
                                                                                                                                                                                        
gi|24642280|ref|NP_511166.2| ---------------------------------------------------------------------------------------------------------MMRSVINQLLGLRLSGNSSVLVTQVRDKGHLSRPRLRNPQWFLRK    45
gi|158296418|ref|XP_316827.4| --------------------------------------------------------------------------------------------------------MFSSSTVSTLLRQYAISWS---IIPVRSKNYLNRPRLRNPVWFVKK    43
gi|6005862|ref|NP_009139.1| ------------------------------------------------------------------------------------------------------------MPGWRLLTQVGAQVLGRLGDG--LGAALGP-GNRTHIWLFVR    39
gi|114589225|ref|XP_516751.2| ------------------------------------------------------------------------------------------------------------MPGWRLLTQVGAQVLGRLGDG--LGAALGQ-GNRTHIWLFVR    39
gi|73990569|ref|XP_534263.2| MLREETNSQARLRIGGDYHGGRGADLADERKWKRSHELGRCQSARDALGSGPEVTPPAPFRSSRAAAGSRRDVPGRLEAGWRLQRGDALKAERRDARKSSGASPPGHSMSGWRLLAQAGAQVLGCSAGG--PGAARGS-ANRTDIWLLVR   147
gi|122692439|ref|NP_001073786.1| ------------------------------------------------------------------------------------------------------------MPGWRLLAWAGARVLDRGTGG--LGTALGS-GNRTDICVLVR    39
gi|31981470|ref|NP_444389.2| ------------------------------------------------------------------------------------------------------------MPGWRLLAQAGARVLGCGARG--LGADPGL-ERRKNILFFVR    39
gi|109483906|ref|XP_217239.4| ------------------------------------------------------------------------------------------------------------MPGWRLLAQAGAQVLGCGAGG--LGAAPGL-GSRKNILFVVR    39
gi|57530745|ref|NP_001006366.1| ------------------------------------------------------------------------------------------------------------MAGWGLLARLGARLRAAAASGGPLRAVTAVSGHSWQLGFAAR    42
gi|41053377|ref|NP_956301.1| ----------------------------------------------------------------------------------------------------------MTALTCRFIRLADGLLRGRPVFVFRCGAALQS---GAPVIQCVR    41
gi|115534155|ref|NP_498045.2| ---------------------------------------------------------------------------------------------------------MLRSLVSSVTTGPTPEWAGRILMAFSGHISQQRGRRRTLTPAPWL    45
gi|50309329|ref|XP_454671.1| -----------------------------------------------------------------------------------------------------------MAFIGSPSSK---------------------------------    10
gi|45187744|ref|NP_983967.1| --------------------------------------------------------------------------------------------------------MILKLAMHTPVNKDQFPPPWRSSKLLSIRSLDCRYITVFNDLQKIL    46
gi|6321659|ref|NP_011736.1| ---------------------------------------------------------------------------------------------------------MSKFLQGSIFS----------------------------------    11
