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gi|50310365|ref|XP_455202.1| --------MSSRPDLKFSDIAEERGFYKRFLQLPQRSQNTIRLVDKSDYYIVVG-DDALFVADQVYHTSSVLKDCKIDPSTLRQFDLQEPLKYVTMSIQIVGNLLKTSLLEL-GKKIEIYDR----------NWKLLKTASPGNLEQVDD   130
gi|45199121|ref|NP_986150.1| -------MSSVRPELKFSDASEERGFYRRFASLPPKPSQTIRIVDRGEYYTILG-QDAIFVAENVYHTQAVLKDFRVDAAVAKQ--LAEPTKYVTMSPQVIASLLKMALLEQ-GFKVEIYDR----------SWKLLKSASPGNIDQVDD   129
gi|6324482|ref|NP_014551.1| -------MSSTRPELKFSDVSEERNFYKKYTGLPKKPLKTIRLVDKGDYYTVIG-SDAIFVADSVYHTQSVLKNCQLDPVTAKN--FHEPTKYVTVSLQVLATLLKLCLLDL-GYKVEIYDK----------GWKLIKSASPGNIEQVNE   129
gi|145610825|ref|XP_368365.2| --------MSSRPELK---VDDEHGFIRFFKSLPAAHKDTIRIFFRGDYYTAHG-EDANLIARTVYKSTSVVRQLGRSDHTGLS--------SVTLSITVFKQFLRDALYKL-GKRVEIYESANGR-----MNWKVTKQASPGNLQDVED   124
gi|32421125|ref|XP_331006.1| --------MSSRPELK---VDDEHGFIRFYKSLPQLGEEAIRIFDRGDWYTAHG-DDATFIARTVYKTTSVIRQLGRSDHTGLP--------SVTMTVTVFRQFLREALFKL-GKRIEIWASPSGR-----MNWKVVKQASPGNLQDVED   124
gi|63054752|ref|NP_595967.2| --------MSSRNASIANERTDEARMFNFYEKMP-KDTNTVRVFDRGEFYVAIG-EDASFVAQNAYHTTSVLKHHNVSNTSYCN-----------LSPSLFIKFAEDVLSNL-AKRVEIWGANSAK-----TGFELLKQASPGNMQMLED   123
gi|24584320|ref|NP_523565.2| --MQAKATDSRQEPTLNMDTNARRNFIKFHAKLGEKPATTVRFFDHTDRYTVHGSDDCELVAKIVY--KSTAFIGALLPDDKKET-----LQFVSMSKGNFELAVRELLLVR-NYRVEVYVKNS-------SDWEIEYRGSPGNLLQFED   133
gi|158299376|ref|XP_319476.4| ------MSTLKPLHCLNLDKAQQRTFIEFYKSLGEKPATTVRIFDRTDYYSCHG-VDAAFVAKTLF--KSSNAIKIMEVDNQQ-------LPYVSLSKNNFEGLIRDLLLVR-NYRIEVYSKESKRKH--ENDWSIQYKGSPGNLAHFED   131
gi|6678938|ref|NP_032654.1| -------MAVQPKETLQLEGAAEAGFVRFFEGMPEKPSTTVRLFDRGDFYTAHG-EDALLAAREVF--KTQGVIKYMGPAGSKT------LQSVVLSKMNFESFVKDLLLVR-QYRVEVYKNKAGNKASKENEWYLAFKASPGNLSQFED   133
gi|13591999|ref|NP_112320.1| -------MAVQPKETLQLEGAAEVGFVRFFEGMPEKPSTTVGLFDRGDFYTAHG-EDALLAAREVF--KTQGVIKYMGPAGAKT------LQTVVLSKMNFESFVKDLLLVR-HYRVEVYKNKAGNKASKENDWYLAYKASPGNLSQFED   133
gi|73969550|ref|XP_538482.2| -------MAVQPKETLQLESAAEVGFVRFFQAMPEKPTTTVRLFDRGDFYTAHH-EDALLAAREVF--KTQGVIKYLGPAGTKT------LESVVLSKMNFESFVKDLLLIR-QYRVEVYKNRAGSKASKENDWYLAFKASPGNLSQFED   133
gi|77736115|ref|NP_001029756.1| -------MAVQPKDTLQLDSAAEVGFVRFFQGMPEKPTTTVRLFDRGDFYTAHR-EDALLAAREVF--KTQGVVKYMGPAGAKT------LESVVLSKMNFESFVKDLLLVR-QYRVEVYKNRAGNKASKENDWYLAFKASPGNLSQFED   133
gi|4557761|ref|NP_000242.1| -------MAVQPKETLQLESAAEVGFVRFFQGMPEKPTTTVRLFDRGDFYTAHG-EDALLAAREVF--KTQGVIKYMGPAGAKN------LQSVVLSKMNFESFVKDLLLVR-QYRVEVYKNRAGNKASKENDWYLAYKASPGNLSQFED   133
gi|118087631|ref|XP_426110.2| ---------MRP-----LRDKNQP--CSFCERIGKR---ALKAFSG----QAGR-SSGKLAGRAQWQRKENGTGIRFVLLGNQK------LESVVLSKMNFESFVRDLLLVR-HYRVEVYKNKAGSKSVKENDWYLAYKGSPGNLAQFEE   119
gi|47087243|ref|NP_998689.1| -------MAVQPKQNLSMDSASEHGFLNFYFSMSDKPDTTVRVFDRNDYYTVHG-KDAIFAAKEVF--KTNGVIKNLG-SGNRR------LESVVLSKMNFESFVRDLLLVR-QYRVEVYKN--ASKSSKEHDWQIAFKASPGNLTQFEE   130
gi|42565226|ref|NP_566804.3| MEGN--FEEQNKLPELKLDAKQAQGFLSFYKTLPND-TRAVRFFDRKDYYTAHG-ENSVFIAKTYY--HTTTALRQLGSGSNA-------LSSVSISRNMFETIARDLLLERNDHTVELYEGSG-------SNWRLVKTGSPGNIGSFED   130
gi|115462941|ref|NP_001055070.1| MEGDDFLPEGGKLPELKLDARQAQGFISFFKKLPQD-SRAIRLFDRRDYYTAHG-ENATFIAKIYY--HTMSALRQLGSNSDG-------LSSVSVSKTMFETIARNLLLERTDRTLELYEGSG-------SSWRLTKSGTPGNIGSFED   132
