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gi|18857981|ref|NP_572475.1| ---------------MYPVAF----------------------------------------------------VLLLLVAPN-ADANLGRDDER----------------------------------------------------FHEE    30
gi|158293278|ref|XP_314651.3| ---------------MWKLLS----------------------------------------------------LWTVLVMAGGLKGSSAQFSDI----------------------------------------------------FDEE    31
gi|76633701|ref|XP_870165.1| ---------------MAAPVRIF--------------------------------------------------LLVLLLLGPGGWGRAEPPRDS----------------------------------------------------LREE    33
gi|73992513|ref|XP_534436.2| --------------MAAACLRLV--------------------------------------------------WLAPLLLGLVDGGRAEPPRDA----------------------------------------------------LREE    34
gi|120587021|ref|NP_598540.2| ---------------MAAAMPLGLPL----------------------------------------------RLLVLLLVGRGCCGCAEGPRDS----------------------------------------------------LREE    37
gi|34860689|ref|XP_215919.2| ---------------MAAAMPLG--L----------------------------------------------SLLLLVLVGQGCCGRVEGPRDS----------------------------------------------------LREE    35
gi|23397653|ref|NP_057021.2| ---------------MAAAMPLA--------------------------------------------------LLVLLLLGPGGWCLAEPPRDS----------------------------------------------------LREE    33
gi|114682189|ref|XP_001155968.1| ---------------MAAAMPLA--------------------------------------------------LLVLLLLGPGGWCLAEPPRDS----------------------------------------------------LREE    33
gi|118100578|ref|XP_417358.2| ---------------MLAVG-----------------------------------------------------LVLLLAAGLG----QGTTRGV----------------------------------------------------LREE    26
gi|68401542|ref|XP_684608.1| ---------------MAAYRCGLYLAL---------------------------------------------ILILSRIVHPGIADTLEKANDTTGEKQSASDAPRDNADARSVDLNERQWQKTDVEPYTGDDPQNTPSVRPAKDQFEEE    90
gi|18397852|ref|NP_566299.1| ---------------MASLLR---------------------------------------------------SLILLLIVQSFLVAIAFGSKEV--------------------------------------------------EEFSEA    34
gi|50302957|ref|XP_451416.1| -------MRLQNWIPVLLLAAIV------------TAEVDFEVNPVDNETES-------VQQDVIDESWNAEPGESSRITQSSKFLSLEHPIEY---------------------------------------------------NFREH    73
gi|45188206|ref|NP_984429.1| -------MKAS-IIGLWALSSLIGVSNGLNNMEGSRERTNASMSGVDVNSGSDIS----IETAVVGAAANGQGAVGGVADERRGLVSLAAPAKY---------------------------------------------------PYMEH    87
