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gi|45383582|ref|NP_989609.1| NQSKQKPTMKLMWQAWLIYTALAAHLPEEQALRQACLSCDATQSCNCSFMGLDFIPPGLTGKITVLNLAHNRIKLIRTHDLQKAVNLRTLLLQSNQISSIDEDSFGSQGKLELLDLSNNSLAHLSPVWFGPLFSLQHLRIQGNSYSDLGE   152
gi|118089754|ref|XP_001232193.1| ---------MHTWKMWAICTALAAYLPEEQALRQACLSCDATQSCNCSFMGLDFIPPGLTGKITVLNLAHNRIKVIRTHDLQKAVNLRTLLLQSNQISSIDEDSFGSQGKLELLDLSNNSLAHLSPVWFGPLFSLQHLRIQGNSYSDLGE   141
gi|31981333|ref|NP_036035.2| -------MLRALWLFWILV-AITVLFSKRCSAQ-ESLSCDASGVCDGRSRSFTSIPSGLTAAMKSLDLSFNKITYIGHGDLRACANLQVLILKSSRINTIEGDAFYSLGSLEHLDLSDNHLSSLSSSWFGPLSSLKYLNLMGNPYQTLGV   141
gi|38454274|ref|NP_942064.1| -------MLQALWLFWILM-AVIGLSREGHSAQ-ASLSCDAAGVCDGSSRSFTSIPSGLTANTKKLDLSFNKITYIGHGDLRACVNLRVLTLESSGINTIEGDAFYSLGSLEHLDLSNNHLSSLSSSWFRPLSSLKYLNLMGNPYRTLGE   141
gi|19718734|ref|NP_003255.2| -------MPHTLWMVWVLG-VIISLSKEESSNQ-ASLSCDRNGICKGSSGSLNSIPSGLTEAVKSLDLSNNRITYISNSDLQRCVNLQALVLTSNGINTIEEDSFSSLGSLEHLDLSYNYLSNLSSSWFKPLSSLTFLNLLGNPYKTLGE   141
gi|114596429|ref|XP_001155239.1| -------MPHTLWMVWVLG-VIISLSKEESSNQ-ASLSCDRNGICKGSSGSLNSIPSGLTEAVKSLDLSNNRITYISNSDLQRCVNLQALVLTSNGINTIEEDSFSSLGSLEHLDLSYNYLSNLSSSWFKPLSSLTFLNLLGNPYKTLGE   141
gi|52546732|ref|NP_001005264.1| -------MSRVLWTLWVLG-AVTNLSKEEAPDQSSSLSCDPTGVCDGRSRSLNSMPSGLTAAVRSLDLSNNEITYIGNSDLRDCVNLKALRLESNGINTIEEESFLSLWSLEHLDLSYNLLSNLSSSWFRPLSSLKFLNLLGNPYKSLGE   142
gi|27806379|ref|NP_776622.1| -------MPRALWTAWVWA-VII-LSTEGASDQASSLSCDPTGVCDGHSRSLNSIPSGLTAGVKSLDLSNNDITYVGNRDLQRCVNLKTLRLGANEIHTVEEDSFFHLRNLEYLDLSYNRLSNLSSSWFRSLYVLKFLNLLGNLYKTLGE   141
gi|47086413|ref|NP_997977.1| --------MRLVGTMTAIILIMFILAQGLECSQ--TCKCDQMYFCNCSSNNLHQVPT-VPSDVLGLDLSFNQIESINMTDLSSYNELIILNLHKNKLRHIHRDAFKSQHNLEVLDLSLNNLNNLSPSWFHKLKSLQQLNLVGNPYSTVGP   139
gi|24664561|ref|NP_524757.1| EFRQLERLDLSLNNIWLIPDGMVCPLKSLQHLNASYNKIQDISNFYFSASLSSRKARVCGSTLQSLDLSANKMVSLPTAMLSALGRLTHLNMAKNSMSFLADRAFEGLLSLRVVDLSANRLTSLPPELFAETKQLQEIYLRNNSINVLAP   299
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gi|45383582|ref|NP_989609.1| SSPFSSLRNLSSLHLGN--------------------------------------------------------------------------PQFSIIRQGNFEGIVFLNTLRIDGDNLSQYEPGSLKSIRKINHMIISIR----------   218
gi|118089754|ref|XP_001232193.1| SSPFSSLRNLSSLHLGN--------------------------------------------------------------------------PQFSIIRQGNFEGIVFLNTLRIDGDNLSQYEPGSLKSIRKINHMIISIR----------   207
gi|31981333|ref|NP_036035.2| TSLFPNLTNLQTLRIGNV-------------------------------------------------------------------------ETFSEIRRIDFAGLTSLNELEIKALSLRNYQSQSLKSIRDIHHLTLHLS----------   208
