASTYVPLAQQVEAFHKRTPTRYHLRNRK--DDIMPLPSKS-VVRICRDPQTPVLQTKHRTRPVTCKSAADLEAEELEKQQQYKFKAQELDPRILEGGPILPKKP   379
gi|45383291|ref|NP_989768.1| EKEYKEVDFAAALRKHPPSPMRMPKGPTVPKPFNLSTGSKRKLEDTSSEYVSLAQQVEAFQKRTPSRYHLRSRK--SDEGPAPAKP-VKARLTNPKTPVLQTKHRFRPVACKSAAELEAEEIEKIQQYKFKARELDHKILEGGPILPKKP   420
gi|145362223|ref|NP_973754.2| -------PATLLHKTRNGLVNTGFNLCPSVTKHTPKENRKVYVREQIAPFVSTAELMKKFQTSTRDLFVQN---------------RPKLTLTRPKEPEFVTSQRARPLRVKSSAELEEEMLAKIP--KFKARPVNKKILAAPALPAPQR   373
gi|115472277|ref|NP_001059737.1| -------TRTLPHKGRGGGLAGSTEMSLSAMRKHRDDS---HSLKEVTHYISAAEMVKKFESGTRELAIPHNRSLSHEDAATALQRRTKLMLTRPKEPEFQTSHRVRAVRVKSSAELEEEMLAKIP--KFRARPFNKKIAEAPSFPPLPR   419
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gi|88900517|ref|NP_082385.3| PVKPPTQPVGFDLEIEKRIHERESKKKTEDEQFEFHSRPCPTKILEDVVGVPEKKVIPATVPKSPVFALKNR-------------------------------------IRVPIK-DEEEEKPV-VIKAQPVPHYGVPYKPHIAEARNVE   533
gi|34858998|ref|XP_230735.2| PVKPPTQPVGFDLEIEKRIHERESKKKPEDEQFEFHSRPCPTKILEDVVGVPEKKVIPATVPKSPVFALKNR-------------------------------------IRVPVKEDEEEEKPV-VIKAQPVPHYGVPYKPPIPETRNVE   532
gi|20127519|ref|NP_036244.2| PVKPPTEPIGFDLEIEKRIQERESKKKTEDEHFEFHSRPCPTKILEDVVGVPEKKVLPITVPKSPAFALKNR-------------------------------------IRMPTKEDEEEDEPV-VIKAQPVPHYGVPFKPQIPEARTVE   534
gi|114681424|ref|XP_001153777.1| PVKPPTEPIGFDLEIEKRIQERESKKKSEDEHFEFHSRPCPTKILEDVVGVPEKKVLPITVPKSPAFALKNR-------------------------------------IRMPTKEDEEEDEPV-VIKAQPVPHYGVPFKPQIPEARTVE   533
gi|73991555|ref|XP_850934.1| PVKPPTQPVGFDLEIEKRIQERESKKKSEDEHFEFHSRPCPTKILEDVVGVPEKKVLPITVPKSPAFALKNR-------------------------------------IRMPTKEDEEEEEPV-VIRAQPVPHYGVPFKPQIPEARTVE   535
gi|149642811|ref|NP_001092368.1| PVKPPTQPVGFDLEIEKRIQERESKKKLEEEHYEFHSRPCPTKILEDVVGVPEKKELPITVPKSPAFALKNR-------------------------------------IRMPTKEDKEEEEPV-MIRAQPVPYFGMPFKPQIPVGRTVE   491
gi|45383291|ref|NP_989768.1| PVKELTQPIGFELEIEKRIQDRENKKQQQEEHFKFHSRPCPTKILEDVVGVPEKKVLPVTVPKSPVFASKSR-------------------------------------TRMTSRDEEKEKEVVPVIKAHPMPHYGVPFKPKMPEQRHVE   533
gi|145362223|ref|NP_973754.2| STPHLPEFQEFHLQTMARANQHAETSSIASTEVSKQHNDQKHHLTEPKSPVLQTMLRARPTIAKTTAELEQEELEKAPKFKAKPLNKKIFESKGEMGIFCNTKKHITIPQEFHFATDERISRPESVLDIFDKLSLNSESCHEKPLPRNTA   523
gi|115472277|ref|NP_001059737.1| KAPQLPEFNEFHLKTMERATRHADTCSEASSVGTIRVSS--LHLTWLLISVCKFFFLLVS------------------------------------------------------------------------------------------   477
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gi|88900517|ref|NP_082385.3| VCPFSFDTRDKERQLQKEKKIKEMQKGE------VPKFKALPVPHFDTINLPEKKVKNVTQAEPFSLETDKRGAYKAEMWKHQLEEEQKQQKDAACFKARPNTVIFQEPFVPKKEKKSLAENPSGSLVQEPFQLATERRAKERQELEKKM   677
