
                                                                    *  ..::.  *                                                                                                 .:  *   
gi|119964694|ref|NP_031688.2| ----------------------------------MGSALLLALGLLAQ----------------------------------------------------------------------------------------------SLGLSWAV    22
gi|46485501|ref|NP_997496.1| ----------------------------------MSSALLFALGLLAQ----------------------------------------------------------------------------------------------SLGLSWAV    22
gi|4826669|ref|NP_004924.1| ----------------------------------MDAAFLLVLGLLAQ----------------------------------------------------------------------------------------------SLCLSLGV    22
gi|73956915|ref|XP_536750.2| MTAPHPYAMQPNSPPSLPGARRPPAGHSVLLRSPMDVALLLALGLLAQQRQRWNPLSLGGALEPGPWHLRPATPTILACARFPGPSDVGVGSEIKGCLQTVLCPPAPVLCIPISSTLRLRFLKSNRGSDAGSLWPRLLCSLASLGPSLGV   150
gi|156120779|ref|NP_001095536.1| ----------------------------------MDAALLLALGLLAQ----------------------------------------------------------------------------------------------SLFPSAGV    22
gi|47086821|ref|NP_997771.1| ----------------------------------MKAVVVLAALLTIVC---------------------------------------------------------------------------------------------QVSSSRLK    23
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                      .  .* **:      **:* *:**** * ** *:**  ********   *.*** ::*****::*:.:*.**: ** :  :  ***** . *:*:****. .*  **.** :** *:******* * *. * * : * ::*** * 
gi|119964694|ref|NP_031688.2| P-EPKPSTLYPWRRASAPGRVRRAWVIPPISVSENHKRLPYPLVQIKSDKQQLGSVIYSIQGPGVDEEPRNVFSIDKFTGRVYLNATLDREKTDRFRLRAFALDLGGSTLEDPTDLEIVVVDQNDNRPAFLQDVFRGRILEGAIPGTFVT   171
gi|46485501|ref|NP_997496.1| P-EPEPSTLYPWRRASAPGRVRRAWVIPPISVSENHKRLPYPLVQIKSDKQQLGSVIYSIQGPGVDEEPRNVFSIDKFTGRVYLNATLDREKTDRFRLRAFALDLGGSTLEDPTDLEIVVVDQNDNRPVFLQDVFRGRILEGAIPGTFVT   171
gi|4826669|ref|NP_004924.1| PGWRRPTTLYPWRRAPALSRVRRAWVIPPISVSENHKRLPYPLVQIKSDKQQLGSVIYSIQGPGVDEEPRGVFSIDKFTGKVFLNAMLDREKTDRFRLRAFALDLGGSTLEDPTDLEIVVVDQNDNRPAFLQEAFTGRVLEGAVPGTYVT   172
gi|73956915|ref|XP_536750.2| PGRRRLSTLYPWHRAVVSGRVRRAWVIPPISVSENHKRLPYPLVQIKSDKQPLGSVIYSIQGPGVDEEPQGVFSIDKFTGKVFLNAMLDREKTDRFRLRAFALDLGGATLEEPTDLEIVVVDQNDNRPVFRQEAFMGRVLEGAVPGTYVT   300
