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gi|45552723|ref|NP_995886.1| -----------MQAAAVMEETNNATTIEQQPIALINGQEQVANEQQPSSPTSVATPTSTTSG----------GTGNATPAFSYDDLFPALPANTSAQSQSGASG---STL-ARVTSSQK----------------------------THI    97
gi|158294225|ref|XP_001237663.2| -----------------MEDSTNAMGMMDQ------QQHGGAAGYENNGPAPAPTP-------------------------CYDDLFPALPESEPPRFNSTLSP---ATQNMRVGSSVV----------------------------TQV    71
gi|4885409|ref|NP_005327.1| ---------------MSSVAVLTQESFAEHRSGLVPQQIKVAT----LNSEEESDPP------------------------TYKDAFPPLPEKAACLESAQEPAGAWGNKIRPIKASVI----------------------------TQV    79
gi|114584294|ref|XP_001161053.1| ---------------MSSVAVLTQESFAEHRSGLVPQQIKVAT----LNSEEESDPP------------------------TYKDAFPPLPEKAACLESAQEPAGAWGNKIRPIKASVI----------------------------TQV    79
gi|19527028|ref|NP_598569.1| ---------------MSSVAVLTQESFAEHRSGLVPQQIKVAT----LNSEEENDPP------------------------TYKDAFPPLPEKAACLESAQEPAGAWSNKIRPIKASVI----------------------------TQV    79
gi|25282449|ref|NP_742036.1| ---------------MSSVAVLTQESFAEHRSGLVPQQIIVAT----LNSEEESDPP------------------------TYKDAFPPLPEKAACLESAQEPAGAWSNKIRPIKASVI----------------------------TQV    79
gi|73994293|ref|XP_534628.2| ---------------MSSVAVLTQESFAEHRSGLVPQQIKVAT----LNSEEESDPP------------------------TYKDAFPPLPEKSACLENAQEPAGAWSNKIRPIKASVI----------------------------TQV    79
gi|119930773|ref|XP_001256511.1| ---------------MSSVAVLTQESFAEHRSGLVPQQIKVAT----LTSEEESDPP------------------------TYKDAFPPLPEKAACLENAQEPAGAWSNKIRPIKASVI----------------------------TQV    79
gi|45384156|ref|NP_990427.1| ---------------MSSVAVLTQESFAEHRSGLTQQQVKVTA----LNSEEENDPP------------------------TYKEAFPPLPEKAPCLEAAQEPSGPWS-KIRPIKASVI----------------------------TQV    78
gi|41393109|ref|NP_958882.1| ---------------MSSVAVLTQESFNEHRSGLLPEQVKAAAGGDPSSVEDDDSLP------------------------TYKDAFPPLPEK-PLPEGVQETENAWTTKTKPLKSSII----------------------------TQV    82
gi|17531677|ref|NP_496136.1| ---------------------MDNGHIEETNNVEIDPATGGAVMS-----------------------------------FSYASDFPTLPDAAPASAPTAKQTHVWSRP--TLSKSEV----------------------------NIT    64
gi|6322381|ref|NP_012455.1| -----------------MSEEQTAIDSPPSTVEGSVETVTTIDSPSTTASTIAATAEEHP------------QLEKKPTPLPSLKDLPSLGSNAAFAN--VKVSWGPNMKPAVSNSPSPSPSAPSLTTGLG---------------AKRM   104
gi|45184647|ref|NP_982365.1| ------------------MESQAAVEEPQHSVVIETPPTTAESSETPVADTATGAEPEGAGG----------AAVVAPKRMPTRADFPPLSS-VIFET--QKVQWGPNMKKPESQSASPSPSPG--PVGSG---------------AKPM   102
gi|50306403|ref|XP_453175.1| -----------------MSEITPDVAEDYSQIVVDTPPSSADDSSKLAGQTIEQTEKSNG--------------EEAATAPAVKVLFPRLGGNAAASASGNAVSWGSTLKSGSSVNSVSSLSHGKNGRASSP------------GSAKPL   107
gi|39977187|ref|XP_369981.1| -----------MSSATASDRVDLDQSTSLADQLRQKHTVTIEDAEDPDLPVPTLKQKSEYG-------------QSKSLDTKSHELFPELGGPKKANS-GVAPIWNAKGPTDGNNVHGGNCANGGSETSKS---------------GPPS   110
gi|32405206|ref|XP_323216.1| ---------MADSTEQSAAAQLLQQHLETASNAGSSHRVLVEEVEDEDLHKPVSSSETPAAP----------KPKPKTLDTQSRELFPELGGPKPKAS-VVAPIWGAKSNTNGS-SNGAAPANGTPQTSAPPSGVSTPIGSGRQGPGPHP   129
gi|19075606|ref|NP_588106.1| MDSYDFQKLTNDENLQGTESQVPSGSKSASTNGLLSAASSAAGSSFGLTPSAILQQKHENAQQGKKQNNSKSFSKKPAIDVHSEDAFPTLLSKTGPSKPRIVSWVRKTASNTSVAGSDSVSRDKIPFSASSR-------------ASSTK   137
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gi|45552723|ref|NP_995886.1| VHVPCKERKSTESEK---FGEGESKRI------------CQQITKETGAQIEIVSGKNQS----LTFLIKGKQSELLDARRKILMGFSTQASRQVTVPREHFRVILGKGGQRLREIERVT-ATRINIPS---------------------   206
gi|158294225|ref|XP_001237663.2| FIVASGERK-YDSDK---FGEGESLRT------------CQAIMKETNAHIEISSGKDQS----LTFLVTGKVQEVMEARRKILVHFQTQASKTINIPREHHRWILGKKGERLRELERTT-ATKINVPR---------------------   179
gi|4885409|ref|NP_005327.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVAIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|114584294|ref|XP_001161053.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVAIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|19527028|ref|NP_598569.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVPIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|25282449|ref|NP_742036.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVPIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|73994293|ref|XP_534628.2| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVAIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|119930773|ref|XP_001256511.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLEIMQRTGAHLELSLAKDQG----LSIMVSGKLDAVMKARKDIVARLQTQASATVAIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   188
