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gi|22507319|ref|NP_082666.1| --MDP---------------------------FTEKLLERTRARRENLQRKMAERPTAVARSAPHAKRGREPLSEASNQQQPLPGGEEKSCTKPSPSKKRCSDKIEVGAPDLENTEPID--VAKPCSPMPAPRQAKP---PAPAAISESV   116
gi|109505143|ref|XP_225479.4| ---------------------------------MEAEVDLAWALLASGCCDGVQRGGLEGGSSP------ELLLET---LEPEPGS--VAWWQPVLGKG-----HEGGRLCTVETLTLS--SARRCWTLVKK---------APGQLCS-F    89
gi|31657094|ref|NP_061155.2| --------MDP---------------FT------EKLLERTRARRENLQRKMAERPTAAPRSMTHAKRARQPLSEASN-QQPLSGGEEKSCTKPSPSKKRCSDNTEVEVSNLENKQPVESTSAKSCSPSPVSPQVQP---QAADTISDSV   117
gi|114612844|ref|XP_001169854.1| --------MDP---------------FT------EKLLERTRARRENLQRKMAERPTAAPRSMTHAKRARQPLSEASN-QQPLSGGEEKSCTKPSPSKKRCSDNTEVEVSNLENKQPVESTSAKSCSPSPVSPQVQP---QAADTISDSV   117
gi|73976597|ref|XP_539518.2| --------MDP---------------FT------EKLLERTRARRENLQRKMAERPTAAARSMTHAKRAREPLSEANN-QQPLPGSEEKSCTKPSPSKKRCSDNTEVEVSNLENEKPVESVSAKPCPPSPAPPQAQP---PAPAPVSDAE   117
gi|119891026|ref|XP_596461.3| MVFLPSLVVDAGCQLGHVSSRLNRGLFTGRQCSKRKLLERTRARRENLQRKMAERPIPAARSLTHAKRIREPLSEASN-QQPLSDGEEKSCTKPSPSKKRCSDNTEVEVSDVENEKPVESTSAKLCSTRPVSPQAQPQMSQAPAGVSDSL   149
gi|118086193|ref|XP_418836.2| --------MDP---------------------FTEKLLERTRARRENLQKKMAERPTMAARLAAQTKRAREPLLETSN-QTSLPDGE-VKPTKPSPSKRRCSNNKETEASTIENTQPLPSSSPSHRSPVMNS---------ELHGTVRNK   110
gi|189531458|ref|XP_687779.3| --------------------------------------------------------------MENQKRPRDPLEENPS---------------ASSELENVLKKRRLAAGGEENQDPSKSPTRSRLR------------------MTELE    55
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gi|109505143|ref|XP_225479.4| QFP--FALQALSH------------------QEIHAFRRHWDS-EITDDVSESS---HFSPMPSEEKPASPSKPPVSN-ASATPVGRRGRLANLAATICSWEDDVSYSSAKQNSVQEQPGTACLSKSSSASGPSASINSSSVQQEATCCS   214
gi|31657094|ref|NP_061155.2| AVP--ASLLGMRRGLNSRLEATAASSVKTRMQKLAEQRRRWDNDDMTDDIPESS---LFSPMPSEEKAASPPRPLLSN-ASATPVGRRGRLANLAATICSWEDDVNHSFAKQNSVQEQPGTACLSKFSSASGASARINSSSVKQEATFCS   261
gi|114612844|ref|XP_001169854.1| AVP--ASLLGMRRGLNSRLEATTASSVKTRMQKLAEQRRRWDNDDMTDDIPESS---LFSPMPSEEKAASPPKPLLSN-ASATPVGRRGRLANLAATICSWEDDVNHSFAKQNSVQEQPGTACLSKFSSASGASARINSSSVKQEATFCS   261
