
                                                                                                                                                                                        
gi|114326512|ref|NP_035340.2| MGLWLKLLAFGFALLDTEVFVTGQ---------------TPTP--------------------------------------------------------------------------SDGASLTTLTPSTLGLASTDPP-----------   150
gi|109497924|ref|XP_001062978.1| MYLWLKLLAFSLALLGPEVFVTGQGTTDDGFSSTLMPHLTPQPDSQTPSARGADTQTLSSQADLTTLTAAPSGETDPPGVPEESTVPETFPGGTPILARNSTAPSPTHTSNVSTTDISSGANLTTPAPSTLGFASNTTT-----------   150
gi|18641347|ref|NP_002829.2| MYLWLKLLAFGFAFLDTEVFVTGQ-SPTPSPTGLTTAKMPSVPLSSDPLPTHTTAFSPASTFERENDFSETTTSLSPDNTSTQVSPDSLDNASAFNTTGVSSVQTPHLPTHADSQTPSAGTDTQTFSGSAANAKLNPTPGSNAISDVPGE   150
gi|114571686|ref|XP_001142088.1| MYLWLKLLAFGFAFLDTEVFVTGQ-SPTPSPTGLTTAKMPSVPLSSDPLPTHTTAFSPASTFERENDFLETTTSLSPDNTSTQVSPDSLDNASAFNTTGVSSVQTPHLPTHADSQTPSAGTDTQTFSGSAANAKLNPTPGSNAISDVPGE   150
gi|73960598|ref|XP_547374.2| MYLWLKLLAFGFAFLDTGVFVTGK-EPTQAGSGLNSTEKPSAPG--DPLPTRTTAFSLPSISERENYSSETTPPLSPDSTSTEESRNSLDNANSHDVKGVT---QPPLLTHTGSQASSAGPDPQTPNSTVALLARTPAPGRNDPSGASRE   150
gi|119908808|ref|XP_599431.3| MYLWLKLLAFGFAFLDIAVFVAGN-STQPSTQ----------------------------------DEQTTTPALTTASSVS----------------------------------------PATALSTIA-------------------   150
gi|189535157|ref|XP_687562.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|45383331|ref|NP_989748.1| MFLCLKLLAFGVAFLCQDAFAQAGNDNLTSASSLSSTLPTPTRS--------TSFSPPSTTAGVQPASTGASPTASTHLSTHSGSGPTTGLGHLQHSSPAALTTRTLTAFHQTVSDYYSSTSLHNTTSPVITPASTETIP----------   150
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gi|114326512|ref|NP_035340.2| ----------------------------------------------------------------STTIAT-TTKQTCAA--MFGNITVNYTYESSNQTFKADLKDVQNAKCGNEDCEN-VLNNLEECSQIKNISVSNDSCAPA-TTIDLY   300
gi|109497924|ref|XP_001062978.1| ----------------------------------------------------------------STEIATPQTKPSCDE--KFGNVTVRYIYDDSSKNFNANLEGDKKPKCEYTDCEK-ELKNLPECSQ-KNVTLSNGSCTPD-KIINLD   300
gi|18641347|ref|NP_002829.2| RSTASTFPTDPVSPLTTTLSLAHHSSAALPARTSNTTITANTSDAYLNASETTTLSPSGSAVISTTTIATTPSKPTCDE--KYANITVDYLYNKETKLFTAKLNVNENVECGNNTCTNNEVHNLTECKN-ASVSISHNSCTAPDKTLILD   300
gi|114571686|ref|XP_001142088.1| RSTASTFPTDPVSPLTTTLSLAHHSSAALPARTSNTTITANTSDAYLNASETTTLSPSGSAVISTTTIATTPSKPTCDE--KYANITVDYLYNKETKLFTAKLNVNENVECGNNTCTNNEVHNLTECKN-MSVSISHNSCTAPDKTLLLD   300