gi|6321982|ref|NP_012058.1| -------MILT--LAYFMLGTLL---------------------------------------------------LGVFAEDTVSQIGINDSLWY---------------------------------------------------PYDEA    39
gi|39943496|ref|XP_361285.1| ------------MQSLFAFL-----------------------------------------------------LFPLLAAAQ----------------------------------------------------------------YHEQ    21
gi|32410037|ref|XP_325499.1| ---MRPSFPSSFLLSLLSLLCFS--------------------------------------------------PYTAIANASSSPADSISNSRS---------------------------------------------------DYHEQ    46
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gi|18857981|ref|NP_572475.1| LVVRPLSGDHVNTYFQFTTRWHYG-----EKDN--LYHTQLTPRVIAELLQQFAVKELHIGLTQGLWRYETWG-----YPIVEATSGAEMWAWFSGANLTNRDVDRQWKELANVFSGVLCASLNFVDN-TNSIAPRHLIRPQ-------F   160
gi|158293278|ref|XP_314651.3| LFIKPLPDKFVYSYFQFTTRWELG-----KNDS--LLHTNLVSRPLAELFHHFGVQELHLSFTYGLWRYESWG-----YPVTDAGPGAEVWAWFEPTTDHRASIDHRWKMLCGTLSGLFCASLSFIEP-SNTFEPVYTLRPQT-----HH   163
gi|76633701|ref|XP_870165.1| LVITPLPSGDVAATFQFRTRWDSEL----QREG--VSHYRLFPKALGQLISKYSLRELHLSLTQGFWRTRYWG-----TPFLQAPSGAELWAWFQDT---VTDVDESWKELSNVLSGIFCASLNFIDS-TNTVTPTASFKPLG------L   162
gi|73992513|ref|XP_534436.2| LVITPLPSGDVAATFQFRTRWDSDL----QREE--VSHYRLFPKALGQLISKYSLRELHLSFTQGFWRTRYWG-----PPFLQAPSGAELWVWFQDT---VTDVDKSWKELSNVLSGIFCASLNFIDS-TNTVTPTASFKPLG------L   163
gi|120587021|ref|NP_598540.2| LVITPLPSGDVAATFQFRTRWDSDL----QREG--VSHYRLFPKALGQLISKYSLRELHLSFTQGFWRTRYWG-----PPFLQAPSGAELWVWFQDT---VTDVDKSWRELSNVLSGIFCASLNFIDA-TNTVTPTASFKPLG------L   166
gi|34860689|ref|XP_215919.2| LVITPLPSGDVAATFQFRTRWDSDL----QREG--VSHYRLFPKALGQLISKYSLRELHLSFTQGFWRTRYWG-----PPFLQAPSGAELWVWFQDT---VTDVDKSWKELSNVLSGIFCASLNFIDS-TNTVTPTASFKPLG------L   164
gi|23397653|ref|NP_057021.2| LVITPLPSGDVAATFQFRTRWDSEL----QREG--VSHYRLFPKALGQLISKYSLRELHLSFTQGFWRTRYWG-----PPFLQAPSGAELWVWFQDT---VTDVDKSWKELSNVLSGIFCASLNFIDS-TNTVTPTASFKPLG------L   162
gi|114682189|ref|XP_001155968.1| LVITPLPSGDVAATFQFRTRWDSEL----QREG--VSHYRLFPKALGQLISKYSLRELHLSFTQGFWRTRYWG-----PPFLQAPSGAELWVWFQDT---VTDVDKSWKELSNVLSGIFCASLNFIDS-TNTVTPTASFKPLG------L   162
gi|118100578|ref|XP_417358.2| LLLRPLPVGDVAAVFQFRTRWDADL----QQGA--VSHYRLFPKALGQLVAAHGVRELHLALTQGFWSTQSWG-----QPPLGAPAGAELWVWFQDT---VPDVDKAWKELSNILSGIFCASLNFIDS-TNTVTPTASFKPLG------V   155
gi|68401542|ref|XP_684608.1| LVIRPLHSGDIYASFQFRTLWDVDF----QQEGQKTSHYRLFPKSLGQVLSKFSVRELHISFTQGYWRTMQWG-----QPFIASPPGAELWVWFHHT---VTDVDGNWRELTNVLSGIFCASLNFIDL-TNTVQPSASFKPLG------L   221