gi|145606142|ref|XP_365809.2| ------------------------------------------------------------------------------------------------------MAPRLPSRCWSACHLQQRTSQFLLPHLDTAALR---RPTISPSAGPSS    45
gi|85110563|ref|XP_963521.1| ------------------------------------------------------------------------------------------------------MAPRLPARCWRQLSLVERSATHTTTTAAASSLLLAGRTTPTFSASSPS    48
gi|19114797|ref|NP_593885.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|18401521|ref|NP_566579.1| ------------------------------------------------------------------------------------------------------MAAVPRGLLSRINQFLSIR--------------------------SIT    22
gi|115435682|ref|NP_001042599.1| ------------------------------------------------------------------------------------------------------MAAVSRGLLARLRHLSIAG--------------------------PRL    22
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gi|24642280|ref|NP_511166.2| EITKYNDLMTAENKQFVN-----------------------------EVGTNNFGVPAVIKDS-LVKTAGPTAN--EAVWT--PNLRRCGVIARKIGQYPLWLK-NGERIRTTLLQIVDNHVIKYIPPEEYLPAQV--PTVANLHKR--G   156
gi|158296418|ref|XP_316827.4| TRTLHNEQFTEDNTAFLN-----------------------------EVKRETILSAAQRSQSNLLKLAHGEQNGQLAQWA--PGLKRTGVIAKKIGQYPLWTK-DGQKIRTTLLQIVDNEVVKYIPPEEYRPAQE--PRQSRNWRKPYG   159
gi|6005862|ref|NP_009139.1| GLHGKSGTWWDEHLSEEN-----------------------------VPFIKQLVSDEDKAQLASKLCPLKDEPWPIHPWE--PGSFRVGLIALKLGMMPLWTK-DGQKHVVTLLQVQDCHVLKYTSKE--------------NCNGKMA   143
gi|114589225|ref|XP_516751.2| GLHGKSGTWWDEHLSEEN-----------------------------VPFIKQLVSDEDKAQLASKLCPLKDEPWPIHPWE--PGSFRVGLIALKLGMMPLWTK-DGQKHVVTLLQVQDCHVLKYTSKE--------------NCNGKMA   143
gi|73990569|ref|XP_534263.2| SLHGRSGTWWDEHLSEEN-----------------------------VTFVKQLASDENKAQLASKLCPLKDEPWPLHPWE--PGSSRVGLIALKLGMMPLWTK-DGKRHVVTLLQVQDCHVLKYTPKE--------------NHNGKMA   251
gi|122692439|ref|NP_001073786.1| SLHGKSGTWWDEHLSEEN-----------------------------VSFVKQLVSDENKAQLASKLCPLKDEPWPIHPWE--PGSSRVGLVALKLGMMPLWTK-DGKKHVVTLLQVQDCHVLKYTPKE--------------NHNGKMA   143
gi|31981470|ref|NP_444389.2| NLHSKSSTWWDEHLSEEN-----------------------------LSFVKQLVSDENKTQLTSKLNPLKDEPWPLHPWE--PGSFRVGLIALKLGMMPLWTK-DGQKHAVTLLQVQDCHVLKYTPKE--------------DHNGKIA   143
gi|109483906|ref|XP_217239.4| NLHSKSSTWWDEHLSEEN-----------------------------VSFVKQLVSDENKAQLTSKLNPLKDEPWPLHPWE--PGSSRVGLIALKLGMMPLWTK-DGQKHAVTLLQVQDCHVLKYTPKE--------------DHNGKTA   143
gi|57530745|ref|NP_001006366.1| PVH--DATWWHEHLSEEN-----------------------------VQFLRKAAAEEYRAQTASKLCPLKDEPWPLNEWK--PDSVRVGVVAVKLGMMPIWTK-SGKKHAVTLLKVQDCHVLKYVSKE--------------DSGGKTA   144
gi|41053377|ref|NP_956301.1| THR--SNTWWDEHLTE-------------------------------------------------------DEPWPRHEWV--EGSRRVGLVAIKLGMMPVWSK-SGERHVVTMLQVKDCHVVKHLSKE--------------DYNGHTS   117
