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gi|6678463|ref|NP_033471.1| -MEAEELIGSSVT-IDSIMSKMRDIKNKIN--EDCTDELSLSKICADHT---ETVNQIMRVGNTPENWLNFLLKLEKNSSP-LNDDLLNKLIGRYSQAIEVLPPDKYGQNESFARIQVRLAELKAIQEPDDARDYFQMARENCKKFAFVH   150
gi|109483730|ref|XP_236477.4| -MEAEELIGRNLT-IDSIMNKVRDIKNKIN--EDLTDELNSIKVCVDPTDNSETVNQIMMVENTPENWLNFLLKLEKNSPP-LNDALLNKLIGRYSQAIEALPPDKYGQNESFARIQVRLAELKAIQEPDDAHDYFQMARENCKKFAFVH   150
gi|73973853|ref|XP_539016.2| -MEAEDVGGRELT-IDSIMNKVRDIKNKFKN-EDLTDELSLNKVSADSTDNSGTVNQIMMMANNPEDWLNLLLKLEKNSVP-LNDALLNKLIGRYSQAIEALPPDKYGQNESFAQIQVRFAELKAIQEPDDARDYFHMAKANCKKFAFVH   150
gi|119901123|ref|XP_603264.3| -MEAEELSGKELT-IDSIMNKMRDIKNKFKN-EDLTDELSLTKASTDTTDNSGTVNQIMMMANNPEDWLNLLLKLEKNSVP-LNDALLNKLIGRYNQAIEALPPDKYGQNESFARIQVRFAELKAIQEPDDARDYFQMARANCKKFAFVH   150
gi|262399361|ref|NP_001160163.1| -MESEDLSGRELT-IDSIMNKVRDIKNKFKN-EDLTDELSLNKISADTTDNSGTVNQIMMMANNPEDWLSLLLKLEKNSVP-LSDALLNKLIGRYSQAIEALPPDKYGQNESFARIQVRFAELKAIQEPDDARDYFQMARANCKKFAFVH   150
gi|114608216|ref|XP_001146752.1| -MESEDLSGRELT-IDSIMNKVRDIKNKFKN-EDLTDELSLNKISADTTDNSGTVNQIMMMANNPEDWLNLLLKLEKNSVP-LSDALLNKLIGRYSQAIEALPPDKYGQNESFARIQVRFAELKAIQEPDDARDYFQMARANCKKFAFVH   150
gi|118088789|ref|XP_419867.2| MEEEEDLSERGLPRIASIMSRVRDLKNKYRNEDNITDELNCTKISADTTDNSGTVNRIMMTTNNPEDWLCFLLRLEKKGIPQMDLSILNRLIGRYSQAVTALPAEKHSEDENYARILVRFAELKALQDPEEARDQFHLARLNCKKFAFVH   150
gi|28077097|ref|NP_778207.1| -MDEEESTERQMQ-IAMLCQKLAMMKQLFN--EDDTDYIN-----------------QAISSNSPDTCRTFLSNLEKKGNPQADPSLLSKLMDSYTRVFSSMPLGKYSQNESYAKMLVRFAELKAIQDVNDAQTSFDIARSHCKDFAFVH   150
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gi|6678463|ref|NP_033471.1| VSFAQFELSQGNLKKSEQLLHKAVETGAVPLQMLETAMRNLHLQKKQLLPEEDKKSVSASTVLSAQ----------------------EPFSSSLGN-------VQNRSISCESRGQAGAARVLYGENLPP---QDAEVRHQNP---FKQ   300
gi|109483730|ref|XP_236477.4| VSFAQFELSQGNLKKSEQLLHKAVETGAVPLQMLETAIRNLHLQKKQLLSEEDKKSLSASTVLTAQ----------------------ESFSSSLGN-------LQSRKSSCDPKVQAAAARILYGENMPP---KDAEVSHRNP---LKQ   300
gi|73973853|ref|XP_539016.2| ISFAQFELSQGNFKKSKQLLHKAVECGAVPLEMLEIAIQNLNLQKKQLLSEEEKKSLSVSMVLTTQ----------------------EPFPNSLGH-------LQNRNISCDSRGQTTKARFLYGENLPP---QDAEIGHRNS---LKQ   300