gi|18397852|ref|NP_566299.1| LLLKPLPDRKVLAHFHFENRAPPSN----SHGR----HHHLFPKAISQLVQKFRVKEMELSFTQGRWNHEHWGGFDPLSSMNAKPVGVELWAVFDVP---QSQVDTSWKNLTHALSGLFCASINFLESSTSYAAPTWGFGPNS-------   166
gi|50302957|ref|XP_451416.1| LDLTPLPNNFLLASFQFYMQSEPFGIDRDQHESSEYSHHTVFPKPVGPIMSQTNTRQLHLRFTHGLWDSQEWG-QLPHNGLKSGGTGVELWAIVEAPS--KEEALKSWITLANSLSGLFCASINFIDT-SKTTFPVSSFLPKEDEAIP-L   218
gi|45188206|ref|NP_984429.1| LGLRPLPRNALLASLQFYMQSNSFQVGK-QQDGSDYNHYTVFPKSITPVMENTQTRQLHLRFTHGLWDHENWG-QLPHAGAKSGGSGVELWAVMEAGS--RDEAFRNWLLMTHSLSGLFCASINFIDS-TKTTFPVSSFQPRTDERIP-L   231
gi|6321982|ref|NP_012058.1| LVLKPLPNNDLLLSFAFQLQSEPFDPAVSSMSYDAYEHYTTFPRAIPPLLESTATRQFHLRFTRGFWDALSWG-QLPHAGKEAGASGVELWSQVQAMD--QEQAFHNWKKLSNSLSGLFCSSLNFIDE-SRTTFPRRSYAS--DIGAP-L   182
gi|39943496|ref|XP_361285.1| LVLRPLPLSALLASFNFRANT--------TIADFEAHNYRLFPRSLAQILQHAGTRELHLRFGLGRWDAESWG-ARPWDGTREGGTGVELWAWLDAST--DEEADRKWLTLTNALSGLFCASLNFIDG-TRTTRPVMSFQP---EGDH-P   155
gi|32410037|ref|XP_325499.1| LILRPLPLSTLLASFNFRSNT--------SLSAFEAHNFRFFPRSLGQILEHAGTRELHLRFSLGRWDAESWG-ARPWNGAREGGTGVEMWAWLEADT--DEEADRKWLTLTNALSGLFCASLNFIDS-TRTTRPVMSFQP---EGNH-I   180
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gi|18857981|ref|NP_572475.1| MPANGQRFVRYATLPREIVCTENLTPWKKLLPCGSASGFASLLNSGHVHNTKYHSLGLKVRVLCEDHDEDNCIVELTQTANLVYDLRLF---ELSNNDFSLRRLFGMGLNGYCELAESSKIYVQRNE-----------LGERYQLVPEPV   296
gi|158293278|ref|XP_314651.3| FPGRPEPILRYAALPREIVCTENLTPWAKLLPCRSREGLLSLLVPDSIYSSNYHSLGVHIRKLCGDEACSEFQLEVKQTVSVVQDLRLF---GGPN--WSIRKLFGQGMEGSCALATTSNVYVDVTD-----------SEGALEISQQPD   297
gi|76633701|ref|XP_870165.1| ANGTDHSFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPVCRNARCTSVSWELRQTLSVVFDAFVT---GQGKKDWSLFRMFSRTLTEPCPLASESRVYVDVTSYG--------QDNETLEVYPPPL   301
gi|73992513|ref|XP_534436.2| ANGTDHYFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPVCRNARCTSISWELRQTLSVVYDAFVT---GQGKKDWSLFRMFSRTLTEPCPLASESRVYVDVTSYN--------QDNETLEVHPTPT   302
gi|120587021|ref|NP_598540.2| ANDTDDYFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPICRNAHCTSISWELRQTLSVVFDAFIT---GQGKKDWSLFRMFSRTLTEACPLASQSLVYVDITGYS--------QDNETLEVSPPPT   305
gi|34860689|ref|XP_215919.2| ANDTDHYFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPICRNAHCTSISWELRQTLSVVFDAFIT---GQGKKDWSLFRMFSRTLTEACPLASQSLVYVDITGYS--------QDNETLEVSPPPT   303
gi|23397653|ref|NP_057021.2| ANDTDHYFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPVCRNARCTSISWELRQTLSVVFDAFIT---GQGKKDWSLFRMFSRTLTEPCPLASESRVYVDITTYN--------QDNETLEVHPPPT   301