gi|124808862|ref|XP_001348428.1| ----------------------------------------------------------------------------------------------------------------------------------------MENHEVEEVNEDQ-    13
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gi|50310365|ref|XP_455202.1| LIVGSVETN------IVLASLKLNFNGTAASNYCTIGVSFVDNTNYRIGLFDLLDNEVFSNLESCLIQLGIKECLIPDLRDNPSM--------ANDLKKILSVIDRCSCVASFVKPSD--FNGKDVEADLAKLCGD----ELSLSVS--K   258
gi|45199121|ref|NP_986150.1| LMNVSVDSS------VVLASVKFQFN--ASDGFCVLGVSYVDSNSYKIGMLDIVDNEVYSNFESFLIQLGVKECLLPDLRNNESF--------SAELKKVTGVIERCGCVVTFVKNSE--FNNKDVEADLAKLCGD----ELATSLP--R   255
gi|6324482|ref|NP_014551.1| LMNMNIDSS------IIIASLKVQWN--SQDGNCIIGVAFIDTTAYKVGMLDIVDNEVYSNLESFLIQLGVKECLVQDLTSNSNS--------NAEMQKVINVIDRCGCVVTLLKNSE--FSEKDVELDLTKLLGD----DLALSLPQ-K   256
gi|145610825|ref|XP_368365.2| ELG-QTDSA------PMILAVKISSK---ASEARNVGVCFADASVRELGVSEFLDNDLFSNFEALLIQLGVKECLIQYDKAEDLK--------DPDLAKLKQIIDNCGVAMSERPMAD--FGTRDIEQDLARLLKD----ERSASLLPQT   250
gi|32421125|ref|XP_331006.1| ELGGQFEGA------PVILAVKISAK---ASEARTVGVCFADASVRELGVSEFLDNDLYSNFEALLIQLGVKECIVTQDKGEKEK--------DPELAKLRQIIDNCGVAIAERSAGE--FGTKDIEQDLSRLLKD----ERAASLLPQT   251
gi|63054752|ref|NP_595967.2| LLVSENYQESTAISDSSVSSVLLAVTTRVKQDQRIIGVAFIDPILKKLGVSEFVDSDAYTNFEALIVQVGAKECIISQSGHESTNGNSAVSINTAEINRLRNIIEGCGALVTTIRSSE--FSARDVELELSKVLDS----PVTHALVPEL   267
gi|24584320|ref|NP_523565.2| ILFSNK--E-----VLVGNSIISLLVKLDGGGQRRVGVASVEQNDCKFQLLEFLDDDFFTELEATVVLLGPKECLLPS--------------IEGEYSAVKTLLDRNGVMITMPKK----SGDNDLLQDLNRLLRFAKGQQEDATGLKEL   258
gi|158299376|ref|XP_319476.4| VLFNNNN-E-----MVIGSALIALHIRHESK-QRMIGLGFIEVNERRMAVIEFVDDDFYTELEALIVVTGPKECLLPS--------------VAAEYERVEQIMKRNNVIVTTRKVKEFMKDKVDVIDSLNKLLRFREGQHPNANTIPEV   260
gi|6678938|ref|NP_032654.1| ILFGNND-------MSASVGVMGIKMAV-VDGQRHVGVGYVDSTQRKLGLCEFPENDQFSNLEALLIQIGPKECVLPGG------------ETTGDMGKLRQVIQRGGILITERKRAD--FSTKDIYQDLNRLLKGKKGEQINSAALPEM   261
gi|13591999|ref|NP_112320.1| ILFGNND-------MATSIGIMGIKLST-VDGQRQVGVGDVDSTQRKLGLCEFPDNDQFSNLEALLIQIGPKECILPGG------------ETAGDMGKLRQVIQRGGILITERKRID--FSTKDIYQDLNRLLKGRKGEQMNSAVLPEM   261
gi|73969550|ref|XP_538482.2| ILFGNND-------MSTSIGVVGVKMST-VDGQRQVGVGYVDSIQRKLGLCEFPDNDQFSNLEALLIQIGPKECVLPGG------------ETAGDMGKLRQVIQRGGILITERKRAD--FFTKDIYQDLNRLLKGKKGEQVNSAVLPEM   261
gi|77736115|ref|NP_001029756.1| ILFGNND-------MSASIGVVGVKMST-VDGQRQVGVGYVDSTQRKLGLCEFPDNDQFSNLEALLIQIGPKECVMPGG------------ETAGDMGKLRQVIQRGGILITERKRAD--FSTKDIYQDLNRLLKGKKGEQVNSAVLPEM   261
gi|4557761|ref|NP_000242.1| ILFGNND-------MSASIGVVGVKMSA-VDGQRQVGVGYVDSIQRKLGLCEFPDNDQFSNLEALLIQIGPKECVLPGG------------ETAGDMGKLRQIIQRGGILITERKKAD--FSTKDIYQDLNRLLKGKKGEQMNSAVLPEM   261
gi|118087631|ref|XP_426110.2| VLFANND-------MSMAIGVVGVKLSS-ADGQRVIGVGYVDTTLRKLSVCEFPDNDQFSNLEALLVQLGPKECVLPGG------------DTAGEMGKLRQVVQRGGILITDRKKAD--FTTKDIVQDLNRLLKSRKGEQMNSAALPEM   247
gi|47087243|ref|NP_998689.1| ILFGSGGGP-----AEGAVGVVGVRLGTGTDGQRVVGVGYVDSTLRKLGVCEFPDNDQFSNLEALLVQIGPKECVLPAG------------DSGGDQGKLKQVVQRGGILLTDRKKSE--FTTKDIVQDLNRLLKARKGETVSSAALPEM   261
gi|42565226|ref|NP_566804.3| VLFANNE--------MQDTPVVVSIFPSFHDGRCVIGMAYVDLTRRVLGLAEFLDDSRFTNLESSLIALGAKECIFPAES-----------GKSNECKSLYDSLERCAVMITERKKHE--FKGRDLDSDLKRLVKG----NIEPVRDLVS   255
