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gi|73966009|ref|XP_537646.2| LLRPDTYIGSVELVTQQ-MWVYDEDIG-MNYREVTFVPGLYKIFDEILVNAADNKQRDPK-----MSCIRVTIDPENNLISIWNNGKGIPVVEHKVEKMYVPALIFGQLLTSSNYDDDEKKVTGGRNGYGAKLCNIFSTKFTVETASREY   186
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gi|6755849|ref|NP_035753.1| LLRPDTYIGSVELVTQQ-MWVYDEDVG-INYREVTFVPGLYKIFDEILVNAADNKQRDPK-----MSCIRVTIDPENNVISIWNNGKGIPVVEHKVEKIYVPALIFGQLLTSSNYDDDEKKVTGGRNGYGAKLCNIFSTKFTVETASRAY   185
gi|38259192|ref|NP_071519.2| LLRPDTYIGSVELVTQQ-MWVYDEDVG-INYREVTFVPGLYKIFDEILVNAADNKQRDPK-----MSCIRVTMMR-NNLISIWNNGKGIPVVEHKVEKMYVPALIFGQLLTSSNYDDDEKKVTGGRNGYGAKLCNIFSTKFTVETASREY   184
gi|45382161|ref|NP_990122.1| LLRPDTYIGSVETVTQQ-MWVFDEDVG-LNCRDVTFVPGLYKIFDEILVNAADNKQRDKS-----MSCIKVTIDPENNTISVWNNGKGIPVVEHKVEKVYVPALIFGQLLTSSNYDDDEKKVTGGRNGYGAKLCNIFSTKFTVETACREY   187
gi|51467892|ref|NP_001003834.1| LLRPDTYIGSVEPVTQQ-MWVFDEDTG-MNCRDITFVPGLYKIFDEILVNAADNKQRDKT-----MNCIKVNIDPENNTISVWNNGKGIPVVEHKVEKVYVPALIFGQLLTSSNYDDDEKKVTGGRNGYGAKLCNIFSLKFTVETACRES   185
gi|17535065|ref|NP_496536.1| LLRPDTYIGSVEHTEKTPMWVYNMEESKLEQRDISYVPGLYKIYDEILVNAADNKQRDPK-----MNTIKITINKEKNEISVYNNGKGIPVTQHKVEKVYVPELIFGTLLTSSNYNDDEKKVTGGRNGYGAKLCNIFSTKFTLETSSRDY   221
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gi|15229538|ref|NP_189031.1| LLRPDTYIGSIEKHTQT-LWVYEKDE--MVQRPVTYVPGLYKIFDEILVNAADNKQRDAK-----MDSVQVVIDVEQNLISVCNSGAGVPVEIHQEEGIYVPEMIFGHLLTSSNYDDNVKKTTGGRNGYGAKLTNIFSTEFIIETADGKR   186
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gi|73966009|ref|XP_537646.2| KKMFKQTWMDNMGRAGEMELRPFN-GEDYTCITFQPDLSKFKMQS-LDKDIVALMVRRAYDIAGS-TKDVKVFLNGNKLPVKGFRSYVDMYLKDKVDET--------------------------------------GNPLKIIHEQVN-   294
gi|194676107|ref|XP_001254458.2| KKMFKQTWMDNMGKAGEMELKPFS-GEDYTCITFHPDLSKFKMQS-LDKDIVALMVRRAYDIAGS-TKDVKVYLNGNRLPVKGFRSYVDLYLKDKVDET--------------------------------------GNPLKVIHEQVN-   259
gi|6755849|ref|NP_035753.1| KKMFKQTWMDNMGRAGDMELKPFS-GEDYTCITFQPDLSKFKMQS-LDKDIVALMVRRAYDIAGS-TKDVKVFLNGNMLPVKGFRSYVDLYLKDKVDET--------------------------------------GNSLKVIHEQVN-   293
gi|38259192|ref|NP_071519.2| KKMFKQTWMDNMGRAGDMELKPFS-GEDYTCITFQPDLSKFKMQS-LDKDIVALMVRRAYDIAGS-TKDVKVFLNGNRLPVKGFRSYVDMYLKDKVDET--------------------------------------GNALKVVHEQVN-   292
gi|45382161|ref|NP_990122.1| KKLFKQTWTDNMGKAGEMTLKHFD-GEDYTCVTFQPDLSKFKMTI-LDKDIVALMSRRAYDIAGS-TKDVKVFLNGKRLPVKGFRSYVDLYLKDKVDET--------------------------------------GNALKVIHEEVN-   295
gi|51467892|ref|NP_001003834.1| KRCFKQTWFDNMERAGESKIKPFD-GDDYTCITFQPDLAKFKMQA-LDKDTVALLTRRAYDIAGS-TKGVRVLLNGKRLPINNFRTYVDLYVKDKVDET--------------------------------------GSPLTVVHEMVN-   293
gi|17535065|ref|NP_496536.1| KSAFKQTWIKNMTRDEEPKIVKST-DEDFTKITFSPDLAKFKMKE-LDDDICHLMARRAYDVAGS-SKGVAVFLNGKRIPIKGFEDYVQMYTS-QFNNE--------------------------------------GEPLKIAYEQVG-   328
gi|124809097|ref|XP_001348490.1| KKEFKMTWSDNMSKFSEPHIKNYN-GKDYVKVTFKPDLNKFGMTE-MDDDIESLLFKRVYDLAG--TCSVRVYLNGQRLAVKDFKSYVDLYLKDNSNDNKNNKGQNDNNNNNNNNNDENANQNNDNLDVSLSNEPADGTPTKNNNNNNNN   315
