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gi|166362728|ref|NP_001954.2| ------MLLTLIILLPVVSKFSFVSLSAPQHWSCPEGTLAGN--------------------------------------------GNSTCVGPAPFLIFSHGNSIFRIDTEGTNYEQLVVDAGVSVIMDFHYNEKRIYWVDLERQLLQR   100
gi|114595659|ref|XP_517395.2| ------MLLTLIVLLPVVSKFSFVSLSAPQHWSCPEGTLAGN--------------------------------------------GNSTCVGPAPFLIFSHGNSIFRIDTEGTNYEQLVVDAGVSVIMDFHYNEKRIYWVDLERQLLQR   100
gi|50978782|ref|NP_001003094.1| ------MLLPLIILWPVVFKCSFASLSDPENWNCPEVSPSGK--------------------------------------------GSPACVGPAPFLIFSHGISIFRIDLEGTNHEQLVADAGVSVIMDFHYNKERIYWVDPERQLLQR   100
gi|6753732|ref|NP_034243.1| MPWGRRPTWLLLAFLLVFLKISILSVTAWQTGNCQPGPLERS-------------------------------------------ERSGTCAGPAPFLVFSQGKSISRIDPDGTNHQQLVVDAGISADMDIHYKKERLYWVDVERQVLLR   107
gi|6978797|ref|NP_036974.1| -------MLFSLTFLSVFLKITVLSVTAQQTRNCQSGPLERSG------------------------------------------TTTYAAAGPPRFLIFLQGNSIFRINTDGTNHQQLVVDAGVSVVMDFHYKEERLYWVDLERQLLQR   101
gi|47604934|ref|NP_001001292.1| ------MFLFPVAFLPVIFTVDFASPSALQHWNCPNGYRLKSESSACVDIDECLEGGLGTCGQTCTNVPGSYFCSCLPGYTLDIDKRSCYVNDPAPFLLFHHGSAIYRIDTEGTNHERLVDDAGPSGLMDFHYTEEKVYWVDSEKRLLQR   144
gi|45387869|ref|NP_991294.1| ------------------------------------------------------------------------------------------------------------MNLDGGDRRRIVSRAGRSILLDFHLSEWTMFWADTQTGQISR    42
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gi|166362728|ref|NP_001954.2| VFLNGSRQERVCNIEKNVSGMAINWINEEVIWSNQQEGIITVTDMKGNNSHILLSALKYPANVAVDPVERFIFWSSEVA--GSLYRADLDGVGVKALLETSEKITAVSLDVLDKRLFWIQYNREGSNSLICSCDYDGGSVHISKHPTQHN   248
gi|114595659|ref|XP_517395.2| VFLNGSRQERVCNIEKNVSGMAINWINEEVIWSNQQEGIITVTDMKGNNSHVLLSALKYPANIAVDPVERFIFWSSEVA--GSLYRADLDGVGVKALLETSEKITAVSLDVLDKRLFWIQYNREGSNSLICSCDYDGGSVHISKHPTQHN   248
gi|50978782|ref|NP_001003094.1| VFLNGTRQERVCNIEKNVSGMAINWINEELIWSNQQEGIITVTDMKGNNSRVLLRALNYPANVAIDPIERFIFWSSEVAVAGSLHRADLNGVEEKILLQTSERITAVSLDVLDKQLFWIQYSRDGSNSHIYSCNYDGGSVHLSKHLTQHN   250