gi|45384156|ref|NP_990427.1| FHVPLEERKYKDMNQ---FGEGEQAKI------------CLDIMQKTGAHLELSLAKDQG----LSIMVSGKLEAVMKARKEIVARLQTQASATVAIPKEHHRFVIGKNGEKLQDLELKT-ATKIQIPR---------------------   187
gi|41393109|ref|NP_958882.1| FHVPLEERKYKDMNQ---FGEGDQAKV------------CLDIMHKTGAHLELSMAKDQG----LSIMVSGKYDAVMKARKEIVSRLQTQASATVAIPKEHHRFVIGKSGEKLQELELKT-ATKIQIPR---------------------   191
gi|17531677|ref|NP_496136.1| FRLASDERSNKVKSF---GSTSEESKK------------AQAIATATKTRIELSESKDGE----LTVVVKGERAKAEEARARIIRDLQTQASREIDIPKDHHGRLIGKEGALLRNLEAET-NCRIQIPN---------------------   173
gi|6322381|ref|NP_012455.1| RSKNIQEAFTLDLQSQLSITKPELSRI------------VQSVKKNHDVSVESTLSKNAR-----TFLVSGVAANVHEAKRELVKKLTKPINAVIEVPSKCKASIIGSGGRTIREISDAY-EVKINVSKEVNENSY--------------   222
gi|45184647|ref|NP_982365.1| RSKTMQEAFSLDLQTQVTISKAEFSKF------------VVSVKQSHSVSIESTLSKLSR-----TFLITGSPTNVYNAKRELVKKLTRPVTVVIQVPSKTVSSIIGPGGRMIREITNAAGGIKIDIAKTAEADAY--------------   221
gi|50306403|ref|XP_453175.1| RSRNIQEVFSLDLDAQYQITKTEFSSI------------VQSVKQKYDVSVESTLSKTSR-----TFLISGSSDKIGLAKRELVKKLTKPVNVTFEVPSKTRSAIIGSGGKTIRAISDAA-GVKIVVPKEVDEGTY--------------   225
gi|39977187|ref|XP_369981.1| LSIPGRNVAHVLLEPQQVMPRSQLKRP------------IPDILKDLNRKSRANVSMVTAPNGRLRFEATGPSDVANQALRDLVQQIGAKQTVTVSVPQSVRPHIIGKQGAAIKALQERT-GARIQLPKDNNAQP---------------   232
gi|32405206|ref|XP_323216.1| LSIPGRNVETMLLDPPHILPRTQLKRP------------LPDILKDLNRKARANVTMHALGNGQLRFDAVGPQEHATQALKDLVNQIGTKQNITVQIPSSARAHIIGKGGSTIKAIQEKT-GARIQLPKADESQPP--------------   252
gi|19075606|ref|NP_588106.1| STLSSVKETDFVTETLILSPDNQAPRMSFVGKPNSVAEIVRTVMHQTSTRINVSTASKTKN---TTFLIQGKTSAVKAARRQILKLIGRRETKTMPCPVFVVGAIIGTNGQNLKSIMDRT-STRIQIPKRNNTANESSDDAKKPEKEENS   283
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gi|45552723|ref|NP_995886.1| ---------QSDESEFITIAGTKEGIAQAEQEIRQLSAEQYKKSSDRITVPK-VYHPFIVGP---------------------YSENLNKLQEETGARINVPPQQVQKDEIVISGEKDAVAAAKAKVEAIYKDMEKKCSTVSVEVAKPKH   325
gi|158294225|ref|XP_001237663.2| ---------ISDESDAITITGTKEGIEKAEHEIRTMSDEQSRKAFERFNVPK-IYHPFVLGA---------------------YGENLQKMMEETGAKINVPPQSVQKDEIIITGEKEGVLAAKARIEAIYKEMEKKCTSVAVEVVRAQH   298
gi|4885409|ref|NP_005327.1| ---------PDDPSNQIKITGTKEGIEKARHEVLLISAEQDKRAVERLEVEK-AFHPFIAGP---------------------YNRLVGEIMQETGTRINIPPPSVNRTEIVFTGEKEQLAQAVARIKKIYEEKKKKTTTIAVEVKKSQH   307
gi|114584294|ref|XP_001161053.1| ---------PDDPSNQIKITGTKEGIEKARHEVLLISAEQDKRAVERLEVEK-AFHPFIAGP---------------------YNRLVGEIMQETGTRINIPPPSVNRTEIVFTGEKEQLAQAVARIKKIYEEKKKKTTTIAVEVKKSQH   307
gi|19527028|ref|NP_598569.1| ---------PDDPSNQIKITGTKEGIEKARHEVLLISAEQDKRAVERLEVEK-AFHPFIAGP---------------------YNRLVGEIMQETGTRINIPPPSVNRTEIVFTGEKEQLAQAVARIKKIYEEKKKKTTTIAVEVKKSQH   307
gi|25282449|ref|NP_742036.1| ---------PDDPSNQIKITGTKEGIEKARHEVLLISAEQDKRAVKRLEVEK-AFHPFIAGP---------------------YNRLVGEIMQETGTRINIPPPSVNRTEIVFTGEKEQLAQAVARIKKIYEEKKKKTTTIAVEVKKSQH   307
gi|73994293|ref|XP_534628.2| ---------PDDASNQIRITGTKEGIEKARHEVLLISAEQDKRAVERLEVEK-AFHPFIAGP---------------------YNRLVGEIMQETGTRINIPPPSVNRTEIVFTGEKEQLAQAVARIKKIYEEKKKKTTTIAVEVKKSQH   307
gi|119930773|ref|XP_001256511.1| ---------PDDASNQIRITGTKEGIEKARHEVLLISAEQDKRAVERLEVEK-AFHPFIAGP---------------------YNRLVSEIMQETGTRINIPPPSVSRTEIVFTGEKEQLAQAVARVKKIYEEKKKKTTTIAVEVKKSQH   307
gi|45384156|ref|NP_990427.1| ---------PDDPSNQIKITGTKEGIEKARHEILLISAEQDKRAVERLDVEK-VYHPFIAGP---------------------YNKLVSELMQDTGTRINIPPPSVNKTEIVFTGEKEQLAQAVARVKKIYEEKKKKTTTIAVEVKKSQH   306
gi|41393109|ref|NP_958882.1| ---------PDDPSNQIKISGTKEGLEKAKHEILLISAEQDKRAVERMNIDK-VFHPFITGA---------------------HGKLVGDLMQETGARINVPPPSVNKTEIVITGEKEQVALAMVKIKKLYEEKKKNATTIAVEVKKSQH   310
gi|17531677|ref|NP_496136.1| ---------RDGPSSKITITGPREGIQRAAAHILAVSEREAKLATEHIVCPK-NLVAFVRGP---------------------KNETYDRLTQNNGVKINIPPPHVTNEVISVTGEKDGVLRVAAEIRQIIES-KKNVSSIQVAVARTQH   291
gi|6322381|ref|NP_012455.1| ------DEDMDDTTSNVSLFGDFESVNLAKAKILAIVKEETKNATIKLVVEDEKYLPYID-------------------------VSEFASDEGDEEVKVQFYKK--SGDIVILGPREKAKATKTSIQDYLKKLASNLDEEKVKIPSKFQ   339
