
                                                                              .*. :  * *  *:              .: ..  **: **: :                                           : : *  *  *  :: :. 
gi|161076197|ref|NP_001104452.1| --MDIE-LPYLAEYARTGRATCKGCKSTISKDTLRIAVMVQSAFHDAKVPNWFHKTCFFKNQRPSSVG----DIQNIGNLRFADQKELTD----LVENIQEVIS-----AQLGKKRSKAFNLALKDFGIEYAKSSRSTCRGCEQKINKDL   150
gi|158291429|ref|XP_312938.3| --MDAEQLPFLAEYSKSNRAMCRLCKQAIAKDVLRLAAMVQSPMHDGKVAQWYHDDCFFKKQRPATEG----DVANIEALRYEDQKKIRDAIAVFAKGVVPVAG-----KGKGKKRTAVEAQSLKDYGVEYAPSGRAMCRGCEIKILKDE   150
gi|156523968|ref|NP_001609.2| MAES-SDKLYRVEYAKSGRASCKKCSESIPKDSLRMAIMVQSPMFDGKVPHWYHFSCFWKVGHSIRHPD--VEVDGFSELRWDDQQKVKKTAE--AGGVT---------GKGQDGIGSKAEKTLGDFAAEYAKSNRSTCKGCMEKIEKGQ   150
gi|73960821|ref|XP_863797.1| -------------------------------------------MFDGKVPHWYHFSCFWKVGHSIRHPD--VEVDGFSELRWDDQQKVKKTAE--AGGVTGVAAMSDPSGKGQDGGGGKTDKTLADFAAEYAKSNRSTCKGCLEKIEKGQ   150
gi|20806109|ref|NP_031441.2| MAEA-SERLYRVEYAKSGRASCKKCSESIPKDSLRMAIMVQSPMFDGKVPHWYHFSCFWKVGHSIRQPD--VEVDGFSELRWDDQQKVKKTAE--AGGVA---------GKGQDGSGGKAEKTLGDFLAEYAKSNRSMCKGCLEKIEKGQ   150
gi|6978455|ref|NP_037195.1| MAEA-TERLYRVEYAKSGRASCKKCSESIPKDSLRMAIMVQSPMFDGKVPHWYHFSCFWKVGHSIRQPD--TEVDGFSELRWDDQQKVKKTAE--AGGVA---------GKGQHGGGGKAEKTLGDFAAEYAKSNRSTCKGCMEKIEKGQ   150
gi|27807449|ref|NP_777176.1| MAES-SDKLYRVEYAKSGRASCKKCKESIPKDSIRMAFMVESPMFDGKIPHWYHLSCFWKVGFSIWHPD--VEVEGFSELRWDDQQTIKKMAE--TGGRTDVS------GKGQDGVGSKTEKTLIDFGAGYAKSNRSTCKSCMEKIDKGQ   150
gi|45383984|ref|NP_990594.1| MAET-GDKPYRAEYAKSGRASCKKCGESIAKDSLRLALMVQSPMFDGKVPHWHHYSCFWKRARIVSH----TDIDGFPELRWEDQEKIKKAIE--TGALQEE-------KGGTRKEVGKAEKSLTDFAAEYAKSNRSTCKGCEQKIEKGQ   150
gi|113677594|ref|NP_001038407.1| MADSQDDKLYKAEYAKSGRASCKKCKDNIAKDSLRMAIMVQSPMFDGKVPHWHHFSCFWLR--AAVQSP--SDISGFTDLRWDDQEKVKTAIE--SGGATG--------GKGGQKGAAKGEKTLNDFAVEYAKSNRSTCKGCDQKIEKDQ   150
gi|30684908|ref|NP_850165.1| --MASPHKPWRAEYAKSSRSSCKTCKSVINKENFRLGKLVQSTHFDGIMPMWNHASCILKKTKQIKSVD---DVEGIESLRWEDQQKIRKYVESGAGSNTSTST--------GTSTSSTANNAKLEYGIEVSQTSRAGCRKCSEKILKGE   150
gi|115471709|ref|NP_001059453.1| --MAAPPKAWKAEYAKSGRSSCKSCRSPIGKDQLRLGKMVQATQFDGLMPMWNHASCILSKKNQIKSVD---DVEGIDTLRWDDQEKIRNYVGSAP------------------ATASSAAAISDKCTIEVAKSARTSCRRCGEKIKKGT   150