gi|15229538|ref|NP_189031.1| LKKYKQVFENNMGKKSEPVITKCNKSENWTKVTFKPDLKKFNMTE-LEDDVVALMSKRVFDIAGCLGKSVKVELNGKQIPVKSFTDYVDLYLSAANKSR-------------------------------------TEDPLPRLTEKVN-   297
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gi|6324241|ref|NP_014311.1| GQKYVQKWENNMSICHPPKITSYKKGPSYTKVTFKPDLTRFGMKE-LDNDILGVMRRRVYDINGSVRD-INVYLNGKSLKIRNFKNYVELYLKSLEKKRQ---------------------------LDNGEDGAAKSDIPTILYERINN   286
gi|50305715|ref|XP_452818.1| GHKYIQNWENNMSTCHPPKITSYKKGPSYTKVIFKPDLQRFGMDK-LDDDIVGVMRRRVYDINGSVRD-VNVSLNGKALKIRNFKNYVELYLKSLEKIKLNRLRES---------------------STPDEPMQEPTKIPTILYERIND   291
gi|45191011|ref|NP_985265.1| GQKYVQKWESNMNVCHPPKITSYKKGPSYTKITFKPDLQRFGMEV-LDDDILGVMRRRVYDINGSVRD-VNVSLNGKSLKIRNFKSYMELYMRSLEKKRLIDS------------------------GMAPESASEKVNAPTILYEKVND   292
gi|19112597|ref|NP_595805.1| MKKYKQTWYDNMSRKSEPVITSLKKPDEYTKITFKPDLAKFGMDK-IDDDMVSIIKRRIYDMAGTVRE-TKVYLNNERISISGFKKYVEMYLASDTKPDE--------------------------------------EPPRVIYEHVND   341
gi|39975823|ref|XP_369302.1| GKRYKQTWTNNMSNCGKAKITSN-KTQDFVRVTFTPDYARFGMPDGIDDDLEGLLYRRVYDMAGTLDSNVKVHLNGEQLKVN-FKKYCEMYAKSIAQERD------------------------------DVPEGEDSKVAEVIFEDPKA   403
gi|32411425|ref|XP_326193.1| GKRYKQTWTDNMSKMSPPKITSN-KAADFVRITFRPDFSKFGMADGIDDDLEALLYRRVYDMAGTVSG-VKVWLNGEHLKLN-FKTYCGLYAKAIAKERD------------------------------EVADGEDVTPATVIFEQQRS   401
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gi|51467892|ref|NP_001003834.1| -------------ERWEVCLTLSE-KGFQQVSFVNSIDKNKGGRHTDYVADQIVSKLIEVVK-KKNKAGVAVKPFQVKNHMWLFVNCLIENPSFDSQTKENMTLQQKNFGSACSLSDKFVKQANGCGIVESIMNWVKFKAQAQLNKKCSA   428
gi|17535065|ref|NP_496536.1| -------------DRWQVALALSE-KGFQQVSFVNSIATTKGGRHVDYVADQMVAKFIDSIKRKLTKTSMNIKPFQIKNHMWVFVNCLIENPTFDSQTKETMTLQQKQFGSTCVLSEKFSKAASSVGITDAVMSWVRFKQMDDLNKKCSK   464
gi|124809097|ref|XP_001348490.1| NDEDEIVKIHEKQHRWEIVVSKSDGSQFQQVSFVNSICTTKGGSHVNYIVEQLLSSLSKKAN-AKNKGGMEIKSGHIRNHLWVFVNCLIVNPTFDSQTKETLTTKPVKFGSKCILSDKTINNVLKSPILSNILLWAQAKAQVELKKKMKA   464
gi|15229538|ref|NP_189031.1| -------------DRWEVCVSLSE-GQFQQVSFVNSIATIKGGTHVDYVTSQITNHIVAAVN-KKNKN-ANVKAHNVKNHLWVFVNALIDNPAFDSQTKETLTLRQSSFGSKCELSEDFLKKVGKSGVVENLLSWADFKQNKDLKKSDGA   431
gi|115448107|ref|NP_001047833.1| -------------DRWEVCVSLSE-GQFQQVSFVNRIATIKGGTHVDYVTNQIATHVMNIVN-KRNKN-AHMKAHNVKSHLWVFVNALIDNPAFDSQTKETLTTRQASFGSKCELSDDFLKKVGSSAIVLNLLSWAEFKLSKELQKTDGS   429
gi|6324241|ref|NP_014311.1| R--------------WEVAFAVSD-ISFQQISFVNSIATTMGGTHVNYITDQIVKKIS-EIL-KK-KKKKSVKSFQIKNNMFIFINCLIENPAFTSQTKEQLTTRVKDFGSRCEIPLEYINKIMKTDLATRMFEIADANEENALKKSDGT   418
gi|50305715|ref|XP_452818.1| R--------------WEVAFAVSE-NSFQQISFVNSIATTSGGTHVNYVTDQIIKKVS-DRL-KK-QKK-TIKPFQIKNNMFIFINCLIENPAFTSQTKEQLTTRVKDFGSKCEVPSEFINKIMKTDLATKIFEIADENAHKQLKKTDGS   422
gi|45191011|ref|NP_985265.1| R--------------WELGFAVSD-ISFQQISFVNSIATTSGGTHVNYLTDQIVKKVS-ELL-SK-KKK-TVKPFQIRNNIFIFINCLIENPAFTSQTKEQLTTRVRDFGSKCEVSSDFINKIMKTELATKIFEIADENAAKLLKQTDGT   423