gi|119901123|ref|XP_603264.3| ISFAQFELSQGNFKKSKQLLHKAVECGAAPLEMLEIAIQNLNLQKKQLLSEEERKSLSASTVSSAQ----------------------EPFPSTLGH-------LQNRNISCDSKGQTTKARFLYGENIPP---QDTEIGYRNP---LKQ   300
gi|262399361|ref|NP_001160163.1| ISFAQFELSQGNVKKSKQLLQKAVERGAVPLEMLEIALRNLNLQKKQLLSEEEKKNLSASTVLTAQ----------------------ESFSGSLGH-------LQNRNNSCDSRGQTTKARFLYGENMPP---QDAEIGYRNS---LRQ   300
gi|114608216|ref|XP_001146752.1| ISFAQFELSQGNVKKSKQLLQKAVERGAVPLEMLEIALRNLNLQKKQLLSEEEKKNLSASTVLTAQ----------------------ESFSGSLGH-------LQNRNNSCDSRGQTTKARFLYGENLPP---QDAEIGYRNS---LRQ   300
gi|118088789|ref|XP_419867.2| VAFAQFELSQGNVKKCRQLLQKAVECSAVPLEMLETALQNLNSQKKQLLSDEEKENFAASYLKIGK----------------------KSFGGRHGR-------LQSRNDLCGSSREFVRLSVLLEEKSQD---HDAIVNFHNP---LRP   300
gi|28077097|ref|NP_778207.1| VAYAQFELLQGNMKKCTMILQKAFEMNAKPRHVLEAAVRNLKTGKRQLLSHEDKENLSVSALDHTQGSRRSDGTCELKPSSTFLHSSDQKFSPQEENGPVWRTGSQHRRTAMAERVPMVPLSIPENETSDSDCAQKAEAPFTHSSGFSRQ   300
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gi|6678463|ref|NP_033471.1| TH-----------AAKRSCPFG---RVPVNLLN-SPDFYVKTDSS------AVTQLTTRLALSSVPLPYVTCLLHLQLLA-----------------LAGLAKGSGPDRDAILPG----SRPRGSDSYE-----LRGLKPIQT-------   450
gi|109483730|ref|XP_236477.4| TN-----------KTKRSCPFG---RVPVNLLN-SPDYYVKTDGS------AVPQFTKRKISGSE------------------------------------------YRDSIMPG----SKSSGNDSYE-----LRGLKPIQA-------   450
gi|73973853|ref|XP_539016.2| TN-----------KAKRSCPFG---RVPVNLLN-SPD-YGKTDGS------VLPSFTKRQTSGSE------------------------------------------RRDIIVSG----SKSSGNDSSE-----LRHLKSIQN-------   450
gi|119901123|ref|XP_603264.3| TS-----------KAKRSCPFG---RVPVNLLS-SPDSHEKMDVS------VAPHFTKRHISGSE------------------------------------------CRDTITPG----CKSSGNDSSE-----LRHLKSVQN-------   450
gi|262399361|ref|NP_001160163.1| TN-----------KTKQSCPFG---RVPVNLLN-SPDCDVKTDDS------VVPCFMKRQTSRSE------------------------------------------CRDLVVPG----SKPSGNDSCE-----LRNLKSVQN-------   450
gi|114608216|ref|XP_001146752.1| TN-----------KTKQSCPFG---RVPVNLLN-SPDCDVKTDDS------VVPCFMKRQTSRSE------------------------------------------CRDLVVPG----SKPSGNDSCE-----LRNLKSVQN-------   450