gi|115462941|ref|NP_001055070.1| ILFANND--------MQDSPVTVALFPVFQEGQLYVGLSFVDLTNRKLGLSEFPEDSRFTNVESALVALGCKECLLPADC-----------EKSIDLKPLQDAITNCNVLLTERKKVE--FKSRDLVQDLGRIIRG----PVEPVRDLVS   257
gi|124808862|ref|XP_001348428.1| ---------------------ILCLYIDTKKYQKSLGVCFYNYLKYEFLMTEFIDNGHFTALESLFIQKRPHKCFFNSTN------------DLVDDERLLNLFKICNVQAIPLEKKK--YDATNLKDELKLIISHN---DDVRNYDKHL   125
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gi|50310365|ref|XP_455202.1| FSANCLGACSVLLNYLN--IMN------NEANVGNFEVVDHSLSQFVKLDASAIKALNVFPTGSQG-----NTALLS---VGSPQKCSSLFQLLN-RCKTNSGVRLLNEWLKQPLTDIDQITKRHDLVEFFMDQLELRSSLQEEC--LPS   389
gi|45199121|ref|NP_986150.1| FSKLALASCNALIGYQQ--LLN------NAGNEGSYQIVEYSLSEFMKLDASAVKALSIFPQGPST-----QSGMATSGKFGGNGKITSLLQLLN-KCKTNAGVRLLNEWLKQPLSDKGSIEKRHNLVDYLVDQLELRSILRDDY--LPL   389
gi|6324482|ref|NP_014551.1| YSKLSMGACNALIGYLQ--LLS------EQDQVGKYELVEHKLKEFMKLDASAIKALNLFPQGPQNPFGSNNLAVSGFTSAGNSGKVTSLFQLLN-HCKTNAGVRLLNEWLKQPLTNIDEINKRHDLVDYLIDQIELRQMLTSEY--LPM   395
gi|145610825|ref|XP_368365.2| DLKLAMGAASALIKYLN--VLQ------DPSNFGQYQLFQHDLSQFMKLDAAALKALNLTPGARDG------------------SKTMSLYGLLN-HCKTPVGSRLLAQWLKQPLMSKDEIEGRQQLVEAFMNDTELRQTMQEEH--LRS   371
gi|32421125|ref|XP_331006.1| DLKLAMGSASALIKYLG--ILH------DPSNFGQYQLYQHDLAQFMKLDAAALKALNLMPGARDG------------------AKNMSLYGLLN-HCKTPVGSRLLSQWLKQPLMNAEEIEKRQQLVEAFANDTELRQSMQEEH--LRS   372
gi|63054752|ref|NP_595967.2| GLQLAMASCNALLRYLGPALLNPDMEDDRENTSRKLHLYHHNLEQYMRLDIAAVRSLNLLPPPNGN-----------------AHKTMSLYGLLN-HCRTAMGARNLRRWIVQPLLDAKSIERRHDLVSALVEDAEARQLLLDDDHLLRS   399
gi|24584320|ref|NP_523565.2| QLQLASNALKTAIKYLD--LVN------DAGNLGHYEIKQLDLNRFVHLDSAAVAALNIMPKPGTH-------------PSMPSYRWQSVLGVLD-HCRTPQGHRLMGQWVKQPLRSRNILNDRHNIVQCLLESPDTME--TLSLDYLKR   384
gi|158299376|ref|XP_319476.4| SKSLALSALGVILNYLE--LTQ------EPGNHGQFRLESLDANRFVHLDAAAVSALNLFPNPGTS-------------VKSNAYRWQSVLGVLD-RCRTPQGHRLMAQWMKQPLQDYEIIKDRHDIVEYFVNNTIVRS--ELYDNHLKK   386
gi|6678938|ref|NP_032654.1| ENQVAVSSLSAVIKFLE--LLS------DDSNFGQFELATFDFSQYMKLDMAAVRALNLFQGS-----------------VEDTTGSQSLAALLN-KCKTAQGQRLVNQWIKQPLMDRNRIEERLNLVEAFVEDSELRQ--SLQEDLLRR   383
gi|13591999|ref|NP_112320.1| ENQVAVSSLSAVIKFLE--LLS------DDSNFGQFELATFDFSQYMKLDMAAVRALNLFQGS-----------------VEDTTGSQSLAAFLN-KCKTAQGQRLVSQWIKQPLMDKNRIEERLNLVEAFVEDSELRR--ALQEDLLRR   383
gi|73969550|ref|XP_538482.2| ENQVAASALSAVIKFLE--LLS------DDSNFGQYELTTFDFSQYMKLDIAAVRALNLFQGS-----------------VEDTTGSQSLAALLN-KCKTPQGQRLVNQWIKQPLMDKNRIEERLNLVEAFVEDAELRQ--SLQEDLLRR   383
gi|77736115|ref|NP_001029756.1| ENQVAVSSLSAVIKFLE--LLS------DDSNFGQFELTTFDFSQYMKLDIAAVRALNLFQGS-----------------VEDTSGSQSLAALLN-KCKTPQGQRLVNQWIKQPLMDKNRIEERLNLVEAFVEDAELRQ--NLQEDLLRR   383
gi|4557761|ref|NP_000242.1| ENQVAVSSLSAVIKFLE--LLS------DDSNFGQFELTTFDFSQYMKLDIAAVRALNLFQGS-----------------VEDTTGSQSLAALLN-KCKTPQGQRLVNQWIKQPLMDKNRIEERLNLVEAFVEDAELRQ--TLQEDLLRR   383
gi|118087631|ref|XP_426110.2| EKQVAVSSLSAVIKFLE--LLS------DDSNFGQYELTTFDLSQYMVLDNAAVQALNLFQSS-----------------VENANNTQSLAGLLN-KCRTPQGQRLVNQWIKQPLMDKNRIEERLNLVEAFVVDTELRQ--GLQEDLLRR   369
gi|47087243|ref|NP_998689.1| EKKIAMSCLEAVIKYLE--LLA------DEANFGSFKMTTFDLNQYMRLDNAAVQALNLFQGS-----------------SDDATGTHSLAGLLN-KCRTPQGQRLVNQWIKQPLIDKNKIEERLDLVETFVEDSELRK--SCQEDLLRR   383
