
                                                                                                                                                                                        
gi|6322141|ref|NP_012216.1| ----------------------------------------------------------------------------------------------------------------------MPNPPSFKSHKQNLFN----------------    16
gi|50305229|ref|XP_452573.1| ----------------------------------------------------------------------------------------------------------------------MSFSPPPGSQIPNKYS----------------    16
gi|45187794|ref|NP_984017.1| ----------------------------------------------------------------------------------------------------------------------MSFTPPPETSSAYNYHPGKPFGSDRGQQGVGS    32
gi|145607199|ref|XP_361592.2| ----------------------------------------------------------------------------------------------------------------------MPNQQASHHHPSKPPDS--------------P    18
gi|85101739|ref|XP_961207.1| ----------------------------------------------------------------------------------------------------------------------MPS--SDTYHLSKPPDSH-------------V    17
gi|19114632|ref|NP_593720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|115532300|ref|NP_001040665.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|17559268|ref|NP_503858.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|20301938|ref|NP_609634.1| ---------------------------------------------------------------------------------------------MAESNVPLRDFDEESETDSETELLIRRDVPSGKQNNNNIRGRRKSSMGYSGVDAGAG    57
gi|158296962|ref|XP_317283.4| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73945359|ref|XP_855968.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|122692527|ref|NP_001073724.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|41327760|ref|NP_940933.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114673706|ref|XP_001143568.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|40807502|ref|NP_056620.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|62664679|ref|XP_225706.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|113681577|ref|NP_001038619.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|124806112|ref|XP_001350631.1| MVDDEELRKLRFLLSNKGGRIKYFFSYIFYKLFSHIYNKKNKKRERFVNIHGRTFPNFFCDNKIKSTKYTILTFIPLFLFYQFADFLNLFYLCVSLLQIIPIFNTGYVFTFVAPLLFIIFISLINEVVDDLKRFIKDLENNNEIYYSLLE   150
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gi|6322141|ref|NP_012216.1| SNNNQHANSVD--SFDLHLDDSFDAALDSLQINNNPEPLSKHNT---------------VGDRESFEMRTVDDLDNFSNHSSDSHRKSSNTDTHPLMYDNRLSQDDNFKFTNIASSPPSSSN----NIFSKALS---YLKVSNTKNWSKF   142
gi|50305229|ref|XP_452573.1| KSNQHQAQSTDRDSFDLQFEDSLDAALESLQLPEHSHRRENSTV---------------FEDFEMKSMHG-DHQTGMLHSDADTAPLITNHSNNGRMLSNSDRNAQNTNNITVWSKAKSWFE----HSFTKAKSKPSSLSVYSSTN-SVD   145
gi|45187794|ref|NP_984017.1| SRRARQERRGSLDSFELEFDDSLDAALESLQIKR-SASHERHSG---------------IRGAEDFELKSMGRVDDGGHSPSG---VLTNQDTQPLISQDSWDYGQVKRLRSGWLGPQSSWQRLKSWVLPGAKAGAPLLGVTATYS---S   160
gi|145607199|ref|XP_361592.2| VDDSDSDLEIDLQELDPQSNSSQRPLRGSAESYAREAAEHRSSP---RIPLRNLRMGGLRRSRDRGQYGELGHRRDGSSDQSAGLLTPGDRDASSSRFEDSDRHGDDDAPLLPDSEQGRRRPGGHRRLKSIT-DALRLPSFMSSSSNVAD   164
gi|85101739|ref|XP_961207.1| VDESDSDLEIDLEELDPQATDPNNHHQSLGQHRSRNSSEQRPPPPTTSIALRNLRMGSLRRGAKRNGYGELGRSRDGNDDDDADALLRHDRHSVG-----SATHDEDAGLLSEHGGGGRIRTSSGRRRRSFAGDGLRNISMKLPGFMSGD   162
gi|19114632|ref|NP_593720.1| ------------------MDSRLNRIQSKMKLWIKDKNLSNPSIP------------------LKVLNKSFRSSRQSSVSNGHGLYSLDRDETESLMSSHEASNAG--------------------------------ISLDSSFR----    78
gi|115532300|ref|NP_001040665.1| ---------------------------------------------------------------------MGKRKKNDESSSSSSQKPCVSSSSDDFSVSFVRAEEDDVATTIRDKTASL----KSNATHFSA---ASAAKGGMLCCRSLF    74
gi|17559268|ref|NP_503858.1| --------------------------------------------------------------------------MVQNFTQSAYLNQCVS--TEDFSVSFVKSENDDVATRIRDKTEIS----KSNRTQFPG---TSPFEKLTVWFQSLM    67
gi|20301938|ref|NP_609634.1| SSAAGGGGSFLGNLFGSNSFGSAAGQIRYRNERSRERAKHSNGSYSSISKLAQLTHTSSGVAGAGSIGGGGGGSGSATGIKVTTGDGSVAASGGSAATGDLSNGATHSTTVIDPENGSSTVFYQHNRRKSKSRSIGNVCKLCLCSCWRKW   207
gi|158296962|ref|XP_317283.4| --------------------------------------------------------------------------------------------------------------------------------------------SCWCWAWRKW    10
gi|73945359|ref|XP_855968.1| --------------------------------------MADQIPLYPVR--SAAAAANRKRAAYYSAAGLGPGAERPSRYQLEDESAHLDEMPLMMSEEGFENDESDYHTLPRARVTQR----KRGLEWFVCGGWKFLCTSCCDWLVNIC   106