gi|118088789|ref|XP_419867.2| LN-----------KSNQACPFG---RVPVKLVTDFDDVVQKTDVP------LTASVMKRQVSSSK------------------------------------------CTALIPPFPLSEPKPSENDSCD-----PADSKLLQE-------   450
gi|28077097|ref|NP_778207.1| TSGSSVRSAFSLCSSKKGTPDGDSYSLNIKPPVISPDYLREDIEEGHTITALLNRAEKRETARTEETTDINQIISTNSTEGCQAFLKNLEKRADPHSDAAFLSKLLDCYSKVFAR-FPLAEHCKTESYARMLVRYAELKGIEDPEDAADD   450
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gi|6678463|ref|NP_033471.1| --------------------------------IYLKDSLVSNEKSSE-LMSDLIALKSKTDSS-LTKLEET-----KPEIAERRPMQWQSTRKP---------ECVFQNPAAFAPLRHVPD-VTPKADKE----------------SPPI   600
gi|109483730|ref|XP_236477.4| --------------------------------IHLKDSLVSNEKSSE-LMSDLVTLKSKTDSS-LTKLEEPK-VRQEPEIPERRHKQWQSARKP---------GCGIQNSAAFAPQWHVPD-VTPKADKEQKCTTVEQLAFSVSKQSPPL   600
gi|73973853|ref|XP_539016.2| --------------------------------INSKESLMSDEKSSE-LDTDSVTLKNKSESSLLTKLEETK-EHQEQNVTVSNQKQWQSVRKS---------ECVNQNPVASSNLWQIPE-VSRKVDTEQKQTIFEQPAFSVSKQSPPI   600
gi|119901123|ref|XP_603264.3| --------------------------------VRSKEPVISDEKSSE-LITDSVTLKNKSESSFLTKLEETK-EHQELKVPESELKQRQSKRKS---------ECANQNAAAFSSQWQIPE-VIPKIDTEQKQTTFEQPAFSVSKQSPPI   600
gi|262399361|ref|NP_001160163.1| --------------------------------SHFKEPLVSDEKSSELIITDSITLKNKTESSLLAKLEETK-EYQEPEVPESNQKQWQSKRKS---------ECINQNPAASSNHWQIPE-LARKVNTEK-HTTFEQPVFSVSKQSPPI   600
gi|114608216|ref|XP_001146752.1| --------------------------------SHFKEPLVSDEKSSELIITDSITLKNKTESSLLAKLEETK-EYQEPEVPESNQKQWQSKRKS---------ECINQNPAASSNHWQIPE-LARKVNTEQKHTTFEQPVFSVSKQSPPI   600
gi|118088789|ref|XP_419867.2| --------------------------------NSVQLQMLD-ENSLETATNSTVTLKNKIDTSLVMKREENKLQYQELKIPEPRSMESQQQQSSSAESYRKQFDQIKLNCVNSRKKWPSQE-VMQQNCYRERSSLEQSAHPLSRRLSPPD   600
gi|28077097|ref|NP_778207.1| FSIARSHCKAFAFVHIAHAQFELSRGNSRKSVSILQKALSSNARPIELLQTAIRNLKSGKTLLLPADLQESS-EAENVEAQNYIKREENSAKAP--------EDHQKPFSKETSSEWKIPALITKHTSPEDRKASLEPVSSSSSHHAVRT   600
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gi|6678463|ref|NP_033471.1| SVPKWLDPKSACETPSSSSLDDYMKCFKTPVVKNDFPPACPSSTPYSQLARLQQQQQQGLSTPLQS-LQISGSSSINECISVNGRIYSILKQIGSGGSSKVFQVLNEKKQINAIKYVNLEDADSQTIESYRNEIAFLNKLQQHSDKIIRL   750