gi|42565226|ref|NP_566804.3| GFDLATPALGALLSFSE--LLS------NEDNYGNFTIRRYDIGGFMRLDSAAMRALNVMESK------------------TDANKNFSLFGLMNRTCTAGMGKRLLHMWLKQPLVDLNEIKTRLDIVQCFVEEAGLRQ--DLRQ-HLKR   376
gi|115462941|ref|NP_001055070.1| QFDYALGALGALVSYAE--LLA------DDTNYGNYTIEKYSLDRYMRLDSAAVRALNIAEAK------------------TDVNKNFSLFGLMNRTCTVGMGKRLLNRWLKQPLLDVNEINNRLDMVQAFVEDPELRQ--GLRY-QLKR   378
gi|124808862|ref|XP_001348428.1| ELENACKCLMVLINYLK--LKE------NQDIHNQCKINIHNMDLYMRLDKAAISALNILPNKKN---------------IHSYNNNTSLLKFLD-KCNTTIGSKKLVSWLTQPLTNVAEINKRLNIVEFFIKEDDARN--VIFCNYLKR   249
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gi|50310365|ref|XP_455202.1| VPDIRRLTKKLQK-NGN--------------LEDVLKIYQFAQMVPVISDLLKQKTEEVD-SNDLMILVKEVLLDPMLENANP--LEKLKELVETTVDLEAYEETNEFMIKVEFNEQLSIIRTHLDELKDAIRTIHLDTADDLGFDPEK-   520
gi|45199121|ref|NP_986150.1| VPDVRRLTKKLNR-NGS--------------LEDVLKVYQFAQRIPEINGVLKENLDALSEGSHVKDLVLETWYNPLNEHVEP--LHKFQEMVETTVDLEAYEETNEFMIKVEFNDELARIRTELVDLKDKIRTIHLDTSDDLGFDPEK-   521
gi|6324482|ref|NP_014551.1| IPDIRRLTKKLNK-RGN--------------LEDVLKIYQFSKRIPEIVQVFTSFLEDDSPTEPVNELVRSVWLAPLSHHVEP--LSKFEEMVETTVDLDAYEENNEFMIKVEFNEELGKIRSKLDTLRDEIHSIHLDSAEDLGFDPDK-   527
gi|145610825|ref|XP_368365.2| IPDLYRLAKRFQRKKAN--------------LEDVVRAYQVVIRLPGFIGTLEGVMDEAY-----RDPLDVAYTTKLRELSDS--LVRLQEMVETTVDLDALEN-HEFIIKLEFDDGLRIIRKKLDRIRTEMDREFSKAADDLGQEKEK-   498
gi|32421125|ref|XP_331006.1| IPDLYRLSKRFQRGKAT--------------LEDVVRAYQVVIRLPGFIGTLEGVMDEAY-----RDPLDEVYTNKLRELSDS--LVKLQEMVETTVDLDALDN-HEFIIKPEFDDSLRIIRKKLDRLRTDMDNEFAEAAEDLGQEREK-   499
gi|63054752|ref|NP_595967.2| IPDIPKLCRRLTRGSAS--------------LEDVVRIYQMAKALPKIVTVLDSLTSEHK------DLVDKVYTNVLNNHCKN--LEKLIELVETTIDLEALDS-HQYIIRAEFDEELLDLRQRLDELQHSIFEEHKRVGSDLHQDTEK-   525
gi|24584320|ref|NP_523565.2| IPDILMLTKKLMRRKAN--------------LQDLFRIYQVILRTPKILKVLH---ELDNS------TIESVICAPFKSFLKD--LTGLKQMVEQVVDFEAIER-GEYLVKASFDSRLMELQQMMTELYSKMEELQFKCSQELNLDGKN-   507
gi|158299376|ref|XP_319476.4| LPDIMFVLKRLLRRKAS--------------LQDIFRLYQVILRVPRMLTLLET-NDLESI------AVLNNIYNPIKDSLND--LKLFKSMVEQIIDLQAVEH-GEYLVKADFDSQLKKRKEEMDEVYSKMKHHLSTVAKDIGLDAGS-   511
gi|6678938|ref|NP_032654.1| FPDLNRLAKKFQRQAAN--------------LQDCYRLYQGINQLPSVIQALEKYEGRHQA------LLLAVFVTPLIDLRSD--FSKFQEMIETTLDMDQVEN-HEFLVKPSFDPNLSELREVMDGLEKKMQSTLINAARGLGLDPGK-   509
gi|13591999|ref|NP_112320.1| FPDLNRLAKKFQRQAAN--------------LQDCYRLYQGVKQLPNVIQALEKYQGRHQA------LLLAVFVTPLTDLRSD--FSKFQEKIETTLDMDQVEN-HEFLVKPSFDPNLSELREVMDGLEKKMQSTLISAARGLGLDPGK-   509
gi|73969550|ref|XP_538482.2| FPDLNRLAKKFQRQAAN--------------LQDCYRLYQGINQLPNVIRALEKYEGKHQG------LLLAVFVTPLIDLRSD--FSKFQEMIETTLDMDQVEN-HEFLVKPSFDPNLSELREIMDDLEKKMQSTLISAARDLGLDPGK-   509
gi|77736115|ref|NP_001029756.1| FPDLNRLAKKFQRQAAN--------------LQDCYRLYQGINQLPNVIQALEKYEGKHQA------LFLAVFVTPLIDLRSD--FSKFQEMIETTLDMDQVEN-HEFLVKPSFDPNLSELREIMDDLEKKMQSTLVSAARDLGLDPGK-   509
gi|4557761|ref|NP_000242.1| FPDLNRLAKKFQRQAAN--------------LQDCYRLYQGINQLPNVIQALEKHEGKHQK------LLLAVFVTPLTDLRSD--FSKFQEMIETTLDMDQVEN-HEFLVKPSFDPNLSELREIMNDLEKKMQSTLISAARDLGLDPGK-   509
gi|118087631|ref|XP_426110.2| FPDLNRLAKKFQRQAAT--------------LQDCYRMYQAINQLPNVVQALEKHEGAHQM------LLLAVFITPLNDIHSD--FSKFLEMIETTLDMDKVEN-HEFLVKASFDPNLTELREKMNELEESMQTLLKSAAKELGLEAGK-   495