gi|19112597|ref|NP_595805.1| R--------------WDVAFAVSD-GQFKQVSFVNNISTIRGGTHVNYVANKIVDAID-EVV-KKENKKAPVKAFQIKNYVQVFVNCQIENPSFDSQTKETLTTKVSAFGSQCTLSDKFLKAIKKSSVVEEVLKFATAKADQQLSKGDGG   474
gi|39975823|ref|XP_369302.1| H------------KRWKVGFTVSD-GQFQQVSFVNSIATTQGGTHVNYIADQITAALLADLN-KKK-KGHSLKQHNIKNYIFIFVTCLIENPAFTSQTKEQLTTKASQFGSKCPLTEPFLKKVRQTEAIENIIHFAEKKADKMLSKSDGN   538
gi|32411425|ref|XP_326193.1| EG-----------KLWEVGFTVSD-GSFQQVSFVNNIATTSGGSHVNYIADQIIEVLMKELQ-KKKGKGHGLKTANVKNQFFIFINCLIDNPAFSSQTKEQLTTKPAKFGSKCQLGDLFLKKVRQSEAIDNLLSFADKKRDKDLAKNDGS   538
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gi|73966009|ref|XP_537646.2| VK---HNRIKGIPKLDDANDAGGRNSNECTLILTEGDSAKTLAVSGLGVVGRDKYGVFPLRGKILNVREASHKQIMENAEINNIIKIVGLQYKKNYDDEDSLKTLRYGKIMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHR-FLEEFIT   575
gi|194676107|ref|XP_001254458.2| VK---HNRIKGIPKLDDANDAGGRNSTECTLILTEGDSAKTLAVSGLGVVGRDKYGVFPLRGKILNVREASHKQIMENAEINNIIKIVGLQYKKNYEDEDSLKTLRYGKIMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHR-FLEEFIT   540
gi|6755849|ref|NP_035753.1| VK---HTKIKGIPKLDDANDAGSRNSTECTLILTEGDSAKTLAVSGLGVVGRDKYGVFPLRGKILNVREASHKQIMENAEINNIIKIVGLQYKKNYEDEDSLKTLRYGKIMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHR-FLEEFIT   574
gi|38259192|ref|NP_071519.2| VK---HNRIKGIPKLDDANDAGSRNSAECTLILTEGDSAKTLAVSGLGVVGRDKYGVFPLRGKILNVREASHKQIMENAEINNIIKIVGLQYKKNYEDEDSLKTLRYGKIMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHR-FLEEFIT   573
gi|45382161|ref|NP_990122.1| VK---HTKIKGVPKLDDANDAGSKNSIDCTLILTEGDSAKTLAVSGLGVVGRDKYGVFPLRGKMLNVREASHKQIMENAEINNIIKIVGLQYKKNYEDRESLKSLRYGKIMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHN-FLEEFIT   576
gi|51467892|ref|NP_001003834.1| VK---HTKIKGVPKLDDANDAGGKNSNSCTLILTEGDSAKTLAVSGLGVVGRDRYGVFPLRGKMLNVREASHKQIMENAEINNIIKILGLQYKKNYSDPESLKSLRYGKLMIMTDQDQDGSHIKGLLINFIHHNWPSLLRHN-FLEEFIT   574
gi|17535065|ref|NP_496536.1| TK---TSKLKGIPKLEDANDAGTKNSQQCTLILTEGDSAKTLAVSGLSVVGRDKYGVFPLRGKLLNVREGNMKQIADNAEVNAMIKILGLQYKKKYETEDDFKTLRYGKLMVMADQDQDGSHIKGLVINFIHHFWPSLIQRN-FVEEFIT   610
gi|124809097|ref|XP_001348490.1| GSSKARERIIGIPKLEDANDAGSKYSQECTLILTEGDSAKTSCLAGLSIVGRDKYGVFPLKGKLLNVRDASFKQLMDNKEIQNIFRIMGLDITD--KNKDDIKGLRYGSLMIMTDQDYDGSHIKGLLINMIHKFWPSLLKHKGFLSEFVT   612
gi|15229538|ref|NP_189031.1| KT----GRVL-VEKLDDAAEAGGKNSRLCTLILTEGDSAKSLALAGRSVLGNNYCGVFPLRGKLLNVREASTTQITNNKEIENLKKILGLKQNMKYENVN---SLRYGQMMIMTDQDHDGSHIKGLLINFIHSFWPSLLQVPSFLVEFIT   573
gi|115448107|ref|NP_001047833.1| KR----SRLTGIPKLEDANGAGGKDSNNCTLILTEGDSAKALAMAGISVVGRDYYGVFPLRGKLLNVREASHKQIMENAEIQNIKQILGLQHGKQYDSTK---GLRYGHLMIMTDQDHDGSHIKGLLINFIHSFWPSLIKIPSFLVEFIT   572
gi|6324241|ref|NP_014311.1| RK----SRITNYPKLEDANKAGTKEGYKCTLVLTEGDSALSLAVAGLAVVGRDYYGCYPLRGKMLNVREASADQILKNAEIQAIKKIMGLQHRKKY---EDTKSLRYGHLMIMTDQDHDGSHIKGLIINFLESSFPGLLDIQGFLLEFIT   561
gi|50305715|ref|XP_452818.1| RK----NRITEYPKLEDANMAGTKEGYKCTLVLTEGDSALSLAVAGLAVVGRDYYGCFPLRGKMLNVREATPDQISKNAEIQAIKKIMGLQHKKRY---EDTTTLRYGHIMIMTDQDHDGSHIKGLIINFLESSFPGLLDIPGFLIEFIT   565
gi|45191011|ref|NP_985265.1| RK----NRITDYPKLEDANKAGTKEGHKCTLVLTEGDSALSLAVAGLSVVGRDYYGCFPLKGKILNVRDASVEQIRKNTEIQAIKKIMGLQHKKQYT-IEDMKTLRYGHVMIMTDQDHDGSHIKGLLINFFESTFPGLLDIPGFLIEFIT   568