gi|122692527|ref|NP_001073724.1| --------------------------------------MADQIPLYPVRSAAAVAAANRKRAAYFSSAGPGPGADRPSRYQLEDESAHLDEMPLMMSEEGFENDESDYHTLPRARITRR----KRGLEWFVCGGWKFLCTSCCDWLINIC   108
gi|41327760|ref|NP_940933.3| --------------------------------------MADQIPLYPVR-SAAAAAANRKRAAYYSAAGPRPGADRHSRYQLEDESAHLDEMPLMMSEEGFENEESDYHTLPRARIMQR----KRGLEWFVCDGWKFLCTSCCGWLINIC   107
gi|114673706|ref|XP_001143568.1| ------------------------------------------------------------------------------MYQLEDESAHLDEMPLMMSEEGFENEESDYHTLPRARIMQR----KRGLEWFVCDGWKFLCTSCCGWLINIC    68
gi|40807502|ref|NP_056620.2| --------------------------------------MADQIPLYPVR-SAG-AAASHRRAAYYSSAGPGPGADRRGRYQLEDESAHLDEMPLMMSEEGFENDESDYHTLPRARITRR----KRGLEWFVCGGWKFLCTSCCDWLINVC   106
gi|62664679|ref|XP_225706.3| --------------------------------------MADQIPLYPVR-SAAAAAASHRRAAYYSAVGPGPGADRRGRYQLEDESAHLDEMPLMMSEEGFENDESDYHTLPRARITRR----ERGLEWFVCGGWKFLCTSCCDWLINVC   107
gi|113681577|ref|NP_001038619.1| -------------------------------------------------------------------------------------------MPLMMSEEAFENDESDYQTLPRARVSQR----RRGLGWFLCGGWKVLCSSCCECLVHTC    55
gi|124806112|ref|XP_001350631.1| NGNFQKIYSKDIRVGDIILIKSKQRVPADCILLRNLNKNEESNFKVEEKRLFNCFRWNKSNNVYNKINKSYYHFNKNIDNELIDDRYNESNNNCSETSNNLLFSENEKSQKKGKKKQKKKLMLGDNNTNMNDFNFNPNDQNNNMSNQLKK   300
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gi|6322141|ref|NP_012216.1| GSPIELSDQHIEREIHPDTTPVYDR-----NRYVSNELSNAKYNAVTFVPTLLYEQFK-----FFYNLYFLVVALSQAVPALRIGYLSSYIVPLAFVLTVTMAKEAIDDIQRRRRDRESNNELYHVITRNRS------------------   264
gi|50305229|ref|XP_452573.1| GNKIELNDHNVEREIHPATTPIYDR-----KKYPSNVISNAKYNPFTFIPLILYEQFK-----FFFNLYFLIVALSQAIPQLRIGYLSSYIVPLAFVLTVTMSKEAMDDINRRKRDREANNELYEVVNKPCP------------------   267
gi|45187794|ref|NP_984017.1| THSIELTDQHVDREIHLDTTPIYDK-----RKYPTNAISNAKYNAITFLPIVLYEQFK-----FFFNLYFLLVSLSQSIPALRIGYLSSYIVPLAFVLVVTMSKEAMDDIQRRRRDRETNNELYEVLNNSQL------------------   282
gi|145607199|ref|XP_361592.2| QRQPLPEEDEGQEDHDPSGSRLVAVGSAQSARFPPNAVSNAKYTAWSFLPITLYNEFS-----FFFNMYFLLVALSQAIPALRIGYISTYIAPLAFVLMITLGKEAHDDIARRRRDSEANSEPYTTIQFDDPGATVKNGRSRKKLKSAGS   309
gi|85101739|ref|XP_961207.1| QSN--HNDEQEQEEDDPSSSRLVAVGSSQSTRFPPNIISNAKYTAWSFLPVTLYNEFS-----FFFNMYFLLVALSQAIPALRIGYLSTYVAPLAFVLFITLAKEAYDDIERRRRDNEANSEEYTVLQFDDPGASLGINRPRRKMKSSHT   305
gi|19114632|ref|NP_593720.1| ----------VIQVGQPEP------------QYGNNAVTNTKYDLFTFLPKCLYEQFR-----YFYNMYFLLVSLSQLIPPLKIGYLSTYIAPLIFVLLITLTKEAVDDLKRRRRDSYANNEIYTVNDSPCA------------------   183
gi|115532300|ref|NP_001040665.1| SRRRVLHSRTVRVGYGPVGHDANVT-------FTPNTVCNQKYNIFSFVPIVLFQQFK-----FFLNLYFLLMACSQFIPAIQIGAPITYWGPLGFVLTITLIREAFDDFVRYLRDRDLNSEKYEKLTR--DGT----------------   194
gi|17559268|ref|NP_503858.1| SRQRALHSRTVRIGYGPIDHDSPRT-------FPPNTVRNQKYNIFSFVPVVLFQEFK-----FFLNLYFLIMAFSQLVPIFKIGALVTYWFPLGFILTITLIREAIEDFARFLRDRELNSEKYEKLTR--DGT----------------   187
gi|20301938|ref|NP_609634.1| FRPRELRARTVNLGR--VNTEK----------FPPNEIRNQKYNFITFLPLVLFEQFR-----FFLNLYFLLMALSQFIPDIRIGYPYTYWGPLGFVLMVTICREAVDDLRRHQRDHEVNSQKYKRLSSTNISG----------------   324
gi|158296962|ref|XP_317283.4| CASKELKPRTIYIGR--PLTEK----------FPPNEIRNQKYNFFTFLPLVLFEQFR-----FFLNLYFLIMAVSQFIPEIRIGYLYTYWGPLGFVLAVTICREAVDDLRRHKRDREVNSQKYKRFVSADKP-----------------   126
gi|73945359|ref|XP_855968.1| QRKRELKARTVWLGYPEKCEEK----------HPRNSIKNQKYNVFTFIPGVLYEQFK-----FFLNLYFLVVSCSQFVPALKIGYLYTYWAPLGFVLAVTIMREAIDEFRRFQRDKEVNSQLYSKLT---VRG----------------   222
gi|122692527|ref|NP_001073724.1| QRKRELKARTVWLGCPEKCEEK----------HPRNSIKNQKYNIFTFIPGVLYEQFK-----FFLNLYFLIVSCSQFVPALKIGYLYTYWAPLGFVLAVTIMREAVDEFRRFQRDKEVNSQLYSKLT---VRG----------------   224
gi|41327760|ref|NP_940933.3| RRKKELKARTVWLGCPEKCEEK----------HPRNSIKNQKYNVFTFIPGVLYEQFK-----FFLNLYFLVISCSQFVPALKIGYLYTYWAPLGFVLAVTMTREAIDEFRRFQRDKEVNSQLYSKLT---VRG----------------   223
gi|114673706|ref|XP_001143568.1| RRKKELKARTVWLGCPEKCEEK----------HPRNSIKNQKYNVFTFIPGVLYEQFK-----FFLNLYFLVISCSQFVPALKIGYLYTYWAPLGFVLAVTMTREAIDEFRRFQRDKEVNSQLYSKLT---VRG----------------   184
gi|40807502|ref|NP_056620.2| QRKKELKARTVWLGCPEKCEEK----------HPRNSIKNQKYNVFTFIPGVLYEQFK-----FFLNLYFLVVSCSQFVPALKIGYLYTYWAPLGFVLAVTIAREAIDEFRRFQRDKEMNSQLYSKLT---VRG----------------   222
gi|62664679|ref|XP_225706.3| QRKKELKARTVWLGCPEKCEEK----------HPRNSIKNQKYNVFTFIPGVLYEQFK-----FFLNLYFLVVSCSQFVPALKIGYLYTYWAPLGFVMAVTIAREAIDEFRRFQRDKEMNSQLYSKLT---VRG----------------   223
gi|113681577|ref|NP_001038619.1| RRKKELKARTVWLGHPEKCEEK----------YPKNAIKNQKYNIVTFVPGVLYQQFK-----FFLNLYFLVVACSQFVPSLKIGYLYTYWAPLGFVLAVTMVREAVDEVRRCRRDKEMNSQLYSKLT---VRG----------------   171