gi|17510487|ref|NP_491072.1| MIHSNEPLPYAIEYAKSGRSNCKTCKKNIALDQLRMSMNRPSTFFDGNMDSWFHYNCFWIKMIRGRDDINISSIRGVDWLRWEDQEKLRQEIQHFKTASPPTLT----------PLCSTTTVILSTIKTEKSLSNRGKCGKCGQNFERGE   150
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gi|161076197|ref|NP_001104452.1| VRLRKT----------------VYDTEVGMKYGGQPLWHHLECFAQLRSELGWFAS--GEDMPGFQSLADDDQ----AKVKNAIPPIKSE------------ELPDTKRAKMELS--------------DTNE---EGEKKQRLKDQNDA   300
gi|158291429|ref|XP_312938.3| MRIKKV----------------AYDTEVGMKYGGQPLWHHAECFAKLRSELGYFEK--AESLPGYRSMKPEDQ----KILKGLLPAIKAE------------DVP-AKKVKEEVK--------------DEVDKAADATEEKKMAEQQKA   300
gi|156523968|ref|NP_001609.2| VRLSKK----------------MVDPEK-PQLGMIDRWYHPGCFVKNREELGFRPEYSASQLKGFSLLATEDK----EALKKQLPGVKSEG------KRKGDEVDGVDEVAKKKS--------------KKEKDKDS-KLEKALKAQNDL   300
gi|73960821|ref|XP_863797.1| IRLSKK----------------MLDPEK-PQLGMIDRWYHPNCFVKNREELGFRPEYSASQFKGFGLLTPEDK----EALKKQLPGVKSEG------KRKGDEVDGMDEVAKKKS--------------KKEKDKDS-RLEKALKAQNEL   300
gi|20806109|ref|NP_031441.2| MRLSKK----------------MVDPEK-PQLGMIDRWYHPTCFVKKRDELGFRPEYSASQLKGFSLLSAEDK----EALKKQLPAIKNEG------KRKGDEVDGTDEVAKKKS--------------KKGKDKDSSKLEKALKAQNEL   300
gi|6978455|ref|NP_037195.1| MRLSKK----------------MLDPEK-PQLGMIDRWYHPTCFVKNRDELGFRPEYSASQLKGFSLLSAEDK----EALKKQLPAVKSEG------KRKCDEVDGIDEVAKKKS--------------KKGKDKESSKLEKALKAQNEL   300
gi|27807449|ref|NP_777176.1| VRLSKK----------------VVYPDK-PQLGMVDCWYHPKCFVQKREELGFRPEFSATHLMGFSVLTAEDQ----ETLKKQLPAIKGER------KRKGDEVDGIDEVTKKKS--------------KKEKDKEI-KLEKALKAQNDL   300
gi|45383984|ref|NP_990594.1| IRISKK----------------MVHPEK-PQLGMIDNWYHPDCFVSRRAELGFLPAYGATQLLGFSILKAEDK----ETLKKQLPATKTEG------KRKGEEVDG-NVVAKKKS--------------RKEKEKES-KQEKQLKEQTEL   300
gi|113677594|ref|NP_001038407.1| IRVSKK----------------TVDPEK-PQLGLIDRWYHTGCFVSRREELIFKPEYSAAQLKGFAVLRDEDK----EELKKRLPAVKSEG------KRKADEVDG--GVSKKQK--------------KEDE-----KLEQNLKDQSQL   300
gi|30684908|ref|NP_850165.1| VRIFSK----------------PEGPGN-----KGLMWHHAKCFLEMS------SSTELESLSGWRSIPDSDQEALLPLVKKALPAAKTETAEARQTNSRAGTKRKNDSVDNEKSKLAKSSFD-----MSTSGALQPCSKEKEMEAQTKE   300
gi|115471709|ref|NP_001059453.1| VRVSSK----------------LEGQG----------WYHASCFLEMS------PAATVENFSGWEILSHEDKRAVLDLVKKDAPSSGQTSSKGSKRKNNQNDIHDCKAPKIIRSISEGTAEDKGKAVVSHDSNANSSDLQEKLKEQSDT   300