gi|115534155|ref|NP_498045.2| PPVKESVPKSSVGISQGT-----------------------------KNLLETVIEKETLAASTIAFQNSQETNVSVVDIP--DSSRRVGLVVRKIGMLPQWTN-EGNRILCTVLEVDENHVVSITSPEAWYKSSAVGKRKAFNRHGPMW   163
gi|50309329|ref|XP_454671.1| IW--------TRLFSQSG-----------------------------VSNGAKLVAPSVASSIHLDPVDIKHSPENALKRR--RLPLRCGALSKKVGMMPYFEKETGKRIAATVLQLDNNEVILHRTPA----------------ENNYW   105
gi|45187744|ref|NP_983967.1| IWNVESLHDIARCKASTGGASANIERLYQTFKRSEMLETLIRVQLRFASSRAALVAPSVAQTVHKVAPAVNHSPEKALERR--WLPLRCGVLTRKVGMMPYFDVATGARMAATVLEMNNVEVVLQKTVA----------------ANGYW   178
gi|6321659|ref|NP_011736.1| ---------ISKLHVRYS------------------------------STRPFLVAPSIANSITTEAPAINHSPELANARK--WLPKRCGLITRKKGMMPYFDKSTGERSAATILEVNNVEVIMHRTSE----------------VNGYF   104
gi|145606142|ref|XP_365809.2| SSSHLLLPRTTTRGVKYGWSN---------------------------TLPKRGSKATRFNQVTAGLPAPTAGPAAALKRKENTTPVRAGVVAIKKGMTALFSR-RGTRIPCTVLQLDSVQVLLNKTRE----------------NAGYF   151
gi|85110563|ref|XP_963521.1| TVFPSLLPQITKRGVKYGWS----------------------------TLPKR-SRPTRFNQVTQGLPAPTSGPAAALKRREKTTPLRTGVLAVKKGMTVFMGR-TGARIPCTVLQLDRVQVVANKTRA----------------KNGYW   152
gi|19114797|ref|NP_593885.1| ---------MQSRFL----------------------------------ISPTLIRTFAHHANLTPRKILHDLPEAAHARK--QIPLRPGVILVKKGMTNAWDEKTGMQVPLTILQFDRVQAIDVRTKE----------------KHGYY    89
gi|18401521|ref|NP_566579.1| PSSSESLPHCSSFFLIRR------------------------------FSSDTGLMDGGGSDIIGAQTRIIEAKQGEMSSR----SKRTGIIAVKCGMTALWDK-WGKRIPISILWVDDNIVSQVKTVE----------------KEGIF   121
gi|115435682|ref|NP_001042599.1| PPCCR--PFSAEPLVSHP------------------------------DDDDAAAGGGGGGGEGSGGGRIIEARAGVMGPD----SRRTGVIGVKCGMSAMWDK-WGAKVPITVLWVDDNVVCQVKTAE----------------KEGFF   119
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gi|24642280|ref|NP_511166.2| CILVGSETTNPALLTKEYAGIFRNSGVLPKKNLARFIVS-PEAQLAPGTPLNVNHFRVGDFVDVRGKTVDHGFQGVVKRHGFKGMPASHGVTKTHRRAGNIGGGGEKG-RVWPGTKMPGHMGNRWRIIKGLRVWRINTKYNVMWVQGSSV   304
gi|158296418|ref|XP_316827.4| CLLVGAEHGDPSLFTKEYAGLFHESGVLPKKHLCRFIVS-PEAQLPSGTALTVSHFRVGDFVDVRGLTVDRGFQGVVKRHGFKGMPKSHGVTKTHRRPGNIGAGGNKA-RVWPGTRLPGHMGNRWRVLRGLRILRINPQYNVMWVMGSNI   307
gi|6005862|ref|NP_009139.1| TLSVGGKTVSRFRKATSILEFYRELGLPPKQTVKIFNIT-DNAAIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPATHGQTKTHRRPGAVATG-DIG-RVWPGTKMPGKMGNIYRTEYGLKVWRINTKHNIIYVNGS-V   289
gi|114589225|ref|XP_516751.2| TLSVGGKTVSRFRKATSILEFYRELGLPPKQTVKIFNIT-DNAAIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPATHGQTKTHRRPGAVATG-DIG-RVWPGTKMPGKMGNIYRTEYGLKVWRINTKHNIIYVNGS-V   289
gi|73990569|ref|XP_534263.2| ALTVGGKTVSRFHKSTSVLEFYQELGLPPKQKVKIFHVT-DNAVIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPATHGQTKTHRRPGAISTG-DVA-RVWPGTKMPGQMGNKDRTEYGLKVWRINTKNNIIYVNGS-V   397