gi|38454274|ref|NP_942064.1| TSLFSNLTNLQTLRVGNV-------------------------------------------------------------------------DTFSEIRRIDFAGLTSLNELEIQVLSLGNYESRSLQSIRDIYHLTLHLS----------   208
gi|19718734|ref|NP_003255.2| TSLFSHLTKLQILRVGNM-------------------------------------------------------------------------DTFTKIQRKDFAGLTFLEELEIDASDLQSYEPKSLKSIQNVSHLILHMK----------   208
gi|114596429|ref|XP_001155239.1| TSLFSHLTKLQILRVGNM-------------------------------------------------------------------------DTFTKIQRKDFAGLTFLEELEIDASDLQSYESKSLKSIQNVSHLILHMK----------   208
gi|52546732|ref|NP_001005264.1| TPLFSQLTNLRILKVGNI-------------------------------------------------------------------------YSFTEIQDKDFAGLTFLEELEIDASNLQRYEPKSLKSIQNISYLALRMK----------   209
gi|27806379|ref|NP_776622.1| TSLFSHLPNLRTLKVGNS-------------------------------------------------------------------------NSFTEIHEKDFTGLTFLEELEISAQNLQIYVPKSLKSIQNISHLILHLK----------   208
gi|47086413|ref|NP_997977.1| APIFSSLVNLRTLHLGS--------------------------------------------------------------------------PSLRELHKNGLDVLTHLDEMTFFGSNLRSYENGSLKAARPIGSVSLSLQNLFES-----   210
gi|24664561|ref|NP_524757.1| G-IFGELAELLVLDLASNELNSQWINAATFVGLKRLMMLDLSANKISRLEAHIFRPLASLQILKLEDNYIDQLPGGIFADLTNLHTLILSRNRISVIEQRTLQGLKNLLVLSLDFNRISRMDQRSLVNCSQLQDLHLNDNKLQAVPEALA   448
gi|118792131|ref|XP_551799.2| G-IFSDLKQLLVLDLSNNELTSEWINPATFGVVQAHPTRSFKQQNNEARAHDLPRSDQRAGVALRKTS--SKASAKTFLGLGALHTVILSNNRLCTVDHFTFSGLNSLALLSLDYNRISRIDRQALRNHSALQELHLNGNKLLQVPDALY   446
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gi|45383582|ref|NP_989609.1| -----------------------------RIDVFSAVIRDLLHSAIWLEVREIKLDIENEKLVQNSTLPLTIQKLTFTGASFTDKYISQIAVLLKEIRSLRELEAIDCVLEGKGAWDMTEIARSKQSS-IETLSITN-MTILDFYLFFDL   337
gi|118089754|ref|XP_001232193.1| -----------------------------RIDVFSAVIRDLLHSAIWLDVRKLAFSVPEKIQLLRIMSSSFAKKISLKQCLFTDATVPEIVSILEGMPKLMEVEMKDCTLLGTGKWYKQIHANQSQS--LRILTIEN-LSIEEFYLFTDL   325
gi|31981333|ref|NP_036035.2| -----------------------------ESAFLLEIFADILSSVRYLELRDTNLARFQFSPLPVDEVSSPMKKLAFRGSVLTDESFNELLKLLRYILELSEVEFDDCTLNGLGDFNPSESDVVSELGKVETVTIRR-LHIPQFYLFYDL   328
gi|38454274|ref|NP_942064.1| -----------------------------ESAFLLGIFADILSSVRYLELRDTNLARFQFSELSVDEINSPMKKLAFRNADLTDKSFNELLKLLRYILELMEVEFDHCTLNGVGNFNPSESDVVRELGKVETVTIRS-LHIPQFYLFYDL   328
gi|19718734|ref|NP_003255.2| -----------------------------QHILLLEIFVDVTSSVECLELRDTDLDTFHFSELSTGETNSLIKKFTFRNVKITDESLFQVMKLLNQISGLLELEFDDCTLNGVGNFRASDNDRVIDPGKVETLTIRR-LHIPRFYLFYDL   328