gi|73960598|ref|XP_547374.2| RTQQSAVPVG------------------------------------------------GSAVAET---AGPPNNKACED--RYANITVEYYY--EPNSFVAKLNVNDTVNC--DQCKKNEISNLKECEN-LNITISHSSCDSPNKTLTLE   300
gi|119908808|ref|XP_599431.3| -----------------------------------------------------------------------PTKPPCEN--KYGGVSVKYSFN-DNKTFTATLDVKR-EECEPPGCEK-EHRGLSACQT-KNISMSHPSCEPP-FEYVLE   300
gi|189535157|ref|XP_687562.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|45383331|ref|NP_989748.1| ---------------------------------------------------------------TSTIESATTTEEPCDNSIDYGNIEEKNNSAEVTLKNLKENRIYDILLEDGKSLSVNASNNIVMLNWCRRYTVQSRSCKVMYLTIPPD   300
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gi|114326512|ref|NP_035340.2| VPPGTDKFSLHDCTPKEKANTSICLEWKTKNLD---FRKCNSDNISYVLHCEPENNTKCIRRNTFIPERCQLDNLRAQTNYTCVAEILYRGVKLVKNVINVQTDLGIPET-PKPSCGDPAARKTLVSWPEPVSKPESASKPHGYVLCYKN   450
gi|109497924|ref|XP_001062978.1| VPPGTHNFNLTNCTPDIEANTSICLEWKIKNK-----FTCDIQKISYNFRCTPEMKTFALDKHGTL----WLHNLTVRTNYTCAAEVLYNNVILLKQDRRVQTDFGTPEMLPHVQCKNSTNSTTLVSWAEPAS------KHHGYILCYKK   450
gi|18641347|ref|NP_002829.2| VPPGVEKFQLHDCTQVEKADTTICLKWKNI-----ETFTCDTQNITYRFQC--GNMIFDNKE-------IKLENLEPEHEYKCDSEILYNNHKFTNASKIIKTDFGSPGEPQIIFCRSEAAHQGVITWNPPQR------SFHNFTLCYIK   450
gi|114571686|ref|XP_001142088.1| VPPGVEKFQLHDCTQVEKADTTICLKWKNI-----ETFTCDTQNITYRFQC--GNTTSDNKE-------IKLQNLDPEHEYKCDSEILYNNHKYTNASKIIKTDFGTPGQPQNITCRSEAAHQGVITWNPPQR------SFHNFTLCYMK   450
gi|73960598|ref|XP_547374.2| VPPDRGNFDLEDCTQKEKANTSICVRVEEK-----KNFTCDKSKIKYRLQC--GKNITGNMQ-------FEWEGFVPETDYSCYLNVSYNGQLVLNLSKIIETDFGSPDPPKNLICSSKNANSVVIIWEPPIN------TFHGYNVCYHI   450
gi|119908808|ref|XP_599431.3| VPPDPNQFQLVDCVEDEEANTSLCLHWQNKDFPDNGQFKCNENKIEYKFKCDGGSPSYNKDT-------FKVRNLKPRTNYTCSSQVLYDQQLLISQNKTIETDFGEPEAPQNFTCSAKNATEGKCTWTPPQS------YFDRISLCYWI   450
gi|189535157|ref|XP_687562.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|45383331|ref|NP_989748.1| EKRYTFGAKSIGNDNATLRLNSLCIDCEDVCSN--VTVSCKTNSINSGGTGN-LTGSYELMKHDINADNITILSLSSDSEYLCRVTVRFFEKNFTKEVN-ITTDYDAPKAPENLTVHP-TDRNVTVTWMKPTG------TLEKHIDGYTV   450
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gi|114326512|ref|NP_035340.2| N-SEK------CKSLPNNVTSFEVESLKPYKYYEVSLLAYVNG---KIQRNGTAEKCNFHTKADRPDKVNGMKTSRPTDNSINVTCGPPYETNGP-KTFYILVVRSGGSFVTKYNKTNCQFYVDNLYYSTDYEFLVSFHNGVYEGDSVIR   600