gi|19112597|ref|NP_595805.1| LR----SRITGLTKLEDANKAGTKESHKCVLILTEGDSAKSLAVSGLSVVGRDYYGVFPLRGKLLNVREASHSQILNNKEIQAIKKIMGFTHKKTY---TDVKGLRYGHLMIMTDQDHDGSHIKGLIINYLESSYPSLLQIPGFLIQFIT   617
gi|39975823|ref|XP_369302.1| KR----SRISNE-KLVDANLAGTKHGHECTLVLTEGDSARGLAVAGRAILDPDRIGVFPLRGKMLNVRDASIDQILKNKEIQNIKQFLGLKHKQVY---TDTKGLRYGHLMIMADQDHDGSHIKGLLINFLQVQFPSLLQIPDFFQEFIT   680
gi|32411425|ref|XP_326193.1| KR----KRISND-KLIEANYAGGRYSQECTLILTEGDSARGLAVAGRAILDPNRIGVFPLRGKMLNVRDASADQILKNKEVENIKKFLGLKHGKVY---TDTKDLRYGHLMIMADQDLDGSHIKGLLINFFECQFPSLLRIPNFFQEFIT   680
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gi|19913406|ref|NP_001058.2| PIVKVSKNK------QEMAFYSLPEFEEWKSSTP-NHKKWKVKYYKGLGTSTSKEAKEYFADMKRHRIQFKYSGPEDDAAISLAFSKKQIDDRKEWLTNFMEDRRQRKLLGLPEDYLYGQTTTYLTYNDFINKELILFSNSDNERSIPSM   718
gi|73966009|ref|XP_537646.2| PIVKVSKNK------QEMAFYSLPEFEEWKSSTP-NHKKWKVKYYKGLGTSTSKEAKEYFANMKRHRIQFKYSGPEDDAAISLAFSKKQIDDRKEWLTHFMEDRRQRKLLGLPEDYLYGQTTTYLTYNDFINKELILFSNSDNERSIPSM   718
gi|194676107|ref|XP_001254458.2| PIVKVSKNK------QEMAFYSLPEFEEWKSSTP-NHKKWKVKYYKGLGTSTSKEAKEYFADMKRHRIQFKYSGPEDDAAISLAFSKKQTDDRKEWLTHFMEDRRQRKLLGLPDDYLYGQATTYLTYNDFINKELILFSNSDNERSIPSM   683
gi|6755849|ref|NP_035753.1| PIVKVSKNK------QEIAFYSLPEFEEWKSSTP-NHKKWKVKYYKGLGTSTSKEAKEYFADMKRHRIQFKYPGPEDDAAISLAFSKKQVDDRKEWLTNFMEDRRQRKLLGLPEDYLYGQSTSYLTYNDFINKELILFSNSDNERSIPSM   717
gi|38259192|ref|NP_071519.2| PIVKVSKNK------QEIAFYSLPEFEEWKSTNP-NHKKWKVKYYKGLGTSTSKEAKEYFANMKRHRIQFKYSGPEDDAAISLAFSKKQVDDRKEWLTNFMEDRRQRKLLGLPEDYLYGQTTMYLTYNDFINKELILFSNSDNERSIPSM   716
gi|45382161|ref|NP_990122.1| PIIKVSKNK------EEIPFYSIPEFEEWKSSTQ-NYNSWKIKYYKGLGTSTSKEAKEYFADMARHRIGFKYSGPEDDAAITLAFSKKKVEERKEWLTNFMEDRRQRNVHGLPEDYLYGKDTNYLTYNDFINKELVLFSNSDNERSIPSL   719
gi|51467892|ref|NP_001003834.1| PIIKASNKK------QEISFYSIPEFTEWKEKQS-SIKSWKIKYYKGLGTSTSKEAKEYFSDMTRHRIPFKYSGPADDEAITLAFSKKMIEERKEWLTSFMINRRQRREHNLPEEYLYGQETKSLSYHDFINKELVLFSNSDNERSIPCM   717
gi|17535065|ref|NP_496536.1| PIVKATKGK------EEVSFYSLPEYSEWRMNTD-NWKSYKIKYYKGLGTSTSKEAKEYFLDMVRHRIRFKYNGADDDNAVDMAFSKKKIEERKDWLSKWMREKKDRKQQGLAEEYLYNKDTRFVTFKDFVNRELVLFSNLDNERSIPCL   753
gi|124809097|ref|XP_001348490.1| PIVKVQKGS------QEYSFFTIAEYEQWKENT--NLLGWKIKYYKGLGTSTDREFKQYFSDIKNHKIMFLWTGDRDGDSIDMAFSKKRIEDRKLWLQNFILG-----------SYVDHKE-KDLSYYDFVNKELIYYSRYDTERSIPNI   742
gi|15229538|ref|NP_189031.1| PIVKATRKG----TKKVLSFYSMPEYEEWKESLKGNATGWDIKYYKGLGTSTAEEGKEYFSNLGLHKKDFVWEDEQDGEAIELAFSKKKIEARKNWLSSYVPG------------NHLDQRQPKVTYSDFVNKELILFSMADLQRSIPSM   707
gi|115448107|ref|NP_001047833.1| PIIKATNKRD---KKIVLPFYSMPEYEQWKESLGGNASGWSIKYYKGLGTSTSSEGRQYFQDIAKHKKDFVWKNDQDDNDIELAFSKKRITDRKEWLTNFQSG------------THLDTEGKYIKYSDFINKELIQFSMADLLRSIPSM   707
gi|6324241|ref|NP_014311.1| PIIKVSIT---KPTKNTIAFYNMPDYEKWREEESHKFT-WKQKYYKGLGTSLAQEVREYFSNLDRHLKIFHSLQGNDKDYIDLAFSKKKADDRKEWLRQYEPG------------TVLDPTLKEIPISDFINKELILFSLADNIRSIPNV   695