gi|47087243|ref|NP_998689.1| FPDLNRMAKKFQRQSSN--------------LQDCYRVYQSVGQLPNVVLALERYSGKHQV------LLHAAFISPLNDLISD--FSKFQEMIETTLDMNQVEH-HEFLVKPSFDPTLSDLRENMDRLEKAMQAALSSAARELGLEAAK-   509
gi|42565226|ref|NP_566804.3| ISDVERLLRSLERRRGG--------------LQHIIKLYQSTIRLPFIKTAMQQYTGEFAS------LISERYLKKLEALSDQDHLGKFIDLVECSVDLDQLEN-GEYMISSSYDTKLASLKDQKELLEQQIHELHKKTAIELDLQVDK-   504
gi|115462941|ref|NP_001055070.1| MSDIDRLTHALRKRTAN--------------LQPVVKLYQSCIRVSYIKNVLQQYDGSFSA------LIRTKFLNSLDEWLTEDRFGRFASLVETAIDLDQLEN-GEYRISPRYSSDLAVLKDELSEVENHINNLHKHTAADLDLTIDK-   506
gi|124808862|ref|XP_001348428.1| IPELDKLNHYLKEINQNNEIRVNSKYNEEMILKDIVKMYYSILDFKQIYFTLKPIQGKNKE------TIDEIIINPLRDILNK--FSKLLDMIEITIDLEEVQENKVYLISTSFDNELEIIANEKNALMKKIKKHKDDVEKDIFADKYDR   391
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gi|50310365|ref|XP_455202.1| --------KLKLENHHLHGWCMRLTRNDAKALR--QHKKYIELSTVKAGIFFSTKELKNIAEETSELQKKYEQQQASLVKEIVSITLSYTPVLEKLSVVTAQLDILCSFAQVSSYAPIPYVRPKMYP-----------------------   637
gi|45199121|ref|NP_986150.1| --------KLKLENHHVHGWCMRLTRNDAKALR--QHKKYLELSTVKAGIYFSTKELKLLSDEIGTLQQDYDRKQSALVKEIVTITLSYSPVLEKLSLVLANLDVLCSFAHVSSYAPIPYVRPVMYD-----------------------   638
gi|6324482|ref|NP_014551.1| --------KLKLENHHLHGWCMRLTRNDAKELR--KHKKYIELSTVKAGIFFSTKQLKSIANETNILQKEYDKQQSALVREIINITLTYTPVFEKLSLVLAHLDVIASFAHTSSYAPIPYIRPKLHP-----------------------   644
gi|145610825|ref|XP_368365.2| --------KIFLENHKVHGFCMRLTRTEAGCIR--NNSGYQECSTQKNGVYFTTKHLQSLRREFDQLSQSYNRTQSSLVNEVVSVAASYAPLLENLAGILAHLDVIVSFAHCSMHAPISYVRPKIHP-----------------------   615
gi|32421125|ref|XP_331006.1| --------KIFLENHKVHGWCMRLTRTEAGCIR--NNSRYLECSTQKNGVYFTTKTLQALRREFDQLSQNYNRTQSSLVNEVVGVAASYCPVLERLAAVLAHLDVIVSFAHCSVHAPISYVRPKIHP-----------------------   616
gi|63054752|ref|NP_595967.2| --------KLHLEQHHLYGWCLRLTRTEAGCLRG-RSSHYTELSTQKNGVYFTTKRLHSLNNSYMDHQKSYRYHQNGLAREVIKIAATYGPPLEAIGQVIAHLDVILSFAHASTVAVIPYVRPNIVDSSIAQEKHGQSSNILDIVSLEDT   666
gi|24584320|ref|NP_523565.2| --------QVKLESVAKLGHHFRITVKDDSVLRK--NKNYRIVDVIKGGVRFTSDKLEGYADEFASCRTRYEEQQLSIVEEIIHVAVGYAAPLTLLNNELAQLDCLVSFAIAARSAPTPYVRPKMLE-----------------------   624
gi|158299376|ref|XP_319476.4| --------SIKLEFVSQHGYHFRITLKDETLIRK--NNSYRILDAVKGGVRFITTKLQDYSESFATLKIAYEEQQQTIVAEVIRVAVGYVEPWTMLNSQIAYLDCLVSFAVSASTAPIPYVRPKMYR-----------------------   628
gi|6678938|ref|NP_032654.1| --------QIKLDSSAQFGYYFRVTCKEEKVLRN--NKNFSTVDIQKNGVKFTNSELSSLNEEYTKNKGEYEEAQDAIVKEIVNISSGYVEPMQTLNDVLAHLDAIVSFAHVSNAAPVPYVRPVILE-----------------------   626
gi|13591999|ref|NP_112320.1| --------QIKLDSSAQFGYYFRVTCKEEKVLRN--NKNFSTVDIQKNGVKFTNSELSSLNEEYTKNKGEYEEAQDAIVKEIVNISSGYVEPMQTVNDVLAHLDAVVSFAHVSNAAPVPYVRPVILE-----------------------   626
gi|73969550|ref|XP_538482.2| --------QIKLDSSAQFGYYFRVTCKEEKVLRN--NKNFSTVDIQKNGVKFTNSKLTSLNEEYTKNKTEYEEAQDAIVKEIVNISSGYVEPMQTLNDVLAQLDAVVSFAHVSNGAPVPYVRPVILE-----------------------   626
gi|77736115|ref|NP_001029756.1| --------QIKLDSSTQFGYYFRVTCKEEKVLRN--NKNFSTVDIQKNGVKFTNSKLTSLNEEYTKNKTEYEEAQNAIVKEIVNISSGYVEPMQTLNDVLAQLDAVVSFAHVSDAAPVPYVRPVILE-----------------------   626
gi|4557761|ref|NP_000242.1| --------QIKLDSSAQFGYYFRVTCKEEKVLRN--NKNFSTVDIQKNGVKFTNSKLTSLNEEYTKNKTEYEEAQDAIVKEIVNISSGYVEPMQTLNDVLAQLDAVVSFAHVSNGAPVPYVRPAILE-----------------------   626