gi|109497924|ref|XP_001062978.1| TPSEK------CENLANDVNSFEVKNLRPYTEYTVSLFAYVIG---RVQRNGPAKDCNFRTKAARPGKVNGMKTSRASDNSINVTCNSPYEINGP-EARYILEVKSGGSLVKTFNQSTCKFVVDNLYYSTDYEFLVYFYNGEYLGDPEIK   600
gi|18641347|ref|NP_002829.2| ETEKD------CLNLDKNLIKYDLQNLKPYTKYVLSLHAYIIA---KVQRNGSAAMCHFTTKSAPPSQVWNMTVSMTSDNSMHVKCRPPRDRNGP-HERYHLEVEAGNTLVRNESHKNCDFRVKDLQYSTDYTFKAYFHNGDYPGEPFIL   600
gi|114571686|ref|XP_001142088.1| ETEKN------CLNLDKNLIKYDLQNLKPYTKYVLSLHAYIVA---KVQRNGSAATCHFTTKSAPPSQVWNMTVSMTSDNSMHVKCRPPRDRNGP-HERYHLEVEAGNTLVRNESHKNCDFRVKDLQYSTDYTFKAYFHNGDYPGEPFIL   600
gi|73960598|ref|XP_547374.2| NEEEAYFHQEMCQELGETVKQHQLQQLNPYTKYRVSVKAYTNG---KVRREGSCEVCDVKTNESNPGPVRDLHFSRKSDNSVQVRCKPPAAYNGPKNGNYHLQIRIGDVLVNDLLNKACEFLVENLHYSTEYKFKVYYNNGKFDGASQNF   600
gi|119908808|ref|XP_599431.3| TPGGRN-----CIPQDKTQDGIDLHNLRPFTNYTVVLQARVTG---KVTRS-RNATYTFWTDPAKPSKVNGLSASRKTENTIAVSCKRPDQLNGP-EGKYYLEVRTGNTLVKKDSGPECRFLVEDLQYLTEYNFLVYYDNTKFAGLPESV   600
gi|189535157|ref|XP_687562.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|45383331|ref|NP_989748.1| ECNNT------SQNVNRNETSFTCGDLEPYSTGSVSVRAFKKSKYKNKNFEGEKVNGSFQTKPAKPENVTDFKLTLLADNTVKVACRS-QKVYGN-ETKFKLSWNSSSNSGENQRKNECNFTVRDLSYLTKYTFKISVFNGVYTGDSVCE   600
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gi|114326512|ref|NP_035340.2| NESTNFNAKALIIFLVFLIIVTSIALLVVLYKIYDLRKKRSSNLDEQQELVER-DDEKQLMDVEPIHSDILLETYKRKIADEGRLFLAEFQSIPRVFSKFPIKDARKPHNQNKNRYVDILPYDYNRVELSEINGDAGSTYINASYIDGFK   750
gi|109497924|ref|XP_001062978.1| PQSTSYNSKALIIFLVFLIIVTSIALLVVLYKIYDLRKKRSSNLDEQQELVER-DEEKQLINVDPIHSDLLLETYKRKIADEGRLFLAEFQSIPRVFSKFPIKDARKSQNQNKNRYVDILPYDYNRVELSEINGDAGSTYINASYIDGFK   750
gi|18641347|ref|NP_002829.2| HHSTSYNSKALIAFLAFLIIVTSIALLVVLYKIYDLHKKRSCNLDEQQELVER-DDEKQLMNVEPIHADILLETYKRKIADEGRLFLAEFQSIPRVFSKFPIKEARKPFNQNKNRYVDILPYDYNRVELSEINGDAGSNYINASYIDGFK   750
gi|114571686|ref|XP_001142088.1| HQSTSYNSKALIAFLAFLIVVTSIALLVVLYKIYDLHKKRSCNLDEQQELVER-DDEKQLMNVEPIHADILLETYKRKIADEGRLFLAEFQSIPRVFSKFPIKEARKPFNQNKNRYVDILPYDYNRVELSEINGDAGSNYINASYIDGFK   750
gi|73960598|ref|XP_547374.2| SHTTSYNSRALIIFLVFLIIVTFLALLVVLYKIYDLRNKRSSDLDEEQELVER-DDEKQLMTVEPIHADILLETYKRKIADEGRLFLAEFQSIPRVFSKFSIKDARKPFNQNKNRYVDILPYDYNRVELSDINGDAGSNYINASYIDGFK   750
gi|119908808|ref|XP_599431.3| TASTSYNAKALIIFLVFLIIVTSIALLIVLYKIYDLHKKRSSNLDEQQELVER-DDEKQLMNVEPIHADVLLETYKRKMADEGRLFLAEFQSIPRVFSKFSIKDARKSFNQNKNRYVDILPYDYNRVELSDINGDAGSNYINASYIDGFK   750