gi|6753732|ref|NP_034243.1| VFLNGTGLEKVCNVERKVSGLAIDWIDDEVLWVDQQNGVITVTDMTGKNSRVLLSSLKHPSNIAVDPIERLMFWSSEVT--GSLHRAHLKGVDVKTLLETGG-ISVLTLDVLDKRLFWVQDSGEGSHAYIHSCDYEGGSVRLIRHQARHS   254
gi|6978797|ref|NP_036974.1| VFFNGSGQETVCKVDKNVSGLAINWIDGEILRTDRWKGVITVTDMNGNNSRVLLSSLKRPANILVDPTERLIFWSSVVT--GNLHRADLGGMDVKTLLEAPERISVLILDILDKRLFWAQDGREGSHGYIHSCDYNGGSIHHIRHQARHD   249
gi|47604934|ref|NP_001001292.1| IHLNGTKRERLCYIDKGISGFAIDWINRDILWANRQKATIEATDMNGKKRRVLLRDIGRPTKIAIDAEQRILFWSSDGT-VSSIYRMSLNGSDVRNILRTTEKIKAISLDFVDIRLYWIQHDHGKEISHIGSCDYEGSAVHLLRSSSRYQ   293
gi|45387869|ref|NP_991294.1| AGLDGTRRQKLLSSVKGITGLVVDWIENSVLWSNADEGTIQRMDTDGKNDRVVLRNLSQPRGVVVDPNERYIFWLSDGAT-SSIQRSDMTGKMMSTVLKVADRLKVLAVDHRDRRLFWVQQGQRG-HTAMGSCNYDGNIINVFNQQFRPQ   190
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gi|166362728|ref|NP_001954.2| LFAMSLFGDRIFYSTWKMKTIWIANKHTGKDMVRINLHSSFVPLGELKVVHPLAQPKAEDDTWEPEQKLCKLRKGNCSSTVCGQDLQSHLCMCAEGYALSRDRKYCEDVNECAFWNHGCTLGCKNTPGSYYCTCPVGFVLLPDGKRCHQL   398
gi|114595659|ref|XP_517395.2| LFAMSLFGDRIFYSIWKMKTIWIANKHTGKDMVRINLHSPFVPPGELKVVHPLAQPKAEDDTWEPEQKLRKLRKGNCSSTVCGQDLQSHLCTCAEGYALSRDRKYCEDVNECAFWNHGCTLGCKNTPGSYYCTCPVGFVLLPDGKRCHQL   398
gi|50978782|ref|NP_001003094.1| FFAMSLFGNQIFYSTWKKKTIWIANKHSGKDMVRINLDSSFVPPGGIKVVHPLLQPKAESGTWAPDQKLCKWKQGNCRGSTCGQDSKSYSCTCAEGYTLSQDGKYCEDVNECAFWNHGCTLGCENIPGSYYCTCPVGFILLPDGKRCHQL   400
gi|6753732|ref|NP_034243.1| LSSMAFFGDRIFYSVLKSKAIWIANKHTGKDTVRINLHPSFVTPGKLMVVHPRAQPRTEDAAKDPDPELLKQRGRPCRFGLCERDPKSHSSACAEGYTLSRDRKYCEDVNECATQNHGCTLGCENTPGSYHCTCPTGFVLLPDGKQCHEL   404
gi|6978797|ref|NP_036974.1| LLTMAIFGDKILYSALKEKAIWIADKHTGKNVVRVNLDPASVPPRELRVVHLHAQPGTENRAQASDSERCKQRRGQCLYSLSERDPNSDSSACAEGYTLSRDRKYCEDVNECALQNHGCTLGCENIPGSYYCTCPTGFVLLPDGKRCHEL   399
gi|47604934|ref|NP_001001292.1| LLGMSLFADHLYYSELKSGTIWTANKYTGKAVVTISLKPSLFSLVEIKVVHPFKQPGARTDLQEFEKGICDLNKEKCRRRICRPDSRTHRCKCSSGSILSRNKQFCEDINECGFWNHGCTLGCVNIPGSYYCTCPRGFVLLPDRKTCHEL   443