gi|34858998|ref|XP_230735.2| VCPFSFDTRDKERQLQKEKKIKEMQKGE------VPKFKALPVPHFDTINLPEKKVKNATQAEPFSLETDKRGAYKAEIWKHQLEEEQKQQKEAACFKARPNTVIFQEPFVPKKEKKSAAENPSGSLVQEPFQLATEKRAKERQELEKKM   676
gi|20127519|ref|NP_036244.2| ICPFSFDSRDKERQLQKEKKIKELQKGE------VPKFKALPLPHFDTINLPEKKVKNVTQIEPFCLETDRRGALKAQTWKHQLEEELRQQKEAACFKARPNTVISQEPFVPKKEKKSVAEGLSGSLVQEPFQLATEKRAKERQELEKRM   678
gi|114681424|ref|XP_001153777.1| ICPFSFDSRDKERQLQKEKKIKELQKGE------VPKFKALPLPHFDTINLPEKKVKNVTQIEPFCLETDRRGALKAQTWKHQLEEELRQQKEAACFKARPNTVISQEPFVPKKEKKSVA-------VQEPFQLATEKRAKERQELEKRM   670
gi|73991555|ref|XP_850934.1| ICPFSFDSRDKERQLQKEKKIKELQKGE------VPKFKALPLPHFDTINLPEKKVKNVTQIEPFCLETDRRGALKAQTWKHQLEEELKQQKEAACFKARPNTVISQEPFVPKKEKKSIAEGLSGSLVQEPFQLATEKRAKERQELEKRM   679
gi|149642811|ref|NP_001092368.1| VCPFSFDSRDKERQLQKEKKIKELQKGE------VPKFKAHPLPHFDTINLPEKKVKNTTQVEPFCLETDRRGALKAQTWKHQLDEELKQQKEAACFKARPNTVISQEPFVPKREKKSVIEGLSGSLVQEPFQLATEKRAKERQELEKRM   635
gi|45383291|ref|NP_989768.1| VCPFSFDSRDRERLIQKEKKIEELQKEE------VPKFKALPLPYFDHVKLPEKKVKTPTQPEPFNLQIDERGAAKQQSWKQQLKEDLKKQKEAACFKARPNVVVYQEPFVPKKENKMLS-------VPENFELATEKRAKERQEFEKRL   670
gi|145362223|ref|NP_973754.2| PNPFNLKTEERGAEKEKKFYMELMYKKLGDVKARVPKANPYPYTTDYPVVPPKPEPKQCTQPEPFQLESLVRHEEEMRREREERRRMETEEAQKRLFKAQP---VIKEDPIPVPEKVRMP-----LTEIQEFNLHVEHRAVERADFDHKI   665
gi|115472277|ref|NP_001059737.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   477
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gi|88900517|ref|NP_082385.3| AEVEAWKLQQLEEVRQQEEEQQKEELARLRKELVHKANPIRKYAAVEVKSSELPLTVPVSPKFSTRFQ-------------------------   745
gi|34858998|ref|XP_230735.2| AEMEAWKLQQLAEVRQQEEEQQKEELARLRKELVHKANPIRKYSAVEVKSSELPLTVPVSPKFSTRFQ-------------------------   744
gi|20127519|ref|NP_036244.2| AEVEAQKAQQLEEARLQEEEQKKEELARLRRELVHKANPIRKYQGLEIKSSDQPLTVPVSPKFSTRFHC------------------------   747
gi|114681424|ref|XP_001153777.1| AEVEAQKAQQLEEARLQEEEQKKEELARLRRELVHKANPIRKYQGLEIKSSDQPLTVPVSPKFSTRFHC------------------------   739
gi|73991555|ref|XP_850934.1| AEVEAQKVQQLEEARHQEEEQKREELARLRKELVHKANPIRKYQGVEVKSSDQPLTVPVSPKFSTRFHC------------------------   748
gi|149642811|ref|NP_001092368.1| AEVEALKAQQLEEARQQEEEQQKEELARLRKELVHKANPIRRYQGVEVKSSDQPLTVPVSPKFSTRFHC------------------------   704
gi|45383291|ref|NP_989768.1| ANLEARREKLQEQVRQQEEEREKEEIAKLRQELVHKANPIRRYRSVEVKPSDQPLTMPKSPNFSDRFRC------------------------   739
gi|145362223|ref|NP_973754.2| KEKENQYKRYREESEAAKMVEEERALKQMRKTMVPHARPVPNFNKPFLPQKSNKGTTKAKSPNLRVIKRTERRTMMARPTISAATSASAGQMR   758
gi|115472277|ref|NP_001059737.1| ---------------------------------------------------------------------------------------------   477
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