gi|156120779|ref|NP_001095536.1| PRLRRPRTLYPWRQAPTLGRVRRAWVIPPISVSENHKRLPFPLVQIKSDKQQLGSVIYSIQGPGVDEEPRGVFSIDKFTGKVSLNAMLDREKTDRFRLRAFALDLGGATLEEPTDLEIVVVDQNDNRPVFRQEVFTGRVLEGAVPGTYVT   172
gi|47086821|ref|NP_997771.1| QSDANPAVLNPWR-----HRVKRDWIIPPIRVLENSKHLPEDLVQIKSDKIFTGEVIYMLEGPGVDQDPKGLFEIDEKTGWIKSKEPLDREKHKSFKLKAFALSPSGERLESPTTIEIYVLDQNDNRPEFTQKEFIGTIPEFSVPGTSVM   168
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  :. *.* ***.****** :**: *           :*.*:  ** *   :*****          :****** ***::: *** :.*:*::** *                  : * . *    .:***::. *:*  *. **  ::**:
gi|119964694|ref|NP_031688.2| RAEATDADDPETDNAALRFSILEQGSP-------EFFSIDEHTGEIRTVQVGLDREVVAVYNLTLQVADMSGDGLTATASAIISIDDINDNAPEFTKDE--------------FFMEAAEAVSGVDVGRLEVEDKDLPGSPNWVARFTIL   300
gi|46485501|ref|NP_997496.1| RAEATDADDPETDNAALRFSILEQGSP-------ELFSIDEHTGEIRTVQVGLDREVVAVYNLTLQVADMSGDGLTATASAIISVDDVNDNAPEFTKDE--------------FFMEAAEAVSGVDVGRLEVEDKDLPGSPNWVARFTIL   300
gi|4826669|ref|NP_004924.1| RAEATDADDPETDNAALRFSILQQGSP-------ELFSIDELTGEIRTVQVGLDREVVAVYNLTLQVADMSGDGLTATASAIITLDDINDNAPEFTRDE--------------FFMEAIEAVSGVDVGRLEVEDRDLPGSPNWVARFTIL   301
gi|73956915|ref|XP_536750.2| RAEATDADDPETDNAALRYSILEQGSP-------QLFSIDEHTGDIRTVQVGLDREVVAVYNLTLQVADMSGDGLTATASAIITLEDVNDNAPGFTQEKGCHHAQPCWPLLGTFFMEVTEAVSGVDVGRLEVQDRDLPGSPNWAARFTIL   443
gi|156120779|ref|NP_001095536.1| RAEATDADDPETDNAALRYSILEQGGP-------QLFSIDPLTGEIRTVQVGLDR----------EVADMSGDGLTATASAIITLEDINDNAPEFTGDQ--------------FFMEAAEAVSGVDVGRLEVEDRDLPGSPNWAARFTIL   291
gi|47086821|ref|NP_997771.1| QVTAVDFDDPSTDNAALSYSIIGQECDPPHGINKTMFGINNKTGVIYIRDVGLDRDVVQSFRLTLQVADMSGMGLTSSSRAIIHISDINNHAPKFQPTT--------------YNMYAMENKLIAEVGRVNATDKDQRGGDNWRIKYTIV   304
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                  :  *.*:* * *** :*:*::*:**.****    *.* * .:**. *::     .  .: * * * : **.*:* :**::.::.*.. *** :.:  *:***  :*:   :.   **::** :* :**:: :::. . .  :     * *
gi|119964694|ref|NP_031688.2| EGDPDGQFKIYTDPKTNEGVLSVVKPLDYESREQYELRVSVQNEAPLQAAAPRARRGQTRVSVWVQDTNEAPVFPENPLRTSIAEGAPPGTSVATFSARDPDTEQLQRISYSKDYDPEDWLQVDGATGRIQTQRVLSPASPFLKDGWYRA   450
gi|46485501|ref|NP_997496.1| EGDPDGQFKIYTDPKTNEGVLSVVKPLDYESREQYELRVSVQNEAPLQTAAPRAQRGQTRVSVWVQDTNEAPVFPENPLRTSIAEGAPPGTSVATFSARDPDTEQLQRISYSKDYDPEDWLQVDRATGRIQTQRVLSPASPFLKDGWYRA   450