gi|17510487|ref|NP_491072.1| IKAHNKGKANHFKCFLQEFDKISGTVEDIPGWADYEENFKIKAVGEYVEALAAKRRSTEPATPASASPTPPEAETPVLSAEGSPESSNKRPASSEIIEIDGEGNPDENDFAKKRR--------------MKKEARLMEVQKKRMKKQSDL   300
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gi|161076197|ref|NP_001104452.1| YFRFRDDIKNKMKKKDIDILLKFNNQQPVTGDTE---KLFDQTADLLTFGAIESCSECNSCQFIVNKSG--YICNGNHSEWTKCNKLLKEPTR--SACIVPKELK--ALYNFLNTVKEIPSTRIFNNFPPNKSTFSRSLLKTNKNNDVLV   450
gi|158291429|ref|XP_312938.3| YYAIRDKLKSLGVKKSELIEILSLNKQDIPEGND---PVLDRVCDTLMFGALERCSKCG-GQYAFQKSA--YVCQGDLSAWVKCMNTEKAPPR--KKTKIPEELK--SVYSFLKRYKSVISDRVVRYVPPSVNTVMKGVKKEE---ELPS   450
gi|156523968|ref|NP_001609.2| IWNIKDELKKVCSTND-LKELLIFNKQQVPSGES---AILDRVADGMVFGALLPCEECS-GQLVFKSDA--YYCTGDVTAWTKCMVKTQTPNR--KEWVTPKEFR--EIS-YLKKLKVKKQDRIFPPETSASVAATPPPSTASAPAAVNS   450
gi|73960821|ref|XP_863797.1| IWNIKDELKKVCSTND-LKELLIFNKQQVPSGES---AILDRVADGMVFGALLPCEECS-GQLVFKSDA--YYCTGDVTAWTKCMVKTQTPSR--KEWVTPKEFR--EIS-YLKKLKIKKQDRIFPPETSAPVAAAPPPSTALAPASVNS   450
gi|20806109|ref|NP_031441.2| IWNIKDELKKACSTND-LKELLIFNQQQVPSGES---AILDRVADGMAFGALLPCKECS-GQLVFKSDA--YYCTGDVTAWTKCMVKTQNPSR--KEWVTPKEFR--EIS-YLKKLKVKKQDRIFPPESSAPAPLALPLSVTSAPTAVNS   450
gi|6978455|ref|NP_037195.1| VWNIKDELKKACSTND-LKELLIFNQQQVPSGES---AILDRVADGMAFGALLPCKECS-GQLVFKSDA--YYCTGDVTAWTKCMVKTQNPSR--KEWVTPKEFR--EIS-YLKKLKIKKQDRLFPPESSAPAPPAPPVSITSAPTAVNS   450
gi|27807449|ref|NP_777176.1| IWNVKDELKKACSTND-LKELLIFNKQEVPSGES---AILDRVADGMVFGALLPCEECS-GQLVFKGDA--YYCTGDVTAWTKCMVKTQTPNR--KEWVTPKEFR--EIS-YFKKLKIKKQDRIFPPESSTPVGAAAPPSAASAPAAVHS   450
gi|45383984|ref|NP_990594.1| IWGIKDELRKVCSTND-LKELLIANKQEVPSGEN---AILDRVADGMAFGALLPCEECK-GQFVFKSDA--YYCSGDITAWTKCVAKTQTPNR--KDWVIPKEFR--EIP-YLKKFKCKKQDRIFPPEAATVNSAPPPP--ASAPLTETV   450
gi|113677594|ref|NP_001038407.1| IWGIKDKLKKFCSIND-MKELLIANSQEVPSGES---NIVDRLSDCMAFGSLKPCETCK-GQLVFKSDA--YYCTGDISAWTKCVFKTQTPDR--KDWVTPKEFS--EIP-FLKKFKFKRQDRVFPKDAPPAAATPSSGSTTSAATSVSS   450
gi|30684908|ref|NP_850165.1| LWDLKDDLKKYVTSAE-LREMLEVNEQSTRGSEL---DLRDKCADGMMFGPLALCPMCS-GHLSFSGGL--YRCHGYISEWSKCSHSTLDPDRIKGKWKIPDETENQFLLKWNKSQKSVKPKRILRPVLSGETSQGQGSKDATD------   450