gi|114682189|ref|XP_001155968.1| ANDTDHYFLRYAVLPREVVCTENLTPWKKLLPCSSKAGLSVLLKADRLFHTSYHSQAVHIRPVCRNARCTSISWELRQTLSVVFDAFIT---GQGKKDWSLFRMFSRTLTEPCPLASESRVYVDITTYN--------QDNETLEVHPPPT   301
gi|118100578|ref|XP_417358.2| ANGTDHRLLRYAVLPREVVCTENLTPWKKLLPCGSKAGLAVLLKAERLFHSSYHSQAVHIRPICRDASCLAVSWELRQTLTVVFDSFTS---GQGKKDWSLFKMFSRTLTDACPLASESKVYVDISPKN--------KEKQLLEVTPTPT   294
gi|68401542|ref|XP_684608.1| GNATDHSFLRYATLPREIVCTENLTPWKKLLPCGSKAGLAVLMKSEKLFHSSFHSQAVHIRPVCQDEQCTSKAWELRQTLNVVFDLYTS---GQGKKEWSMFKMFSRTLTEACPLASSSKVYVDITD-N--------PEGELFELSPVTA   359
gi|18397852|ref|NP_566299.1| ------DKLRYGSLPREAVCTENLTPWLKLLPCRDKDGISALMNRPSVYRGFYHSQRLHLSTVESGQEGLGSGIVLEQTLTVVLQPETTSVESNMQPSWSLSSLFGRQVVGRCVLAKSSNVYLQLEGLLGYESKNVDTEIEAHQLWKNAE   310
gi|50302957|ref|XP_451416.1| LNQSNHLYLMRATLANEPVCTENLTPFVKLLPTRGKSGISSLLDGHKIFDSNWHSLSIDVNTVCDES-TANCHFVMEEFIETVVNVPNALARADRPIPKPLPGDELRCDTNRP-HDAFQCFPLPQSKEVSFSIS---KLFGKKIRGGSLL   363
gi|45188206|ref|NP_984429.1| LNGTNHLYLLRGSLANEPVCTENLTPFLKLLPTRGRQGLSTLLEGHKVFGSRWHSLSLDVSTICSE--EGLCHYEMEEFIELALDVPSTLARVERPIPKPLDGSNLRCDTCKH-HDSWTCFPLSDSTSAKIELS---KLFGRYIMDATEL   375
gi|6321982|ref|NP_012058.1| FNSTEKLYLMRASLPNEPICTENLTPFIKLLPTRGKSGLTSLLDGHKLFDSLWNSISLDIATICSEDEDALCHYEMDARIEMVTHVPSALARGERPIPKPLDGNTLRCDTDKP-FDSYQCFPLPEPSQTHFKLS---QLFARPINNGNLF   328
gi|39943496|ref|XP_361285.1| NVTAANMHLLYGTLPREVVCTENLTPFLKLLPCKGKAGIASLLDGHKLFDASWQSMAIDVRPVCSE--DGGCVLEIEQTIDMVLDLDRAKRPRDNPIPRPPPSEELKCDTTKEYHNEHTCFPADYTAHQDWTLS---KVFGRSMQGSCPL   300
gi|32410037|ref|XP_325499.1| DANATNMHLLYGVLPHEVVCTENLTPFLKLLPCKGKAGIASLLDGHKLFDSSWQTMAIDIRPVCPE--DGECVLQIEQSIDMVLDIDRSKRPRDNPIPRPPPAHEMKCNTSKPYHAHDTCFPTDSAANQDWSLS---QIFGKPIKGTCPL   325
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gi|18857981|ref|NP_572475.1| HEVKTTRGGHSVVYSVYDMH--EQFKEAGER-LFNVAWLAPKSANR----------------------------RRNLAKPSLPPVTVHRYLLGHGQERGRIVTEVTNSH-YDALP------------IMLQEVIPWYVHAYLHTLSIRR   402
gi|158293278|ref|XP_314651.3| ETILSVRGGARTQLHRFDVKQFEAITAKGRRAMFNVAVMDKRDPN-------------------------------VIVVAGPPPIYAKRFILGVGQERGKIVTQITNAH-WGALD------------LIVFETIPWFVPVYLHTLTIRR   403
gi|76633701|ref|XP_870165.1| TTYQDVILGTRKTYAVYDLLDAAVVSN-SRSLNIQLKWKRPPENE----------------------------------APPVPFLYAQRYVSGYGLQSGQLSTLLYNTHPYRAFP------------VLLLDTVPWYLRLYVHTLTITS   404
gi|73992513|ref|XP_534436.2| TTYQDVTLGTQKTYAVYDLLDTAVINN-SRNLNLQFKWKSPPENE----------------------------------APPVPFLHAQRYVSGYGLQNGELNTLLYNTHPYRAFP------------VLVLDTVPWYLRLYVHTLTITS   405