gi|109483730|ref|XP_236477.4| SVPKWIDPKSVCETPSSSSLDDYMKCFKTSVVKNEFPPACPSSTPYSQLARHQQHQQQGLSTPLQN-LQISGSSSMSECISVNGRIYSILKQIGSGGSSKVFQVLNEKKQINAIKYVNLEDADSQTIDSYRNEIAYLNKLQQHSDKIIRL   750
gi|73973853|ref|XP_539016.2| SAPTWTDPKSLCKTPSSSALDDYMNCFRTPVVKNDFPSACQLSTPYSQLAHFQQQQQQIPVTPLQT-LQISASS-TNECISVKGRMYSILKQIGSGGSSKVFQVLNEKKQIHAIKYVNLEEADNQTIESYRNEIAYLNKLQQHSDKIIRL   750
gi|119901123|ref|XP_603264.3| STPKWIDPKSICKTPSNSALDDYMSCFRTPVVKNDFPPACQLSTPYSQLAYFQQQQQQIPVTPLQN-LQISASSSTNECISVKGKIYSILKQIGSGGSSKVFQVLNEKKQIHAIKYVNLEEADSQTVESYQNEIAYLNKLQQHSDKIIRL   750
gi|262399361|ref|NP_001160163.1| STSKWFDPKSICKTPSSNTLDDYMSCFRTPVVKNDFPPACQLSTPYGQPACFQQQQHQILATPLQN-LQVLASSSANECISVKGRIYSILKQIGSGGSSKVFQVLNEKKQIYAIKYVNLEEADNQTLDSYRNEIAYLNKLQQHSDKIIRL   750
gi|114608216|ref|XP_001146752.1| STSKWFDPKSFCKTPSSNTLDDYMSCFRTPVVKNDFPPACQLSTPYGQPACFQQQQQQILATPLQN-LQVLASSSANECISVKGRIYSILKQIGSGGSSKVFQVLNEKKQIYAIKYVNLEEADNQTLDSYRNEIAYLNKLQQHSDKIIRL   750
gi|118088789|ref|XP_419867.2| AVSKKNELLYVCGTPSS-TCTDYMECFRTPIVRNNFSPGYQISTPYSQLPYFLPHTPATTFQNQMG-LQVSGSIPSNECIAVKGRIYTILKQIGSGGSSKVFQVLNEKKQLYAVKYVNLEEADQQTVESYKNEIAHLSKLQEHSDKIIRL   750
gi|28077097|ref|NP_778207.1| PAPLRLNPSLSCQTPNYRQPNP--NSFVTPVVKQRPVIVSVPATAQKMCPTALPCTPQSGVSYIQPPTQTPSSAFSNESITIKGKQFFIFKMIGRGGSSKVYQVFDHKKHVYAVKYVNLEEADAQAVESYKNEIEHLNHLQQYSDQIIKL   750
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gi|6678463|ref|NP_033471.1| YDYEITEQYIYMVMECGNIDLNSWLKKKKSINPWERKSYWKNMLEAVHIIHQHGIVHSDLKPANFVIVDGMLKLIDFGIANQMQPDTTSIVKDSQVGTVNYMAPEAIRDMSSS-RENSKIRTKVSPRSDVWSLGCILYYMTYGRTPFQHI   900
gi|109483730|ref|XP_236477.4| YDYEITDRYIYMVMECGNIDLNSWLKKKKSINPWERKSYWKNMLEAVHTIHQHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDTTSIVKDSQVGTVNYMAPEAIRDMSSS-RENGKIKTKISPRSDVWSLGCILYYMTYGKTPFQHI   900
gi|73973853|ref|XP_539016.2| YDYEITDQYIYMVMECGNIDLNSWLKKKKSINPWERKSYWKNMLEAVYTIHQHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDTTSIVKDSQVGTVNYMPPEAIKDMSSS-RENGKSKSKISPKSDVWSLGCILYYMTYGKTPFQHI   900
gi|119901123|ref|XP_603264.3| YDYEITDQYIYMVMECGNIDLNTWLKKKKSISPWERKSYWKNMLEAVYTIHQHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDTTSIVKDSQVGTVNYMPPEAIKDMSS--RENGKSKSKISPKSDVWSLGCILYYMTYGKTPFQHI   900