gi|50305715|ref|XP_452818.1| PIIKITIS---RPKKETISFYNMPDYEKWREEESHKYT-WKQKYYKGLGTSTQQEAREYFSGLDKHLKKFHALQGDDSQLIDLAFSKKKADDRKEWLKLYEPG------------TVLDPKLTEIPISDFINKELILFSLADNIRSIPSV   699
gi|45191011|ref|NP_985265.1| PIMKVTIL---KPKKQVIPFYNLPDYEKWRDTESHKYV-WKTKYYKGLGTSSFQEAREYFSALDVHIKKFHSLNPDDSSLIDLAFSKKKADDRKEWLRQYEPG------------TVLDPHLTEIQIGDFINKELILFSLADNLRSIPHL   702
gi|19112597|ref|NP_595805.1| PIIKCTR------GNQVQAFYTLPEYEYWKEANNNGRG-WKIKYYKGLGTSDHDDMKSYFSDLDRHMKYFHAMQEKDAELIEMAFAKKKADVRKEWLRTYRPG------------IYMDYTQPQIPIDDFINRELIQFSMADNIRSIPSV   748
gi|39975823|ref|XP_369302.1| PVVKVWQGSNPKKPTKLKTFFNMPQYEEWKEAHKHEIRRWDYKYLKGLGSSSNEDAQVYFTDLDLHLKQFHTMKPDEIELFELAFSKKKADARKEWLGNFIPG------------TFLDHSTKQITYSDFVNKELILFSMADNMRSIPSM   818
gi|32411425|ref|XP_326193.1| PVVKVWQGPNPKKPQRLQGFFTLPQYEEWKEAHRNELRRWKYKYLKGLGSSTTDDAQLYFTNLNKHLKEFDVMTREESEMFELAFSKKKADARKEWLAKCEPG------------TYLDHSTEKISYTDFVNRELILFSMADNIRSIPSM   818
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gi|19913406|ref|NP_001058.2| VDGLKPGQRKVLFTCFKRN-DKREVKVAQLAGSVAEMSSYHHGEMSLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSSLARLLFPPKDDHTLKFLYDDNQRVEPEWYIPIIPMVLINGAEGIGTGWSCKIPNF   867
gi|73966009|ref|XP_537646.2| VDGLKPGQRKVLFTCFKRN-DKREVKVAQLAGSVAEMSSYHHGEMSLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSPLARLLFPPKDDQTLKFLYDDNQRVEPEWYIPIIPMVLINGAEGIGTGWSCKIPNF   867
gi|194676107|ref|XP_001254458.2| VDGLKPGQRKVLFTCFKRN-DKREVKVAQLAGSVAEMSSYHHGEMSLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSPLARLLFPAKDDHTLKFLYDDNQRVEPEWYIPIIPMVLINGAEGIGTGWSCKIPNF   832
gi|6755849|ref|NP_035753.1| VDGLKPGQRKVLFTCFKRN-DKREVKVAQLAGSVAEMSSYHHGEMSLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSPLARLLFPPKDDHTLRFLYDDNQRVEPEWYNPINTMVLINGAEGIGTGWSCKIPNF   866
gi|38259192|ref|NP_071519.2| VDGLKPGQRKVLFTCFKRN-DKREVKVAQLAGSVAEMSSYHHGEMSLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSPLARLLFPSKDDHTLRFLYDDNQRVEPEWYIPIIPMVLINGAEGIGTGWSCKIPNF   865
gi|45382161|ref|NP_990122.1| VDGLKPGQRKVLFTCFKRN-DKREVKGAQLAGSVAEMSSYHHGEASLMMTIINLAQNFVGSNNLNLLQPIGQFGTRLHGGKDSASPRYIFTMLSPLARLLFPPVDDNVLRFLYDDNQRVEPEWYMPIIPMVLINGAEGIGTGWSCKIPNF   868
gi|51467892|ref|NP_001003834.1| VDGLKPGQRKVVFCCFKRN-DKREVKVAQLAGSVAEMSAYHHGEVSLMMTIVGLAQNFVGSNNLNLLQPLGQFGTRLHGGKDSASPRYIFTMLSTLARLLFPVVDDNLLKYNYDDYLRVEPEWYMPIIPLVLANGGEGIGTGWASRIPKY   866
gi|17535065|ref|NP_496536.1| VDGFKPGQRKVLFACFKRA-DKREVKVAQLAGAVAEISAYHHGEQSLMGTIVNLAQDYVGSNNINLLLPIGQFGTRLQGGKDSASARYIFTQLSPVTRTLFPAHDDNVLRFLYEENQRIEPEWYCPIIPMVLVNGAQGIGTGWSTNIPNY   902
gi|124809097|ref|XP_001348490.1| MDGWKPGQRKVLYGCFKRN-LRNECKVAQLVGYIAEHSAYHHGESSLQQTIINMAQTFVGSNNINFLEPCGQFGSRKEGGKDASAARYIFTKLASSTRSIFNEYDDPILKYLNEEGQKIEPQYYIPVIPTILVNGCEGIGTGYSSFIPNY   891
gi|15229538|ref|NP_189031.1| VDGLKPGQRKILFVAFKKI-ARKEMKVAQLVGYVSLLSAYHHGEQSLASAIIGMAQDYVGSNNINLLLPNGQFGTRTSGGKDSASARYIFTKLSPVTRILFPKDDDLLLDYLNEDGQRIEPTWYMPIIPTVLVNGAEGIGTGWSTFIPNY   856
gi|115448107|ref|NP_001047833.1| VDGLKPGQRKILFCSFKRN-LVKEIKVAQFSGYVSEHSAYHHGEQSLASTITGMAQDFVGSNNINLLQPNGQFGTRDQGGKDAASARYIFTLLSPITRSIFPKDDDILLNYLDEDGQSIEPTWYVPILPMVLVNGSEGIGTGWSTFIPNY   856