gi|189535157|ref|XP_687562.3| --------------------------------------------------------------------------------------MDEFQSIPRIFNNYTIKEAKRPENQSKNRYVDILPYDYNRVTLS--SGSYG-DYINASFIEGYQ   750
gi|45383331|ref|NP_989748.1| EIYTRYNSRALIIFLVFLIVVTSIALLLVLYKIYDLHQKKLSNSSEVISLVAVKDDERQLLNIEPIPSEKLLETYKRKIADEGRLFLDEFQSIPRIFTKFPMKEAKRSHNQNKNRYIDILPYDHNRVELSEIPGDPGSDYINASYIDGFK   750
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gi|114326512|ref|NP_035340.2| EPRKYIAAQGPRDETVDDFWRMIWEQKATVIVMVTRCEEGNRNKCAEYWPSMEEGTRAFKDIVVTINDHKRCPDYIIQKLNVAHKKEKATGREVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|109497924|ref|XP_001062978.1| EPRKYIAAQGPRDETVDDFWKMIWEQKATVIVMVTRCEEGNRNKCAEYWPCMEEGTRTFRDVVVTINDHKRCPDYIIQKLSIAHKKEKATGREVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|18641347|ref|NP_002829.2| EPRKYIAAQGPRDETVDDFWRMIWEQKATVIVMVTRCEEGNRNKCAEYWPSMEEGTRAFGDVVVKINQHKRCPDYIIQKLNIVNKKEKATGREVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|114571686|ref|XP_001142088.1| EPRKYIAAQGPRDETVDDFWRMIWEQKATVIVMVTRCEEGNRNKCAEYWPSMEEGTRAFGDVVVKINQHKRCPDYIIQKLNIVNKKEKATGREVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|73960598|ref|XP_547374.2| EPRKYIAAQGPRDETVDDFWRMIWEQKATVIVMVTRCEEGNRNKCAEYWPSMEEGTRAFGDVIVKITEHKRCPDYIIQKLNITNKKEKATGREVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|119908808|ref|XP_599431.3| EPRKYIAAQGPRDETVDDFWRMIWEQKATVIVMVTRCEEGNKNKCAEYWPSMDEGSRVYGDVIVEINEHKRCPDYIIQKLTVGNRKEKASGRAVTHIQFTSWPDHGVPEDPHLLLKLRRRVNAFSNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|189535157|ref|XP_687562.3| EPKKYIAAQGPKDETIVDFWQMMWEQKSSIIVMVTRCEEGNKVKCAQYWPCLDRETEIFDDFVVKIKTEEHCPDYIIRHLVLANKREKASEREITHIQFISWPDHGVPTDPGQLLKLRRRVNSFKNFFSGPIVVHCSAGVGRTGTYIGID   900
gi|45383331|ref|NP_989748.1| EPRKYIAAQGPKDETTDDFWRMIWEQKATIIVMVTRCEEGNRNKCAQYGPSMENGSATYGDITVKINESKICPDYIIQKLHITNGRERTSGRDVTHIQFTSWPDHGVPEDPHLLLKLRRRVNALSNFFSGPIVVHCSAGVGRTGTYIGID   900
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gi|114326512|ref|NP_035340.2| AMLEGLEAEGKVDVYGYVVKLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVNLSELHSCLHNMKKRDPPSDPSPLEAEYQRLPSYRSWRTQHIGNQEENKKKNRNSNVVPYDFNRVPLKHELEMSKESEPESDESSDDDSDSEETSKY  1050
gi|109497924|ref|XP_001062978.1| AMLESLEAEGKVDVYGYVVNLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVNLSELHSCLQNLKKRDPPSDPSPLEAEYQRLPSYRSWRTQHIGNQEENKKKNRSSNVVPYDFNRVPLKHELEMSKESEAESDESSDEDSDSEETSKY  1050