gi|114596429|ref|XP_001155239.1| -----------------------------QHILLLEIFVDVTSSVECLELRDTDLDTFRFSELSTGETNSLIKKFTFRNVKITDESLFQVMKLLNQISGLLELEFDDCTLNGVGNFRASDNDRVIDPGKVETLTIRR-LHIPRFYLFYDL   328
gi|52546732|ref|NP_001005264.1| -----------------------------QPVLLVEIFVDLSSSLKHLELRDTHLDTFHFSEASINETHTLVKKWTFRNVKVTDRSFTGVVRLLNYVSGVLEVEFEDCTLYGLGDFDIPDVDKIKNIGQIETLTVRR-LHIPHFYSFYDM   329
gi|27806379|ref|NP_776622.1| -----------------------------QPILLVDILVDIVSSLDCFELRDTNLHTFHFSEASISEMSTSVKKLIFRNVQFTDESFVEVVKLFNYVSGILEVEFDDCTHDGIGDFRALSLDRIRHLGNVETLTIRK-LHIPQFFLFHDL   328
gi|47086413|ref|NP_997977.1| -----------------------------DPELVSKVLQDVSHPETLLIIKDVTMKTNTSTEPFKMVKEGGTKSLTFQNSSTTDQALTSFLEFMDGSP-LSFIGLEDIQFVGIGEWQK---AKYTHHDSLRTAYLRN-IEIEGFFGFSSM   326
gi|24664561|ref|NP_524757.1| HVQLLKTLDVGENMISQIENTSITQLESLYGLRMTENSLTHIRRGVFDRMSSLQILNLSQNKLKSIEAGSLQRNSQLQAIRLDGNQLKSIAGLFTELPNLVWLNISGNRLEKFDYSHIPIGLQWLDVRANRITQLGNYFEIESELSLSTF   598
gi|118792131|ref|XP_551799.2| DVPLLRTLDLGENHISNIDNASFRHMAHLYGLRLTENNIEIIRRGTFEAMKSLHILNLSQNRLKTVEQASFDNNTKLQAIRLDGNYLTDIAGLFTKLPNLLWLNISDNHLEVFDYALIPTGLQWLDIHANKITELGNYFEIESQLALSTI   596
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gi|118089754|ref|XP_001232193.1| QSVLDLLSLFRKVTVEN---------TKVFLVPCKLSQHLLSLEYLDLSANLLG-------------------DQSLEHSACQG--AWPSLQTLNLSQNSLSDLKMTGKSLFHLRN----------------------------------   411
gi|31981333|ref|NP_036035.2| STVYSLLEKVKRITVEN---------SKVFLVPCSFSQHLKSLEFLDLSENLMV-------------------EEYLKNSACKG--AWPPLQTLVLSQNHLRSMQKTGEILLTLKN----------------------------------   414
gi|38454274|ref|NP_942064.1| STVYSLLEKVKRITVEN---------SKVFLVPCSFSQHLKSLEFLDLSENLMV-------------------EEYLKNSACEG--GWPSLQSLVLSQNHLRSIRKTAEILLTLKN----------------------------------   414
gi|19718734|ref|NP_003255.2| STLYSLTERVKRITVEN---------SKVFLVPCLLSQHLKSLEYLDLSENLMV-------------------EEYLKNSACED--AWPSLQTLILRQNHLASLEKTGETLLTLKN----------------------------------   414
gi|114596429|ref|XP_001155239.1| STLYSLTERVKRITVEN---------SKVFLVPCLLSQHLKSLEYLDLSENLIV-------------------EEYLKNSACED--AWPSLQTLILRQNHLASLEKTGETLLTLKN----------------------------------   414
gi|52546732|ref|NP_001005264.1| SSIYSLTEDVKRITVEN---------SKVFLVPCLLSQHLKSLEYLDLSENLMV-------------------EEYLKNSACED--AWPSLQTLVLRQNHLASLERTGETLLTLKN----------------------------------   415
gi|27806379|ref|NP_776622.1| SSIYPLTGRVKRVTIEN---------SKVFLVPCLLSQHLKSLEYLDLSENLMS-------------------EETLKNSACKD--AWPFLQTLVLRQNRLKSLEKTGELLLTLEN----------------------------------   414