gi|124806112|ref|XP_001350631.1| KKKRKKKNNKSKKNININETTNETAN----YTYVKTDKIDGETDWKIKYPINIFQNLKRLKDFFTIDILFILEQPKNDIYKIEGSFVIFKYNPYGDFKTTENNNHSLNDNQLLNYSFDMAKEDEGRVQDDEDVDEDDYDDDDDEDDDDDD   446
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gi|6322141|ref|NP_012216.1| -------------------------------------------IPSKDLKVGDLIKVHKGDRIPADLVLLQSSE-----------------------------------------------------PSGESFIKTDQLDGETDWKLRVA   318
gi|50305229|ref|XP_452573.1| -------------------------------------------IPSKDLKVGDIIKLKKGARVPADVVVLQTNE-----------------------------------------------------PNGESFIKTDQLDGETDWKLRLA   321
gi|45187794|ref|NP_984017.1| -------------------------------------------VPSKNLRVGDLVKLHKDSRIPADMILLQSSE-----------------------------------------------------PSGETFVKTDQLDGETDWKLRVA   336
gi|145607199|ref|XP_361592.2| RKAQLRL---SERDRLSDIQEEEELAEGDGAGKGASSHIREVLKASKDLKVGDVLRLTKGQRVPADVVILQCLASEVTASTPVASK--LAEPELLTLDDAS----GNGGASQPRDDGASDGDGSQAGAGGETFIRTDQLDGETDWKLRIA   450
gi|85101739|ref|XP_961207.1| RTGSKRLGIEQENDRLSDIQEEEEQTEGRGLRELPASYLSEVSKKSRDLKVGDVLKLTKGHRVPADVIILKCLAHESAANKETEEQEVPAKEEMLLLDHVDDDDVGEGSSKNAKTSKESNNNGAEGSSSGETFIRTDQLDGETDWKLRLA   455
gi|19114632|ref|NP_593720.1| ---------------------------------------------AQNIQAGDVVYIAKDQRIPADMILLETTVG------------------------------------------------------NEAFIRTDQLDGETDWKLRIP   234
gi|115532300|ref|NP_001040665.1| ----------------------------------------RIEIRSADIEVGDVIIMHKDRRVPADVVLLRTTDK-----------------------------------------------------SGACFIRTDQLDGETDWKLRIP   251
gi|17559268|ref|NP_503858.1| ----------------------------------------RVEIKSADIKVGDVIVMHKDRRVPADVVLLRTSDK-----------------------------------------------------SSSCFIRTDQLDGETDWKLKIP   244
gi|20301938|ref|NP_609634.1| ----------------------------------------YEMVPSSKLKVGDVIIVEKNERVPADLILLRTSDR-----------------------------------------------------SGSVFVRTDQLDGETDWKPRLA   381
gi|158296962|ref|XP_317283.4| ----------------------------------------PESVSSSKLRVGDIIMVEKDERVPADLILLRTSDK-----------------------------------------------------SGAVFVRTDMLDGETDWKLRLA   183
gi|73945359|ref|XP_855968.1| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   279
gi|122692527|ref|NP_001073724.1| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   281
gi|41327760|ref|NP_940933.3| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   280
gi|114673706|ref|XP_001143568.1| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   241
gi|40807502|ref|NP_056620.2| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   279
gi|62664679|ref|XP_225706.3| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPSDMVFLRTSEK-----------------------------------------------------AGSCFIRTDQLDGETDWKLKVA   280
gi|113681577|ref|NP_001038619.1| ----------------------------------------KVQVKSSDIQVGDLIIVEKNQRIPADMIFLRTSEK-----------------------------------------------------TGSCFIRTDQLDGETDWKLRIG   228
gi|124806112|ref|XP_001350631.1| EDDDEDDDEEDDDEEDEEVNIPNNEKNDTQNLDDKKSVRRIFGTKNNTYSYGDDDQVQNEKKKNLDRGYLNLEEK-----------------------------------------------------------DTDYAYNKKDKKKEMV   537
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gi|6322141|ref|NP_012216.1| CPLTQNLSENDLINRI--SITASAPEKSIHKFLGKVTYKDST-------------------------SNPLSVDNTLWANTVLASSGFCIACVVYTGRDTRQAMNTTTAKVKTGLLELEINSISKILCACVFALSILLVAFAGFHNDD--   439
gi|50305229|ref|XP_452573.1| CSLTQSLTENDLLNNI--TITASAPEHSIHNFLGKITYKDST-------------------------SSPLSVDNTMWENTVLASSAACICCIVYTGRETRQALNTTKSKAKTGLLELEINGLSKILCACVFLLSIMLVAFAGFNNND--   442
gi|45187794|ref|NP_984017.1| PSLTQNLTQDEMLTKV--HITASAPEKSIHMFTGKLTYKGS--------------------------SAPLSVDNTLWANTVLASSGTCVACVIYTGTDTRQAMNTSKSSVKTGLLELEINSLSKILCICVFTLSILLVVIGGLDDDK--   456
gi|145607199|ref|XP_361592.2| SPLSQNLATEELVR-F--RVTAGKPDKKVNEFVGTLELLPSRQDAMSP-------GARLPNGDELANTAPLTIDNTAWANTVIASRAVTLAVIVYTGPQTRSALSTSPSRSKTGLLEYEINSLTKILCALTLALSIILVAFQGFTNTEGN   590
gi|85101739|ref|XP_961207.1| SPLSQNLSTEELVR-L--RVTAGKPDKRVNEFVGTLELLPSRQDVMSG-------AAYNPREGDDVKAAPLSIDNTAWANTVIASNATTLAVIVYTGPQTRSALSTSPSRSKTGLLEYEINSLTKILCFLTLFLSIVLVALEGFSTAKGN   595
gi|19114632|ref|NP_593720.1| CSNQHTEG----------IVHADAPIKSVHHFYGTFTLNNQK--------------------------RPISVDHTLWANTVLASDG-VYGVVVYTGKDTRQSMNSSKAKTKVGLLEKEINFYSKILCTFVLVLSIGLTFSHGIKTD---   344
gi|115532300|ref|NP_001040665.1| VPHTQHLPNEADIMELNCEVYAEKPQKDIHAFVGTLKIT----------------------DDDNVQDGSLNVENVLWANTVVASGT-AVGIVVYTGRETRSVMNTTLPESKVGLLDLEVNNLTKLLFCFVLVLSSVMVAMKGLDNL---   375