gi|115471709|ref|NP_001059453.1| LWKLKDELKKHVSTAE-LRNMLEANGQDTSGPER---HLLDRCADGMLFGALGTCPVCS-SFLYYHGGQ--YHCSGYVSEWSKCTYSTTEPVRSKKKWKIPDEMDNGYLTKWFKSQKAKKPERVLPPMSP-EKSLCQSTQQNR-------   450
gi|17510487|ref|NP_491072.1| LWEYRQIFERMPYTDK--ISILRENEQDIPEGHDPTAQVIERLVDNALFGCPIICQTCSNGKIVYNSSCRTYVCTGYATEYSKCTYESKNPIR------TPFEVS------HRLTEKHKLQDIVFN------------------------   450
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gi|161076197|ref|NP_001104452.1| RP---TIPRISPPLYNLKFSIIGLKNQHK-ELRKRIENLGGKFEVKISENTIAIISTELEIQKKSTRMKFAEELGIHIVPIEFLDFVEADTEGAIKYINSTCICSWGTDPKSRIP-KETTKSLNSNSIYTKSMP------------VSRT   600
gi|158291429|ref|XP_312938.3| EP---KIKREKPPLYDMEFVILGKTATPKDQLKLKIQKLGGKVVTKIASHTAAIISTPEEVERLGSRMAEAKELQIQVVPEDFLEDVVGG--GAISFITSRSICDWGSDPLKRIPTEEESKSRTKKSIYEKSVP------------AKMK   600
gi|156523968|ref|NP_001609.2| S------ASADKPLSNMKILTLGKLSRNKDEVKAMIEKLGGKLTG-TANKASLCISTKKEVEKMNKKMEEVKEANIRVVSEDFLQDVSASTKSLQELFLAHILSPWGAEVKAEPVEVVAPRGKSGAALSKKSKGQVKEE-GINKSEKRMK   600
gi|73960821|ref|XP_863797.1| S------TPPGKPLSNMKILTLGKLSRNKDEVKAMIEKLGGKLTG-TANKASLCISTKKEVEKMNKKMEEVREASIRVVSEDFLRDVSDSTRSLQDLLSAHVLAPWGAEVKAEPAEPAAPKAKSGAALSKKSKGPVKEE-GVNKSEKRMK   600
gi|20806109|ref|NP_031441.2| S------APADKPLSNMKILTLGKLSQNKDEAKAVIEKLGGKLTG-SANKASLCISTKKEVEKMSKKMEEVKAANVRVVCEDFLQDVSASTKSLQELLSAHSLSSWGAEVKAEPGEVVAPKGKS-AAPSKKSKGAVKEE-GVNKSEKRMK   600
gi|6978455|ref|NP_037195.1| S------APADKPLSNMKILTLGKLSQNKDEAKAMIEKLGGKLTG-SANKASLCISTKKEVEKMSKKMEEVKAANVRVVCEDFLQDVSASAKSLQELLSAHSLSSWGAEVKVEPGEVVVPKGKS-AAPSKKSKGAVKEE-GVNKSEKRMK   600
gi|27807449|ref|NP_777176.1| -------GPPDKPLSNMKILTLGKLSQNKDEVKATIEKLGGKLTG-TANKASLCISTKKEVDKLNKKMEEVKEANIRVVSEDFLQDISASTKSLQELLSTHLLSPWGAEVKVEPVEAVGPKGKSGAAPSKKSKGPVKEE-GTNKSEKRMK   600
gi|45383984|ref|NP_990594.1| T------APQDKPLTNMKILTLGKLSKNKEEVKNIVEELGGKMTT-TANKATLCISTQKEVEKMSKKMEEVKDAKVRVVSEEFLKDVKSSNKGFQELLSLHAISPWGAEVKTEHQEVAVD-GKCSKPANMKSAGKVKEEQGPSKSEKKMK   600
gi|113677594|ref|NP_001038407.1| ASKNLTEAPADKPLTGMKLLAVGKLSKNKDDLKKFVEDLGGKITG-TASKAALCISSKKEIEKMSKKMEEVRDAGVRVVADDFLTDIKESGKALQELISLHAISPWGAEVKVEAP-AAAAATKSTGAHSSKSTGKVKEEEGGSKS-KKMK   600
gi|30684908|ref|NP_850165.1| -------SSRSERLADLKVSIAGNTKERQP-WKKRIEEAGAEFHA-NVKKGTSCLVVCGLTDIRDAEMRKARRMKVAIVREDYLV----------DCFKKQRKLPFDKYKIEDTSES------------------------------LVT   600