gi|45184647|ref|NP_982365.1| ------DADLDDQLINISLHGDVASVNFAKDKILSIVKEETKNATISVAVENKQLIPFIS-------------------------LADVEIS---EDVTVKAFPNG-SEKIVLMGPRDEAKEAKVNVQNYLNTLASKVSEKKISIPRKFQ   336
gi|50306403|ref|XP_453175.1| ------DSDLEDYSVTISLHGDAESVLVAKSKILDVVKEETKNAKIVLPVEDSKLVPFID-------------------------LESVEIP---ADVKAQLFTNNDPAEIALNGPRDNVKLAKVKVINYLNELGLKIVVKKEKVPFKFH   341
gi|39977187|ref|XP_369981.1| ------IDDDDEAMVDVVIEGNAVSARAAQDAILNIAKERSANVTTKLKNIPAEFYPFLS-------RALQLGDDVVVRIPPHQPFTTQPPPPTTIGQRPTFSPAPVENLIQVAGDRAAVQSARAEIERIAEQLHQQLELEQASIQRGRH   369
gi|32405206|ref|XP_323216.1| ------ADEDDDTMINVHIEGNAFSAAAAQQEIDRIAGERAANVQTKLRNIPAEFYPFIAGPKNNLVHKLEEDMGVQIRVPPLQGRSLQPPSIPAPGQRPIFAPAPQDYNIQLAGERTAVQNARAAIERRAEELRRQLALEQLSIQRGRH   396
gi|19075606|ref|NP_588106.1| AASTLDDLEPQYEMTTITIEGDFEGVELAQKDIEAIINERTSNTTVRISHISTELYSLLRGP-----------------DGKNIKELEEGRDLKVQIPFAYLDPSAPVNPIVLSGEKSAVRECALYLQGQAEELLRTTIPTMLPIPRRQH   416
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gi|45552723|ref|NP_995886.1| RYVIGPKGSTIAEILQLTGVSVEMPPNDSPSETITLRGPQVALGNALTVVYQKSNSVKSVEINAAHWIHKYVIG------------RKGANMKQLEEDCPNVNVNCL--EDKIKLEGDPENVDRAVAYLSEIIKNYEENFTFEVMTVNP-   460
gi|158294225|ref|XP_001237663.2| KYVYGPRGSTIQEILQTTGVSVEMPSSDSPSDTITLRGPQDKLGNALNVVYQKAHSIRTDLLECPQWIHKYIIG------------REGGHIKEFSAQHPNVHVEFS--EDKIKIDGPPEQVTIAAEELQKMVADLTGRLTFAEMVVDP-   433
gi|4885409|ref|NP_005327.1| KYVIGPKGNSLQEILERTGVSVEIPPSDSISETVILRGEPEKLGQALTEVYAKANSFTVSSVAAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDKITLEGPTEDVNVAQEQIEGMVKDLINRMDYVEINIDH-   444
gi|114584294|ref|XP_001161053.1| KYVIGPKGNSLQEILERTGVSVEIPPSDSISETVILRGEPEKLGQALTEVYAKANSFTVSSVAAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDKITLEGPTEDVNVAQEQIEGMVKDLINRMDYVEINIDH-   444
gi|19527028|ref|NP_598569.1| KYVIGPKGNSLQEILERTGVSVEIPPSDSISETVILRGEPEKLGQALTEVYAKANSFTVSSVSAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDKITLEGPTEDVNVAQEQIEGMVKDLINRMDYVEINIDH-   444
gi|25282449|ref|NP_742036.1| KYVIGPKGNSLQEILERTGVSVEIPPSDSISETVILRGEPEKLGQALTEVYAKANSFTVSSVSAPSWLHRFIIG------------KKGQNLAKITHQMPKVHIEFTEGEDKITLEGPTEDVNVAQEQIEGMVKDLINRMDYVEINIDH-   444
gi|73994293|ref|XP_534628.2| KYVIGPKGNSLQEILERTGVSVEIPPSDSISETVILRGEPEKLGQALTEVYAKANSFTVSSVSAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDKITLEGPTEDVNVAQEQIEAMVKDLINRMDYVEINVDH-   444
gi|119930773|ref|XP_001256511.1| KYVIGPKGNSLQEILERTGVSVEIPPSDSASETVILRGEPEKLGQALTEVYAKANSFTVSSVSAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDRITLEGPTEDVSVAQEQIEAMVKDLINRMDYVEINIDH-   444
gi|45384156|ref|NP_990427.1| KYVIGRKGNSLQEILEKTGVSVEIPPTDSSSETVILRGEPEKLGQALTEVYAKANSFTVSSVSAPSWLHRFIIG------------LFGQNLAKITQQMPKIHIEFTEGEDKITSEGPTEDVNVAQEQIEVMVKDLINRTDYAEINVDH-   443
gi|41393109|ref|NP_958882.1| KYVIGPKGNTLQEILERTGVSVEIPPLDSSSETVILRGEPARLGQALTEVYAKANSYTVSSVSAPSWLHRFIIG------------KKGQNLAKITQQMPKVHIEFTEGEDKITLEGPTKDVQIVQGQIEVIVTDLVSRMDYTEISVDP-   447
gi|17531677|ref|NP_496136.1| RYIVGQSRSGIHDVLQKTGCVVEVPAEDSGSDQVTLIGNAQDLAKALALVIERASSVVTQSISAPNWLHKHLIG------------PKGATLTALVPNRNNVQIEFDN-SNQIFLEGSPEEVKLAFEPLSKEVARLQMELAIEKVKVHP-   427
gi|6322381|ref|NP_012455.1| FLID------AEELKEKYNVIVTFP-STPDDELVSFVGLRDKVGEAITYARSSSKSYVVESLDISKAHSKN----LTHAKNLIMYFTKYSVLKGLEESHPNVKISLPSIQSLPTAETVTIHISAKSDEANDIKAVRKELISFVNNIPPS-   477
gi|45184647|ref|NP_982365.1| PLID------AEDVREKYKVSVIFP-TALGDDTVSFYGLSANLDDAIAYARQSSKQYIVESLEVSKAHGKN----VAHAKNLMFYFAKYDILKDIKESFKEVKLVLPTPEELPGLDNVSINIISKADIAEQTKTVRKQIINIVNRLTPS-   474
gi|50306403|ref|XP_453175.1| PLVK------PSELNEKFHVEVQAP-SISGDDQFVFIGSSDNVNEAIVYAKNSSKFHTVESLEISKAHGKN----VKHAKNLILYFQKYNVLDQITEDFPQVQVVLPKVESIPALESVSITLISNNDAADAIKTVRKQIVALVNELSPE-   479
gi|39977187|ref|XP_369981.1| QFIIGERGLPAEEFFNETGCTIVMP-VDGEDDVVTIIGPPNKVQNGMERAMDLAMNMQMSNLDISRFHRQAPGGASAHARNVTRYLRQRQEIQRLEEQHN-------THINTPYTQDGALPWELYARDGKNAIRAQSEIKGLVDSHPPSR   511
gi|32405206|ref|XP_323216.1| QFIIGDRGVPVDQFFEDTGCAIILP-NDEDDDMVTIIGPQDHVQAGLERAMDLAMNMQCSNIDISRFHRQAPGGAAAHARNVTRYLRQRKAIEQLERQHN-------VQVNTPFSNEGALPWELYARDGKNAIRAQSEIKGLVDSHPPAR   538
gi|19075606|ref|NP_588106.1| RFINGEKGVGIQDILRKSGCSVILPPINGDSDVVSVRGPALNISEGIRLTLERANSTIVDAVNITTAYASSKNP--FDIASIVARLFLRSRKLIPLEEECAVQYHLPKREELQSNSNKTVIIEISGKSQEAVREGRAKLLALVNQFPESK   564