gi|17559268|ref|NP_503858.1| IPFTQHLANESEIMELNCEVYAEKPQKDIYSFVGTVKIT----------------------ADDKIHEGSLDVENVLWANTVVSSGT-AIGVVVYTGCETRSVMNTTVPEYKVGLLDLEINNLTKLLFCFVLLLASVMVLMKGPTSL---   368
gi|20301938|ref|NP_609634.1| VPYTQKLSRDSELHSIDASFYVEKPQNDIHSFIATFCM------------------------ADGSEDTGLSVENTLWANTVVAAGT-ATGIVIYTGCETRSVMNNSQPRSKVGLLDMEINGLTKVLFCAVLGLSLVMMMLKGFGGP---   503
gi|158296962|ref|XP_317283.4| VPATQKLASHGELLTVNASLYVEKPQRDIHTFIGTYSK------------------------HGGTEDEGLNVENTLWANTVVASGT-AVGIVIYTGSETRSVMNNSQPRSKVGLLDLEINNLTKVLFCAVIGLSFAMMCLKGFNGP---   305
gi|73945359|ref|XP_855968.1| VSCTQRLPALGDLFSISAYVYAQKPQLDIHSFEGTFTR----------------------EDCDPPIHESLSIENTLWASTIVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNQLTKALFVALVALSVVMVTLQGFVGP---   403
gi|122692527|ref|NP_001073724.1| VSCTQRLPALGDLFSINAYVYAQKPQLDIHSFEGTFTR----------------------EDSDPPVHESLSIENTLWASTVVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNQLTKALFLALVALSVVMVTLQGFAGP---   405
gi|41327760|ref|NP_940933.3| VSCTQQLPALGDLFSISAYVYAQKPQMDIHSFEGTFTR----------------------EDSDPPIHESLSIENTLWASTIVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNRLTKALFLALVALSIVMVTLQGFVGP---   404
gi|114673706|ref|XP_001143568.1| VSCTQRLPALGDLFSISAYVYAQKPQMDIHSFEGTFTR----------------------EDSDPPIHESLSIENTLWASTIVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNRLTKALFLALVALSIVMVTLQGFVGP---   365
gi|40807502|ref|NP_056620.2| VSCTQRLPALGDLFSISAYVYAQKPQLDIHSFEGTFTR----------------------EDSDPPIHESLSIENTLWASTIVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNQLTKALFLALVVLSVVMVTLQGFAGP---   403
gi|62664679|ref|XP_225706.3| VSCTQRLPALGDLFSISAYVYAQKPQLDIHSFEGTFTR----------------------DDSDPPIHESLSIENTLWASTIVASGT-VIGVVIYTGKETRSVMNTSNPKNKVGLLDLELNQLTKALFLALVVLSVVMVTLQGFAGP---   404
gi|113681577|ref|NP_001038619.1| VACTQRLPALGDLFSISAYVYVQKPQLDIHSFEGNFTRISMKSKQTEMYKPTLMCDLCPQEDCDPPIHESLSIENTLWASTVVASGT-VIGVVIYTGKEMRSVMNTSQSKNKVGLLDLELNRLTKALFLAQVVLSVVMVALQGFLGP---   374
gi|124806112|ref|XP_001350631.1| TFIDVEKGNNERTINLNKKKNSVNTTGNRSSYVNDGKMCNVFNNEDNFN------------FYNVNYRKKLNYDNFILFNSVITSSD-VICLVIYTGSDTRVNMSTQISKIKRGMIDEKLNLITLFLFIILTLFSIYMCSVKLNN-----   669
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                   *:  . *:::*** ::*:.* .*:::.*  :      *  :  .:::.: * *::* : ::::*******:* * :: :*:*                                                                   
gi|6322141|ref|NP_012216.1| -WYIDILRYLILFSTIIPVSLRVNLDLAKSVYAHQIEHDKTIPETIVRTSTIPEDLGRIEYLLSDKTGTLTQNDMQLKKIHLG-------------------------------------------------------------------   521
gi|50305229|ref|XP_452573.1| -WYVDIMRYLILFSTIIPVSLRVNLDLGKSVYAYKIEHDKQIEDTIVRTSTIPEDLGRIEYLLSDKTGTLTQNDMQLKKIHLG-------------------------------------------------------------------   524
gi|45187794|ref|NP_984017.1| -WYVDIMRYLILFSTIIPVSLRVNLDLGKSVYARQIESDKSIPDTIVRTSTIPEDLGRIEYLLSDKTGTLTQNDMQLRKIHLG-------------------------------------------------------------------   538
gi|145607199|ref|XP_361592.2| VWYIKIMRFLVLFSTIVPISLRVNLDLGKSVYSWFIQRDPGMPGAVVRTSMIPEDLGRIEYLLSDKTGTLTQNEMEMKKIHIG-------------------------------------------------------------------   673
gi|85101739|ref|XP_961207.1| IWYVKIMRFLVLFSTIVPISLRVNLDLGKSVYSWFIQRDPGIPGAVVRTSTIPEDLGRIEYLLSDKTGTLTQNEMEMKKIHVG-------------------------------------------------------------------   678
gi|19114632|ref|NP_593720.1| -WYISVFRYLILFSSIIPINLRVNLDLAKIVHSKNTESDPNLPGVVVRSSNIPEELGRIEYVLTDKTGTLTQNEMEMKKLHVG-------------------------------------------------------------------   426
gi|115532300|ref|NP_001040665.1| -WYRYLMRFILLFSYIIPISLRVNLDMAKLFYSWQIGRDKHIPETVIRSSTIPEELGRISFLLSDKTGTLTKNEMHFKKIHLG-------------------------------------------------------------------   457
gi|17559268|ref|NP_503858.1| -WYLYLARFILLFSYIIPISLRTNVDMAKLFYSWQIGHDHHIPETVVRSSTIPEELGRISFLLSDKTGTLTKNEMHFKKIHLG-------------------------------------------------------------------   450
gi|20301938|ref|NP_609634.1| -WYRYMFRFVLLFSYIIPISLRVNLDMGKAFYSWQMQNDSNIQGTVVRSTTIPEELGRISYVLTDKTGTLTQNEMVFKKIHLG-------------------------------------------------------------------   585
gi|158296962|ref|XP_317283.4| -WYRYMFRFVLLFSYIIPISLRVNLDMGKAFYSWQIQNDDEIKGTVVRSTTIPEELGRMSYLLTDKTGTLTQNEMIFKKIHVG-------------------------------------------------------------------   387
gi|73945359|ref|XP_855968.1| -WYRNLFRFLLLFSYIIPISLRVNLDMGKAAYGWMIMKDESIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMVFKRLHLG-------------------------------------------------------------------   485