gi|45387869|ref|NP_991294.1| SLRMTIFLDYVYLSDSKSKTITRLNKYAGGRQENVSSQRMPHSPADVKVVHPINQPVVETPFTPG----CSRHTGECVK-VCSSHTDTGLCGCKDGFTLSKHGNICEDVNECSLWNHGCSLGCENVPGSYFCTCPEGYLLLPDLKTCQEN   335
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gi|166362728|ref|NP_001954.2| VSCPRNVSECSHDCVLTSEGPLCFCPEGSVLERDGKTCSGCSSPDNGGCSQLCVPLSPVSWECDCFPGYDLQLDEKSCAAS-GPQPFLLFANSQDIRHMHFDGTDYGTLLSQQMGMVYALDHDPVENKIYFAHTALKWIERANMDGSQRE   547
gi|114595659|ref|XP_517395.2| VSCPSNVSECSHDCVLTSEGPLCFCPEGSVLERDGKTCSGCSSPDNGGCSQLCIPLSPVSWECDCFPGYDLQLDKKSCAAS-GPQPFLLFANSQDIRHMHFDGTDYGTLLSQQMGMVYALDHDPVENKIYFAHTALKWIERANMDGSQRE   547
gi|50978782|ref|NP_001003094.1| IACPSNTSKCSHDCVLTSDGPICFCPEGSVLEADGKTCSGCSSPDNGGCSQLCLPLSPVSWECGCFPGYDLQLDKQSCAAS-GPQPFLLFANSQDIRHMHFDGTDYGTLLSQQMGMVFALDHDPVENKIYFAHTALKWIERANMDGSQRE   549
gi|6753732|ref|NP_034243.1| VSCPGNVSKCSHGCVLTSDGPRCICPAGSVLGRDGKTCTGCSSPDNGGCSQICLPLRPGSWECDCFPGYDLQSDRKSCAAS-GPQPLLLFANSQDIRHMHFDGTDYKVLLSRQMGMVFALDYDPVESKIYFAQTALKWIERANMDGSQRE   553
gi|6978797|ref|NP_036974.1| VACPGNRSECSHDCILTSDGPLCICPAGSVLGKDGKTCTGCSFSDNGGCSQICLPLSLASWECDCFPGYDLQLDRKSCAASMGPQPFLLFANSQDIRHMHFDGTDYKTLLSRQMGMVFALDYDPVESKIYFAQTALKWIERANLDGSQRE   549
gi|47604934|ref|NP_001001292.1| ISCLNNDTECSHGCLQTSKGPVCFCPEGSVLKEDGKACTGCTSPDNGGCSQICSSLSPFSWECACFPGYKLQRDRKHCTAI-GPRPFLLFANGQDIRRISFDGTDYASLLDGQMGVVLALDSDPVENKIYFAHTALKWIERANLDGSNRE   592
gi|45387869|ref|NP_991294.1| KPCVGKAVDCDHACVHTAQGDMCVCPEGSLLNPDGQSCTGCLSADRGGCSQMCVTLYPGRWVCECHPGYQIQPDGKHCAAT-GPPADLLFANIVDLRKINTDGKLSIKLLEKPGGNITAVDYDPVTNKVYFADKGLKHIERASLDEGFRE   484
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gi|166362728|ref|NP_001954.2| RLIEEGVDVPEGLAVDWIGRRFYWTDRGKSLIGRSDLNGKRSKIITKENISQPRGIAVHPMAKRLFWTDTGINPRIESSSLQGLGRLVIASSDLIWPSGITIDFLTDKLYWCDAKQSVIEMANLDGSKRRRLTQNDVGHPFAVAVFEDYV   697
gi|114595659|ref|XP_517395.2| RLIEEGVDVPEGLAVDWIGRRFYWTDRGKSLIGRSDLNGKRSKIITKENISQPRGIAVHPMAKRLFWTDTGINPRIESSSLQGLGRLVIASSDLIWPSGITIDFLTDKLYWCDAKQSVIEMANLDGSKRRRLTQNDVGHPFAVAVFEDYV   697