gi|262399361|ref|NP_001160163.1| YDYEITDQYIYMVMECGNIDLNSWLKKKKSIDPWERKSYWKNMLEAVHTIHQHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDTTSVVKDSQVGTVNYMPPEAIKDMSSS-RENGKSKSKISPKSDVWSLGCILYYMTYGKTPFQQI   900
gi|114608216|ref|XP_001146752.1| YDYEITDQHIYMVMECGNIDLNSWLKKKKSIDPWERKSYWKNMLEAVHTIHQHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDTTSIVKDSQVGTVNYMPPEAIKDMSSS-RENGKSKSKISPKSDVWSLGCILYYMTYGKTPFQQI   900
gi|118088789|ref|XP_419867.2| YSYEITDQHIYMVMECGNIDLNSWLKKKRNIDPLERKSYWKNMLEAVHTIHEHGIVHSDLKPANFLIVDGMLKLIDFGIANQMQPDVTSIVKDSQVGTMNYMPPEAIQDMSSSYGENGKSQSKISPKSDVWSLGCILYCMTYGRTPFQHI   900
gi|28077097|ref|NP_778207.1| YDYEITSSYIYMLMECGHLDLNTWLRNRKTVKPLDRKAYWRNMLEAVHTIHKHGIVHSDLKPANFLIVDGSLKLIDFGIANQIQPDVTSIMKDSQVGTLNYMPPEAIKDTSSN----GKPGSKISAKGDVWSLGCILYCMTYGKTPFQNI   900
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gi|6678463|ref|NP_033471.1| INQVSKLHAIINPAHEIEFPEISEKDLRDVLKCCLVRNPKERISIPELLTHPYVQIQP--HPGSQMARGATDEMKYVLGQLVGLNSPNSILKTAKTLYERYNCGEGQDSSSS-KTFDKK-RERK  1024
gi|109483730|ref|XP_236477.4| INQVSKLHAIIDPSHEIEFPEISEKDLRDVLKCCLVRNPKERISIPELLAHPYVQIQP--HPGSQMAKETTDEMKYMLGQLVCLNSPNSILKAAKTLYERYNCGESQAPSSS-KTSDKK-RERE  1024
gi|73973853|ref|XP_539016.2| INQISKLHAIIDPNHEIEFPDIPEKDLQDVLKCCLIRDPKQRISIPDLLAHPYVQIQT--HPGNQMAKGTTEEMKYVLGQLVGLNSPNSILKAAKTLYDRYSSGESHDSSSSSKTFENK-WEKK  1024
gi|119901123|ref|XP_603264.3| INQISKLHAIIDPNHEIEFPDIPEKDLQDVLKCCLIRDPKKRISIPELLAHPYVQLQT--HPGNQTAKETAEEMKYVLGQLVGLNSPNSILKAAKTLYEQYSGGESHGSSSSSKTLAKK-WQRK  1024
gi|262399361|ref|NP_001160163.1| INQISKLHAIIDPNHEIEFPDIPEKDLQDVLKCCLKRDPKQRISIPELLAHPYVQIQT--HPVNQMAKGTTEEMKYVLGQLVGLNSPNSILKAAKTLYEHYSGGESHNSSSS-KTFEKK-RGKK  1024
gi|114608216|ref|XP_001146752.1| INQISKLHAIIDPNHEIEFPDIPEKDLQDVLKCCLKRDPKQRISIPELLAHPYVQIQT--HPGNQMAKGTTEEMKYVLGQLVGLNSPNSILKAAKTLYEHYSGGESHNSSSS-KTFEKK-RGKK  1024
gi|118088789|ref|XP_419867.2| TNTRKKLYAIVDPHYEIEFPDIAEKDLQDVLKRCLVRNPKQRISVSELLVHPYVQIQTQCQTGVANAKGATEEVKRILGQLVGLNSPNSISRAARTLYEQCNSGKSLDVSAFAKSGSQKSWTAK  1024
gi|28077097|ref|NP_778207.1| TNQISKIHAIIDPSHEIDFPDIPEKDLLDVLKKCLVRNPRERISIAELLDHPYLQLQP--QPAPEPAETSSSDFKRILNELVALQSPNSIARAASNLAMMCNSGRKLDVSECVKSSSQTLWK--  1024
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