gi|6324241|ref|NP_014311.1| LDGFKPGQRKVLYGCFKKN-LKSELKVAQLAPYVSECTAYHHGEQSLAQTIIGLAQNFVGSNNIYLLLPNGAFGTRATGGKDAAAARYIYTELNKLTRKIFHPADDPLYKYIQEDEKTVEPEWYLPILPMILVNGAEGIGTGWSTYIPPF   844
gi|50305715|ref|XP_452818.1| LDGLKPGQRKVIYACFKRN-LKSEIKVAQLGGYVSEHTGYHHGEQSLYQTIVGLAQDFVGSNNIYLLKPNGAFGTRATGGKDSAAPRYIFTELNKLTRKIFNTLDDPLLNYIQDDEQTVEPEWYLPVIPMVLVNGTEGIGTGWSTNIPPF   848
gi|45191011|ref|NP_985265.1| LDGLKPSQRKVIFGSFKRNIMKTEIKVQELAAYVSGQTAYHHTEQSLVQTIVSLAQDFVGANNIYLLMPRGAFGTRATGGKDAAAARYIFTQLNSISKHVFNPLDNPLLTYVQDDEKTVEPEWYVPALPMVLVNGAEGIGTGWSTSIPPF   852
gi|19112597|ref|NP_595805.1| VDGLKPGQRKVVYYCFKRN-LVHETKVSRLAGYVASETAYHHGEVSMEQTIVNLAQNFVGSNNINLLMPNGQFGTRSEGGKNASASRYLNTALSPLARVLFNSNDDQLLNYQNDEGQWIEPEYYVPILPMVLVNGAEGIGTGWSTFIPNY   897
gi|39975823|ref|XP_369302.1| IDGLKPGQRKVIFACFKQN-LVKDKKVVELAGYVSEKAAYHHGEASLQQTIIGLAQNYVGSNNVNCLEPSGNFGSRLQGGSDAASARYIHTRLSPFARRVFNPLDEPVLQHQVDDGKAIEPKVYAPVIPMVLVNGADGIGTGWSTSIPNY   967
gi|32411425|ref|XP_326193.1| VDGLKPGQRKVLFGCFKQN-LIHDQKVVELAGYVSKEAAYHHGEQSLQQTIIGLAQNFVGSNNINCLEPSGNFGSRLSGGSDAASARYIHTRLSPLARKIFHPLDEPNLEFQFDDGKLIEPKVYAPIIPMVLVNGADGIGTGWSTSIPNY   967
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gi|19913406|ref|NP_001058.2| DVREIVNNIRRLMD--------GEEPLPML--PSYKNFKGTIEELAPNQ----YVISGEVAILNST--TIEISELPVRTWTQ--TYKEQVLEPMLNGTEKTPPLITDYREYHTDTTVKFVVKMTEEKLAEAERVG---LHKVFKLQTSLT   996
gi|73966009|ref|XP_537646.2| DIREVVNNIRRLMD--------GEEPLPML--PSYKNFRGTIEELAPNQ----YVISGEVAILNST--TIEISELPVRTWTQ--TYKEQVLEPMLNGTEKTPPLITDYREYHTDTTVKFVVKMTEEKLAEAERVG---LHKVFKLQTSLT   996
gi|194676107|ref|XP_001254458.2| DVREVVNNIRRLMD--------GEEPLPML--PSYKNFKGTVEELAPNQ----YVISGEVAILNST--TIEISELPIRTWTQ--TYKEQVLEPMLNGTEKTPPLITDYREYHTDTTVKFVVKMTEEKLAEAERAG---LHKVFKLQTSLT   961
gi|6755849|ref|NP_035753.1| DVREVVNNIRRLLD--------GEEPLPML--PSYKNFKGTIEELASNQ----YVINGEVAILDST--TIEISELPIRTWTQ--TYKEQVLEPMLNGTEKTPSLITDYREYHTDTTVKFVIKMTEEKLAEAERVG---LHKVFKLQSSLT   995
gi|38259192|ref|NP_071519.2| DVREVVNNIRRLLD--------GEEPLPML--PSYKNYKGTIEELASNQ----YVINGEVAILNST--TIEITELPIRTWTQ--TYKEQVLEPMLNGTEKTPPLITDYREYHTDTTVKFVIKMTEEKLAEAERVG---LHKVFKLQTSLT   994
gi|45382161|ref|NP_990122.1| DIRETVNNIRCLLD--------GKEPLPML--PSYKNFKGTIDELGPNQ----YVISGEVSILDST--TIEITELPVRTWTQ--TYKEQVLEPMLNGTEKTPPLITDYKEYHTDTTVKFVVKMSEEKLAEAEAVG---LHKVFKLQTNLT   997
gi|51467892|ref|NP_001003834.1| DVREIINNIHRMIN--------GEEPLPMVNLPSYKGFKGTIDELAKNQ----YVNNGEVAIIDST--TIEITELPVKTWTPGLTYKENVLEVMLNGTEKVPALITDYKEYHTDTTVRFVVKMTEERLREAEAAG---LHKVFKLQNLLT   999
gi|17535065|ref|NP_496536.1| NPRELVKNIKRLIA--------GEPQKALA--PWYKNFRGKIIQIDPSR----FACYGEVAVLDDN--TIEITELPIKQWTQ--DYKEKVLEGLMESSDKKSPVIVDYKEYHTDTTVKFVVKLSPGKLRELERGQD--LHQVFKLQAVIN  1032
gi|124809097|ref|XP_001348490.1| NYKDIIDNIKRYIN--------KEPLIPMV--PWYKDFKGRIESNGKTG----YETIGIINKIDND--TLEITELPIKKWTQ--DYKEFLEELLT---DEKHQLILDYIDNSSHEDICFTIKMDPAKLQKAEEEG---LEKVFKLKSTLT  1017
gi|15229538|ref|NP_189031.1| NPREIVANVRRLLN--------GESMVPMD--PWYRGFKGTIEKTASKEGGCTYTITGLYEEVDET--TIRITELPIRRWND--DYKNFLQSLKT---DNGAPFFQDVKAYNDEKSVDFDLILSEENMLAARQEG---FLKKFKLTTTIA   986