gi|50978782|ref|NP_001003094.1| RLIEEGVDVPEGLAIDWIDRKFYWTDSGKSLIEGSDLNGKHREIIIKEDISQPRGIAVHPMAKRLFWTDMGINPRIESSSLQGIGRLVIASSDLVWPSGITIDYVTDKLYWCDTKLSVIEMANLDGSKRQRLAQNDVGHPFAMAVFEDHV   699
gi|6753732|ref|NP_034243.1| RLITEGVDTLEGLALDWIGRRIYWTDSGKSVVGGSDLSGKHHRIIIQERISRPRGIAVHPRARRLFWTDVGMSPRIESASLQGSDRVLIASSNLLEPSGITIDYLTDTLYWCDTKRSVIEMANLDGSKRRRLIQNDVGHPFSLAVFEDHL   703
gi|6978797|ref|NP_036974.1| RRITEGVDTPEGLAVDWIGRRIYWTDSGKSVIEGSDLSGKHHQIIIKESISRPRGIAVHPKARRLFWTDTGMSPRIESSSLQGSDRTLIASSNLLEPSGIAIDYLTDTLYWCDTKLSVIEMADLDGSKRRRLTQNDVGHPFSLAVFEDHV   699
gi|47604934|ref|NP_001001292.1| KVIHGAIDIPEGLAVDWINRKLYWTDRGKACIERSTLNGMQRKMIIWEGISQPRGIAIHPFVRRLFWTEMGIRPKIASSSLEGMDRRVIASMGLVHPSGIALDYLANKLYWCDAKQSVVESANLDGSGRRILAQNDVGHPFAVAVFEDHL   742
gi|45387869|ref|NP_991294.1| LLVSTGLNSPEALAVDWIQRKLYWTDSGLSSISRSSLNGLDREIFINENIQKPRGIALHPQAQKIYWTDMGDRPAVERSGLDKDLREAVVSTGLVSPSGLAVDHGSQRLYWCDMSTSVIESANLDGSHRRVISQNQVDRPFDIAVFENVL   634
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gi|166362728|ref|NP_001954.2| WFSDWAMPSVMRVNKRTGKDRVRLQGSMLKPSSLVVVHPLAKPGADPCLYQNGGCEHICKKRLGTAWCSCREGFMKASDGKTCLALDGHQLLAGG------EVDLKNQVTPLDILSKTRVSE----DNITESQHMLVAEIMVSDQ---DD   834
gi|114595659|ref|XP_517395.2| WFSDWAMPSVIRVNKRTGKDRVRLQGSMLKPSSLVVVHPLAKPGADPCLYQNGGCEHICKKRLGTAWCSCREGFMKASDGKTCLALDGHQLLAGG------EVDLKNQVTPLDILSQTRVSE----DNITESQHMLVAEIMVSDQ---DD   834
gi|50978782|ref|NP_001003094.1| WFSDWTMPSIIRVDKRTGKNRVRLRGSMLKPSSLVVVHPLAKPGAQPCLYQNGGCEHICKERFGTAQCLCREGFVKAPDGKMCLALNGHQIPAVGS-----EADLSNHVTPGDVLPRSEGFE----DNITESQHMLVAEIMVSDA---DD   837
gi|6753732|ref|NP_034243.1| WVSDWAIPSVIRVNKRTGQNRVRLQGSMLKPSSLVVVHPLAKPGADPCLYRNGGCEHICQESLGTARCLCREGFVKAWDGKMCLP-QDYPILSGE------NADLSKEVTSLSNSTQAEVPD----DDGTESS-TLVAEIMVSGMNYEDD   841
gi|6978797|ref|NP_036974.1| WFSDWAIPSVIRVNKRTGQNRVRLRGSMLKPSSLVVVHPLAKPGADPCLHRNGGCEHICQESLGTAQCLCREGFVKAPDGKMCLTRKDDQILAGD------NADLSKEVASLDNSPKAYVPD----DDRTESS-TLVAEIMVSGLNYEDD   838