gi|73976597|ref|XP_539518.2| AAP--APVPGVRRGLNSRLEATTVSSVKTRMQKLAEQRRHWDNNDLTDDIPESS---LISPMPSEESTASSPKPPLSD-ASATPVGRRGRLANLAATICSWEDDVSYSSAKQNSAQEQPGTTCLSKFSSASAASARINSSSVKQEATCCS   261
gi|119891026|ref|XP_596461.3| AAPASAPLLGVRSGPNSRLGAAAASSVRTRMQKLAEQRRCWDSDDVTDDIPESS---PISAMPSEEKAASPPKPSLSD-ASATPVGRRGRLANLAATICSWEDDVKTSSAKQNSVQEQPGTTCLSKFSSASGASARINSSSVKQEATCCS   295
gi|118086193|ref|XP_418836.2| ASP---AQPLEKGKTSTKSETPATLSVKTRMQKLAEQRRCWDSEGIVFSFPDPSECARLSPLQSKALSVSPPKQATNDLASGTPIGRRGRLANLAATIGSWEDDLSHPSAKQNNAQEQPGTTCLSKLSTTSGASARINSSSVKQEAASCS   257
gi|189531458|ref|XP_687779.3| MKP----------------DTPAIASIHSRVQQLS-QRREGGTGLVQRCLSDPG--------SDDCPSMTSVISHIGE-----------------GEFSSRLERFKAPTPMNSPGRSTPCSRSLSSFVHGMQQKLNATVTPSSKEASRIR   163
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gi|109505143|ref|XP_225479.4| QRDGNASVKKDPTSNAADGPLLKASVSSPVKASSSPVRSAP---FITRNCEVQSPELLHKT-VSPLKTE-VLKPCEKPTLSQALQPKEGANKEVCLQSQSKDKLATPGGRGIKPFLERFGERCQEHSKESPTCRAF-HRTPNITPNTKAI   358
gi|31657094|ref|NP_061155.2| QRDGDASLNKALSSSADDASLVNASISSSVKATS-PVKSTT-SITDAKSCEGQNPELLPKTPISPLKTG-VSKPIVKSTLSQTVPSKGELSREICLQSQSKDKSTTPGGTGIKPFLERFGERCQEHSKESPARSTP-HRTPIITPNTKAI   407
gi|114612844|ref|XP_001169854.1| QRDGDASLNKALSSSADDASLVNASISSSVKATSSPVKSTT-SITDAKSCEGQNPELLPKTPISPLKTG-VSKPIVKSTLSQTVPSKGELSREICLQSQSKDKSTTPGGTGIKPFLERFGERCQEHSKESPARSTP-HRTPIITPNTKAI   408
gi|73976597|ref|XP_539518.2| QRDGEASLNKAPSSSAVGVSLNNAAISSSVKAASSPVKSSTISITDAKNCEGQNPELLQKTPLSSLKTDVVSKPIEKSTVSQTTRPKEELNREICQHSQSKDKSATSGGAGIKPFLERFGERCQEYSKQSPARSTP-HRTPVITPNTKAI   410
gi|119891026|ref|XP_596461.3| QRDGDASLNKASSSSAVGASLINVAISSPGKATSSPVKSSTTSITSAKNCKVQNPELLQKTSVSPLKTE-VSKPVEKSAVSCTVRPKEELNREICLRSQPKDKSATPGGSGIKPFLERFGERCQEHSKESPARSTP-HRTPIITPNTKAI   443
gi|118086193|ref|XP_418836.2| QRHVEASINKPANSKIAVSSRLNIIPFSLLKDPNNSITQSS-SSTVPASKKSEVPQQITENPCSPQKTE-KRTQTVQSTLSQSVQSREETVKGTHVQPEPKDKPTTPGGSGIKSFLERFGERCQENSARSPSTNTPGYRTPIVTPNTRTI   405
gi|189531458|ref|XP_687779.3| QAREDELRLLKIQPVAENMWFKRSLSDSSLTERASPSTSSP---------------WVYRKILKPQWPP--------------LQPGSEELKGNEFTSCEGDSKVFDGSLNTTPPCTSNIRFPNEELYTSVAEPGALSTSALIDKMFEDV   284