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gi|45552723|ref|NP_995886.1| --------SYYKHIIGKAGANVNRLKDELKVNINI-EEREGQNNIRIEGPKE-----GVRQAQLELQEKIDKLE-------------NEKSKDVIIDRRLHRSIIGAKGEKIREVKDRYRQVTIT--IPTPQENT-DIVKLRGPKEDVDK   580
gi|158294225|ref|XP_001237663.2| --------VHCKHIIGKAGSNINRMKEEYDVQINI-DEK-GAKPIRIEGPAE-----GVAKAQQELLEKIAKWE-------------NEKEESIIIDHRLFKTIIGAKGETIREIRDKHNQVQIV--FPGPNDKS-DIVKIRGSKEDVDR   552
gi|4885409|ref|NP_005327.1| --------KFHRHLIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQ-----GVQQAKRELLELASRME-------------NERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-DIVQLRGPKNEVEK   565
gi|114584294|ref|XP_001161053.1| --------KFHRHLIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQ-----GVQQAKRELLELASRME-------------NERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-DIVQLRGPKNEVEK   565
gi|19527028|ref|NP_598569.1| --------KFHRHLIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQ-----GVQQAKRELLELASRME-------------NERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-DIVQLRGPKNEVEK   565
gi|25282449|ref|NP_742036.1| --------KFHRHLIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQ-----GVQQAKRELLELASRME-------------NERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-EIVQLRGPKNEVEK   565
gi|73994293|ref|XP_534628.2| --------KFHRHLIGKSGANINRIKDQYKVSVRIPPDSEKSNLIRIEGDPQ-----GVQQAKRELLELASRMVRRVAGSCREGACENERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-DIVQLRGPKNEVEK   578
gi|119930773|ref|XP_001256511.1| --------RFHRHLIGKSGANINRIKDQCKVSVRIPPDSEKSSLIRIEGDPQ-----GVRQAKRELLELASRME-------------NERTKDLIIEQRFHRTIIGQKGERIREIRDKFPEVIIN--FPDPAQKS-DIVQLRGPKNEVEK   565
gi|45384156|ref|NP_990427.1| --------KFHRHLIGKNGANINRIKDLYKVSVRIPPDNEKSNLIRIEGDPQ-----GVQQAKKELLELASRME-------------NERTKDLIIEQKFHRTIIGQKGERIREIREKFPEVIIN--FPDPAHKS-DIVQLRGPKNEVEK   564
gi|41393109|ref|NP_958882.1| --------KFHRHLIGKGGANINRIKELHKVSVRIPPDNEKSNLIRIEGDPQ-----GVQEAKKELLELASRME-------------NERTKDMIIEQRFHRAIIGQKGEKIKEIRDKFPEVIIN--FPDPAQKS-DIVQLRGPRTEVEK   568
gi|17531677|ref|NP_496136.1| --------TLHRHVIGRGGSLISKIKDQHGVQITIPNEETNSDEIVVEGKKE-----GVKKAVTEIRAIVTKIE-------------NEKSRDIIIPQRLHKLIIGSKGSGVQVIRDSHPNVSVV--FPDAKSKS-DVVNIRGDKTEVDA   548
gi|6322381|ref|NP_012455.1| -ETLVIT-DLDYELFGGSIKHCLLASESSVAFVQFGDYYPNDNSILLVALTE---DEDFKPSIEEIQASLNKANESLNSLRTKQNNMETKTYEFSEEVQDSLFKPSSATWKLIMEDISEQEGHLQ--IKLHTPEE-NQLTVRGDEKAAKA   619
gi|45184647|ref|NP_982365.1| -HVLAVD-DLDYELFHKDIKQALSKAE--IPFVQLGDHYEGDNTVLLFAKVD---EEDFQPSPEEVKEHLEKVAAVLDEVRTKQSKLFTKIVNFDAEFQVLHFSDDSVTWNLVLENITSAGGHAQ--IKLHTPSE-DEITIRGDEKAVKA   614
gi|50306403|ref|XP_453175.1| -QTLTIS-DLDYHLFHKDIKQILVSTESDVPFIQLGDCFPGNDDILLITKIN---EDDFKPSDDELKVKLESVNQQLEPIRKKQSLLASNVVSLAKKEQDELLGESKVTLNLINEAVSHAGAHAL--IKLSTPSV-NQITIRGDDHGCKI   621
gi|39977187|ref|XP_369981.1| MATVPVD-PFFHTYLKKEVNRNLKETYG-VNMVVPEASEAGAPVLLVFEEVAPFDAPYQVPRNAPSQADIRQFQEGLRAAEKHLLDIIGQQEEILTHPIEVPQKFHEKLKRFIKAEQ-QKRPEDQ--IPLRVSSIGQTVILRGPKTPVEK   656
gi|32405206|ref|XP_323216.1| IQAVQVD-PFFHTYIRKDITPRVRQDYR-VQLVVPEATEANAPVLLVYEGPSSPTS-YEIPRGQPSQSEVSEMQKWLQDARQHILGLVSQQEEIIHASLDVPQKYHDKLRKFIRKEQDERRSQEK--IPARVSNIGTTVNIKGPRSAVEN   683
gi|19075606|ref|NP_588106.1| FYKVTIDPLLQRYVIGSKGKNLQKLRNEHQVELLVGEYGEEDPDVIVCYIGA-----DDGKSPDQIQKELADLAESVKSSAEASAKIVSEIIQVPSVYHKHIVGPKGTTLNAIIGKSEENVIVQLGKVSYRPDSTDDDVYIRGFSKDVER   709
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gi|45552723|ref|NP_995886.1| CHKDLLKLVKEIQESSHI----IEVPIFKQFHKFVIGKGGANIKKIRDETQTKIDLP-AEGDT-----NEVIVITGKKENVLEAKERIQKIQNELSDIVTEEVQIPPKYYNSIIGTGGKLISSIMEECGGVSIKFPN-------------   707
gi|158294225|ref|XP_001237663.2| CHKYLTQYVKELQKNSFV----MEVPVFKQFLKYIIGKGGANIKKIRDETQTKIDLP-SESDT-----NELIVITGKKENVKAACDRIQKIQNEMANIISEEVQIPAKHHISLIGTGGMLINSIMEECGGVSIKFPN-------------   679
gi|4885409|ref|NP_005327.1| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIIITGKRANCEAARSRILSIQKDLANIAEVEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   692
gi|114584294|ref|XP_001161053.1| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIIITGKRANCEAARSRILSIQKDLANIAEVEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   692
gi|19527028|ref|NP_598569.1| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIIITGKRANCEAARSRILSIQKDLANIAEVEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   692
gi|25282449|ref|NP_742036.1| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIVITGKRANCEAARSRILSIQKDLANIAEVEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   692