gi|47604934|ref|NP_001001292.1| WLSDWARPSLMRVDKKTGQNRVRLRGSMLRPSSMVVVHPLAKPGANPCLHMNGGCDQICENNFGVAYCTCHPGFGKTQDGQTCHPLNASNVTAETISMQKEAGPMPTPKTSLQSTQSNAIFKGTENGEKKEIEVFLMAEIMISDE---DD   889
gi|45387869|ref|NP_991294.1| WVSDLENHLIFRLDMRSDQNPERLLVDSIQPAALVVVHPLAKPGADVCLDGNGGCAQVCASRLGLPHCSCHTNQVLSADGKGCRMINGSFSESSE--------------GGSNDGLRNKTLN-----DESTPLAMLYTEKMVSDQ---DD   762
                        .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                 * .  *   *.*.     * ***::**: .*: * *:***      *    : *:*  ***.*:* :*: ***  * *::**: . * *  *  * *  * : * * .  : ..  *           ...   .        ..   **
gi|166362728|ref|NP_001954.2| CAPVGCSMYARCISEGEDATCQCLKGFAGDGKLCSDIDECEMGVPVCPPASSKCINTEGGYVCRCSEGYQGDGIHCLDIDECQLGEHSCGENASCTNTEGGYTCMCAGRLSEPGLICPDST-------PPPHLREDDHHYSVRNSDSECP   977
gi|114595659|ref|XP_517395.2| CAPVGCSTYARCISEGEDATCQCLKGFAGDGKLCSDIDECEMGVPVCPPASSKCINTEGGYVCRCSEGYQGDGIHCLDIDECQLGVHSCGENASCTNTEGGYTCMCAGRLSEPGLICPDST-------PPPHLREDDHHYSVRNSDSECP   977
gi|50978782|ref|NP_001003094.1| CAPVGCSTWAECVSEGENATCQCLKGFTGDGKLCFDIDECEMGITICPPTSSKCVNTEGGYVCQCSEGYRGDGIHCLDINECQLGMHTCGENATCTNMEGNYTCMCAGSLSEPGQICADST-------PPSHPMED-SHYSVRNGYRECP   979
gi|6753732|ref|NP_034243.1| CGPGGCGSHARCVSDGETAECQCLKGFARDGNLCSDIDECVLARSDCPSTSSRCINTEGGYVCRCSEGYEGDGISCFDIDECQRGAHNCAENAACTNTEGGYNCTCAGRPSSPGRSCPDST-------APSLLGED-GHHLDRNSYPGCP   983
gi|6978797|ref|NP_036974.1| CGPGGCGSHAHCISEGEAAVCQCLKGFAGDGNLCSDIDECELGSSDCPPTSSRCINTEGGYVCQCSEGYEGDGIYCLDVDECQQGSHGCSENATCTNTEGGYNCTCAGCPSAPGLPCPDST-------SPSLLGKD-GCHWVRNSNTGCP   980
gi|47604934|ref|NP_001001292.1| CAALECDANAQCVLLEDGAVCQCLKGFTRKGKSCYDVDECAANMDYCNRNLSGCINIEGGYVCKCLDGYAGDGLHCEDIDECKMGTHTCGENRTCTNTEGNFTCSCPDGASGTAMGCESTL-------SPTVVSNEYSTRPVPGDSIGCP  1032
gi|45387869|ref|NP_991294.1| CFSLSCVVNAQCFLQEGRAVCQCVRGFTGDGELCVDVDECKAGLADCSVSEAECVNTAGGYFCQCKNGFSGDGHHCVDIDECRLDLHDCDVNAECLNAVGEYQCRCRSGFTGTGFSCQAEFNGTSLWPSTASPPDVTSTLQHKNGVQSCP   912
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gi|166362728|ref|NP_001954.2| LSHDGYCLHDGVCMYIEALDKYACNCVVGYIGERCQYRDLKWWELRHAGHGQQQKVIVVAVCVVVLVMLLLLSLWGAHYYRTQKLLSKNPKNPYEESSRDVRSRRPADT-EDGMSSCPQPWFVVIKEHQDLKNGGQPVAGEDGQAAD---  1123