gi|118087631|ref|XP_426110.2| --------SIKLESNSQFGHHFRITCKEEKVLRN--NMKYKITDTQKNGVKFTNSKLSAINEEYIKNREEYEEAQDAIVKEIINIASGYAEPIQTMNDVIAQLDAIVSFAHVSNGAPVPYVRPVILE-----------------------   612
gi|47087243|ref|NP_998689.1| --------TVKLESNAQIGYFFRVTCKEEKSLRN--NKKFTTLDVQKNGVRFTNSKLSSLNEEYTKSREEYEEAQNAIVKEIISIAAGYVDPVQTLNEVIAQLDAVLSFAVVSHAAPVPFIRPKILE-----------------------   626
gi|42565226|ref|NP_566804.3| --------ALKLDKAAQFGHVFRITKKEEPKIRKKLTTQFIVLETRKDGVKFTNTKLKKLGDQYQSVVDDYRSCQKELVDRVVETVTSFSEVFEDLAGLLSEMDVLLSFADLAASCPTPYCRPEITS-----------------------   623
gi|115462941|ref|NP_001055070.1| --------QLKLEKG-QLGHVFRISKKDEQKVRKKLTSNYIIIETRKDGVKFTSSKLKKLGDQYQALLGEYTSCQKKVVDDVVRVSASFSEVFENFAAILSELDVLQSFADLATSSPIPYVRPEITA-----------------------   624
gi|124808862|ref|XP_001348428.1| TYKRANREDIRLVDCNTNVFLFRVTKKDCGLVQQ-DKKKYMTVRMNKNEFLFTTNTLKNLCKQYDHCLNIYNTLQSEIINKTICAVSTYTPVIEKFIDLVSTLDVLISFSVVCHNSPFPYVRPVIVD-----------------------   517
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gi|50310365|ref|XP_455202.1| ----------LNDQNRTTELIASRHPIVEMQDDVT-FISNDVKLVQGDSEFIVITGPNMGGKSTYIRQIGVICLMAQIGCFVPCDEAKIAAVDAILCRVGAGDSQLKGVSTFMMEMLETASILKNATHNSLVIVDELGRGTSTYDGFGLA   776
gi|45199121|ref|NP_986150.1| ----------MHAGQRKMELLASRHPLVEAQDEVT-FISNDVVLEADSSGFAIITGPNMGGKSTYIRQVGVICLLAQIGCFVPCDAAEITIVDAILCRVGAGDSQLKGVSTFMAEMLETASILRNATKNSLIIIDELGRGTSTYDGFGLA   777
gi|6324482|ref|NP_014551.1| ----------MDS-ERRTHLISSRHPVLEMQDDIS-FISNDVTLESGKGDFLIITGPNMGGKSTYIRQVGVISLMAQIGCFVPCEEAEIAIVDAILCRVGAGDSQLKGVSTFMVEILETASILKNASKNSLIIVDELGRGTSTYDGFGLA   782
gi|145610825|ref|XP_368365.2| ----------RGQ--GRTLLREARHPCLEVQDDVQ-FITNDVELDRSGSSFLIITGPNMGGKSTYIRQIGVIALMAQIGCFVPCSEAELTIFDAILARVGASDSQLKGVSTFMAEMLETANILKSATAESLIIIDELGRGTSTYDGFGLA   752
gi|32421125|ref|XP_331006.1| ----------RGT--GRTVLTEARHPCMEVQDDVT-FITNDVTLTREDSSFLIITGPNMGGKSTYIRQIGVIALMAQIGCFVPCSSAELTIFDSILARVGASDSQLKGVSTFMAEMLETANILKSATAESLIIIDELGRGTSTYDGFGLA   753
gi|63054752|ref|NP_595967.2| PNFEEIRRTLENNHCARLYLKQARHPCLEAQDDVK-FIPNDVNLEHGSSELLIITGPNMGGKSTYIRQVGVITVMAQIGCPVPCEVADLDIIDAILARVGASDSQLKGISTFMAEMLETATILRAATPRSLIIIDELGRGTSTTDGFGLA   815
gi|24584320|ref|NP_523565.2| ------------EGARELVLEDVRHPCLELQEHVN-FIANSVDFKKEECNMFIITGPNMGGKSTYIRSVGTAVLMAHIGAFVPCSLATISMVDSILGRVGASDNIIKGLSTFMVEMIETSGIIRTATDKSLVIIDELGRGTSTYEGCGIA   761
gi|158299376|ref|XP_319476.4| ------------EGPSVLKLIQVRHPCLELQEDVN-YIANDAMFDAKETSTYIITGPNMGGKSTYIRSVGVTVLMAHIGSFVPCESAEMSIFDCILGRVGADDNFTKGLSTFMVEMIETAGIIRRATDRSLVIIDELGRGTSTYEGCGIA   765
gi|6678938|ref|NP_032654.1| ------------KGKGRIILKASRHACVEVQDEVA-FIPNDVHFEKDKQMFHIITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDCILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLA   763
gi|13591999|ref|NP_112320.1| ------------KGKGRIIVKASRHACVEVQHDVA-FIPNDVHFEKDKQMFHIITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDCILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLA   763
gi|73969550|ref|XP_538482.2| ------------KGQGRITLKASRHACVEVQDEVA-FIPNDVHFEKDKQMFHIITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDCILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLA   763
gi|77736115|ref|NP_001029756.1| ------------KGRGRITLKASRHACVEVQDEVA-FIPNDVHFEKDKQMFHIITGPNMGGKSTYIRQTGVVVLMAQIGCFVPCEWAEVSIVDCILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLA   763