gi|122692527|ref|NP_001073724.1| -WYRSLFRFLLLFSYIIPISLRVNLDMGKAAYGWMIMRDEHIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMVFKRLHLG-------------------------------------------------------------------   487
gi|41327760|ref|NP_940933.3| -WYRNLFRFLLLFSYIIPISLRVNLDMGKAVYGWMMMKDENIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMIFKRLHLG-------------------------------------------------------------------   486
gi|114673706|ref|XP_001143568.1| -WYRILFRFLLLFSYIIPISLRVNLDMGKAVYGWMMMKDENIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMIFKRLHLG-------------------------------------------------------------------   447
gi|40807502|ref|NP_056620.2| -WYRNLFRFLLLFSYIIPISLRVNLDMGKAAYGWMIMKDENIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMVFKRLHLG-------------------------------------------------------------------   485
gi|62664679|ref|XP_225706.3| -WYRNLFRFLLLFSYIIPISLRVNLDMGKAAYGWMIMKDENIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMVFKRLHLG-------------------------------------------------------------------   486
gi|113681577|ref|NP_001038619.1| -WFRNLFRFVVLFSYIIPISLRVNLDMGKSAYGWMIMKDENIPGTVVRTSTIPEELGRLVYLLTDKTGTLTQNEMVFKRLHLG-------------------------------------------------------------------   456
gi|124806112|ref|XP_001350631.1| LWYLNFIRFMLLFSSVIPISLSVNLNIAKIYYTLLIQRDKEVESTIIKNSGIIENFGDIDYIFTDKTGTLTENVMVLKVIHIGFDVIHAENEKNSIQGNNMETKQKGNYNKKMLSYNLDDMNEDVDDTSIYLASSNYSKHDRRNKNLRNG   819
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                                       ..  :    :                                                                                                                                       
gi|6322141|ref|NP_012216.1| ---TVSYTSETLDIVSDYVQS------------------------------------------------------------------------------------------------------LVSSKNDSLNNSKVALSTTRKDMSFRV   566
gi|50305229|ref|XP_452573.1| ---TVSYTNETMDIVTDFIQS------------------------------------------------------------------------------------------------------MNSRTSNSTP------TTTRKNISDRV   563
gi|45187794|ref|NP_984017.1| ---TVSYTMETMDMVTDYIQT------------------------------------------------------------------------------------------------------LTSPANMGAAG--VAVTGSRKEVSQRV   581
gi|145607199|ref|XP_361592.2| ---TVSYANEAMDEVSSYIKQGFHVQPTLSDT--------------------------------------------------------------------------------------SESIQLVTPSSTFTNAAASGTTRTRREIGARV   734
gi|85101739|ref|XP_961207.1| ---TVSYANEAMDEVATYVKQGFNLSS--SAS--------------------------------------------------------------------------------------SASLALATPSSTYS-AANVGATRTRREIGSRV   736
gi|19114632|ref|NP_593720.1| ---TMGFSAESMDVVQACIQN------------------------------------------------------------------------------------------------------YSTP------------IPLSEDSKTLV   459
gi|115532300|ref|NP_001040665.1| ---TVAFSSDAFEEVGQHVRSAYAG------------------------------------------------------------------------------------------------------------------RLAKHSFSAKL   490
gi|17559268|ref|NP_503858.1| ---TVAFSGDALEEVEQHVKSAYDS------------------------------------------------------------------------------------------------------------------ALVKHPFSAKL   483
gi|20301938|ref|NP_609634.1| ---IVSHDADTFHHIGQMIQKLSGNILQQQQ-----------------------------------------------------------------------------------------GSLSSSSSGGDSTKPMMFGNRMRRPEGWRE   643
gi|158296962|ref|XP_317283.4| ---TAAYGRDTFPMVSAAIQSVYG-------------------------------------------------------------------------------------------------TLSAPADASPEDHGSEYQPRLRKPDGWRI   437
gi|73945359|ref|XP_855968.1| ---TVSYGADTMDEIQNHLRNPYSQMQS--------------------------------------------------------------------------------------------QASGNNTSSTLPRKAQSSAPKVRKSVSSRV   540
gi|122692527|ref|NP_001073724.1| ---TVSYGTDTMDEIQNHLVNAYTQTQC--------------------------------------------------------------------------------------------QAGGSSAASTPPRKAPSSAPKVRRSVSSRV   542
gi|41327760|ref|NP_940933.3| ---TVSYGADTMDEIQSHVRDSYSQMQS--------------------------------------------------------------------------------------------QAGGNNTGSTPLRKAQSSAPKVRKSVSSRI   541
gi|114673706|ref|XP_001143568.1| ---TVSYGADTMDEIQSHVRDSYSQMQS--------------------------------------------------------------------------------------------QAGGNNTGSTPLRKAQSSAPKVRKSVSSRI   502
gi|40807502|ref|NP_056620.2| ---TVSYGTDTMDEIQSHVLNSYLQVHS--------------------------------------------------------------------------------------------QPSGHNPSSAPLRRSQSSTPKVKKSVSSRI   540
gi|62664679|ref|XP_225706.3| ---TVSYGTDTMDEIQSHVLNSYLQVHS--------------------------------------------------------------------------------------------QTSGHNPSSAPLRRSQSSTPKVKKSVSSRI   541