gi|18641347|ref|NP_002829.2| AMLEGLEAENKVDVYGYVVKLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVNLSELHPYLHNMKKRDPPSEPSPLEAEFQRLPSYRSWRTQHIGNQEENKSKNRNSNVIPYDYNRVPLKHELEMSKESEHDSDESSDDDSDSEEPSKY  1050
gi|114571686|ref|XP_001142088.1| AMLEGLEAENKVDVYGYVVKLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVNLSELHPYLHNMKKRDPPSEPSPLEAEFQRLPSYRSWRTQHIGNQEENKSKNRNSNVIPYDYNRVPLKHELEMSKESEHDSDESSDDDSDSEEPSKY  1050
gi|73960598|ref|XP_547374.2| AMLEGLEAENKVDVYGYVVKLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVSLSELHPYLLNMKKRDPPSEPSPLEAEFQRLPSYRSWRTQHVGNQEQNKSKNRNSYIIPYDFNRVPLKHELEMSKESEHDSDESSDDDSDSEETSRY  1050
gi|119908808|ref|XP_599431.3| AMLEGLEAENKVDVYGYVVKLRRQRCLMVQVEAQYILIHQALVEYNQFGETEVSLSELHPYLSNMKKRDPPSEPSPLEAEFQRLPSYRSWRTQHIGNQEENKSKNRNSKIIPYDFNRVALKHELETSKESEQDSDESSDDDSDLEEISRY  1050
gi|189535157|ref|XP_687562.3| AMIESLEAENRVDIYGFVAKLRRQRCLMVQVEAQYILIHTALIEHNQFGETEILLSEFHSVLNTIREKQ--GNESIMEIEFQKLPKFKNWRTINTGSSEENKDKNRDSKVIPYDYNRVLFRLDIAGNQTSDPEDDTYSSDEEE-EESNEY  1050
gi|45383331|ref|NP_989748.1| AMLEGLDAEGRVDVYGYVVKLRRQRCLMVQVESQYILIHQALVEYHQYGETEVSLSELHSYLNNLKRKDPPSEPSLLEAKFQRLPSYKGWRTQNTGNREENKNKNRSANTIPYDFNRVPIRSEEEQSKEGEHDSEDSSDEDSDCEESSRY  1050
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gi|114326512|ref|NP_035340.2| INASFVMSYWKPEMMIAAQGPLKETIGDFWQMIFQRKVKVIVMLTELVNGDQEVCAQYWGEGKQTYGDMEVEMKDTNRASAYTLRTFELRHSKRKEPRTVYQYQCTTWKGEELPAEPKDLVSMIQDLKQKLP-KASPEGMKYHKHASILV  1200
gi|109497924|ref|XP_001062978.1| INASFVMSYWKPEMMIAAQGPLKETIGDFWQMIFQRKVKVIVMLTELMSGDQEVCAQYWGEGKQTYGDMEVMLKDTNKSSAYILRAFELRHSKRKEPRTVYQYQCTTWKGEELPAEPKDLVTLIQNIKQKLP-KSGSEGMKYHKHASILV  1200
gi|18641347|ref|NP_002829.2| INASFIMSYWKPEVMIAAQGPLKETIGDFWQMIFQRKVKVIVMLTELKHGDQEICAQYWGEGKQTYGDIEVDLKDTDKSSTYTLRVFELRHSKRKDSRTVYQYQYTNWSVEQLPAEPKELISMIQVVKQKLPQKNSSEGNKHHKSTPLLI  1200
gi|114571686|ref|XP_001142088.1| INASFIMSYWKPEVMIAAQGPLKETIGDFWQMIFQRKVKVIVMLTELKHGDQEICAQYWGEGTQTYGDIEVDLKDTDKSSTYTLRVFELRHSKRKDSRTVYQYQYTNWSVEQLPAEPKELISMIQVVKQKLPQKNSSEGNKHHKSTPLLI  1200
gi|73960598|ref|XP_547374.2| INASFVMSYWKPEVMIAAQGPLKETIGDFWQMIFQRKVKVIVMLTQLKDGDQEACAQYWGEGKQTYGDVQVDMKETNKSSAYTLRVFELRHSKRKDSRTVYQYQYNNWNVDELPAEPKELISMIQALKEKSP-KNSTEGNKHHKNVPLLI  1200
gi|119908808|ref|XP_599431.3| INASFVMSYWKPEVMIAAQGPLKETIGDFWQMVFQRKVRVIVMLTELKSGDKEACAQYWEEGKQAYGDVEVHMKDTNKSSAYTVRAFELRHSKRKDPRTVYQYQFNNWNGEELPAEPKELVLMIQNLKQKLPKKNSAEGNKYHRNVPLLI  1200