gi|115471709|ref|NP_001059453.1| -------SFLSEGLDKLRVSIVGQSKDVVDGWKQKLKDAGANFNA-TVTKDSSCLVLCSELESENAEVKKARRLKIPILREGYLG----------ECIRKNRVLPFDLYKVEAALESSKG--------------------------GTMT   600
gi|17510487|ref|NP_491072.1| -------------QMSERLYIGEEDGESVVKIDKRKSKGG--------TRGEQFIYAAEAFDSTNNVPIKVGDLTS-----------------------------------------------------------------------TNT   600
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                                    :*   .*.   .* .  *:         :. .*.  *:  . **:* :*::: *  .  ::** ***:*   :*..* :.      *   *  :: :** * :   .    : * .  :  :: :*.               .: *  
gi|161076197|ref|NP_001104452.1| FKVKDGLAVDPDSGLEDIAHVYV--DSNNKYSVVLGLTDIQRNKNSYYKVQLLKADKKEKYWIFRSWGRIG-TNIGNSKLEEFDTSESAKRNFKEIYADKTGNEYEQRD---NFVKRTGRMYPIEIQYDDDQ--KLVKHESHFFTSKLEI   750
gi|158291429|ref|XP_312938.3| LQVKSGLVVDPDSGLADKAHVYK--FHDVIYNCVLNKVDIQKDKNSFYKMQVLEGDTKKKYWLFRAWGRIG-TTIGGNKVENFSSADSAMSAFEDLFLEKTGNDWVRHDS--VYSKMPGAFYPIEIDYSETK--TKRLAENSGIKSKLAP   750
gi|156523968|ref|NP_001609.2| LTLKGGAAVDPDSGLEHSAHVLE--KGGKVFSATLGLVDIVKGTNSYYKLQLLEDDKENRYWIFRSWGRVG-TVIGSNKLEQMPSKEDAIEHFMKLYEEKTGNAWHSKN----FTKYPKKFYPLEIDYGQDEEAVKKLTVNPGTKSKLPK   750
gi|73960821|ref|XP_863797.1| LTLKGGAAVDPDSGLEHSAHVLE--KGGKVFSATLGLVDIVKGTNSYYKLQLLEDDKESRYWIFRSWGRVG-TVIGSNKLEQVPSKEEAIEHFMKLYEEKTGNAWHAKN----FTKHPKKFYPLEIDYGQDEEAVKKLTVKPGTKSKLPK   750
gi|20806109|ref|NP_031441.2| LTLKGGAAVDPDSGLEHSAHVLE--KGGKVFSATLGLVDIVKGTNSYYKLQLLEDDKESRYWIFRSWGRVG-TVIGSNKLEQMPSKEDAVEHFMKLYEEKTGNAWHSKN----FTKYPKKFYPLEIDYGQDEEAVKKLTVKPGTKSKLPK   750
gi|6978455|ref|NP_037195.1| LTLKGGAAVDPDSGLEHSAHVLE--KGGKVFSATLGLVDIVKGTNSYYKLQLLESDKESRYWIFRSWGRVG-TVIGSNKLEQMPSKEDAVEHFMKLYEEKTGNAWHSKN----FTKYPKKFYPLEIDYGQDEEAVKKLAVKPGTKSKLPK   750
gi|27807449|ref|NP_777176.1| LTLKGGAAVDPDSGLEHNAHVLE--KGGKVFSATLGLVDIVKGTNSYYKLQLLEDDKESRYWIFRSWGRVG-TVIGSNKLEQMPSKEDAIEHFMKLYEEKTGNAWHSKN----FTKHPKKFYPLEIDYGQDEEAVKKLTVNPGTKSKLPK   750
gi|45383984|ref|NP_990594.1| LTVKGGAAVDPDSGLEDSAHVFE--KGGKIFSATLGLVDIVKGTNSYYKLQLLEDDRESRYWVFRSWGRVG-TVIGSNKLEQMPSKEDAVEHFLNLYEEKTGNSWHSKN----FTKYPKKFYPLEIDYGQDEEAVRKLTVSAGTKSKLAK   750
gi|113677594|ref|NP_001038407.1| LTVKGGAAVDPDSGLENCAHVLE--QNGKIYSATLGLVDIVRGTNSYYKLQLLEDDVQKRYWVFRSWGRVG-TTIGGNKLDKFYDKNSAMDNFCGVYEEKTGNAWASSN----FTKYPNKFYPLEIDYGQDEEAVKKLTQSAGAKSQLEK   750
