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gi|73945697|ref|XP_851025.1| MISSQALGSKCEQIFNLHFLVFACLTFEDIEGTHCWDTGRGFTIAGWSVLKQVIALFSLSILCYTVGRFERDEDGIEAGHRQWTRSRREPKMAVNVYSTSVTSDNLSRHDMLAWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|115496618|ref|NP_001068802.1| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|6912494|ref|NP_036457.1| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|114681760|ref|XP_001154462.1| -------------------------------MSHTASGPHAFTSA----RKEGVRVRSSRGRAGGVWRFERDEDGTGAGCGQWTRFCREPKMAVNVYSTSVTSDNLSRHDMVGWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|7106301|ref|NP_031922.1| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|78097100|ref|NP_612518.2| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQLNLTKIEQLCSGAAYCQFMDMLFPGSIALK   150
gi|71894959|ref|NP_001026031.1| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQLTLTKIEQLCSGAAYCQFMDMLFPGSVALK   150
gi|47271390|ref|NP_998805.1| -------------------------------------------------------------------------------------------MAVNVYSTSVTSDNLSRHDMLAWINESLQMNFTKIELLCSGAAYCQFMDMLFPGCIPLK   150
gi|15240262|ref|NP_201528.1| --------------------------------------------------------------------------------------------MATNIGMMDSAYFVGRSEILAWINSTLQLNLSKVEEACSGAVHCQLMDSVHPGTVPMH   150
gi|115482758|ref|NP_001064972.1| -------------------------------------------------------------------------------------------MAASNIGMMDGAYFVGRNEILAWINTTLQLGLSKVEEAASGAVACQLMDAAHPGAVPMH   150
gi|145615185|ref|XP_360052.2| -------------------------------------------------------------------------------------------------------MGESRQELVQWLNSLLQLNITKVEQCGTGAALCQVFDSIFL-DVPMS   150
gi|164428973|ref|XP_957714.2| ------------------------------------------------------------------------------MLVAPATPRARSGPNTNFRDVGLTTINVHSQELLQWINSLLQLNLTKVEQCGTGAALCQVYDSIFG-DVPMS   150
gi|19114590|ref|NP_593678.1| -------------------------------------------------------------------------------------------------------MSESRQELLAWINQVTSLGLTRIEDCGKGYAMIQIFDSIYQ-DIPLK   150
gi|6320853|ref|NP_010932.1| ---------------------------------------------------------------------------------------------------MSAGIGESRTELLTWLNGLLNLNYKKIEECGTGAAYCQIMDSIYG-DLPMN   150
gi|50304189|ref|XP_452044.1| ----------------------------------------------------------------------------------------------------MAGIGESRSELLSWLNDLLKLDYTKVEQCGTGAAYCQIMDSIYG-DLPMN   150
gi|45184847|ref|NP_982565.1| ----------------------------------------------------------------------------------------------------MSGMGESRTELLGWLNDLLRLDYTKVEQCGTGAAYCQIMDSIYG-DLPMH   150
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gi|73945697|ref|XP_851025.1| KVKFQAKLEHEYIQNFEILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKDYDPVAARQ--------------GQETAVAPSLVVPALNKPKKPLSSSSAAPQRPIATHRTTATPKA--------------GPGVVR   300
gi|115496618|ref|NP_001068802.1| KVKFQAKLEHEYIQNFKILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKEYDPVAARQ--------------GQETAMAPSLVAPALNKPKKPLSSSSAAPQRPITTHRTTATPKA--------------GPGVVR   300
gi|6912494|ref|NP_036457.1| KVKFQAKLEHEYIQNFKILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKDYDPVAARQ--------------GQETAVAPSLVAPALNKPKKPLTSSSAAPQRPISTQRTAAAPKA--------------GPGVVR   300