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gi|22507319|ref|NP_082666.1| QERLFKQNTCSSTTHLAQQLKQEREKELACLRGRLDKGNLWSAEKNEKSRSKHLETKQEVHCQNTPLKKHQTVASTPLTSVTDK-VAENEPAVKLSSTEPAGSTESEMT-KSSPLKITLFLEEEKSLKVASDLEVEQNTEAVREVEMSVD   550
gi|109505143|ref|XP_225479.4| QERLFKQNTCSSTTHLAQQLKQEREKELACLRGRFDKGSLWSAEKDEKSRSKQLETKQEVHCQNSPLKKHQIVSGTPSTSVSDK-VAETPTAVKISGTEPAGSTESEMT-KSSPLKITLFLEEEKSLKVASDPEVEQKTEAVHEVEMSVD   506
gi|31657094|ref|NP_061155.2| QERLFKQDTSSSTTHLAQQLKQERQKELACLRGRFDKGNIWSAEKGGNSKSKQLETKQETHCQSTPLKKHQGVSKTQSLPVTEK-VTENQIPAKNSSTEPKGFTECEMT-KSSPLKITLFLEEDKSLKVTSDPKVEQKIEVIREIEMSVD   555
gi|114612844|ref|XP_001169854.1| QERLFKQDTSSSTTHLAQQLKQERQKELACLRGRFDKGNIWSAEKGGNSKSKQLETKQETHCQSTPLKKHQGVSKTQSLPVTEK-VTKNQIPAKNSSTEPK--------------------------------------EVIREIEMSVD   519
gi|73976597|ref|XP_539518.2| QERLFKQNASSSTTHLAQQLKQEREKELACLRGRFDKGNLWSAEKGENPRSKQLETKQEVHCQNTPLKKHQAVSNTPSLPVTEK-VTENQRPGKSSGTEPTGFTECKMT-KSSPLKITLFLEEDKSLKVTSEPKVEQQTEVVRETEMSVD   558
gi|119891026|ref|XP_596461.3| QERLFRQNASSSTTHLAQQLKQERQKELACLRSRFDKGNLWSAEKGENSKSKQLETKQEIHCQSTPLKKQVDPS-TPSLTVTEK-VTENQTPANPSSRETSDFIECEMT-KSSPLKITLFLEEDKSLKVTSEPKVEQQTEVVREIEMSVD   590
gi|118086193|ref|XP_418836.2| QEKLLKQNENSSTANLALQLKQERERELACIRGRFDKGNLWSAERSESSKRKLPEAKMDGPSQGSP--KRSPRSDTTTSGSAED-TPAGDRPEESPSVESSDAVKCEETDKSSSLMVTQPKSPVEAMPVS---KLEQLAKKPNVCEVETK   549
gi|189531458|ref|XP_687779.3| LQHAEKEDEAAD-----ENKQEEMEKAESCVSQTEDKTELDTVENEDETELDTVENEENTQWHTVKNEDETELDTVKNEDKTELNIVENEDKTKLNIVEKEDNTQQDAV------------EEEKVESVTINEELLDHSEMSEESVESPD   417
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gi|109505143|ref|XP_225479.4| DED-INSSKVINDIFSDVLEEG-ELDVEKSQEEMDQVGTESSEEQEDALNISSMSLLAPLAQTVGVVNLQNVISSPELELRDSSLSAPSPKPGKFQRTRVPQAESGDSLS--SEDRDLLYSIDAYRSQRFKETERPSIKQVIVRKEDVTS   652
gi|31657094|ref|NP_061155.2| DDD-INSSKVINDLFSDVLEEG-ELDMEKSQEEMDQALAESSEEQEDALNISSMSLLAPLAQTVGVVSPESLVSTPRLELKDTSRSDESPKPGKFQRTRVPRAESGDSLG--SEDRDLLYSIDAYRSQRFKETERPSIKQVIVRKEDVTS   701
gi|114612844|ref|XP_001169854.1| DDD-INSSKVINDLFSDVLEEG-ELDMEKSQEEMDQALAESSEEQEDALNISSMSLLAPLAQTVGVVSPESLVSTPRLELKDTSRSDESPKPGKFQRTRVPRAESGDSLG--SEDRDLLYSIDAYRSQRFKETERPSIKQVIVRKEDVTS   665