gi|73994293|ref|XP_534628.2| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIIITGKRANCEAARSRILSIQKDLANIAELEVSIPAKLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   705
gi|119930773|ref|XP_001256511.1| CTKYMQKMVADLVENSYS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLP-AENSN-----SETIVITGKRANCEAARSRILSIQKDLANIAEVEVSIPARLHNSLIGTKGRLIRSIMEECGGVHIHFPV-------------   692
gi|45384156|ref|NP_990427.1| CTKYMQKMVADLVENSFS----ISVPIFKQFHKNIIGKGGANIKKIREESNTKIDLPGREQAT-----QRQLLSQGREQTVKLLRHRILAIQKELANITEVEVSIPSKLHNSLIGAKGRFIRSIMEECGGVHIHFPT-------------   692
gi|41393109|ref|NP_958882.1| CSKFMQKMVAEMVENSFS----VSVPIFKQFHKNIIGKGGANIKKIREETNTKIDLP-AENSN-----SEMVVITGKKANCEAAKNRILAIQKELANITEVEVSIPSKLHNSLIGSKGRFVRSIMEECGGVHIHFPT-------------   695
gi|17531677|ref|NP_496136.1| VYKKLTALSKEYAENNYQ----QTVAIFKEFLKHIVGKGGASIRKLRDETETRIDLP-ESGSD-----DGKITVTGKQANVEKAVAQLNKIQEELANVAEESIEIPQKVQSRFFGNGRRLISDIEDECGGVHIRFPS-------------   675
gi|6322381|ref|NP_012455.1| ANKIFESILNSPSSKSK-----MTVNIPANSVARLIGNKGSNLQQIREKFACQIDIPNEENNNASKDKTVEVTLTGLEYNLTHAKKYLAAEAKKWADIITKELIVPVKFHGSLIGPHGTYRNRLQEKYN-VFINFPR-------------   750
gi|45184647|ref|NP_982365.1| AVKAFESIAENPSKKSK-----LTVSVPANTVSRLIGPKGTNLAQIRQKFDVQIDVPSESN-----DTNTEITLTGLEYNLQHAKTHIASEAKKWADITTKELIVPTKYHGSLIGSQGTYRIRLENKYS-VRIQFPK-------------   740
gi|50306403|ref|XP_453175.1| ASAAVKSIVENSSTESK-----ITFQVPTNVVSRLIGPKGANLQQIREKFDVQTFIPQDSK-----DENTDVTLTGLQYNLDQAKTYILAEAKKWSDIITKELIVPMKYHRTLSGPQGTYRIRLENKYS-VFIRFPK-------------   747
gi|39977187|ref|XP_369981.1| LAAKINAWVAQETEDEKERGFTLDFDFPQKFANHLIGKGGSNIRELKERFDVDIQVD-----------NGKVEVKGPKAKAEAAKSHILSLGRQLADETTHTLKIDPKFHRELIGAQGAQINRLQTRYK-VLIFFPRSAKPAKDDDSAGD   794
gi|32405206|ref|XP_323216.1| LASKCEAFIEQEKADEKERGFTLEFEFPQKFANHLIGKGGSNIRELREKFDVDIQVQ-----------DGKVELKGPKAKAEAAKTHILALGRQLQDEATHILKIDPQFHRALIGAQGAQINRLQTRYK-VLIFFPRTQKASNDDESVAE   821
gi|19075606|ref|NP_588106.1| VVSEIKQVVRDAKNHEILHSHVEEFDFPAQYSKNVIGKNGSNVSSLREDLGVQINVE-----------EGHIRIQGIKKNVEETAARIKSQIEALIDDTILRVNIPNDFHRQLIGSNGKYVRRLEEKFS-VRVRFPREDDSSNSTG----   843
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gi|45552723|ref|NP_995886.1| ----------SDSKSDKVTIRGPKDDVEKAKVQLLELANER--------------QLASFTAEVRAKQQHHKFLIGKNGASIRKIRDATGARIIFPSNEDTDKE------VITIIGKEESVKKAREQLEAIIKECDEVTEGEVS-VDPKH   826
gi|158294225|ref|XP_001237663.2| ----------SDLKSDKVVIRGPKEDVERAKQQLLELASEK--------------ELSSYSVQIRAKPQHHKFLIGKNGASIKKIRDKTGARVIFPNVNDQDNE------AITIIGKKEHVEEAKTELEAIIKNIDNIVEDEIS-VQPKF   798
gi|4885409|ref|NP_005327.1| ----------EGSGSDTVVIRGPSSDVEKAKKQLLHLAEEK--------------QTKSFTVDIRAKPEYHKFLIGKGGGKIRKVRDSTGARVIFPAAEDKDQD------LITIIGKEDAVREAQKELEALIQNLDNVVEDSML-VDPKH   811
gi|114584294|ref|XP_001161053.1| ----------EGSGSDTVVIRGPSSDVEKAKKQLLHLAEEKACGVRLTQWDWFLQQTKSFTVDIRAKPEYHKFLIGKGGGKIRKVRDSTGARVIFPAAEDKDQD------LITIIGKEDAVREAQKELEALIQNLDNVVEDSML-VDPKH   825
gi|19527028|ref|NP_598569.1| ----------EGSGSDTVVIRGPSSDVEKAKKQLLHLAEEK--------------QTKSFTVDIRAKPEYHKFLIGKGGGKIRKVRDSTGARIIFPAAEDKDQD------LITIIGKEDAVREAQKELEALIQNLENVVEDYML-VDPKH   811
gi|25282449|ref|NP_742036.1| ----------EGSGSDTVVIRGPSSDVEKAKKQLLHLAEEK--------------QTKSFTVDIRAKPEYHKFLIGKGGGKIRKVRDSTGARIIFPAAEDKDQD------LITIIGKEDAVREAQKELEALIQNLDNVVEDYML-VDPRH   811
gi|73994293|ref|XP_534628.2| ----------EGSGSDTVVIRGPASDVEKAKKQLLHLAEEK--------------QTKSFTVDIRAKPEYHKFLIGKGGGKIRKVRDNTGARIIFPTAEDKDQD------LITIIGKEDAVREAQKELEALIQNLDNVVEDCML-VDPKH   824
gi|119930773|ref|XP_001256511.1| ----------EGSGSDTVVIRGPSSDVEKARKQLLHLAEEK-------------------------------------------------------------------------------------------------------------   723
gi|45384156|ref|NP_990427.1| ----------EGSGSATVTIRAQPRTWRKPRSSCCTWAEEK--------------QTKSYTVDLRAKPEYHKFLIGKGGGNIRKVRDNTGARIIFPTSEDKDQE------LITIMGTEEAVKEAQKELEALIKNLDNVVEDSMV-VDPKH   811
gi|41393109|ref|NP_958882.1| ----------EGSGIDAVTIRGPAEEVEKAKKQLLSLAEEK--------------QTKSHTVELRAKPEYHKFLIGKGGGNVRKVRDSTGARIIFPTAEDKDHE------LITVIGTEEAVAEAQKELEALIKSLDNIVEDFMI-VDPKH   814
gi|17531677|ref|NP_496136.1| ----------EKSESTKVTIRGPAGDVAKAVGLLSALAKDK--------------EENYVEDTVKAKPEFHRFLIGKGGSKIAKLRDTLNVRVMFPKEGDAEKE------TIHLLGKKEDVPKAKAALEDAIKQLSETVDIKIT-VDPKY   794