gi|120587021|ref|NP_598540.2| STYQDVILGTRKTYAVYDLFDTAMINN-SRNLNIQLKWKRPPDNE----------------------------------ALPVPFLHAQRYVSGYGLQKGELSTLLYNSHPYRAFP------------VLLLDVVPWYLRLYVHTLTITS   408
gi|34860689|ref|XP_215919.2| STYQDVILGTRKTYAVYDLFDTAMINN-SRNLNIQLKWKRPPDNE----------------------------------ALPVPFLHAQRYVSGYGLQKGELSTLLYNSHPYRAFP------------VLLLDAVPWYLRLYVHTLTITS   406
gi|23397653|ref|NP_057021.2| TTYQDVILGTRKTYAIYDLLDTAMINN-SRNLNIQLKWKRPPENE----------------------------------APPVPFLHAQRYVSGYGLQKGELSTLLYNTHPYRAFP------------VLLLDTVPWYLRLYVHTLTITS   404
gi|114682189|ref|XP_001155968.1| TTYQDVILGTRKTYAIYDLLDTAMINN-SRNLNIQLKWKRPPENE----------------------------------APPVPFLHAQRYVSGYGLQKGELSTLLYNTHPYRAFP------------VLLLDTVPWYLRLYVHTLTITS   404
gi|118100578|ref|XP_417358.2| SVHEAIVQGDKTTYAVYDLLSPVLFNT-SRSLNVQLKWKRPEDSS----------------------------------ELSTPIMHAQRYVSGYGLQTGEISTLIYNTHPYRAFP------------VILLETVPWYLRLYVHTLTIIT   397
gi|68401542|ref|XP_684608.1| LLSQAVVLGDRRTYSVYDLTRAETFGQ-LRSLNLLLRWKG--ESG----------------------------------DMLRPLLHAERYVSGFGLQTGEIHTVIYNNHPFRAFP------------VLLMDSVPWYLQLYIHTLTVTS   460
gi|18397852|ref|NP_566299.1| FELSLKPERVIRESCSFLFIFDIDKSSDSEPFDLGLTWKRPSKWS-----------------------------------CQQAPLHSSRFLMGSGNERGAIAILLKATESQEKLSGRDLTNGQCTIKANIFQIFPWYIKVYYHTLQIFV   425
gi|50302957|ref|XP_451416.1| GE-QSSKICVHVP-SHWDVMIQVDESYFATDDN---CFDLNNNKP-----HDVRLETTD---------------SKSVLPSKKTPIYVSRALTGYGQDRGGLRSVFRNPS-NEAVE------------LVYFESLPWFMGVYLSSLAIE-   474
gi|45188206|ref|NP_984429.1| SD-TPSKACVKVS-DNWKVLIKAGDAYFTTATN---CFDVKGKKW-----HDIYLDTDD---------------TTKVYPVDSSPVFVTRSLTGYSQDKGGLRTVFRNPT-DQPVS------------LVYFESLPWYMRLYLSTVKIE-   486
gi|6321982|ref|NP_012058.1| AN-RPTRICAEVDRSTWTAFLSVDDTIFSTHDN---CFDLSNDQNEGGSGYDFILESTD---------------TTKVTPIVPVPIHVSRSLTGNGQDRGGMRIVFHNDN-DTPVK------------LIYFESLPWFMRVYLSSLQITS   446
gi|39943496|ref|XP_361285.1| ANSDVPPVCMQIP-ESRSVYTSEGVHEIKNPDGRSRCFKVDDGAL-----VELVLAEPSQESSAHPESPGADFESRGLLKPEVPALYAERSLTGHGAERGGVQTIFTNPSPDKEIE------------FVYMESLPWFMRIYLHTLTARV   432
gi|32410037|ref|XP_325499.1| TDPNVSPVCIQVP-DSRIVFASEGAVEKKNPDQTSRCFDFPAEND-----FEIFLPAP--------EAEDGSVVIEHVVKPETPLLYAERSFTGHGQERGGVQTILRNPSPDQEVE------------FIYMESLPWFMRIYLHTISARV   449
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gi|18857981|ref|NP_572475.1| KPQRVNE------YGGQRLT------FKLLHYTPGKQRELPSHLEIGFMLPGQT-SALISIDVDYLLLKWLEYPPDANHGHYIGSAIVSSQLPMGRNYTALPP-EGHLFEHSFNATRPS-YVLSLHTEALIVSLPTPDFSMPYNVICLAC   537