gi|114681760|ref|XP_001154462.1| KVKFQAKLEHEYIQNFKILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKDYDPVAARQ--------------GQETAVAPSLVAPALNKPKKPLTSSSAAPQRPISTQRTAAAPKA--------------GPGVVR   300
gi|7106301|ref|NP_031922.1| KVKFQAKLEHEYIQNFKILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKEYDPVAARQ--------------GQETAVAPSLVAPALSKPKKPLGSSTAAPQRPIATQRTTAAPKA--------------GPGMVR   300
gi|78097100|ref|NP_612518.2| KVKFQAKLEHEYIQNFKILQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKEYDPVAARQ--------------GQETAVAPSLVAPALSKPKKPLGSGSAAPQRPIATQRTTAAPKA--------------GPGMVR   300
gi|71894959|ref|NP_001026031.1| KVKFQAKLEHEYIQNFKVLQAGFKRMGVDKIIPVDKLVKGKFQDNFEFVQWFKKFFDANYDGKEYDPVAARQ--------------GQET-VAPNLVAPVVNKPKKPL-----APQRPIVAQRTPATPKG--------------STGMVK   300
gi|47271390|ref|NP_998805.1| KVKFGAKLEHEYIHNFKILQAAFKKMGVDKIIPVDKLVKGKFQDNFEYVQWFKKFFDANYDGKEYDPVEARQ--------------GQDTMPVPNPSMSALSKPKKIMN---AAPQRAAVAK---VTPKM--------------VPGSAR   300
gi|15240262|ref|NP_201528.1| KVNFDAKSEYEMIQNYKVLQDVFNKLKITKHIEVSKLVKGRPLDNLEFMQWMKKYCDSVNGGQHN-YHALER--------------REASKGGKEATKRAAATQQSGKSSSSSAPPRPSSSNGTRKHEPQSNNTGT----HHSSTGNHHH   300
gi|115482758|ref|NP_001064972.1| KVNFDAKTEYEMIQNYKVLQDVFNKLKITKHIEVNKLTKGRPLDNLEFMQWMKRYCDSVNGGFMNSYNASER--------------RESSKGGKETNRRTSVPSQAPAKSSSATHKAQASSHGAKKAN------------GHAPNAPPSR   300
gi|145615185|ref|XP_360052.2| RVKFNVNSEYAYIQNFKVLQNTFTKHQVDKPIPVAGLVKCKMQDNLEFLQWVKRFWDQYYPGGEYDAVARR--KGAP--------LGAAGGGGGGAAVRAPVAGGAARRAGGTTPTTG---AARAG----------------------LG   300
gi|164428973|ref|XP_957714.2| RVKFNVNSEYAYIQNFKILQNTFTKHQIEKSIPIEALVKCKMQDNLDFLQWTKRFWDQYYPGGDYDAAARR--KGGA--------LPATMSG----ASRASAGSAAARRPGGATPTGGPRVAARAP----------------------AA   300
gi|19114590|ref|NP_593678.1| KVNFECNNEYQYINNWKVLQQVFLKKGIDKVVDPERLSRCKMQDNLEFVQWAKRFWDQYYPGGDYDALARRGNRGPAN-----TRVMNSSAGATGPSRRRQVSSGSSTPSMTKSSANNNNVSSTAN----------------------TA   300
gi|6320853|ref|NP_010932.1| RVKFNATAEYEFQTNYKILQSCFSRHGIEKTVYVDKLIRCKFQDNLEFLQWLKKHWIRHKDESVYDPDARRKYRPIITNNSATK--PRTVSNPTTAKRSSSTGTGSAMSGGLATRHSSLGINGSRKTSVTQG--------------QLVA   300
gi|50304189|ref|XP_452044.1| RVNFCAGSEYEYFTNYKILQSCFTKHKIEKSVLVERLVKCRFQDNLEFLQWIKKFWTQHKDESEYDAEVRRKGR-----AGPSN--PSAVSG---NKRPVSSSTASKPP--IRHIRSNVIQNNIRKSSNEQ----------------LLS   300
gi|45184847|ref|NP_982565.1| RVKFDARAEYESLTNFKILQSCFTKHKIEKTVFVDRLIKCRFQDNLEFLQWMRRFWIQNKDESPYDPESRRKSVRPVSMRAPAQAPPSHAPKRRSLATFAATGTAAAPRPLQKARAAAGGAGGAVATRVPSGGAPARGTATAGAGEQVAA   300
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gi|73945697|ref|XP_851025.1| KNPGVGNGDDEAAELMQQVNVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------NPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|115496618|ref|NP_001068802.1| KNPGVGNGDDEAAELMQQVNVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------NPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|6912494|ref|NP_036457.1| KNPGVGNGDDEAAELMQQVNVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------DPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|114681760|ref|XP_001154462.1| KNPGVGNGDDEAAELMQQVNVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------DPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|7106301|ref|NP_031922.1| KNPGVGNGDDEAAELMQQVKVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------DPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|78097100|ref|NP_612518.2| KNPGMGNGDDEAAELMQQVKVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------DPVLQRIVDILYATDEG------------------------FVIPDEGGPQEEQEEY----------------   450