gi|6322381|ref|NP_012455.1| -------------DNEIVTIRGPSRGVNKAHEELKALLDFEM--------------ENGHKMVINVPAEHVPRIIGKNGDNINDIRAEYGVEMDFLQKSTDPKAQETGEVELEITGSRQNIKDAAKRVESIVAEASDFVTEVLK-IDHKY   872
gi|45184647|ref|NP_982365.1| -------------EGEVVTIKGPSRGVNKAHAELKALLDFEI--------------ENGHKSVINVPVEHVPRVIGKNGDVINGIRAELGVELKLLQNTKTAKEQNLDTVQLEITGSRQAIKEASKAVDAIIAEASDFTTKQLE-IDAKY   862
gi|50306403|ref|XP_453175.1| -------------DSELVTIRGPSRGVKAAYDELKALLDFEI--------------ENGHKELLKVPVDYVTRVIGKSGETINDIKAEYGVELNFLDKTDSEKAKEAGEVELEITGSRSSIKEAANKVKSIIDQASNFETVTLEDIDSKY   870
gi|39977187|ref|XP_369981.1| AGSEAGAKPRRQQAPDEVIIRGPKKGADEARDEILSLVQYLK--------------DNSFTATITVQQKQLPHFIGSGGSNMDALRQQTGAKIDIPNGRDTPDS----TVEILIKGTKSQVAAAKKILEEKKSVFDDTVVREVE-VDRKF   925
gi|32405206|ref|XP_323216.1| ASDAG--KPRRQQAADEVIVRGPKRGADEARDELLSLLQYLK--------------DTSYTATVTVQQKQIPSLIGSGGAALDALRNETKAVIDIPSARDTADG----LVEIQIKGTKEAVAAAKKALEAKKAVFEDTVVKTIE-VDRKY   950
gi|19075606|ref|NP_588106.1| ------NELMKPTSPDEVVIRGGKKSVAAAKQELLELYEYEK--------------SIAYTSTIDIPSKAVSRVVGRNGSTVENIRTQFDVKIDIGDVSTEETT------PVSVRGAKADVENAIKEISAIAEEVKNLVEKVIK-IDREY   966
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gi|45552723|ref|NP_995886.1| HKHFVAKRGFILHRISEECGG--------VMISFPRVGIN--SDKVTIKGAKDCIEAARQRIEEIVADLEAQTTIEVVIPQRHHRTIMGARGFKVQQVTFEFDVQIKFPDR--------DATEPVEGLTNGGSGENGGENEGQE------   952
gi|158294225|ref|XP_001237663.2| HKHFISNRGKVLRRIEEECGG--------MSISFPRMDRDDRNDRVKLKGPKDCIEAAKQRMNEIVQELESMVTIEVYIPARHHRIMMRRGGSKVQAITSEFGVNIRFPERVLDTAVPVAVNDPSQQQQQNGNGEAAAEGDENASAAAAA   940
gi|4885409|ref|NP_005327.1| HRHFVIRRGQVLREIAEEYGG--------VMVSFPR--SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTLECAIPQKFHRSVMGPKGSRIQQITRDFSVQIKFPDR-------EENAVHSTEPVVQENGDEAGEG----------   934
gi|114584294|ref|XP_001161053.1| HRHFVIRRGQVLREIAEEYGG--------VMVSFPR--SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTLECAIPQKFHRSVMGPKGSRIQQITRDFSVQIKFPDR-------EENAVHSTEPVVQENGDEAGEG----------   948
gi|19527028|ref|NP_598569.1| HRHFVIRRGQVLREIAEEYGG--------VMVSFPR--SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTVECAIPQKFHRSVMGPKGSRIQQITRDYNVQIKFPDR-------EENPVHSVEPSIQENGDEAGEG----------   934
gi|25282449|ref|NP_742036.1| HRHFVIRRGQVLREIAEEYGG--------VMVSFPR--SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTLECAIPQKFHRSVMGPKGSRIQQITRDYNVQIKFPDR-------EENPVHSVEPSIQENGDEAGEG----------   934
gi|73994293|ref|XP_534628.2| HRHFVIRRGQVLREIAEEYGG--------VMVSFPR--SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTIECAIPQKFHRSVMGPKGSRIQQITRDYNVQIKFPDR-------EENPVHSVEPPVQENGDDAGDG----------   947
gi|119930773|ref|XP_001256511.1| -------------------------------VSAER--GGLPS-----------------------------------------RPAGGLHSLYMRQ-----------------------------------------------------   746
gi|45384156|ref|NP_990427.1| HRHFVIRRGQVLREIADEYGG--------VMVRLPTV-SGTQSDKVTLKGAKDCVEAAKKRIQEIIEDLEAQVTIECTIPQKFHRSIMGPKGSRIQQITRDYGVQIKFPDR-------EENPAPVAEPALQENGEEGGEG----------   935
gi|41393109|ref|NP_958882.1| HRFFVARRGQVLRDIADEYGG--------VIVSFPR--TAAQSDKVTLKGAKDCVEAAKKRMLEMIEDLDAQVTMECVIPQKFHRSIMGPKGSRIQQITKDHNVQIKFPDR-------EEQ--QQADASVQENGEANGEV----------   935
gi|17531677|ref|NP_496136.1| YKNFLARGAALVKEIQEQNGG--------VVISFPK--NGTDSSEVSIRGSKQCVEAAKNRIEDVVEDYEKQITDNVTIPAQFHRGLLAGRGAKIHELQSKYNVSIRFPNN----------------------REEGSEG----------   902
gi|6322381|ref|NP_012455.1| HKSIVGSGGHILREIISKAGGEEIRN---KSVDIPN--ADSENKDITVQGPQKFVKKVVEEINKIVKDAENSVTKTIDIPAERKGALIGPGGIVRRQLESEFNINLFVPNKDDP------------------------------------   981
gi|45184647|ref|NP_982365.1| HKLIVGPGGSTLKDFISKAGGDDIRN---KTVDVPN--AESTNKVITISGPKTFVEKMSKALNQIVQDIKASVAKELNIPADRQGALIGPGGSVRRQLESQFNVRIEVPDKGK-------------------------------------   970
gi|50306403|ref|XP_453175.1| YSDIIGRSGSQLKEIISKAGGDEIRN---KRVNIPD--ASSEDKVITIFGPSDFVKKVVKQIKGVVSGLENSITEELNIPQEKFGALIGPAGSVRRELETEFKVRIHVPNKNSS------------------------------------   979
gi|39977187|ref|XP_369981.1| HKSLIGPGGSTLRDIVVAAGGSDDRRELARTVRFPK--QDSEGNTIKIEGRTEVVEKILAKIQEIVSQRESQVSDVIDVPVEKHRTLIGRGGDVKRQMENKFKVSIDIPKQGDG------------------------------------  1037
gi|32405206|ref|XP_323216.1| HRSLIGAGGSTIRDIVVKAGGSDDRREIARAVQFPK--QDNSDNTIKIEGRTSVVDNIIQQIEAIVAERQNQVTEVIEVPVEKHRSLIGRGGDVKRGLESQFKVSIDVPRQGSG------------------------------------  1062