gi|47086413|ref|NP_997977.1| IELGFLLKHFHNVSVIN---------ATVFVIPKETTFLLKNLEYMDLSQNLLT-------------------DLTIQPTLYTGSGAYQNLNMLNVSQNVLKSLGLMSRLVTNLKK----------------------------------   414
gi|24664561|ref|NP_524757.1| DASYNLLTEITASSIPNSVEVLYLNDNQISKIQPYTFFKKPNLTRVDLVRNRLTTLEPNALRLSPIAEDREIPEFYIGHNAYECDCNLDWLQKVNRESRTQPQLMDLDQIHCRLAYARGSSHVSLIEAKSDDFLCKYASHCFALCHCCDF   748
gi|118792131|ref|XP_551799.2| DASSNQLTEITGSAIPNSVELLYLNDNLISKVQSYTFFKKPNLTRVDLFGNKITTLDPNALRISAVPDDRPLPEFYIGGNPYQCDCNLNWLQKSNIDSRTQPRLMDLDSIYCKLLYNRGRTYVPLVEALPNQFLCKYDTHCFALCHCCDF   746
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gi|45383582|ref|NP_989609.1| --------------------------------------------LINLDISENNFGEIPDMCEWP-ENLKYLNLSSTQIPKLTT---CIPSTLEVLDVSANNLQDFG----LQLPFLKELYLTKNHLKTLP--EATDIPNLVAMSISRNK   519
gi|118089754|ref|XP_001232193.1| --------------------------------------------LNLLDISENNFGEIPDMCEWP-ENLKYLNLSSTQIPKLTT---CIPSTLEVLDVSANNLQDFG----LQLPFLKELYLTKNHLKTLP--EATDIPNLVAMSISRNK   507
gi|31981333|ref|NP_036035.2| --------------------------------------------LTSLDISRNTFHPMPDSCQWP-EKMRFLNLSSTGIRVVKT---CIPQTLEVLDVSNNNLDSFS----LFLPRLQELYISRNKLKTLP--DASLFPVLLVMKIRENA   510
gi|38454274|ref|NP_942064.1| --------------------------------------------LTALDISKNSFQPMPDSCQWP-GKMRFLNLSSTGIQAVKT---CIPQTLEVLDVSNNNLDSFS----LFLPRLQELYISRNKLKTLP--EASLFPVLQVMKIRENA   510
gi|19718734|ref|NP_003255.2| --------------------------------------------LTNIDISKNSFHSMPETCQWP-EKMKYLNLSSTRIHSVTG---CIPKTLEILDVSNNNLNLFS----LNLPQLKELYISRNKLMTLP--DASLLPMLLVLKISRNA   510
gi|114596429|ref|XP_001155239.1| --------------------------------------------LTNVDISKNSFHSMPETCQWP-EKMKYLNLSSTRIHSVTG---CIPKTLEILDVSNNNLNLFS----LNLPQLKELYISRNKLMTLP--DASLLPMLLVLKISRNA   510
gi|52546732|ref|NP_001005264.1| --------------------------------------------LTNIDISKNSFHSMPETCQWP-EKMKYLNLSSTRIHSVTG---CIPKTLEILDVSNNNLNLFS----LNLPQLKELYISRNKLMTLP--DASLLPMLLVLKISRNA   511
gi|27806379|ref|NP_776622.1| --------------------------------------------LNNLDISKNNFLSMPETCQWP-GKMKQLNLSSTRIHSLTQ---CLPQTLEILDVSNNNLDSFS----LILPQLKELYISRNKLKTLP--DASFLPVLSVMRISRNI   510
gi|47086413|ref|NP_997977.1| --------------------------------------------LKYLDLSYNSFVSMPEKCSWP-VTLRFLNLSSTKLSTLTP---CLPSSLTVLDLSENDLKAFK----QRFPHLTTLILTGNRLMKLP--DGKLFPSLNTLLIQRNA   510
gi|24664561|ref|NP_524757.1| QACDCKMECPDRCSCYHDQSWTSNVVDCSRASYEQTLPSHIPMDSTQLYLDGNNFRELQSHAFIGRKRLKVLHLNHSRIEVLHNRTFYGLLELEVLQLQSNQLKALNGNEFQGLDNLQELYLQHNAIATIDTLTFTHLYHLKILRLDHNA   898