gi|114595659|ref|XP_517395.2| LSHDGYCLHDGVCMYIEALDKYACNCVVGYIGERCQYRDLKWWELRHAGHGQQQKVIVVAVCVVVLVVLLLLSLWGAHYYRTQKLLSKNPKNPYEESSRDVRSRRPADT-EDGMSSCPQPWFVVIKEHQDLKNGGQPVAGEDGQAAD---  1123
gi|50978782|ref|NP_001003094.1| SSYDGYCLYNGVCMYIEAVDRYACNCVFGYVGERCQHRDLK-WELRHAGQGRQRQVAAVAVGVVVLVLLLLLGLGGAHCYRTKKLSSKNLKNPYEEPSREGSSSRPSDS-EARMASFPQPWFVVIKEHQNLRNGSQPMALKDGESADVSQ  1127
gi|6753732|ref|NP_034243.1| SSYDGYCLNGGVCMHIESLDSYTCNCVIGYSGDRCQTRDLRWWELRHAGYGQKHDIMVVAVCMVALVLLLLLGMWGTYYYRTRKQLSNPPKNPCDEPSGSVSSSGPDSSSGAAVASCPQPWFVVLEKHQDPKNGSLPADGTNGAVVDAGL  1133
gi|6978797|ref|NP_036974.1| PSYDGYCLNGGVCMYVESVDRYVCNCVIGYIGERCQHRDLRWWKLRHADYGQRHDITVVSVCVVALALLLLLGMWGTYYYRTRKQLSESSKKPSEESSSNVSSNGPDSS-GAGVSSGPQPWFVVLEEHQQPKNGRLPAAGTNGAVVEAGL  1129
gi|47604934|ref|NP_001001292.1| PAYDSYCLHGGVCNYVSDLQDYACNCVTGYVGERCQFSDLEWWEQQHA---ERVKVRNITIAVCIAVLLLLLGSLAAYCSRSQNFYK---KNRYAEVIRDASSHTDNEN---VTPTCNKSRFAVVKECSS-ALETKVLDLIECETANPHP  1172
gi|45387869|ref|NP_991294.1| STHDSYCLYDGVCFYFPEMESYACNCVLGYMGERCQFSDLEWWELQQAEEGKRRN-MVIAVCIVLLITILSIAACITFCYRPKRHFG---GCSLQDSVGEMSASEDSFT---ETTTATPEVYVVLDTSTCTADKVLHVQSTTSTICS---  1052
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gi|114595659|ref|XP_517395.2| ------GSMQPTSWRQEPRLCGMGTEQGCWIPV-SSDKGSCPQVMERSFHMPSYGTQTLEGGVEKPHSLLSANPLWQQRALDPPHQMELTQ  1207
gi|50978782|ref|NP_001003094.1| FSSPEPGSVKRTSWRNEHQLY-KDTEQGCCTPP-SSNRGTGSQSMEQSFSVPSYEAQPIALGVEKPQSLLSAKPLLQQRAPDPPHQMKLIQ  1216
gi|6753732|ref|NP_034243.1| SPSLQLGSVHLTSWRQKPHIDGMGTGQSCWIPP-SSDRG--PQEIEGNSHLPSYR----PVGPEKLHSLQSANGSCHERAPDLPRQTEPVK  1217
gi|6978797|ref|NP_036974.1| SSSL---------------------------------------------------------------------------------------  1133
gi|47604934|ref|NP_001001292.1| ACPSQYVEQPITYDKEAETLVEEKKEQGCPEDVPSTEKLLEPMVAEKSLSQAAWKAHSKPCQPAPASLLMQPD------------------  1245
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