gi|4826669|ref|NP_004924.1| EGDPDGQFTIRTDPKTNEGVLSIVKALDYESCEHYELKVSVQNEAPLQAAALRAERGQAKVRVHVQDTNEPPVFQENPLRTSLAEGAPPGTLVATFSARDPDTEQLQRLSYSKDYDPEDWLQVDAATGRIQTQHVLSPASPFLKGGWYRA   451
gi|73956915|ref|XP_536750.2| EGDPNGQFTIRTDPQTNEGVLSVVKPLDYESCEQYDLRVAVQNEAPLQAAAPRAERGQARVSVRVQDVNEAPVFQENPLRTSLPEGVLPGTPVATFSAQDPDTEQLQRLSYSKDYDPEDWLQVDRATGRVQTQRVLSPASPFLKDGWYRA   593
gi|156120779|ref|NP_001095536.1| EGDPDGQFTIRTDPRTNEGVLSVVKPLDYESREWYDLKVAVQNEAPLQAAAPRAERGQARVSVQVRDVNEAPVFQENPLRTSLAEGAAPGTPVATFSARDPDTQQLQRLSYSKDYDPEDWLQVDGATGRVQTQRVLSPSSPFLKDGWYRA   441
gi|47086821|ref|NP_997771.1| N--PSGHFAIRTDPVSNQGIISVVKSLDYEYQAEYKLIVKAENEVKLKS--PYEQIHSATVTVRVMNENEAPIFYKNPIKVTVPESVVPGTILVSDIAHDPDHAKLR---FEIIQDPDEWLAIDHSTGQIMAKKTSKYGLLLSGTXLYSA   447
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  :: . ::     :**.**.::: *.**:.* *     *::**   :.  ****.* ***:.*:. ** *::  :   :  **::  :*  ** *:    : .* . :.::: ***.*.   .  :***** *.  * * . ::*  ..  
gi|119964694|ref|NP_031688.2| IILALDNAIPPSTATGTLSIEILEVNDHAPALALPPSGSLCSEPDQG-PGLLLGATDEDLPPHGAPFHFQLNPRVPDLGRNWSVSQINVSHARLRLRHQVSEGLHRLSLLLQDSGEPPQQREQTLNVTVCRCGSDGTCLPGAAALRGGGV   599
gi|46485501|ref|NP_997496.1| IILALDNAMPPSTATGTLSIEILEVNDHAPALAPPLSGSLCSEPDQG-PGLLLGATDEDLPPHGAPFHFQLNPRVPDLGRNWSLSQINVSHARLRLRHQVSEGLHRLSLLLQDSGEPPQQREQTLNVTVCRCGLDGTCLPGAAALQGGGV   599
gi|4826669|ref|NP_004924.1| IVLAQDDASQPRTATGTLSIEILEVNDHAPVLAPPPPGSLCSEPHQG-PGLLLGATDEDLPPHGAPFHFQLSPRLPELGRNWSLSQVNVSHARLRPRHQVPEGLHRLSLLLRDSGQPPQQREQPLNVTVCRCGKDGVCLPGAAALLAGGT   600
gi|73956915|ref|XP_536750.2| IILACDDASPPRTATGTLSVEILEVNDHAPELSLR-SGSVCSEPGQG-SGLLLGATDEDLPPHGAPFHFQLSPRVPELTQNWSLSQINGDHAQLRLRHQVREGLHRLSLLLRDSGQPPQQREQPLNVTVCRCGKDGACLPGATARRAGGA   741
gi|156120779|ref|NP_001095536.1| IILARDDASPPSTATGTLSIEILEVNDHAPELSPP-WGSLCSTPDRG-SGLLLGATDEDLPPHGAPFHFQLSPRVPELARNWSLSQVNVSHARLRPKLRVPEGLHRLSLLLQDSGQPPQQREQPLNVTVCRCGQDGACLPGAAALRAGGA   589
gi|47086821|ref|NP_997771.1| VMKVTEQDADGISATATLEVNLWETNDYPPLLIPQ-SGTVCSDRDRDKLGLLLSALDEDMSPQADPFTFNIADQN--MAANWTIITLNETHAVLQPLVDIERGEFSIPVVVSDSGSPSLYSSALVNVTVCPCDSFGDCKSITAAIFGSKI   594
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                  *:.: **:*::..  :**          :                                                                       * *  **     *      .  *  :  .      .. . *. .  ... 