gi|118792131|ref|XP_551799.2| YACDCKMECPKQCTCYHDQSWSSNVVDCSRAGYDDRLPDQIPMDSTQIYLDGNNFRSLSSHAFLGRKRLKILFLNGSNVETVSNRTFYGLKELEILQLDHNLLTALNGFEFEGLDSLKELFLQYNRIASIANHTFDHLHGLKILRLDHNR   896
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                  :  *                                                                  .                                                           :    *:      :  :   
gi|45383582|ref|NP_989609.1| LNSFSKEEFESFKQMELLDASANNFICSCEFLSFIHHEAGIAQVLVGWPESYICDSPLTVRGAQVGSVQLS-------------------------------------------------------LMECHRSLLVSLICTLVFLFILIL   614
gi|118089754|ref|XP_001232193.1| LNSFSKEE-------------------------------------------------LTVRGAQVGSVQLS-------------------------------------------------------LMECHRSLXVSLICTLVFLFILIL   553
gi|31981333|ref|NP_036035.2| VSTFSKDQLGSFPKLETLEAGDNHFVCSCELLSFTMETPALAQILVDWPDSYLCDSPPRLHGHRLQDARPS-------------------------------------------------------VLECHQAALVSGVCCALLLLILLV   605
gi|38454274|ref|NP_942064.1| ISTFSKDQLGSFPKLETLEAGDNHFICSCELLSFILERPALVHVLVDWPDSYLCDSPPRLHGQRLQDARPS-------------------------------------------------------VLECHQAALVSGVCCALLLLILLL   605
gi|19718734|ref|NP_003255.2| ITTFSKEQLDSFHTLKTLEAGGNNFICSCEFLSFTQEQQALAKVLIDWPANYLCDSPSHVRGQQVQDVRLS-------------------------------------------------------VSECHRTALVSGMCCALFLLILLT   605
gi|114596429|ref|XP_001155239.1| ITTFSKEQLDSFHTLKTLEAGGNNFICSCEFLSFTQEQQALAKVLIDWPANYLCDSPSHVRGQQVQDVRLS-------------------------------------------------------VSECHRTALVSGMCCALFLLILLT   605
gi|52546732|ref|NP_001005264.1| ITTFSKEQLDSFHTLKTLEAGGNNFICSCEFLSFTQEQQALAKVLIDWPANYLCDSPSHVRGQQVQDVRLS-------------------------------------------------------VSECHRTALVSGMCCALFLLILLT   606
gi|27806379|ref|NP_776622.1| INTFSKEQLDSFQQLKTLEAGGNNFICSCDFLSFTQGQQALGRVLVDWPDDYRCDSPSHVRGQRVQDARLS-------------------------------------------------------LSECHRAAVVSAACCALFLLLLLT   605
gi|47086413|ref|NP_997977.1| LRMFNQSSLRSFKTLLYLEAGANNFVCSCKFVSFFKKDVEDLITLQDGRQNYVCNTPFTLRGNAIDSVRLS-------------------------------------------------------VFECYMIPAVSVLCFGIITALGLV   605
gi|24664561|ref|NP_524757.1| ITSFAVWN-FLPSYLNELRLASNPWTCSCEFIDKLRDYINRHEYVVDKLKMKCD-VISGNSTQQMVIYPGSGEPAS-----LPVVQCSQTLPLGLDNNFNYAEQAG-GENASN--ATSTKMILNQPPKLDYIPILVAILTAFIFVMICIS  1038
gi|118792131|ref|XP_551799.2| LVEFNVW--LLPKQLNDIRLAFNAWSCECDYVTRFQEYLKTYDFVRDRHKIRCASYVSSNATIAPATQPADASQASPAEEPLPDGAGTGDFLVYYDNSSTLCTGAIPLENVINGNLTSRKTILSPQPIEGYIPLLVTGLFGFSLVIILTL  1044