gi|73976597|ref|XP_539518.2| DDDDINSSKVINDIFSDVLVEG-ELDVEKSEEEMD---------HEDALNISSMSLLAPLAQTVGVVSPESLVSSPRLELKDASVSDESPKPGKFQRTRVPRAESGDSIG--SEDRDLLYSIDAYRSQRFKETERPSIKQVIVRKEDVTS   696
gi|119891026|ref|XP_596461.3| DDDDINSSKVINDIFSDVLEEG-GLDVEKNQEELDQADAESSEEQEDALNISSMSLLTPLAQTVGVVSPESLVSSPRWEVKDTSISDESPKPGKFQRTRVPRAESGDSIG--SEDHDLPYSIDAYRSQRVKETDRPSIKQVIVRKEDVTS   737
gi|118086193|ref|XP_418836.2| AGDEMNSSKVINEIFEILQEDGPDIEKLKKEMSMSLEGESDDDEQEESLNISSMSLLTPLVESVG---PEVFVSPSKSVGEDSSVSDVSQKSDKFQRTKVPRAESGDSMSSLSEDRSLPYSVDAYRSQRFKETDRPSIKQVIVRKEDVAS   696
gi|189531458|ref|XP_687779.3| DSSAVSKEKELQDGEGEMEEEQ---------------ECPPMGAEDDFLTLPPSYILSPLSKSVEAVVTPLKIEITLSEPSDQLPLPEEVTDG-----------SADSVP-------PLYSIDAYRSQRKVHQLTTQSLTPGVQKQVQEK   534
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gi|22507319|ref|NP_082666.1| KLGEKKNVFSGQVNIKQKMQELNNDINLQQTVIYQASQALNCCVDEEHGKGSLEEAEAERLLLIATEKRALLIDELNKLKSEGPQRRNKTSVISQSEFAPSKGSVTLSEICLPLKADFVCSTAQKTDASNYYYLIMLKAGAEQMVATPLA   846
gi|109505143|ref|XP_225479.4| KLSEKNGVFSGQVNIKQKMQELNNDINLQQTVIYQASQALNCCVDEEHGKGSLEEAEAERLLLIATEKRALLIDELNKLKSEGPQRRNKTAVASQSGFAPSKGSVTLSEICLPLKAEFVCSTAQKPESSNYYYLIMLKAGAEQMVATPLA   802
gi|31657094|ref|NP_061155.2| KLDEKNNAFPCQVNIKQKMQELNNEINMQQTVIYQASQALNCCVDEEHGKGSLEEAEAERLLLIATGKRTLLIDELNKLKNEGPQRKNKASPQS--EFMPSKGSVTLSEIRLPLKADFVCSTVQKPDAANYYYLIILKAGAENMVATPLA   849
gi|114612844|ref|XP_001169854.1| KLDEKNNAFPCQVNIKQKMQELNNEINMQQTVIYQASQALNCCVDEEHGKGSLEEAEAERLLLIATEKRTLLIDELNKLKNEGPQRKNKASPQS--EFMPSKGSVTLSEIRLPLKADFVCSTVQKPDAANYYYLIILKAGAENMVATPLA   813
gi|73976597|ref|XP_539518.2| KLDEKKNAFPGQVNIKQKMQELNNEINLQQTVIYQASQALNCCVDEDHGKGSLEEAEAERLLLIATEKRTLLIDELNKLKNEGPQRKNKTSPVAPSEFVPSKGSVTLSEIRLPLKADFVCGTVQKPDAANYYFLIILKAGAENMVATPLA   846
gi|119891026|ref|XP_596461.3| KLEEKKNGFPCQVNIKQKMQELNNEINLQQTVIYQASQALNCCVDEEHGKGSLEEAEAERLLLIATEKRTLLIDELNKLKNEGPQRKNKAGPISQSEFVPSRGSITLSEIRLPLKADFVCSTAQKPDAANYYFLIILKAGAENMVATPLA   887
gi|118086193|ref|XP_418836.2| KLEMKKNGPCDQVNIKKKMQELNNEINMQQTVIYQASQALNCCFDEEHGKGSQEEAEAERLLLLATEKRTALLEELNKLKIEGPLVKRSKAASVSSEFSPSRGSVSISEMRLPLKADFVCGTVQKPEAANYYYVIILRSGAENMVATPLA   846