gi|113681577|ref|NP_001038619.1| ---TVSYGTDTMDEIQSHIIQSYAQVSSA-------------------------------------------------------------------------------------------QSNGSSASSTPSRKPQPPAPKVRKSVSSRI   512
gi|124806112|ref|XP_001350631.1| ELASFSYEMENTSNINNNTKLRNYTKSNHHHNNISDNELYDEKNYNDDQRSLSNYSDTSYGDVHLKNYKQNNMILNQNMGQNRNETLTKNNNNNNNNNNNNNNNNNNMSLEKKKKKVEKMVDEFLKYKSDPLDYYNDNIDDIEYLKRHRV   969
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gi|6322141|ref|NP_012216.1| RDMILTLAICHNVTPTFED--------------------------------------------------------------------------DELTYQAASPDEIAIVKFTESVGLSLFKRDRHSISLLHEHSGKT-------------   629
gi|50305229|ref|XP_452573.1| IDLVTTLAICHNVTPTFED--------------------------------------------------------------------------GELTYQAASPDEIAIVKFTESVGLSLFRRDRHSISLFHDHSGMK-------------   626
gi|45187794|ref|NP_984017.1| RDLVVTLATCHNVTPNFED--------------------------------------------------------------------------NELAYQAASPDEIAIVKFTERVGLSLFKRDRHSLTLFHEYSGVN-------------   644
gi|145607199|ref|XP_361592.2| RDVVLALALCHNVTPTTDE-ED---------------------------------------------------------------------GKTVTSYQASSPDEIAIVKWTEAVGLRLTYRDRQSMTLSFSETGK--------------   800
gi|85101739|ref|XP_961207.1| RDVVLALALCHNVTPTSEEDEN---------------------------------------------------------------------GHTVNSYQASSPDEIAIVKWTESVGLRLAHRDRKNIVLESAETGRPV------------   805
gi|19114632|ref|NP_593720.1| RNLVLALSLCHNVTPSKGH-------------------------------------------------------------------------DGVVSYQAASPDEVAIVKWTSTLGLVLTNRTRDAITLNNN------------------   518
gi|115532300|ref|NP_001040665.1| QNAVEAIALCHNVTPIFENGE--------------------------------------------------------------------------ISYQAASPDEVALVKWTETVGVRLASRDLHAMSLSVQLP----------NGQTLM   556
gi|17559268|ref|NP_503858.1| KNAVESLALCHNVTPVLENGE--------------------------------------------------------------------------LSYQAASPDEVALVKWTETVGVKLAHRDLHTMTLDVQPS----------NGTTVP   549
gi|20301938|ref|NP_609634.1| WEAVRALALCHNVTPVSDDED-NRSVSTASTVTGGNNSPTK----------------------------------SVINIEAPG------STDTEHQYQAASPDEIALVKWTEQVGLTLIARDLNTMTLQVKTP---------SEDNDIL   743
gi|158296962|ref|XP_317283.4| WESVKALALCHNVTPVYESNNGNGGSGSISSTSDRRQSPAR----------------------------------SISVESQAGEPSTSKPATTEKTYQASSPDEIALVKWTESVGLTLVQRDLNHMTLQIRDATHEARGTSMNENASIN   553
gi|73945359|ref|XP_855968.1| HEAVKAIALCHNVTPVYEPRAG-MTGEAEYTEADQDFS------------------------------------------------------DGNRTYQAASPDEVALVQWTESVGLTLVSRDLTSMQLRTPSG--------------QI   621
gi|122692527|ref|NP_001073724.1| HEAVKAVALCHNVTPVYEARG--AAGETEVAEADQDFS------------------------------------------------------DDNRTYQASSPDEVALVQWTESVGLTLVSRDLTSMQLRTPGG--------------QI   622
gi|41327760|ref|NP_940933.3| HEAVKAIVLCHNVTPVYESRAG-VTEETEFAEADQDFS------------------------------------------------------DENRTYQASSPDEVALVQWTESVGLTLVSRDLTSMQLKTPSG--------------QV   622
gi|114673706|ref|XP_001143568.1| HEAVKAIVLCHNVTPVYESRAG-VTEETEFAEADQDFS------------------------------------------------------DENRTYQASSPDEVALVQWTESVGLTLVSRDLTSMQLKTPSG--------------QV   583
gi|40807502|ref|NP_056620.2| HEAVKAIALCHNVTPVYEARAG-ITGETEFAEADQDFS------------------------------------------------------DENRTYQASSPDEVALVRWTESVGLTLISRDLASMQLKTPSG--------------QV   621
gi|62664679|ref|XP_225706.3| HEAVKAIALCHNVTPVYEARTG-ITGETEFAEADQDFS------------------------------------------------------DENRTYQASSPDEVALVRWTESVGLTLVSRDLASMQLKTPSG--------------QV   622
gi|113681577|ref|NP_001038619.1| HEAVKAIALCHNVTPVYESRVNGANAEPESTEADQDFS------------------------------------------------------DDNRTYQASSPDEVALVRWTESVGLTLVNRDLTSLQLKTPAG--------------QI   594
gi|124806112|ref|XP_001350631.1| FQTFLSFLICNNIRTLTKESSNKEKEKTKKKKERKEKDFQKNLYYILKVNRKKKDVQKNKKENNSDNVKSSTQNKKKKHFSSNSSEDSETFSHSDVSYQCSSPDELAFLKYATNCGFILKKKTASKIEIKYKN---------------IM  1104
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gi|6322141|ref|NP_012216.1| LNYEILQVFPFNSDSKRMGIIVR----------DEQLDEYWFMQKGADTVMSK--IVESNDWLEEETGNMAREGLRTLVIGRKKLNKKIYEQFQKEYNDASLSMLN-RDQQMSQVITKYLEHDLELLGLTGVEDKLQKDVKSSIELLRNA   766
gi|50305229|ref|XP_452573.1| LEYDIKILFPFNSDSKRMGVIIF----------DKLKQEYWFLQKGADTVMSS--IVVRNDWLEEETSNMATEGLRTLVIGRKKLSTNLFEQFEKEYSEASLTMMD-REVHMQNVVRKFLENDLELLGLTGVEDKLQKDVKSSIELLRNA   763
gi|45187794|ref|NP_984017.1| LQYDILHVFPFTSDTKRMGIIVR----------DRTKNEIWFLQKGADTVMSK--IVQSNDWLEEEVSNMAREGLRTLVIARKKLSTRLYEQFSKEYKDASLSMLN-RDEAMNEVVKRHLEHNLELLGLTGVEDKLQKDVKTSIELLRNA   781