gi|158293278|ref|XP_314651.3| -------------AGGERIE------PAFLHYTPGVQRERPYGLEVAFRIPARA-TVELSIDFDYIFLKWQEYPPDANHGHYIPSSIISLLLPSARNYTSIPR-EAALFRESFNATQLAGYFLQVRTEALLLTLPTPDFSMPYNVICLAC   532
gi|76633701|ref|XP_870165.1| K-------------GKENK-------PSYIHYQPAQDRMQPHLLEMLIQLPASS-ITKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSVVAAKPGDWEESPLFNSLFPVSDSSSYFVRLYTEPLLVSLPTPDFSMPYNVVCLTC   533
gi|73992513|ref|XP_534436.2| K-------------GKENK-------PSYVHYQPAQDRLQPHLLEMLIQLPANS-ATKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSMVAAKPVDWEESPLFKSLYPVSDSSSYFVRLYTEPLLVNLPTPDFSMPYNVICLTC   534
gi|120587021|ref|NP_598540.2| K-------------GKENK-------PSYIHYQPAQDRQQPHLLEMLIQLPANS-VTKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSVVAAKPVDWEGSPLFNTLFPVSDGSSYFVRLYTEPLLVNLPTPDFSMPYNVICLTC   537
gi|34860689|ref|XP_215919.2| K-------------GKDNK-------PSYIHYQPAQDRQQPHLLEMLIQLPANS-VTKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSMVAAKPVDWEESPLFNTLFPVSDGSSYFVRLYTEPLLVNLPTPDFSMPYNVICLTC   535
gi|23397653|ref|NP_057021.2| K-------------GKENK-------PSYIHYQPAQDRLQPHLLEMLIQLPANS-VTKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSMVAAKPVDWEESPLFNSLFPVSDGSNYFVRLYTEPLLVNLPTPDFSMPYNVICLTC   533
gi|114682189|ref|XP_001155968.1| K-------------GKENK-------PSYIHYQPAQDRLQPHLLEMLIQLPANS-VTKVSIQFERALLKWTEYTPDPNHGFYVSPSVLSALVPSMVAAKPVDWEESPLFNSLFPVSDGSNYFVRLYTEPLLVNLPTPDFSMPYNVICLTC   533
gi|118100578|ref|XP_417358.2| K-------------GKENK-------PSYMHYQPAQDRKRPHLLEMLIQLPANS-ATKITIQFERALLKWTEYPPDPNHGFYVSSSVLSALVPSVIAMKDVNVEESPLFTSLFPSSDGSSYFLRLYTEPLLVNLPTPDFSMPYNVICLTC   526
gi|68401542|ref|XP_684608.1| K-------------SRENK-------PSYIHYQPAKDRHRPHLLEMLIQLPPHS-MTEITVQFDRALLKWTEYTPDPNHGFYVGSSVVSALVPSMVAMNTNFTLDQPLFSSFVPVKEESSYFMRVYTEPLLVNLPTPDFSMPYNVICLTC   589
gi|18397852|ref|NP_566299.1| DQQ----------QKTDSEV------LKKINVSPSTDKVSSGMMEMMLELPCEVKSVAISIEYDKGFLHIDEYPPDANQGFDIPSALISFPDHHASLDFQEELSNSPLLSSLKEK-----SLVRSYTEVLLVPLTTPDFSMPYNVITITC   554
gi|50302957|ref|XP_451416.1| SDDPE---------LTLDS------VVKSTFYSPARDRERPTHLERAMIIPPNT-AFAISFQFDKSLLKYAEYPPDANHGFEIEAAVAAVLTPER---------------------------YEARTSSLLLSLSTPDFSMPYNVIILTS   581
gi|45188206|ref|NP_984429.1| TDDN----------LSIND------VIKSTYYLPARDRERPTHLEYQMVIPANT-TFALTYQFDKSLLQYAEYPPDANHGFEIESAVVTVLSPFK---------------------------YEFRTATLLLSLSTPDFSMPYNVIILTS   592
gi|6321982|ref|NP_012058.1| TTSPQ---------LQEND------IILDKYYLQAADRKRPGHLEFTMLIPANT-DIVMTYQFDKALLQFAEYPPDANHGFEIDAAVITVLSLESSSSL-----------------------YEMRTSTLLLSLSTPDFSMPYNVIILTS   557