gi|189535157|ref|XP_687562.3| INASFLDGYWCQKSLIAAQGPLPNTTAEFLLMLYQQQTKTVVMLTDCQEDGKDLCSQYWGDEKKVFGDMEIEVKKTESFPTYVKRHLEIQSTKKNEILELDQYQFLKWKSSELPENAQELIEMIKNIRENGK----YDNSKKNRSIPIVV  1200
gi|45383331|ref|NP_989748.1| INASFITGYWGPKAMIATQGPLQETISDFWQMVFQRKVKVIVMLTELKEGDQELCAQYWGEGRQTYDDIEVQVTDVNCCPSYTIRAFDVTHLKRKETQKVYQYQYHKWNGLDVPEDPKDLVDMILSLKQKVPSRPASEDSRNSRSVPFVI  1200
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gi|114326512|ref|NP_035340.2| HCRDGSQQTGLFCALFNLLESAETEDVVDVFQVVKSLRKARPGVVCSYEQYQFLYDIIASIYPAQNGQVKKTNSQ-DKIEFHNE-VDGGKQDANCVRPDGPLNKAQEDS------RGVGTPEPTNSAEEPEHAANGSASPAPTQSS----  1350
gi|109497924|ref|XP_001062978.1| HCRDGSQQTGLFCALFNLLESAETEDVVDVFQVVKSLRKARPGMVGSFEQYQFLYDIMASIYPTQNGQVKKANSQ-DKIEFHNE-VDGAKQDANCVQPADPLNKAQEDS------KEVGASEPASGSEEPEHSANGPMSPALTPSS----  1350
gi|18641347|ref|NP_002829.2| HCRDGSQQTGIFCALLNLLESAETEEVVDIFQVVKALRKARPGMVSTFEQYQFLYDVIASTYPAQNGQVKKNNHQEDKIEFDNE-VDKVKQDANCVNPLGAPEKLPEAK------EQAEGSEPTSGTEGPEHSVNGPASPALNQGS----  1350
gi|114571686|ref|XP_001142088.1| HCRDGSQQTGIFCALLNLLESAETEEVVDIFQVVKALRKARPGMVSTFEQYQFLYDVIASTYPAQNGQVKKNNHQEDKIEFDNE-VDKVKQDANCVNPLGAPEKLPEAK------EQAEGSEPTSGTEGPEHSVNGPASPALNQGS----  1350
gi|73960598|ref|XP_547374.2| HCRDGSQQTGLFCALLNLLESAETEEVIDVFQVVKSLRRARPGMVPTFEQYQFLYDVIANTYPAQNGQIKKSNNQDDKVEFANELVDKAKQDANCVSSPGAPDKTNEGN------KEDEGTKVTSSPEEPEHSANGPASPGLTQNA----  1350
gi|119908808|ref|XP_599431.3| HCRDGSQQTGIFCALFNLLESADTEEVIDVFQAVKSLRKARPGMVPTFEQYQFLYDVIASTYPAQNGQVKKSKHPEDKVEIDNE-VDKAKPDANCTSPPEALEKTSEGD------KEAGGAKPTEGAEGPEHAANGPASPVLTQSA----  1350
gi|189535157|ref|XP_687562.3| HCSNGSSRTGLFCALWNLMDCSLTEKLVDVFQVVKNLRKERQGMVETFQ-YQFLYTALEGAFPVQNGTVKTPAATDSAEIINETPVQINETTALLAEPAAEAATEPANSTPVPVQKETEDGKTESSEPEAKENSSAAASPAEGDSEKNTP  1350
gi|45383331|ref|NP_989748.1| HCCDGSQQTWCVLCLMTLLESAETEEVIDVFQVVKALRRSRLGVVSTFEQYQFLYDTIARTYPAQNGQIKN-IHQEDKVEFCNE-VEKKDQESDLITIDLTPSTPEEND----APECCDDFKAADTNKGTESSTNGPTTPVLT-------  1350
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gi|114326512|ref|NP_035340.2| -------------  1363
gi|109497924|ref|XP_001062978.1| -------------  1363
gi|18641347|ref|NP_002829.2| -------------  1363
gi|114571686|ref|XP_001142088.1| -------------  1363
gi|73960598|ref|XP_547374.2| -------------  1363
gi|119908808|ref|XP_599431.3| -------------  1363
gi|189535157|ref|XP_687562.3| EATTNGPAATVEA  1363
gi|45383331|ref|NP_989748.1| -------------  1363
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