gi|145607199|ref|XP_361592.2| -------------------TVVHFFERPN----EIGSGETWFYQKGADTVMSS--IVAANDWLDEETANMAREGLRTLVVGRKRLSAEQYREFSSRYQEASLAING-RDAGMQKVVSHYLERDLELLGVTGVEDKLQKDVKPSLELLRNA   924
gi|85101739|ref|XP_961207.1| VKVRILDIFPFTSEGKRMGIIVQFYEKLQPGNPSLGSSEIWFYQKGADTVMSS--IVAANDWLDEETANMAREGLRTLVVGRKRLSLKEYQEFSAKHHEASLAISG-REANMQAVVSQYLEHNLELLGVTGVEDKLQKDVKPSLELLRNA   952
gi|19114632|ref|NP_593720.1| -VYKILNIFPFKSETKRMGIIVQ-----------SPDEKITFYLKGADSIMQN--FVKPSFWLEEECGNLAREGLRTLVVAKKDLSAEEYSAFSLAHSDASLSFSNSRDKKMEEIVSRYLENDMDLLGLTGVEDKLQKDVKITLELLRNA   654
gi|115532300|ref|NP_001040665.1| KQFQILYVFPFTSETKRMGIIVK----------DETTDEVTLLMKGADTVMSG--MVQYNDWLDEECSNMAREGLRTLVVARKPLSQAELEAFDRAYHAAKMSISD-RSQNMANVVNRMLERDLQLLCLTGVEDRLQDQVTTSLELLRNA   693
gi|17559268|ref|NP_503858.1| IQFQILHVFPFTSERKRMGIIVK----------EETSGEVTLYIKGADTVMSD--MVQYNDWLDEECTNMAREGLRTLVFAKKILSRAELEAFDQAYHAAKMSITN-RTQNMANVVKNMLERDLQLICLTGVEDRLQDQVTTSLELLRNA   686
gi|20301938|ref|NP_609634.1| LHYQILQLFPFTSESKRMGIIVR----------ESKTGQITFYLKGADVVMSS--IVQYNDWLSEESGNMAREGLRTLVVAKKVLTEEQYSDFETRYNAARLSITD-RVAKVAAVTES-LERELELLCLTGVEDRLQENVRPTLELLRNA   879
gi|158296962|ref|XP_317283.4| TTYQILQTFPFTSENKRMGIIVR----------ELNGGEITFYLKGADVVMSG--IVQYNDWLAEESGNMAREGLRTLVVAKKVLSEEQYNDFVMRYNAAKVSVTD-RVAKVAAVIES-LEREMELLCLTGVEDRLQDRVRPTLELLRNA   689
gi|73945359|ref|XP_855968.1| LTYSILQMFPFTSESKRMGVIVR----------DESTTEIMFYMKGADVAMSS--IVQYNDWLEEECGNMAREGLRTLVVAKRALTEEQYQDFESRYSQAKLSIHD-RALKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   757
gi|122692527|ref|NP_001073724.1| LTYCILQTFPFTSESKRMGVIVR----------DESTAEITFYMKGADVAMAS--IVQYNDWLEEECGNMAREGLRTLVVAKRALTEEQYQDFESRYNQAKLSLHD-RTLKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   758
gi|41327760|ref|NP_940933.3| LSFCILQLFPFTSESKRMGVIVR----------DESTAEITFYMKGADVAMSP--IVQYNDWLEEECGNMAREGLRTLVVAKKALTEEQYQDFESRYTQAKLSMHD-RSLKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   758
gi|114673706|ref|XP_001143568.1| LSFCILQLFPFTSESKRMGVIVR----------DESTAEITFYMKGADVAMSP--IVQYNDWLEEECGNMAREGLRTLVVAKKALTEEQYQDFESRYTQAKLSMHD-RSLKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   719
gi|40807502|ref|NP_056620.2| LTYCILQMFPFTSESKRMGIIVR----------DESTAEITFYMKGADVAMST--IVQYNDWLEEECGNMAREGLRTLVVAKRTLTEEQYQDFESRYSQAKLSIHD-RALKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   757
gi|62664679|ref|XP_225706.3| LTYCILQMFPFTSESKRMGIIVR----------DEATAEITFYMKGADVAMST--IVQYNDWLEEECGNMAREGLRTLVVAKRTLTEEQYQDFESRYSQAKLSIHD-RTLKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLEMLRNA   758
gi|113681577|ref|NP_001038619.1| LTYYILQIFPFTSESKRMGIIVR----------EEATGDITFYMKGADVAMAS--IVQYNDWLEEECGNMAREGLRTLVVAKKSLTEEQYQDFENRYNQAKLSIHD-RNLKVAAVVES-LEREMELLCLTGVEDQLQADVRPTLELLRNA   730
gi|124806112|ref|XP_001350631.1| LEYDILLHIPFSSETKRMSIFVR----------NVKNRNIYFFIKGADNVLIKKCHEKYKTFIYEESDHLSNIGLRVLVHGCLNVEEQFFHNFSALYNKNKDVKGQ------LENILEYVEKNIKVLAITGVEDKLQEGVGKTIEMLYNS  1238
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gi|6322141|ref|NP_012216.1| GIKIWMLTGDKVETARCVSISAKLISRGQYVHTITKVTRPEGAFNQLEY---LKINRNACLLIDGESLGMFLKHYEQEFFDVVVHLPTVIACRCTPQQKADVALVIRKMTG-KRVCCIGDGGNDVSMIQCADVGVGIVGKEGKQASLAAD   912
gi|50305229|ref|XP_452573.1| GIKIWMLTGDKVETARCVSISAKLISRGQYVHTVTKVNKPEGALHHLEY---LQVNQNSCLLIDGESLGLYLQYFPDEFFDIVVNLPTVVACRCTPQQKADVAVFIRQATG-KRVCCIGDGGNDVSMIQCADVGVGIVGKEGKQASLAAD   909
gi|45187794|ref|NP_984017.1| GVKIWMLTGDKVETARCVCVSAKLISRGQYVHTITKLTRRDGALSRLEY---LKANRNSCLLIDGDSLAIYMSHYRAEFFEIVICLPVVIACRCTPQQKADVALLIREMTG-KRVCCIGDGGNDVSMIQCADVGVGIVGKEGKQASLAAD   927
gi|145607199|ref|XP_361592.2| GIKIWMLTGDKVETARCVAVSSKLVARGQYIYTLAKMKRTDSAQDHLDF---LRNKTDACLLIDGESLALLLQYHRLDFVSVAVRLPTVVACRCSPTQKAEVARLIKDYTR-KRVCCIGDGGNDVSMIQAADVGVGIVGKEGRQASLAAD  1070
gi|85101739|ref|XP_961207.1| GIKIWMLTGDKVETARCVAVSSKLVARGQYIHTIAKLRRKDGAQDNLDL---LRSKTDSCLLIDGESLAMYLTHFRREFISVAVLLPTVVACRCSPTQKAEVAKLIKEYTK-KRVCCIGDGGNDVSMIQAADVGVGIVGKEGRQASLAAD  1098
gi|19114632|ref|NP_593720.1| GIHVWMLTGDKVETARCIAISSRLVSRGQYIHTINQLSSREEAHNHLLT---LRNKPDSCLIIDGESMEFCIGYLQNEFIDIVSDLSSVVICRCTPTQKANMTRLIQEKKQ-ASVCCIGDGGNDVGMIQVANVGIGIVGKEGQQASLAAD   800
gi|115532300|ref|NP_001040665.1| GIKIWMLTGDKLETAICIAKSSGLFSRSDNIHVFGNVHNRTDAHNELNN---LRRKTDVALVMPGSALNVCLQYYEAEVAELVCACTAVVCCRCSPEQKAQIVQLLRKYRAPLRVAAIGDGGNDVSMIQAAHAGIGIDANEGKQASLAAD   840
gi|17559268|ref|NP_503858.1| GIKIWMLTGDKLETAICIAKSSGLFSKSDHIHVFGSVQTRTDAYNELDN---LRNKTNIALVMPGSSLNICLQYYEEEVAELVCASTAVVCCRCSPEQKAQIVQLLRKYRAPLRVAAIGDGGNDVSMIQAAHAGIGIDANEGKQASLAAD   833
gi|20301938|ref|NP_609634.1| GVRVWMLTGDKLETACCIAKSSQLIGRNQGLHVLRSVKTRTDAHQELNS---FRRKQGHALVISGESLEVCLQYYRPEFLELATASPAVVCCRCSPTQKAQVVALIQKHTG-KRTCAVGDGGNDVSMIQQADAGVGIEGREGRQASLAGD  1025