gi|19075606|ref|NP_588106.1| HRYLIGPNGSKLQNTIKECGGSTDKTETARLISFSNGNSEEERNSVVLRGDKEIVEALETRLLEIVEELKNQVEEKIEVPQRCISSIIGRMGSTRRDIERKTSTMLNIPNVLDPE-----------------------------------  1081
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gi|45552723|ref|NP_995886.1| ----------GEQEVEKEAEQEPVR-QCDVIRITGRIEKCEAAKQALLDLIPIE---EELSVPFDLHRTIIGPRGANVRQFMSKHDVHVELPPSELKS-DVIKVCGTPARVAEAREALVKMIEDYEADRADRELRSFVLQVDVDTEFHSK  1087
gi|158294225|ref|XP_001237663.2| TTDGGEVVNGGGAAGEQTTPAEPVQRASDLVRISGNKEKCEQAKEALLALVPLT---EEINVPCDLHRSLIGQKGRDVKELMNTYDVHIEMSPQDKKL-DIIKVTGTKAAIDEAKVAIAERIKLLEADRKDRELRSFEVKLEVDPVYHQK  1086
gi|4885409|ref|NP_005327.1| ------------REAKDCDPGSPRR--CDIIIISGRKEKCEAAKEALEALVPVT---IEVEVPFDLHRYVIGQKGSGIRKMMDEFEVNIHVPAPELQS-DIIAITGLAANLDRAKAGLLERVKELQAEQEDRALRSFKLSVTVDPKYHPK  1066
gi|114584294|ref|XP_001161053.1| ------------REAKDSDPGSPRR--CDIIIISGRKEKCEAAKEALEALVPVT---IEVEVPFDLHRYVIGQKGSGIRKMMDEFEVNIHVPAPELQS-DIIAITGLAANLDRAKAGLLERVKELQAEQEDRALRSFKLSVTVDPKYHPK  1080
gi|19527028|ref|NP_598569.1| ------------REAKETDPGSPRR--CDIIIISGRKEKCEAAKEALEALVPVT---IEVEVPFDLHRYIIGQKGSGIRKMMDEFEVNIHVPAPELQS-DTIAITGLAANLDRAKAGLLDRVKELQAEQEDRALRSFKLSVTVDPKYHPK  1066
gi|25282449|ref|NP_742036.1| ------------REAKETDPGSPRR--CDIIVISGRKEKCEAAKEALEALVPVT---IEVEVPFDLHRYIIGQKGSGIRKMMDEFEVNIHVPAPELQS-HTIAITGLAANLDRAKAGLLDRVKELQAEQEDRALRSFKLSVTVDPKYHPK  1066
gi|73994293|ref|XP_534628.2| ------------RDAKEADPGSPRR--CDIIIISGRKEKCEAAKEALEALVPVT---IEVEVPFDLHRYIIGQKGSGIRKMMDEFEVNIHVPAPELQS-DIIAITGLAANLDRAKAGLLERVKELQAEQEDRALRSFKLSVTVDPKYHPK  1079
gi|119930773|ref|XP_001256511.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   746
gi|45384156|ref|NP_990427.1| ------------KDGKDADPSSPRK--CDIIIISGRREKCEAAKEALQALVPVT---IEVEVPFDLHRYIIGQKGSGIRKMMDEFEVNIQVPAPELQSSDIITITGLAANLDRAKAGLLERVKELQAEQEDRALRSFKLTVTVDPKYHPK  1068
gi|41393109|ref|NP_958882.1| ------------KEP--VDPTAPKK--CDVIVLSGRKERCEAAVEALKALVPVT---IAVEVPFELHRYIIGQKGSGIRKMMDEFEVNIQVPAHELQS-DIISITGLASHLDRAKEGLLERVKELQAEQEDRALRSFKLTITVEPKYHPK  1065
gi|17531677|ref|NP_496136.1| ---------------------------SDQVTVSGRDTKVEEAKEALLAMVPIS---KVIQLPVDMHRSIIGRGGETVRKLMQDYDVNISIPKDNSSE--DITVTGQTENVDQALEALRGKLGEYEAQAEDRKLKQWSMSINVPTDYHQK  1020
gi|6322381|ref|NP_012455.1| ---------------------------SGKITITGAPENVEKAEKKILNEIIRENFDREVDVPASIYEYVS-ERGAFIQKLRMDLSVNVRFG--NTSK---KANKLARAPIEIPLEKVCGSTEGENAEKTKFTIEEVGAPTSSEEGDITM  1098
gi|45184647|ref|NP_982365.1| ---------------------------EGKVTIHGRPEAVEKCEKEIFSTIIRDSYDQEIMVPAVYHAFVS-ERGQLINKLRMTYFINVKHG--NSSK---KANKLSRSEQPIPIERVRGSE----GEGTKLTIEEVSAPEASANDNIPW  1083
gi|50306403|ref|XP_453175.1| ---------------------------DEKVTVSGSPANIESCKKKIEKEIIRDSFDLEIAVPAKYHSYVS-NSGLIFQTLRNEFSIDVSHG--NLTR---TAQSLSRANYKVP-ENVAGGE----NESSNVLIQSVTETEAKVD-TIPW  1090
gi|39977187|ref|XP_369981.1| ---------------------------KTDVKISGQPSDVNAAKEHILS-LIKEQQGETVEVPRNLHHAIS-GGGQFFRKLRNDLHVTVDHAGHQVPP---KPSQQTRSNG-GGALPLITDEPDS--NAHSWHVVEANTSGSDEDGTIPW  1152
gi|32405206|ref|XP_323216.1| ---------------------------QTGIKIVGQSADVEKAKAHIQS-LTKDQPGETLQVPRALHHSVS-NNGQIFRRLKSDHHVTVDHAGHSIPT---KPAAPASIRANGGSLPLITDDEESTADAHSWTVVDQTST---EEGDIPW  1177
gi|19075606|ref|NP_588106.1| --------------------------ETVTITIVGSPENCEKAKEMIQEKVASQYT-QMITVPDTVYESIM--KGILMKKLRSDLKVFVDTPEIKPVQ---PTEVVLEDHEDGVFPWKLVTHDYTGSSSSEWAVR---------------  1184
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gi|45552723|ref|NP_995886.1| LIGRHGAVINKLRADHDVIISLPKRDEPND--RIISITGYQANAEAARDAILEIVGDPE--TLHREVIEIDKRIHPHLIGQRRRTIRKIIEDNKVNIKFS-ADDDNPNSIFISGKIED-VENVKELLFGMAEDYERDYLDNVAIAPPTIG  1231
gi|158294225|ref|XP_001237663.2| IIGRRGVVINKIRANHDVQITFPKQDDPQN--SIITIQGYEEKALAARDEILAMVDTLS--SVYKEEIHIDERVHRRFIGFRGKRLREIKEQFGVDITFPRMEDADKSLVTLAGTPDN-VESCRDYLL----NLEEEFLQDVSAAPTQPT  1227
gi|4885409|ref|NP_005327.1| IIGRKGAVITQIRLEHDVNIQFPDKDDGNQPQDQITITGYEKNTEAARDAILRIVGELE--QMVSEDVPLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDSEALQV  1209
gi|114584294|ref|XP_001161053.1| IIGRKGAVITQIRLEHDVNIQFPDKDDGSQPQDQITITGYEKNTEAARDAILRIVGELE--QMVSEDVPLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDSEALQV  1223
gi|19527028|ref|NP_598569.1| IIGRKGAVITQIRLEHEVNIQFPDKDDGNQPQDQITITGYEKNTEAARDAILKIVGELE--QMVSEDVPLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDSEALQV  1209