gi|30684908|ref|NP_850165.1| VKVKGRSAVHEASGLQEHCHILE--DGNSIYNTTLSMSDLSTGINSYYILQIIQEDKGSDCYVFRKWGRVGNEKIGGNKVEEMS-KSDAVHEFKRLFLEKTGNTWESWEQKTNFQKQPGKFLPLDIDYGVNKQVAKKEP--FQTSSNLAP   750
gi|115471709|ref|NP_001059453.1| VKVKGRSAVHESSGLQDTGHILE--DGKSIYNTTLNMSDLTRGVNSYYILQVIEEDNGSDCYVFRKWGRVGNEKIGGTKLEEMS-KIHAIQEFRRLFLEKTGNPWEAWEQKTNFQKQPGKFYPLDIDYGVRQGPKRKDI--DKMKSSLPP   750
gi|17510487|ref|NP_491072.1| HIIKKGTVVDAKFALADRCHVFKNEIDGSLYQATLSFTDLTQNKNSYYKIQLLKDDQRENYYVFRSWGRVG-TEVGGNKHESYSNSNEAILKFQDVFHEKTKNDWIYRKH---FRKMPGMFSYVETDYSEFAQITDTEIT-PGSKTLLPK   750
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gi|161076197|ref|NP_001104452.1| SVQNLIKLIFDIDSMNKTLMEFHIDMDKMPLGKLSAHQIQSAYRVVKEIYNVLECGSNT------AKLIDATNRFYTLIPHNFGVQLPTLIETHQQIEDLRQMLDSLAEIEVAYSIIKS--EDVSDAC--NPLDNHYAQIKTQLVALDKN   900
gi|158291429|ref|XP_312938.3| AVQDLVRMLFDVDAMNRVMMEFELDMEKMPLGKLSKRQLQSAMKVLSEISTLIGSGGSN------AEFIAASNRFYSYIPHNFGVSSVKVLDTIEQVKEKQTMLESLMEIEFAYSLLNDGDESAQDGK--NPLDAHYDQLKTSIEPMARD   900
gi|156523968|ref|NP_001609.2| PVQDLIKMIFDVESMKKAMVEYEIDLQKMPLGKLSKRQIQAAYSILSEVQQAVSQGSSD------SQILDLSNRFYTLIPHDFGMKKPPLLNNADSVQAKVEMLDNLLDIEVAYSLLRGGSDDSSK----DPIDVNYEKLKTDIKVVDRD   900
gi|73960821|ref|XP_863797.1| PVQDLIKMIFDVESMKKAMVEYEIDLQKMPLGKLSKRQIQAAYSILSEVQQAVSQGSSD------SQILDLSNRFYTLIPHDFGMKKPPLLNNADCVQAKVEMLDNLLDIEVAYSLLRGGSDDSSK----DPIDVNYEKLKTDIKVVDRD   900
gi|20806109|ref|NP_031441.2| PVQELVGMIFDVESMKKALVEYEIDLQKMPLGKLSRRQIQAAYSILSEVQQAVSQGSSE------SQILDLSNRFYTLIPHDFGMKKPPLLNNADSVQAKVEMLDNLLDIEVAYSLLRGGSDDSSK----DPIDVNYEKLKTDIKVVDRD   900
gi|6978455|ref|NP_037195.1| PVQELVGMIFDVESMKKALVEYEIDLQKMPLGKLSRRQIQAAYSILSEVQQAVSQGSSE------SQILDLSNRFYTLIPHDFGMKKPPLLNNTDSVQAKVEMLDNLLDIEVAYSLLRGGSDDSSK----DPIDVNYEKLKTDIKVVDRD   900
gi|27807449|ref|NP_777176.1| PVQNLIKMIFDVESMKKAMVEYEIDLQKMPLGKLSKRQIQAAYSILSEVQQALSQGSSD------SHILDLSNRFYTLIPHDFGMKKPPLLNNANSVQAKVEMLDNLLDIEVAYSLLRGGSDDSSK----DPIDVNYEKLKTDIKVVDKD   900
gi|45383984|ref|NP_990594.1| PIQDLIKMIFDVESMKKAMVEFEIDLQKMPLGKLSKRQIQSAYSILNEVQQAVSDGGSE------SQILDLSNRFYTLIPHDFGMKKPPLLSNLEYIQAKVQMLDNLLDIEVAYSLLRGGNEDGDK----DPIDINYEKLRTDIKVVDKD   900