gi|122692439|ref|NP_001073786.1| ALTVGGKTVSRFHKSTSILEFYQELGLPPKQKIKMFNVT-DNAVIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPATHGQTKTHRRPGAISTG-DVA-RVWPGTKMPGQLGNVDRTAFGLKVWRINTKHNIIYVNGS-V   289
gi|31981470|ref|NP_444389.2| ALTVGGKTVSRFYKPDSRLEFYRDLGLPPKQIHKIFHVT-DNAVIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPASHGQTKTHRRPGAISTG-DIA-RVWPGTKMPGRMGNQNRTVYGLKVWRVNTKHNIIYVNGS-V   289
gi|109483906|ref|XP_217239.4| ALTVGGKTGSRLYKPNSILEFYRDLGLPPKQTIKIFHVT-DNAVIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPASHGQTKTHRRPGAISTG-DIA-RVWPGTKMPGQMGNQNRTVYGLKVWRVNTKHNIIYVNGS-V   289
gi|57530745|ref|NP_001006366.1| KLLVGGKNVSPFSKSEAEMEIFREAGVPRKQKVTTFNVT-DDAIIKPGTPLYAAHFRPGQIVDVTAKTIGKGFQGVMKRWGFKGQPASHGQTKTHRRPGAISTN-KVS-RVFPGKKMPGKMGNIYRTSFGLKVWRINTKHDIIYVHGS-V   290
gi|41053377|ref|NP_956301.1| ALVVGGKNVSPFHRPVGYLEIFQNAGIPPKQKLTTFCVT-DNAIIKPGTPLYAAHFRPGQYVDVTAKTIGKGFQGVMKRWGFKGQPASHGQTKTHRRPGALGPGGDPA-KVFKGTKMPGRMGNVYNTNFGLKIWRVNTKYNILYVNGS-V   264
gi|115534155|ref|NP_498045.2| RVTVGAGNDDPTKYTLGYRRQFVRAGIPVKEKLGCFLVT-EDALPSAGQPLDARHFGVGQYVTATGKTIDWGFQGGMHRWGMRGQPTRR-TTKSHRRIGSVGSV-GDA-RIWPGKRMPGHMGYEWRTVSGLEIVRINVDKQVIYVKGS-V   308
gi|50309329|ref|XP_454671.1| ACQIGYGNKSPENVTRQMLGHFAAHVVNPKEKVTEFRVKDESGLLPVGSLIKPSWFKPGQYVDLRSISKGKGFQGVMKRYGFKGLKASHGVSVSHRSGGSYGQNQTPG-RVLPGKKMPGHMGVDTVTIQNVQVLDVNDETGTVLVKGS-V   253
gi|45187744|ref|NP_983967.1| ACQVGYGNKHPSKVTRQLLGHFASKEVNPKEKVTEFRVKNEEGLLPVGTLLKPSFFSPGQYVDLRSVSKGKGFQGVMKRYNFKGQKASHGNSLSHRKGGSYGQNQTPG-RILPGKKMPGHMGVQRVTIQNVQVLEVQDSKGVIIVKGS-V   326
gi|6321659|ref|NP_011736.1| ACQVGYGSRHLSKVSRQMLGHFASKVVNPKEHVAEFRVKDEKGLIPPGTLLKPSFFKEGQYVDVRSVSKGKGFTGVMKRYGFKGLRASHGTSIMHRHGGSYGQNQDPG-RVLPGRKMPGHMGNEHVTIQNVKVLKVDDENNVIWVKGS-V   252
gi|145606142|ref|XP_365809.2| AVQVGAVPKRPSTALAPQLGYFEAKGVEPKQHVAEFRVRNEQGLLPVGVQLQPDWFHVGQWVDVRGTSRGMGFEGGMKRHGFSGQNKSHGNSLNHRTGGSVGPSQGSGSRVHPGKKMPGRMGGQSATAQNLSVLKVDNDLGIVVVKGA-V   300
gi|85110563|ref|XP_963521.1| AVQVGLGERRAENVGAPQLGYYEAKGIPPKQTLAEFKVRNQDGLLPVGVQLFPDWFHVGQVVDVRGITRGMGFAGGMKRHGFAGQEASHGNSLNHRTIGSVGGSQGSGSRVLPGKKMPGRMGAQQHTVQNLPILMVDNELGIVVVKGA-V   301
gi|19114797|ref|NP_593885.1| AVQVGSGIRKPKSITKAEQGNFFSHNIYPKMHVREFRVRDASGLVSPGTIFTTDYFKPKQYVDVKGITKGKGFAGVMKRWGFSGGNASHGASLSHRTPGSTGQNTTPS-RVLPGRKMAGHMGHRSRTVKNLLVWAVDADLECILVKGS-I   237
gi|18401521|ref|NP_566579.1| ALQIGCGQKKPKHLSKAVVGHFRAQGVPLKRKLREFPVT-EDALLPVGTSLGVRHFVPGQYVDVTGITRGKGFQGCMKRHGFSGMPASHGASLSHRSGGSTGQRDAPG-KVFKGRKMAGRMGADQRTVKNVWVYKIDPARNLMWVRGQ-V   268
gi|115435682|ref|NP_001042599.1| ALQLGAGQKKEKHLTKPEVGHFRAQGVPLKRKLREFPVT-EDALIPLGTTITVRHFVPGQFVDVTGITKGKGFAGGMKRHGFSGMPASHGASLSHRSIGSTGQRDAPG-RVFKNRKMPGRMGGVQRTVKNVWVYQIDPARNLLYLKGQ-V   266
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gi|24642280|ref|NP_511166.2| AGPTGGLVYIYDTILPTRKN------KEAPPFPTFYG-------------EPQQDGDDVWY-----EQVHNFKSESITYENE-------------------------------   362