gi|158296962|ref|XP_317283.4| GIKIWMLTGDKLETATCIAKSSHLVGRNQSIHVLKSVLTRTDAHLELNQ---FRRKQDCALVVSGESLEVCLQYYQPEFMELATACPAVVCCRCSPTQKAQVVSLIQKYSK-KRTCAVGDGGNDVSMIQQADAGIGIEGREGKQASLAGD   835
gi|73945359|ref|XP_855968.1| GIKIWMLTGDKLETATCIAKSSHLVSRTQDIHIFRPVTNRGEAHLELNA---FRRKHDCALVISGDSLEVCLKYYEHELVELACQCPAVVCCRCSPTQKAHIVKLLQQHAG-RRTCAIGDGGNDVSMIQAADCGIGIEGKEGRQASLAAD   903
gi|122692527|ref|NP_001073724.1| GIKIWMLTGDKLETATCIAKSSHLVSRTQDTHVFRPVTSRGEAHLELNA---FRRKHDCALVISGDSLEVCLKYYEHEFVELACQCPAVVCCRCSPTQKAHIVKLLQQHTG-RRTCAIGDGGNDVSMIQAADCGIGIEGKEGRQASLAAD   904
gi|41327760|ref|NP_940933.3| GIKIWMLTGDKLETATCIAKSSHLVSRTQDIHIFRQVTSRGEAHLELNA---FRRKHDCALVISGDSLEVCLKYYEHEFVELACQCPAVVCCRCSPTQKARIVTLLQQHTG-RRTCAIGDGGNDVSMIQAADCGIGIEGKEGKQASLAAD   904
gi|114673706|ref|XP_001143568.1| GIKIWMLTGDKLETATCIAKSSHLVSRTQDIHIFRQVTSRGEAHLELNA---FRRKHDCALVISGDSLEVCLKYYEHEFVELACQCPAVVCCRCSPTQKARIVTLLQQHTG-RRTCAIGDGGNDVSMIQAADCGIGIEGKEGKQASLAAD   865
gi|40807502|ref|NP_056620.2| GIKIWMLTGDKLETATCIAKSSHLVSRTQDIHVFRPVTSRGEAHLELNA---FRRKHDCALVISGDSLEVCLRYYEHELVELACQCPAVVCCRCSPTQKAHIVTLLRQHTR-KRTCAIGDGGNDVSMIQAADCGIGIEGKEGKQASLAAD   903
gi|62664679|ref|XP_225706.3| GIKIWMLTGDKLETATCIAKSSHLVSRTQDIHIFRPVTNRGEAHLELNA---FRRKHDCALVISGDSLEVCLRYYEHELVELACQCPAVVCCRCSPTQKAHIVTLLRQHTR-KRTCAIGDGGNDVSMIQAADCGIGIEGKEGKQASLAAD   904
gi|113681577|ref|NP_001038619.1| GIKIWMLTGDKLETATCIAKSSHLVSRNQDIHVFKPVSNRGEAHLELNA---FRRKHDCALVISGDSLEVCLRYYEHEFVELACQCPAVVCCRCSPTQKAQIVRLLQQHTA-NRTCAIGDGGNDVSMIQAADCGIGIEGKEGKQASLAAD   876
gi|124806112|ref|XP_001350631.1| GIKVWVLTGDKIETAICICKNANIKKKKHNIYIFRHENIKSTSNLIREFNSILHNIESYVLFFDNIIIQNCIKYIPNAFVDFAANARAVVCCRCSPIEKKEIAILIKTIKK-KKILCIGDGGNDVAMIQSADIGIGVLGKEGKQVVHDSD  1387
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gi|6322141|ref|NP_012216.1| FSITQFCHLTELLLWHGRNSYKRSAKLAQFVMHRGLIIAICQAVYSICSLFEPIALYQGWLMVGYATCYTMAPVFSLTLDHDIEESLTKIYPELYKELTEGKSLSYKTFFVWVLLSLFQGSVIQLFSQAFTSLLDTDFTRMVAISFTALV  1062
gi|50305229|ref|XP_452573.1| FSITQFCHLTKLLLWHGRNSYKSSAKLSQFVIHRGLIISVCQAVYSICSMFEPLALYQGWLMVGYATCYTMAPVFSLTLDHDIDESLTTLYPELYKELTLGKSLSFKTFFVWVALSVFQGCVIQMASQFFTSLNDSDFTKMVAISFTALV  1059
gi|45187794|ref|NP_984017.1| YSITQFCHLTKLLLWHGRNSYKRSAKLSQFVIHRGLLISVCQAVYSISSNLKPIALYQGWLMVGYATCYTMAPVFSLTLDHDIDESLTKTYPELYKELTEGRSLSYKTFFVWVILSLFQGAVIQGFSQLFIGVGSEVFKKMVALSFTALV  1077
gi|145607199|ref|XP_361592.2| FSIEQFHHLTKLLVWHGRNSYKRSAKLAQFVIHRGLIIAVCQTMYSIAMHFEPDGLYKDWLLVGYATMYTAFPVLSLVLDKDVDENLANLYPELYKELTSGRSLSYRTFFVWVLVSIYQGGIIQGLSQLLTEVDGP---KMVAVSFTVLV  1217
gi|85101739|ref|XP_961207.1| FSIEQFHHLTKLLVWHGRNSYKRSAKLAQFVIHRGLIIAVCQTMYSIALKFEPEGLYKDWLMVGYATVYTAFPVLSLVLDKDVDEDLANLYPELYKELTSGSSLSYRTFFVWVFVSIYQGCLIQGLSQVLTGIDGP---RMLAVSYTVLV  1245
gi|19114632|ref|NP_593720.1| YSVKEFSHVSRLLLWHGRISYKQTSKLAMFVIHRGLLISVCQVVYSVISAFEPIALFQGLLLVGYSTMYTMLPVFSIVYDRDVSEKLVFLFPELYKEMREQKCFSYKNFISCVLISVYQGLIIQLFTFYLIGFEEEG--KMLAVCFSCLI   948
gi|115532300|ref|NP_001040665.1| FSITQFSHVCRLLLVHGRFCYKRSCALSQFVMHRGLIISTMQAIFSCVFYFASVSLYQGVLMVAYSTCYTMLPVFSLVVDRDVTATNALTYPELYKELGKGRSLSYKTFCIWVLISLYQGAVIMYGALLVF---DADFIHVVSISFSALI   987
gi|17559268|ref|NP_503858.1| FSITQFSHICRLLLVHGRFSYKRSCTLAQFIMHRGLLISIVQAIFSCVFYFVAVSLYQGVLMVAFTSCYTLLPVFSLIADRDVTATNALTYPELYKELVKGRTLSYKTFFIWVFISIYQGAVIMYGALLIF---DTDILHIVSISFSALI   980
gi|20301938|ref|NP_609634.1| FSIPQFSHIAKLLLIHGRRSYKRSAALSQFVIHRGLIITTLQAVFSAVFYLSSVALYQGFLMVGYSTLYTMFPVFSLVLDQDITSETAVTYPELYKDLSKGRSLSYKTFFIWVLISIYQGGVIMYGALILF---VDEFIHIVAISFSALI  1172
gi|158296962|ref|XP_317283.4| FSIPQFSHIARLLIVHGRRSYKRSAALSQFVIHRGLIISTMQAVFSAVFYLSSVALYQGFLMVGYATLYTMFPVFSLVLDQDISANIAITYPELYKELSKGRSLSYKTFFMWVLISIYQGGVIMYGALILF---EDEFIHIVAISFSALI   982
gi|73945359|ref|XP_855968.1| FSITQFKHIGRLLMVHGRSSYKRSAALGQFVMHRGLIISTMQAVFSSVFYFASVPLYQGFLMVGYATLYTMFPVFSLVLDQDVKPEMAMLYPELYKDLTKGRSLSFKTFLVWVLISIYQGGILMYGALLLF---ESEFVHVVAISFTALI  1050
gi|122692527|ref|NP_001073724.1| FSITRFKHVGRLLMVHGRSSYKRSAALGQFVMHRGLIISTMQAVFSSVFYFASVPLYQGFLMVGYATVYTMFPVFSLVLDQDVKPEMAMLYPELYKDLTKGRSLSFKTFLVWVLISIYQGGILMFGALVLF---ESEFVHVVAISFTALV  1051
gi|41327760|ref|NP_940933.3| FSITQFRHIGRLLMVHGRNSYKRSAALGQFVMHRGLIISTMQAVFSSVFYFASVPLYQGFLMVGYATIYTMFPVFSLVLDQDVKPEMAMLYPELYKDLTKGRSLSFKTFLIWVLISIYQGGILMYGALVLF---ESEFVHVVAISFTALI  1051
gi|114673706|ref|XP_001143568.1| FSITQFRHIGRLLMVHGRNSYKRSAALGQFVMHRGLIISTMQAVFSSVFYFASVPLYQGFLMVGYATIYTMFPVFSLVLDQDVKPEMAMLYPELYKDLTKGRSLSFKTFLIWVLISIYQGGILMYGALVLF---ESEFVHVVAISFTALI  1012
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