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gi|22507319|ref|NP_082666.1| STANSLSGDALTFPTTFTLHDVSNDFEINIEVYSLVQKKDSLGPDKKKKASKSKAITPKRLLTSITSKSSLHSSVMASPGGLGAVRTSNFTLVGSHTLSLSSVGDTKFALDKVPFLSPLEGHICLKISCQVNSAVEEKGFLTIFEDVSGF   996
gi|109505143|ref|XP_225479.4| STANSLSGDALTFPTTFTLNDVSNDFEINVEVYSLVQKKDSSGPEKKKKASKSKAITPKRLLTSITSKSSLHASVMASPGGLSAVRTSNFTLVGSHTLSLSSVGDTKFALDKVPFLSPLEGHICLKISCQVTSTVEEKGFLTIFEDVSGF   952
gi|31657094|ref|NP_061155.2| STSNSLNGDALTFTTTFTLQDVSNDFEINIEVYSLVQKKDPSGLDKKKKTSKSKAITPKRLLTSITTKSNIHSSVMASPGGLSAVRTSNFALVGSYTLSLSSVGNTKFVLDKVPFLSSLEGHIYLKIKCQVNSSVEERGFLTIFEDVSGF   999
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gi|119891026|ref|XP_596461.3| STSTSLNGDALTFTTTFTLQDVSNDFEINIEVYSLVQRKDPSGPDKKKKAYKSKAITPKRLLTSVTTKSTLHSSVMAS---LNAVRTSNFALVGSYTLSLSSVGNTKFALDRVPFLSPLEGHIYLKIKCQVNSSVEERGFLTIFEDVSGF  1034
gi|118086193|ref|XP_418836.2| STASSLNGDALTFTTTFTMHDVSNDFEINIEVYSLVQRKEAPSTDKKKKANKSKVITPKRLLTSITSVSMIFSTAMASPGGPNAVRTTNFILVGTHKLSLSSVGHAKFALEKVPVLSPLEGHIYLKLKCQVDSSVEEKGFLTMFEDVSGF   996
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gi|109505143|ref|XP_225479.4| GAWHRRWCVLSGNCISYWTYPDDERRKNPIGRINLANCISHQIEPANREFCARRNTLELITVRPQREDDRETLVSQCRDTLCVTKNWLSADTKEERDLWMQKLNQVIVDIRLWQPDACYKPVRKP-------------  1077
gi|31657094|ref|NP_061155.2| GAWHRRWCVLSGNCISYWTYPDDEKRKNPIGRINLANCTSRQIEPANREFCARRNTFELITVRPQREDDRETLVSQCRDTLCVTKNWLSADTKEERDLWMQKLNQVLVDIRLWQPDACYKPIGKP-------------  1124
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gi|73976597|ref|XP_539518.2| GAWHRRWCVLSGNCISYWTYPDDEKRKNPLGRINLANCTSHQIEPANREFCARRNTFELITVRPQREDDRETLVSQCRDTLCVTKNWLSADTKEERDLWMQKLNQILVDIRLWQPDACYKPIGKP-------------  1121
gi|119891026|ref|XP_596461.3| GAWHRRWCVLSGNCISYWTYPDDEKRKNPIGRLNLANCTSRQIEPVNREFCARRNTLELITVRPQREDDRETLVSQCRDTLCVTKNWLSADTKEERDLWMQKLNQVLVDIRLWQPDACYKPIGKP-------------  1159
gi|118086193|ref|XP_418836.2| GAWHRRWCVLSGNCISYWTYPDDEKRKHPLGRINLANCTNRQIEPVNREFCARPNTFELITVRPQREDDKETLVSQCRDTLCVTKNWLSADTKEERNLWMQKLNQVLVDLRMWQPDACYKPIGKL-------------  1121
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