gi|71894959|ref|NP_001026031.1| K----AAGDDESAGLIEQINVLKLTVEDLEKERDFYFGKLRNIELICQE-----------NEGEN------------DPVLQRIVEILYATDEG------------------------FVIPDEGAPQEEQEEY----------------   450
gi|47271390|ref|NP_998805.1| RPG--AGGDEERAELIQELNILKSTIQDMEKERDFYFGKLRNIELICQE-----------KEGEG------------DPTLQRIVDILYATDEG------------------------FVIPDAES--EDQEEF----------------   450
gi|15240262|ref|NP_201528.1| SSKPSAKQSKPVPAYDEKITELKLYIDSLEKERDFYFSKLRDVEILCQN-----------PDTEH------------LPLVGSIKRILYAADGEDVGAAETQT------------LSPIAEGSEERRNSVTESQKRKLIVN---------   450
gi|115482758|ref|NP_001064972.1| SAKPSPANS-AGPAYDEQITELKLLVDSLEKERDFYFSKLRDVEILCQS-----------PEVEH------------LPIVNAIHKVLYAAEDDPSMVAEAQAMISQQQQSEQPMLSPILEASEERP-AKQEAHKRKSISD---------   450
gi|145615185|ref|XP_360052.2| VSKANPALAQENATLK-------ETVVGLERERDFYFSKLRDIELLVQN--AVEEDPEIEKQEDG--------------LVKQIQAILYSTEEG------------------------FEIPAEG-------------------------   450
gi|164428973|ref|XP_957714.2| NSAATQALQQEVATLK-------EAVGGLERERDFYFHKLRDIEVLVQS--AVEEDPELEKQEDG--------------LIKAIQAILYSTEEG------------------------FEIPEADAE-----------------------   450
gi|19114590|ref|NP_593678.1| AVLRAKQAQQQITSLETQLYEVNETMFGLERERDFYFNKLREIEILVQT--HLTTSP---MSMEN--------------MLERIQAILYSTEDG------------------------FELPPDQPADLTTALTDHDTNNV----AEEAQ   450
gi|6320853|ref|NP_010932.1| IQAELTKSQETIGSLNEEIEQYKGTVSTLEIEREFYFNKLRDIEILVHTTQDLINEGVYKFNDETITGHGNGNGGALLRFVKKVESILYATAEG------------------------FEMNDGEDELNDKNLGEHGTVPNQGGYANSNG   450
gi|50304189|ref|XP_452044.1| LQTELSETRNQLSELEKECSQYKELNTAYLKERDFYFGKLRDIEIIAQSTQDLCDEGVYENDKE------------LRPFLNRIQQILYATEEQ------------------------TEP------FVEENVEQASTNP----------   450
gi|45184847|ref|NP_982565.1| LQGELSAAEHKINKLTQEMVQYQDAMSLMERERDFYFGKLRDIEILVQSTQDLFKEGVYNDDPQ-----------ELNRLLGKVSQILYSTEEG------------------------FEVANGADGNEEYDVEAGTRMEN---------   450
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gi|73945697|ref|XP_851025.1| -------------------------------------   487
gi|115496618|ref|NP_001068802.1| -------------------------------------   487
gi|6912494|ref|NP_036457.1| -------------------------------------   487
gi|114681760|ref|XP_001154462.1| -------------------------------------   487
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gi|47271390|ref|NP_998805.1| -------------------------------------   487
gi|15240262|ref|NP_201528.1| --LDVDVAAITTLSPRQRLSDASDVKCSGSSPLLTC-   487
gi|115482758|ref|NP_001064972.1| --LELEEFGMASSS-RQRLSDISDVQLCG-SPLTSFT   487
gi|145615185|ref|XP_360052.2| --------------------------EVDDQE--TF-   487
gi|164428973|ref|XP_957714.2| --------------------------AADDQE--TF-   487
gi|19114590|ref|NP_593678.1| MTDLKDSETQRVPSAPDFVHARLQSLEVDDDENITF-   487
gi|6320853|ref|NP_010932.1| EVNGNEGSNHDVIMQNDEGEVGVSNNLIIDEE--TF-   487
gi|50304189|ref|XP_452044.1| ---------------------------IIDEE--TF-   487
gi|45184847|ref|NP_982565.1| -----------------CVEGQVLHNLITDDE--TF-   487
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