gi|115448107|ref|NP_001047833.1| NPRDIVANLRRLLN--------DEPVEPMD--PWYRGFKGSIQKTGTKAGGVSYTVTGIIEVVDDT--TLRITELPIRRWSQ--DYKEFLISIGG---TDKS------KDKDKDKGKG--------------------------------   951
gi|6324241|ref|NP_014311.1| NPLEIIKNIRHLMN--------DEELEQMH--PWFRGWTGTIEEIEPL----RYRMYGRIEQIGDN--VLEITELPARTWTS--TIKEYLLLGLSGN-DKIKPWIKDMEEQHD-DNIKFIITLSPEEMAKTRKIG---FYERFKLISPIS   971
gi|50305715|ref|XP_452818.1| NPMDIVNNVKRLMK--------GEEMEQMA--PWYRGWQGSLEKIDPQ----KYRTYGRIEQIDEN--TLEITELPPKTWTS--VIKEHLLLGLSGN-DKVKPWIKDIQEQHG-ATIKFIITLTSDEMEKTRKIG---FYERFKLVSTVS   975
gi|45191011|ref|NP_985265.1| NPIDIVNNLRKLMR--------GDEPDDMA--PWFRGWNGTMQKIDAQ----RYRIFGRIEQVGEN--TVEITELPARTWTT--TIKEHLLLALSGN-ERTKPWVKDMQEQHG-ATIKFVVTLTPEEMERTRKIG---FYERFKLISTVS   979
gi|19112597|ref|NP_595805.1| NPKDITANLRHMLN--------GEPLEIMT--PWYRGFRGSITKVAPD----RYKISGIINQIGEN--KVEITELPIRFWTQ--DMKEYLEAGLVGT-EKIRKFIVDYESHHGEGNVHFNVTLTEAGMKEALNES---LEVKFKLSRTQA  1025
gi|39975823|ref|XP_369302.1| HPEEIVRNIKRRMGRLDVP--EEQEFEPMT--PWWRGWKGTPEPEDASR--IRFKFNGIANLDDKNPNEVVITELPIRMWTD--DFKARLEEIIRA--EKTPSWIKDYKEFNDHKNVHFIIQLDEKHMK-EFRDSPNLLLERFKLQKNVA  1106
gi|32411425|ref|XP_326193.1| HPLDIVENLKRRMGRDSSGDGEEKPFEPMT--PWFRGWKGTPEPDGPN----RFKFNGIVEVNPQNPNEVDVTELPIRMWTD--DFKSKLEEIIRG--DKSPSWIKDYKEYNDHQTVHFIIALEEKHMSSALRDG---LIEKFKLTKTVA  1104
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gi|19913406|ref|NP_001058.2| CNSMVLFDHVGCLKKYDTVLDILRDFFELRLKYYGLRKEWLLGMLGAESAKLNNQARFILEKIDGKIIIENKPKKELIKVLIQRGYDSDPVKAWKEAQ----QKVPDEEENEESDNEKETEKSDSVTDSGP------------TFNYLLD  1130
gi|73966009|ref|XP_537646.2| CNSMVLFDHVGCLKKYDTVLDILRDFFELRLKYYGLRKEWLLGMLGAESAKLNNQARFILEKIDGKIIIENKPKKELIKVLIQRGYDSDPVKAWKEAQ----QKVPDEEENEESDNENEAEKSDSVRDSGP------------TFNYLLD  1130
gi|194676107|ref|XP_001254458.2| CNSMVLFDHVGCLKKYDTVLDILRDFFELRLKYYGLRKEWLLGMLGAESAKLNNQARFILEKIDGKIIIENKPKKELIKVLIQRGYDSDPVKAWKEAQ----QKVPDEEENEESDSEKETEKSDSATDSGP------------TFNYLLD  1095
gi|6755849|ref|NP_035753.1| CNSMVLFDHVGCLKKYDTVLDILRDFFELRLKYYGLRKEWLLGMLGAESSKLNNQARFILEKIDGKIVIENKPKKELIKVLIQRGYDSDPVKAWKEAQ----QKVPDEEENEESD--TETSTSDSAAEAGP------------TFNYLLD  1127
gi|38259192|ref|NP_071519.2| CNSMVLFDHVGCLKKYDTVLDILRDFFELRLKYYGLRKEWLLGMLGAESSKLNNQARFILEKIDGKIVIENKPKKELIKVLIQRGYDSDPVKAWKEAQ----QKVPEEEENEENEE-SESESTSPAAESGP------------TFNYLLD  1127
gi|45382161|ref|NP_990122.1| CNSMVLFDHVGFLKKYESPQDILKEFFELRLRYYGLRKEWLIGMLGAESAKLNNQARFILEKIDGKIVIENKPKKELIQVLIQRGYESDPVKAWKELQ----NKE--EEEGDESGE-------ESAAATGP------------DFNYLLN  1122
gi|51467892|ref|NP_001003834.1| CNSMVLFDHVGSLKKYESVQDILKEFFELRMKYYVLRKDWLVGMLGAESAKLSNQARFILEKIQGTLVIENKPKKELIRMLQQMGYDSDPVKAWKDAQ----EKEEEEDAEDDDEK-------EKEDTSGP------------DYNYLLS  1126
gi|17535065|ref|NP_496536.1| TTCMVLFDAAGCLRTYTSPEAITQEFYDSRQEKYVQRKEYLLGVLQAQSKRLTNQARFILAKINNEIVLENKKKAAIVDVLIKMKFDADPVKKWKEEQKLKELRESGEIELDEDDLAAVAVEEDEAISSAAKAV----ETKLSDYDYLVG  1178