gi|39943496|ref|XP_361285.1| ADSEIDSRGSTVSAGQAQAKGDKK-VIQEIYYRPALDRARGSQVEVRMRVPPAS-TVFLTYDFEKSILRYTEYPPDANRGFDVASAVVTILNSNQSSST--------------SSRNA-----NLRTASVLLSLPTPDFSMPYNVIILSS   561
gi|32410037|ref|XP_325499.1| DG----------QPGKADS------LIQEVYYRPAVDRARGTQLEVRMTVPPAS-TVFLTYDFEKSILRYTEYPPDANRGFDVAAAVITILNRDNKSGG--------------NGRNSRFAAYNLRTTTLLCNLPTPDFSMPYNVIIFTS   568
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gi|18857981|ref|NP_572475.1| TVVALAFGPIHSVATKMIIVGRQTSAPKNFVKKIFNQLFRRGKATDETAAEGEGLPAAGAAATGVASGRAAISPGSPSGDQPLLEDLDEEEEEEQD   633
gi|158293278|ref|XP_314651.3| TVVALAFGPIHNISTKRIVAKGKEKDKVSLGEKVK-QFFKINK-----------------------------------------------------   574
gi|76633701|ref|XP_870165.1| TVVAVCYGSFYNLLTRTFQIE--EPRKGGLVKRLANLIRRARGVPPL-------------------------------------------------   578
gi|73992513|ref|XP_534436.2| TVVAVCYGSFYNLLTRTFHIE--EPSTGGLAKWLANLIRRARGVPPL-------------------------------------------------   579
gi|120587021|ref|NP_598540.2| TVVAVCYGSFYNLLTRTFHIE--EPKSGGLAKRLANLIRRARGVPPL-------------------------------------------------   582
gi|34860689|ref|XP_215919.2| TVVAVCYGSFYNLLTRTFHIE--EPKSGGLAKRLANLIRRARGVPPL-------------------------------------------------   580
gi|23397653|ref|NP_057021.2| TVVAVCYGSFYNLLTRTFHIE--EPRTGGLAKRLANLIRRARGVPPL-------------------------------------------------   578
gi|114682189|ref|XP_001155968.1| TVVAVCYGSFYNLLTRTFHIE--EPRTGGLAKRLANLIRRARGVPPL-------------------------------------------------   578
gi|118100578|ref|XP_417358.2| TVVAVCYGSFYNLLTRTFHVE--EPSRGGLAKRLANVIRRLRGVPPI-------------------------------------------------   571
gi|68401542|ref|XP_684608.1| TVVAVGYGSFYNLLTRTFQVD--EPSPP-LAKRLANLIRRIRGVPLLT------------------------------------------------   634
gi|18397852|ref|NP_566299.1| TIFALYFGSLLNVLRRRIGEE-ERFLKSQAGKKTGGLKQLLSRITAKIRGRPIEAPSSSEAESSVLSSKLILKIILVAGAAAAWQYFSTDE-----   644
gi|50302957|ref|XP_451416.1| TVMGLAFGTLFNLISKQLITLEEADKILASTGPRAKLLRVKAKIVNMLQGNKNKIIKSAKYE----------------------------------   643
gi|45188206|ref|NP_984429.1| TVMGLIFGTLFNMLVKKITTVEEADKHMQHSGLRARARSIKQNLFDKLGSQK---LKKD-------------------------------------   648
gi|6321982|ref|NP_012058.1| TIMGLIFGMLYNLMVKRMVTVEEADKITLQSGLKYKLLKLKEKFLGKKKTKTD-------------------------------------------   610
gi|39943496|ref|XP_361285.1| TAIALGFGGLFNILVRRFVGADEG----PRPGLANGLARLKQKIKGKFGANKTPGKDDAPTLASAGDQGADGSKQQALT-----------------   636
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