gi|113677594|ref|NP_001038407.1| PVQDLIRMIFDVESMKKAMVEFEIDLQKMPLGKLSKRQIQSAYSLLSEVQQAVADSSSE------SLILDLSNRFYTLIPHDFGMKKPPLLSNVDYIQQKVQMLDNLLDIEVAYSLLRGGVENNEK----DPIDINYEKLKTKIEVVDKS   900
gi|30684908|ref|NP_850165.1| SLIELMKMLFDVETYRSAMMEFEINMSEMPLGKLSKHNIQKGFEALTEIQRLLTESDPQ-PTMKESLLVDASNRFFTMIPS----IHPHIIRDEDDFKSKVKMLEALQDIEIASRIVGFDVDSTES------LDDKYKKLHCDISPLPHD   900
gi|115471709|ref|NP_001059453.1| QLLELMNMLFNIETYRAAMLEFKINMSEMPLGKLSKENIQKGFEALTEIQNLLGNTNNQELAVRESLIVAASNRFFTLIPS----IHPHIIQDEDDLMVKVKMLEALQDIEIASKLVGFDSDNDES------LDDKYKKLRCAITPLPHD   900
gi|17510487|ref|NP_491072.1| SVKEVVMSIFDVENMKSALKSFEMDVNKMPLGRLSHNQINLAFEVLNDISDLLVKLPID-----ASRILDFSNKFYTIIPHNFGMRVPEPIDSFHKIKEKNNMLNALLDIKFAYDQISGGDVPASTSLGIDPVDINYQKLKCIMEPLQQG   900
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gi|161076197|ref|NP_001104452.1| SEEFSILSQYVKNTHASTHKSYDLKIVDVFKVSRQGEARRFKPFK-KLHNRKLLWHGSRLTNFVGILSHGLRIAPPEAPPTGYMFGKGIYFADMVSKSANYCCTSQQNSTGLMLLSEVALGDMMECTSAKYIN--KLSNNKHSCFGRGRT  1050
gi|158291429|ref|XP_312938.3| SEEFALLEQYVRNTHAETHRTYELEVAEIFRIKRKGEDRRYQPFK-KLHNRKLLWHGSRLTNFAGILTNGLKIAPPEAPVTGYMFGKGIYFADMVSKSANYCCTNVADSTGLLLLCEVALGDMQEYTQAHYVT--KLSTGKHSVKGIGRT  1050
gi|156523968|ref|NP_001609.2| SEEAEIIRKYVKNTHATTHNAYDLEVIDIFKIEREGECQRYKPFK-QLHNRRLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFADMVSKSANYCHTSQGDPIGLILLGEVALGNMYELKHASHIS--KLPKGKHSVKGLGKT  1050
gi|73960821|ref|XP_863797.1| SEEAETIRKYVKNTHATTHNAYDLEVVDIFKIEREGESQRYKPFK-QLHNRRLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFADMVSKSANYCHTSQGDPIGLILLGEVALGNMYELKHASHIS--KLPKGKHSVKGLGKT  1050
gi|20806109|ref|NP_031441.2| SEEAEVIRKYVKNTHATTHNAYDLEVIDIFKIEREGESQRYKPFR-QLHNRRLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFADMVSKSANYCHTSQGDPIGLILLGEVALGNMYELKHASHIS--KLPKGKHSVKGLGKT  1050
gi|6978455|ref|NP_037195.1| SEEAEVIRKYVKNTHATTHNAYDLEVIDIFKIEREGESQRYKPFR-QLHNRRLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFADMVSKSANYCHTSQGDPIGLILLGEVALGNMYELKHASHIS--KLPKGKHSVKGLGKT  1050
gi|27807449|ref|NP_777176.1| SEEAEIIRKYVKNTHATTHNAYDLEVVDIFKIEREGESQRYKPFK-QLHNRRLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFADMVSKSANYCHTSQGDPIGLILLGEAALGNMYELKHARHIS--KLPKGKHSVKGLGKT  1050