gi|124809097|ref|XP_001348490.1| TTNMTLFDPNLKLQRYSTELDILKEFCYQRLKAYENRKSYLISKLEKEKRIISNKTKFILAIVNNELIVNKKKKKVLVEELYRKGY--DPYKDINKIK----KEEIFEQELLDAADNPEDNEEIIAGITVK------------DYDYLLS  1149
gi|15229538|ref|NP_189031.1| TSNMHLFDKKGVIKKYVTPEQILEEFFDLRFEYYEKRKETVVKNMEIELLKLENKARFILAVLSGEIIVNKRKKADIVEDLRQKGFTPFPRKAESVEAA--IAGAVDDDAAEEPEEILVDPESSSSYIPGS------------EYDYLLA  1122
gi|115448107|ref|NP_001047833.1| ---------KGKVK----------------------------------------------------------------------------------------------------------------------------------------   956
gi|6324241|ref|NP_014311.1| LMNMVAFDPHGKIKKYNSVNEILSEFYYVRLEYYQKRKDHMSERLQWEVEKYSFQVKFIKMIIEKELTVTNKPRNAIIQELENLGFPRFNKEGKPYYGSPNDE-IAEQINDVKGATSDEE--DEESSHEDTENVINGPEELYGTYEYLLG  1118
gi|50305715|ref|XP_452818.1| LSNMVAFDPQGKIKKYDDVRDILSDFYYTRLTYYQKRKDYIGERLKWEVEKLSYQVKFIMMIVEKKLSVSNKPRPVLFEELMSLGFPRINKEGKPTYGKVEEQAQIEALNDEDDDDDDEEKSEAEDNAEESEDVVNGPEEKFGNYDYLLG  1125
gi|45191011|ref|NP_985265.1| LSNMVLFDAHNKIKKYNDVKEILTDFFYVRLEFYQKRKDYMIERLQWQLEKLSFQVKFIKMIIDEELRVTKKARSVLMKELESLGFPRVDAEGKPHFEKIDED--LEEMDASDPEEFAEEL-DEQGGEVADENVVVGPLEKFGTYEYLLG  1126
gi|19112597|ref|NP_595805.1| TSNMIAFDASGRIKKYDSVEDILTEFYEVRLRTYQRRKEHMVNELEKRFDRFSNQARFIHMIIEGELVVSKKKKKDLIVELKEKKFQPISKPKKGHLVDLEVENALAEEEQSGDVSQDEDS---------------------DAYNYLLS  1154
gi|39975823|ref|XP_369302.1| ITNLVAFDTNGQIRKYDKVEDILEEFYHYRLNVYAARKAHWLRVFDADYRKLTNQYRFISEIIDGKLVVSKKKKSVLVQELRQRKYEPFPKGETGKKAQDEEEEF-----EDEEEDE-------------------------RQETNKQQ  1226
gi|32411425|ref|XP_326193.1| TTNLVAFDTRGKIHKYENPQEIMEEYYHYRLNLYGERKKHWLKVYHADYRKLQNQYRFISEIIENKLVVSKKKKSVLVQELRERKYEAFPPKSDGRNVKSPDEELGAADNEDEEDAVGGA----------------------RDYDYLLS  1232
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gi|19913406|ref|NP_001058.2| MPLWYLTKEKKDELCRLRNEKEQELDTLKRKSPSDLWKEDLATFIEELEAVEAKEKQDEQVGLPGKGGKAKGKKTQMA---------EVLPSPRGQRVIPRITIEMKAEAEKKNKKKIKNENT---------------------------  1244
gi|73966009|ref|XP_537646.2| MPLWYLTKEKKDELCKLRNEKEQELETLKRKSPTDLWKEDLATFVEELEAVETKEKQEEQIGLPGKGGKGKGKKTQMA---------EVLPSPCGKRVIPRVTIEMKAEAEKKNKKKIKNENT---------------------------  1244
gi|194676107|ref|XP_001254458.2| MPLWYLTKEKKDELCKLRNEKEQELETLKRKSPSDLWKEDLAAFVEELE----------------------------------------------------------------------SENT---------------------------  1148
gi|6755849|ref|NP_035753.1| MPLWYLTKEKKDELCKQRNEKEQELNTLKQKSPSDLWKEDLAVFIEELEVVEAKEKQDEQVGLPGKAGKAKGKKAQMCA--------DVLPSPRGKRVIPQVTVEMKAEAEKKIRKKIKSENV---------------------------  1242
gi|38259192|ref|NP_071519.2| MPLWYLTKEKKDELCKQRDEKEQELNTLKKKTPSDLWKEDLAAFVEELEVVEAKEKQDEQVGLPGKGVKAKGKKAQIS---------EVLPSPVGKRVIPQVTMEMRAEAEKKIRRKIKSENV---------------------------  1241
gi|45382161|ref|NP_990122.1| MPLWYLTKEKKDELCKQRDNKDKELEDLKHKSPSDLWKEDLAAFVEELDAVEAKQMQDEMAGITGKPLKVKGGKQGGKQKVTKAQLAEVMPSPHGIRVVPRVTAEMKAEAEKRIKKKIKSEKN---------------------------  1245
gi|51467892|ref|NP_001003834.1| MPMWYLTKEKKDELCKQRDAKMTELNTLKMKAPADLWKEDLAAFTEELERVEQKEKEAQNAMPLVKGKVGKPKVVKVKN--------ETMPTPQGRRVIPRITSTMKVQAVKKERGKGSKKEAG--------------------------  1242
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