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                      .: .  :*      . :    :       .:  :***:***..*  :* : :.  **     : **** ***  * :: :.*:::::.* :*::*:**:*: ****::*:. :*  :: :.    ::::*  :  : :     .:*
gi|45383582|ref|NP_989609.1| VVVGYKYHA-VWYMRMTWAWLQAKRKPKR-APTKDICYDAFVSYSENDSNWVENIMVQQLEQACPPFRLCLHKRDFVPGKWIVDNIIDSIEKSHKTLFVLSEHFVQSEWCKYELDFSHFRLFDENNDVAILILLEPIQSQAIPKRFCKLR   762
gi|118089754|ref|XP_001232193.1| VVVGYKYHA-VWYMRMTWAWLQAKRKPKR-APTKDICYDAFVSYSENDSNWVENIMVQQLEQACPPFRLCLHKRDFVPGKWIVDNIIDSIEKSHKTLFVLSEHFVQSEWCKYELDFSHFRLFDENNDVAILILLEPIQSQAIPKRFCKLR   701
gi|31981333|ref|NP_036035.2| GALCHHFHG-LWYLRMMWAWLQAKRKPKK-APCRDVCYDAFVSYSEQDSHWVENLMVQQLENSDPPFKLCLHKRDFVPGKWIIDNIIDSIEKSHKTVFVLSENFVRSEWCKYELDFSHFRLFDENNDAAILVLLEPIERKAIPQRFCKLR   753
gi|38454274|ref|NP_942064.1| GALCYHFHG-LWYLRMMWAWLRAKRKPKK-APCRDLCYDAFVSYSEQDSYWVENLMVQQLENSDPPFKLCLHKRDFVPGKWIIDNIIDSIEKSHKTVFVLSENFVRSEWCKYELDFSHFRLFDENNDAAILVLLEPIEKKAIPQRFCKLR   753
gi|19718734|ref|NP_003255.2| GVLCHRFHG-LWYMKMMWAWLQAKRKPRK-APSRNICYDAFVSYSERDAYWVENLMVQELENFNPPFKLCLHKRDFIPGKWIIDNIIDSIEKSHKTVFVLSENFVKSEWCKYELDFSHFRLFDENNDAAILILLEPIEKKAIPQRFCKLR   753
gi|114596429|ref|XP_001155239.1| GVLCHRFHG-LWYMKMMWAWLQAKRKPRK-APSRNICYDAFVSYSERDAYWVENLMVQELENFNPPFKLCLHKRDFIPGKWIIDNIIDSIEKSHKTVFVLSENFVKSEWCKYELDFSHFRLFDENNDAAILILLEPIEKKAIPQRFCKLR   753
gi|52546732|ref|NP_001005264.1| EVLCHRFHG-LWYMRMMWAWLQAKRKPRK-APSRDVCYDAFVSYSEHDSYWVENLLVQKLEHFNPPFKLCLHKRDFIPGKWIIDNIIDSIEKSRKTIFVLSENFVKSEWCKYELDFSHFRLFDENSDAAILILLEPIEKKAIPQRFCKLR   754
gi|27806379|ref|NP_776622.1| GVLCHRFHG-LWYMKMMWAWLQAKRKPRK-APRRDICYDAFVSYSERDSYWVENLMVQELEHFNPPFKLCLHKRDFIPGKWIIDNIIDSIEKSHKTIFVLSENFVKSEWCKYELDFSHFRLFDENNDAAILILLEPIDKKAIPQRFCKLR   753
gi|47086413|ref|NP_997977.1| VLTCHKLHV-IWYLQMTKAWIQAKRKPAVGRLPEELRYDAFVSYSQHDAEWVEEILVAELEDTQPSFSLCLHKRDFRPGRWIVDNIIDSIEKSYRTLFVLSEHFVSSEWCRYELDFSHFRIMDEHNDSAVLVLLEPIKKETIPKRFCKLR   754
gi|24664561|ref|NP_524757.1| LVFIFRQEMRVWCHSRFGVRLFYNAQKDVDKNEREKLFDAFVSYSSKDELFVNEELAPMLEMGEHRYKLCLHQRDFPVGGYLPETIVQAIDSSRRTIMVVSENFIKSEWCRFEFKSAHQSVLRDRRRRLIVIVLGEVPQKELDP---DLR  1185
gi|118792131|ref|XP_551799.2| VLFVFRQEMRVWFHSKFGVRLFY-RNADIDKNERDKLFDAFISYSSKDEAFVAEELAPMLENEDPSYKLCLHYRDFPVGAYIADNILQAVESSRRTIMVLSENFIKSEWCRFEFKSAHHQVLRDRRRRLIVILLGEVPQKDLDP---DIR  1190
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gi|45383582|ref|NP_989609.1| KIMNTKTYLEWPPDEEQQQMFWENLKAALKS-----------------------------------------------------------------------------------------------------------------------   793
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