gi|119964694|ref|NP_031688.2| GVSLGALVIVLASTVVLLVLILL-AALRTRFRG--HSRGKSLLHGLQEDLRDNILNYDEQGGGEEDQDAYDINQLRHPV---------EPRATSRSLGRPPLRRDAPFS-YVPQPHRVLPTSPSDIANFISDGLEAADSDPSVPPYDTAL   736
gi|46485501|ref|NP_997496.1| GVGLGALVIVLASTVVLLVLILL-AALRTRFRG--QSRSKSLLHGLQEDLRDNILNYDEQGGGEEDQDAYDINQLRHPV---------EPKATSRSLGRPPLRRDAPFS-YVPQPHRVLPTSPSDIANFISDGLEAADSDPSVPPYDTAL   736
gi|4826669|ref|NP_004924.1| GLSLGALVIVLASALLLLVLVLL-VALRARFWK--QSRGKGLLHGPQDDLRDNVLNYDEQGGGEEDQDAYDISQLRH------------PTALSLPLGPPPLRRDAPQGRLHPQPPRVLPTSPLDIADFINDGLEAADSDPSVPPYDTAL   735
gi|73956915|ref|XP_536750.2| GISLGALVIVLASVILLLLLALP-VALVARSRQ--QSGDKGFLHGLQDDLRDNILNYDEQGGGEEDQDAYDINQLRHPT---------ELAALCR----PPVRRDAPFSRGCPQAARVLPSSPANIADFINDGLEVADSDPSVPPYDTAL   875
gi|156120779|ref|NP_001095536.1| GISLGALVIMLASVILLLCECRR-PQALALGPQ--PLG-------------------------------------------------------------SPTRPLAPP----PGSPTRPPAPPSTLALHPHP---TPTSAPTPTQCSPCW   668
gi|47086821|ref|NP_997771.1| GISFIALMIIIGCIALLLVLLLLTVAVRSCTSQNIRKGGGLLVGGSDDDIRDNVFHYDEQGGGEEDEEAFNIDFLRSPSDMLPAPASFFPQDCGLPRGKQPLRKDAPHYLPSPTYPRKPSGDPTDIEDFINVGLDAADNDPNVPPYDTAL   744
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900



                                    .:.*.** .*: .   .     .                          :                                     
gi|119964694|ref|NP_031688.2| IYDYEGDGSVAGTLSSILSSLGDEDQDYDYLRDWGPRFAR----------LADMYGHQ-------------------------------   784
gi|46485501|ref|NP_997496.1| IYDYEGDGSVAGTLSSILSSQGDEDQDYDYLRDWGPRFAR----------LADMYGHP-------------------------------   784
gi|4826669|ref|NP_004924.1| IYDYEGDGSVAGTLSSILSSQGDEDQDYDYLRDWGPRFAR----------LADMYGHPCGLEYGARWDHQAREGLSPGALLPRHRGRTA   814
gi|73956915|ref|XP_536750.2| IYDYEGDGSVAGTLSSILSSLGDEDQDYSCLWDWGPRFARLADLAQLLPLLSAVVARPHGLGMVARLWMPWLGVGPGGAA---------   955
gi|156120779|ref|NP_001095536.1| WPSWRGSGSSPGTRGFCMDCRTTSG-------------------------TTSLTTTSRGAGRRTRTPTT-------------------   713
gi|47086821|ref|NP_997771.1| IYDYEGDGSVAGSLSSIASTGSDGDQDYDYLNDWGPRFKK-----------TGQHVRPTLDARAVQILSCSQVLQNLG-----------   811
                         .......910.......920.......930.......940.......950.......960.......970.......980.........