gi|4557761|ref|NP_000242.1| ------------KGQGRIILKASRHACVEVQDEIA-FIPNDVYFEKDKQMFHIITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCESAEVSIVDCILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSLIIIDELGRGTSTYDGFGLA   763
gi|118087631|ref|XP_426110.2| ------------KGQGRIVLKGARHPCIEVQDEVA-FIPNDVTFEKGKQMFHIITGPNMGGKSTYIRQTGVIVLMAQIGCFVPCNSAEITIVDCILARVGAGDSQLKGVSTFMAEMLETASILRTASENSLIIIDELGRGTSTYDGFGLA   749
gi|47087243|ref|NP_998689.1| ------------KGSGRLVLKAARHPCVEAQDEVA-FIPNDVTFIRGEKMFHIITGPSMGGKSTYIRQVGVIVLMAQIGCFVPCDEAELSVVDCVLARVGAGDSQIKGVSTFMAEMLETAAILRSATEDSLITIDELGRGTSTYDGFGLA   763
gi|42565226|ref|NP_566804.3| ------------SDAGDIVLEGSRHPCVEAQDWVN-FIPNDCRLMRGKSWFQIVTGPNMGGKSTFIRQVGVIVLMAQVGSFVPCDKASISIRDCIFARVGAGDCQLRGVSTFMQEMLETASILKGASDKSLIIIDELGRGTSTYDGFGLA   760
gi|115462941|ref|NP_001055070.1| ------------SEEGDIILEGSRHPCLEAQDGVN-FIPNDCTLVREKSWFQIITGPNMGGKSTFIRQVGVNVLMAQVGSFVPCDRASISVRDCIFARVGAGDCQLRGVSTFMQEMLETASILKGASDKSLIIIDELGRGTSTYDGFGLA   761
gi|124808862|ref|XP_001348428.1| -------------HGENVIMRKSRHPLLELQYNLNNFIPNDIHMNKKNSRLIIVTGPNMGGKSTYIRQTAIICILAQIGMFVPCDFCEVPIFTQIMCRVGASDFQLKGISTFLSEMIEAAAIVKNADQNSFIIVDELGRGTSTYEGLGIS   654
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gi|50310365|ref|XP_455202.1| WSISEHIATNINCFTLFATHFHELTTLADKLDN---------VSNMHVVAHIEDNG------------SHNSDDITLLYKVEAGSSDQSFGIHVAEVVQFPSKIVNMAKRKAAELEDLKKDNDSLK----KAKLSPEDI--VLGTESLKK   899
gi|45199121|ref|NP_986150.1| WSISEHIAKNIGCFALFATHFHELTALADDCPN---------VTNLHVVAHVEEK-------------SHKSDDITLLYKVEPGISDQSFGIHVAEVVQFPSKIVKMAKRKATELDDIKEETECLK----KLKCSPEHI--AKGSEVLKN   899
gi|6324482|ref|NP_014551.1| WAIAEHIASKIGCFALFATHFHELTELSEKLPN---------VKNMHVVAHIEKNLK---------EQKHDDEDITLLYKVEPGISDQSFGIHVAEVVQFPEKIVKMAKRKANELDDLKTNNEDLK----KAKLSLQEV--NEGNIRLKA   908
gi|145610825|ref|XP_368365.2| WAISEHIVVEIGCSALFATHFHELTALAEQHKQ---------VANLHVTAHISGTG--------DDAKADEKREVTLLYKVEPGICDQSFGIHVAELVRFPDKVVRMAKRKADELEDFTTKHNDN----LGLQYSKDDV--EQGSARLKE   879
gi|32421125|ref|XP_331006.1| WAISEHIVKEIGCFALFATHFHELTALADQYPN---------VKNLHVTAHISGTDTDTDVITDEDEKAKKKREVTLLYKVEPGICDQSFGIHVAELVRFPDKVVRMAKRKADELEDFTSKHEEENGGGLGVQYSKQDV--EEGSALLKD   892
gi|63054752|ref|NP_595967.2| WAITEHIVTQIGCFCLFATHYHEMTKLSEEITT---------VKNLHVTAYVGDS---------------ESKDVALLYNVCEGASDRSFGIHVAKLAHFPPKIIEMASNKAAELEAEDSGAQGDT-------QEVKSK--KEGMAIVRD   932
gi|24584320|ref|NP_523565.2| WSIAEHLAKETKCFTLFATHFHEITKLAETLST---------VKNCHMAAVADADD------------------FTLLYQVRSGVMEKSFGIQVARLANFPEHVVQNAQEVYNEFEDEH-------------VDKQKKE----DKALLEK   867
gi|158299376|ref|XP_319476.4| WSIAEWLAKESKCFTLFATHFQEITDLASYVEN---------VKNCHMQAIVDGEC------------------LTLLYQVKPGVMEKSFGIQVAKLANFPPGVIKLAQKFYNECEDHR-------------GVIKEKH----DTDCLAV   871
gi|6678938|ref|NP_032654.1| WAISDYIATKIGAFCMFATHFHELTALANQIPT---------VNNLHVTALTTEET------------------LTMLYQVKKGVCDQSFGIHVAELANFPRHVIACAKQKALELEEFQNIGTSLGCDEAEPAAKRRCL----EREQGEK   882
gi|13591999|ref|NP_112320.1| WAISEYIATNIGAFCMFATHFHELTALASQIPT---------VNNLHVTALTTEET------------------LTMLYQVKTGVCDQSFGIHVAELANFPRHVIECAKQKALELEEFQSIGTSQGHDETQPAAKRRCL----EREQGEK   882
gi|73969550|ref|XP_538482.2| WAISEYIATKIGAFCMFATHFHELTALANQIPT---------VNNLHVTALTTEET------------------LTMLYQVKKGVCDQSFGIHVAELANFPRHVIECAKQKALELEEFQNIGGSQGYDEMEPAAKRCYL----EREQGEK   882