gi|158296418|ref|XP_316827.4| AGNTNGIVYIYDTILPLRRHGAKGVPAGPPPFPTALE-------------PLPADSGDIWL-----EDLHDFRNLSITYSAGSE-----------------------------   373
gi|6005862|ref|NP_009139.1| PGHKNCLVKVKDSKLPAYKD-----LGKNLPFPTYFP-----------DGDEEELPEDLYD-----ENVCQPGAPSITFA---------------------------------   348
gi|114589225|ref|XP_516751.2| PGHKNCLVKVRDSKLPAYKD-----LGKNLPFPTYFP-----------DGDEEELPEDLYD-----ENVCQPGAPSITFA---------------------------------   348
gi|73990569|ref|XP_534263.2| PGHRNCLVKIRDSNLPAYKD-----FCKNLPFPTYFP-----------DGDEEELPEDLYD-----ENVCQPSAPSITFT---------------------------------   456
gi|122692439|ref|NP_001073786.1| PGHRNCLVKIKDSVLPAYKD-----FCKNLPFPTYFP-----------DEDEKELPEDLYD-----EEVCQPGAPSITFV---------------------------------   348
gi|31981470|ref|NP_444389.2| PGHKNCLVKIKDSTLPAYKD-----SCKNLPFPTYFP-----------DGDEEELPEDLFD-----ESVWQPSEPSITFA---------------------------------   348
gi|109483906|ref|XP_217239.4| PGHRNCLVKIKDSTLPAYKD-----LCKSLPFPTYFP-----------DGDEEELPEDLYD-----ESVWQPSEPSITFA---------------------------------   348
gi|57530745|ref|NP_001006366.1| PGHTNCLVKVRDTKLRVYKD-----CNKNPPFPTFFA-----------DGDEK-LPEDLYD-----QDMFQFTDPSVTYA---------------------------------   348
gi|41053377|ref|NP_956301.1| PGHRNCLVKVRDTVLPTRLE-----KNKNLPFPTFFA-----------DGNEE-LPEDLYD-----EDMFQFGEPES------------------------------------   319
gi|115534155|ref|NP_498045.2| PGDIGETILLKDCLQEEKR-------LKSGPMPTWAPSLETIEEEPETEPEEGTIPKNLLFNEKFSPKLFRFTSPSILFTDADAKKATGRDKTKAKIAKVKK-----------   403
gi|50309329|ref|XP_454671.1| AGPNGAFVKIQDAIKKPTPV---------------------------------------------------------------------------------------------   273
gi|45187744|ref|NP_983967.1| AGPKGAFVKVQDAIKKPPTA-------DI------------------------------------------------------------------------------------   348
gi|6321659|ref|NP_011736.1| AGPKNSFVKIQDAIKKT------------------------------------------------------------------------------------------------   269
gi|145606142|ref|XP_365809.2| AGPKGGMVKIQDAVLKPPPP-------EKWIRESLETL----------MKRHPNHDGFLEAARARHLELKEARRTHSVRKMVSPDQPRRNRLKPDPAVWGRVGAAVRRGVSCC   396
gi|85110563|ref|XP_963521.1| AGHKGAVVKVQDAVKKAPPP-------EEFVEATKQLL----------NERFPDAEEKLQAARKLHLELKEARRQGLIDSLIK------NGLTEKADGNAAVEASA-------   384
gi|19114797|ref|NP_593885.1| PGPNKSAVYVTDTINRSTSA-------TN------------------------------------------------------------------------------------   259
gi|18401521|ref|NP_566579.1| PGAEGNFVFIKDAWCKKPDI-------SKLPFPTYLAP----------EDEDPSELEPLVADLGEVDPFMLAE----------------------------------------   324
gi|115435682|ref|NP_001042599.1| PGPQGSFVFVKDSIYKKPDI-------AKLPFPTYFSQ----------EGESE---ELLVADLGDIDPFMVAD----------------------------------------   319
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