gi|45383984|ref|NP_990594.1| SEEAKIIKQYVKNTHAATHNAYDLKVVEIFRIEREGESQRYKPFK-QLHNRQLLWHGSRTTNFAGILSQGLRIAPPEAPVTGYMFGKGIYFRDMVSKSANYCHTSQADPIGLILLGEVALGNMYELKNASHIT--KLPKGKHSVKGLGKT  1050
gi|113677594|ref|NP_001038407.1| SHEAQLILQYVKNTHAATHNTYTLDVEEIFKIEREGEYQRYRPFK-ELPNRQLLWHGSRTTNYAGILSQGLRIAPPEAPVTGYMFGKGVYFADMVSKSANYCHTSQADPVGLILLGEVALGNMHELKKASHIT--KLPKGKHSVKGLGRS  1050
gi|30684908|ref|NP_850165.1| SEDYRLIEKYLNTTHAPTHTEWSLELEEVFALEREGEFDKYAPHREKLGNKMLLWHGSRLTNFVGILNQGLRIAPPEAPATGYMFGKGIYFADLVSKSAQYCYTCKKNPVGLMLLSEVALGEIHELTKAKYMD--KPPRGKHSTKGLGKK  1050
gi|115471709|ref|NP_001059453.1| CEDYKLVEKYLLNTHAPTHKEWSLELEEVFSLDRDGEFSKYSRYKNNLHNKMLLWHGSRLTNYVGILSQGLRIAPPEAPVTGYMFGKGLYFADLVSKSAQYCYVDRKNPVGLMLLSEVALGDMYELKKATSMD--KPPRGKHSTKGLGKT  1050
gi|17510487|ref|NP_491072.1| CDDWNMIHQYLKNTHGATH-DLKVELIDILKLNRDNES---SKFKRHIGNRRLLWHGSGKMNFAGILGQGLRIAPPEAPVSGYMFGKGVYFADMFSKSFFYCRAN-AKEEAYLLLCDVALGNVQQLMASKNVSRQTLPAGFQSVQGLGRQ  1050
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gi|161076197|ref|NP_001104452.1| MPDPTKSYIRSDGVEIPYGETITDEH----LKSSLLYNEYIVYDVAQVNIQYLFRMEFKYSY---  1115
gi|158291429|ref|XP_312938.3| QPDPTGSHVRPDGVEIPMGKGVSNEK----LKSSLLYNEFIVYDVGQVNCQYLFKMNFKYKY---  1115
gi|156523968|ref|NP_001609.2| TPDPS-ANISLDGVDVPLGTGISSGV----NDTSLLYNEYIVYDIAQVNLKYLLKLKFNFKTSLW  1115
gi|73960821|ref|XP_863797.1| TPDPS-ASITLDGVEVPLGTGISSGV----NDTCLLYNEYIVYDIAQVNLKYLLKLKFNFKTSLW  1115
gi|20806109|ref|NP_031441.2| TPDPS-ASITLEGVEVPLGTGIPSGV----NDTCLLYNEYIVYDIAQVNLKYLLKLKFNFKTSLW  1115
gi|6978455|ref|NP_037195.1| APDPS-ASITLDGVEVPLGTGIPSGV----NDTCLLYNEYIVYDIAQVNLKYLLKLKFNFKTSLW  1115
gi|27807449|ref|NP_777176.1| TPDPS-ASITVDGVEVPLGTGISSGV----NDTCLLYNEYIVYDIAQVHLKYLLKLKFNFKTSLW  1115
gi|45383984|ref|NP_990594.1| APDPT-ATTTLDGVEVPLGNGISTGI----NDTCLLYNEYIVYDVAQVNLKYLLKLKFNYKTSLW  1115
gi|113677594|ref|NP_001038407.1| APDPR-ATVSLNGVDIPLGKGMNTNI----DDTSLLYNEYIVYDVSQVNLKYLLKIRFNYQTSLW  1115
gi|30684908|ref|NP_850165.1| VPQDSEFAKWRGDVTVPCGKPVSSKV----KASELMYNEYIVYDTAQVKLQFLLKVRFKHKR---  1115
gi|115471709|ref|NP_001059453.1| VPLESEFAKWRDDVVVPCGKPVPASI----KTSELMYNEYIVYNTSQVKMQYLLKVRFHHKR---  1115
gi|17510487|ref|NP_491072.1| CPREIGSYNHPDGYTIPLGLTYMQLQGKQDVDYHLLYNEFIVYDVDQIQLKYLVRVKMHHARHL-  1115
                         ......1060......1070......1080......1090......1100......1110.....