gi|77736115|ref|NP_001029756.1| WAISEYIATKIGAFCMFATHFHELTALANQIPT---------VNNLHVTALTTEET------------------LTMLYQVKKGVCDQSFGIHVAELANFPRHVIECAKQKALELEEFQNIGKPQECDEMEPAAKRCYL----EREQGEK   882
gi|4557761|ref|NP_000242.1| WAISEYIATKIGAFCMFATHFHELTALANQIPT---------VNNLHVTALTTEET------------------LTMLYQVKKGVCDQSFGIHVAELANFPKHVIECAKQKALELEEFQYIGESQGYDIMEPAAKKCYL----EREQGEK   882
gi|118087631|ref|XP_426110.2| WAISEYIASKICAFCMFATHFHELTALADQVPT---------VNNLHVTALTSDDT------------------LTMLYRVKAGVCDQSFGIHVAELAAFPKHVIESAREKALELEEFQDIGRPK-ESEGEPAAKRCYR----EREEGEK   867
gi|47087243|ref|NP_998689.1| WAISEYIATRLKSFCLFATHFHELTALAQQVPT---------VRNLHVTALTTDST------------------LTMLYKVKKGVCDQSFGIHVAELASFPKHVIANAREKALELEEFQDISSVG--EEAGPKAKKRCM----EKQEGER   880
gi|42565226|ref|NP_566804.3| WAICEHLVQVKRAPTLFATHFHELTALAQANSEVSGNT--VGVANFHVSAHIDTESR----------------KLTMLYKVEPGACDQSFGIHVAEFANFPESVVALAREKAAELEDFSPSSMIINN--EESGKRKSREDDPDEVSRGAE   890
gi|115462941|ref|NP_001055070.1| WAICEHLVEVTRAPTLFATHFHELTALGHKSGDEHQHVPNLGIANYHVGAHIDPSSR----------------KLTMLYKVEPGACDQSFGIHVAEFANFPEAVVALAKSKAEELEDFSTAPNFSDDSKDEVGSKRKRVFSPDDVTRGAA   895
gi|124808862|ref|XP_001348428.1| WSIGKYILDNIKCFCLFATHFHEMSNIAYQCEG---------VINRHVETTIDKEKK----------------KICFLYEIKDGASNKSYGVNVAEIAKLPKEVIQKAYEKVEELESAENKYYLKEKLNIDTSASADEN----YKMKISN   775
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gi|50310365|ref|XP_455202.1| SLKVWCKELKKNNLID--RLDDPSVQEECVDKLKQQIDNLAREEDTTSLFVDWVRDTLL------   956
gi|45199121|ref|NP_986150.1| LLQEWASILRAENLDQ--QLDDESIQELCIDKLRSLVNSSDELNSCEKNFKDWVTAQLL------   956
gi|6324482|ref|NP_014551.1| LLKEWIRKVKEEGLHDPSKITEEASQHKIQELLRAIANEPEKEN---DNYLKYIKALLL------   964
gi|145610825|ref|XP_368365.2| ILVQWKEEVKAGDMSR----------EEMVAKMKALVAADTKLLE--NPFFQSIKAL--------   924
gi|32421125|ref|XP_331006.1| VLVKWKDEVKSGRMSK----------EEMVARLKELVQKDERLLG--NPFFKSVQAL--------   937
gi|63054752|ref|NP_595967.2| IMRQWRSNVKPEMTQQ-----------QMMDQFQKVIGSFAQQINSNNWLQSRVSTNEVSS----   982
gi|24584320|ref|NP_523565.2| IQVAIQQLSTAGNNVD-------INVEDLTQLVTQFTKDIEQ--LDSDYFKSVLAT---SEA---   917
gi|158299376|ref|XP_319476.4| LQKCFSEIDN-------------------------------------------------------   881
gi|6678938|ref|NP_032654.1| IILEFLSKVKQVPFTA-------MSEESISAKLKQLKAEVVA--KNNSFVNEIISR---IKAPAP   935
gi|13591999|ref|NP_112320.1| IILEFLSKVKQVPFTD-------LSEESVSVKLKQLKAEVLA--KNNSFVNEIISR---VKAP--   933
gi|73969550|ref|XP_538482.2| IIQEFLSKVKQVPFTE-------MSEENITMKLKQLKAEVIA--KNNSFVNEIISR---IKVST-   934
gi|77736115|ref|NP_001029756.1| IIQEFLSKVKQVPFTE-------MSEESITRKLKQLKAEVIA--KNNSFVNEIISR---IKVTA-   934
gi|4557761|ref|NP_000242.1| IIQEFLSKVKQMPFTE-------MSEENITIKLKQLKAEVIA--KNNSFVNEIISR---IKVTT-   934
gi|118087631|ref|XP_426110.2| IIQDFLSQVKALPLTD-------MSEEDIKTKLKQLRADVLA--KNNGFVNEIISR---TKVTP-   919
gi|47087243|ref|NP_998689.1| IIEAFLAKVKSMPVDG-------MSDKAVKEELRKLKAEVIS--QNNSFVNEIVSRSGKVKLSSA   936
gi|42565226|ref|NP_566804.3| RAHKFLKEFAAIPLDK-------MELKDSLQRVREMKDELEKDAADCHWLRQFL-----------   937
gi|115462941|ref|NP_001055070.1| RARLLLEELASLPLDE-------MDGTKAAETVTKLKSDFEKDAADNPWLQQFL-----------   942
gi|124808862|ref|XP_001348428.1| YMKIKDEIHYLFSSTN---------ENEFMERFVSKKNYLKELAI--------------------   811
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