gi|25282449|ref|NP_742036.1| IIGGKGAVITQIRLEHDVNIQFPDKDDGNQPQDQITITGYEKNTEAARDAILKIVGELE--QMVSEDVPLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDSEALQV  1209
gi|73994293|ref|XP_534628.2| IIGRKGAVITQIRLEHDVNIQFPDKDDGSQPQDQITITGYEKNTEAARDAILKIVGELE--QMVSEDVPLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQTGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDSESLQV  1222
gi|119930773|ref|XP_001256511.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   746
gi|45384156|ref|NP_990427.1| IIGRKGAVITQIRTEHEVNIQFPDKDDESQAQDQITITGYEKNAEAARDAIMKIVGELE--QMVSEDVTLDHRVHARIIGARGKAIRKIMDEFKVDIRFPQSGAPDPNCVTVTGLPEN-VEEAIDHILN----LEEEYLADVVDNEAMQV  1211
gi|41393109|ref|NP_958882.1| IIGRKGAIISHIRHDHEVNIQFPEKNDENQ--DQITITGYEQNAIAARDAIQAIVDELE--EMISEDITLDSRVHARIIGARGKGIRKIMDEFKVDVRFPQSGAADPNLVTVTGRPEH-VDEAIDHLLN----LEEEYMADVVENEAKMA  1206
gi|17531677|ref|NP_496136.1| IIGQRGATITALKEKYGVIINVPREDGNET----ITIQGYEEKANECAAAIEEMISELR--SMFTQEISLDARYHPRLIGQRGKNLKKVMEDYRVEIRLPRQGAEDPNLVVVAGKDENDVYDCIDHLRAE----EEEFLLDNVERTQYMS  1160
gi|6322381|ref|NP_012455.1| RLTYEPIDLSSILSDGEEKEVTKD--------TSNDSAKKEEALDTAVKLIKERIAKAPSATYAGYVWGADTRRFNMIVGPGGSNIKKIREAADVIINVPRKSDKVNDVVYIRGTKAG-VEKAGEMVLK--------SLRR---------  1222
gi|45184647|ref|NP_982365.1| RLTYEHVDLSDILGE-----------------EGKHAMTKEQALEAAADQIKERIELAPKANCIGYLWCENVKKFNKVVGPGGSNIKQIRETTNTLINVPKKSDKVSDIIYVRGTKES-VEKACKMICD--------ALNK---------  1198
gi|50306403|ref|XP_453175.1| RLTYSPIDLSDVLGED----------------YKKDEESKDQVLEKASKLIEDRIAEAKLVNTEGFVWSKDAKKFNSIVGPNGRNIREIRNATKTVIHVPRKSDKVNNVIYVLGSEEG-VKKAAELICK--------RLK----------  1205
gi|39977187|ref|XP_369981.1| VFRGS-----------------------------------EENVEKAKKLLETALAQAKKPSASGYLTLSDPRTYRFVIGQGGSKVNQIRKQSGCTITVPK--QGSDDPIEVVGTKEG-IEKAKDLILA--------AVEEGSRGPAG-R  1255
gi|32405206|ref|XP_323216.1| VIRGS-----------------------------------PENIEKAKKVIETAIEQAKKEDAIGYLILPDPRTYRYVIGQGGAKVNQIRKQSGCKITVPRD-QAKGEAIEVVGNKEG-VEKAKDLILA--------AVKEGQNASRSPR  1282
gi|19075606|ref|NP_588106.1| --------------------------------------GHKENVEKAIASLEKSIKQVMENCIAYLGIPTN--LHRRIIGSGGSIINKIRKIAQVKIDVPR--TPGDEIVVVQGSRAG-VVKAKDLIFER--------LQENQNQE----  1279
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gi|45552723|ref|NP_995886.1| AFLTGQGSGSDAAGASENGFVIKDAPWEKQKQAKNLTAPNTQSQEDFPHFAAGGAPVAS--------------TPITSVWGPKN--  1301
gi|158294225|ref|XP_001237663.2| SFSQIMEDTMAQQQSNKQGFVVSGAPWER-------KAPNTLSLEDFPDFGPGGAPAAAAAATSNADANATQQPPINSAWNAKH--  1304
gi|4885409|ref|NP_005327.1| YMKP---PAHEEAKAPSRGFVVRDAPWTA---SSSEKAPDMSSSEEFPSFGAQVAPKTLP-------------------WGPKR--  1268
gi|114584294|ref|XP_001161053.1| YMKP---PAHEEAKAPSRGFVVRDAPWTA---SSSEKAPDMSSSEEFPSFGAQVAPKTLP-------------------WGPKR--  1282
gi|19527028|ref|NP_598569.1| YMKP---PAHEESRAPSKGFVVRDAPWTS---NSSEKAPDMSSSEEFPSFGAQVAPKTLP-------------------WGPKR--  1268
gi|25282449|ref|NP_742036.1| YMKP---PAHEESKAPSKGFVVRDAPWTS---NSSEKAPDMSSSEEIPTFGAQVAPKTLP-------------------WGPKR--  1268
gi|73994293|ref|XP_534628.2| YMKP---PAHEESKAPSKGFVVRDAPWTA---NSSEKAPDMSSSEEFPSFGAQVAPKTLP-------------------WGPKR--  1281
gi|119930773|ref|XP_001256511.1| --------------------------------------------------------------------------------------   746
gi|45384156|ref|NP_990427.1| YMKP---SSHEESKVPSKGFVVRDAPCGT---VNNEKAPDMSSSEDFPSFGAQVAPKTLP-------------------WGPKR--  1270
gi|41393109|ref|NP_958882.1| YM------------------------------------------------------------------------------------  1208
gi|17531677|ref|NP_496136.1| PRQQ--ESNNTRHHQQPTSVQMKGAPWQL----------DLGSSEQFPDMGPAAGSSAAVGG--------------AGAWGSSRRW  1220
gi|6322381|ref|NP_012455.1| --------------------------------------------------------------------------------------  1222
gi|45184647|ref|NP_982365.1| --------------------------------------------------------------------------------------  1198
gi|50306403|ref|XP_453175.1| --------------------------------------------------------------------------------------  1205
gi|39977187|ref|XP_369981.1| D-------------------------------------------------------------------------------------  1256
gi|32405206|ref|XP_323216.1| E-------------------------------------------------------------------------------------  1283
gi|19075606|ref|NP_588106.1| --------------------------------------------------------------------------------------  1279
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