
MSFSDEKEPVNLLALDGGGIRGVSELIILDELMKQIQIRGNLARVPRPCVYFHLMGGTSTGGLVAIMLGRLEMSTEEALSAYDKFAQEIF 90

MSFFDEKEPINLLACDGGGIRGVSELVILHELMKAIQEKGEFARMPKPCDYFHIIGGTSTGGLVAIMLGRLEMSTEEAIAAYDGFASDIF 90

SKKNRNMLNPAEKYGAVALEQTVQKLVHDCQKGPSMRDCRPYTAKGRAFVCTMPQHDRNATVRLRTYDVEGDKFSKCQIYQAARATTAAS 180

SKRRPSLV---EKYKAKQLEATVQRLVRDQGKGILMRDGRPRNSKGRAFVCTMPEQKHRQTVRLRAYEAAGDKYPNVLIYEAARATTAAT 177

TFFKPMPIQNDQGVVTNFVDAALGRNNPVGILLEEAGSLFGTRRRLGCVVSLGTGSRKTELAK-GKSKAKQLVSLLSVLKEISTDTQRDH 269

TYFRPMSIRDEDGREERFVDAALGMNNPISICLEEAAELFGPQRMLGCIVSLGTGSRQVEMRPYGSGSIRYLWRTIKVVKEIGTDSEKDH 267

ERMLSMLKDFPDTYFRLNVDGGAEKISLDDWGKIGLLKERTRKYLQDKAVADCIDKLAKALLRGTSHGLTLAHLGGLDKDVIIRDTQKAK 359

EKIRAHFADYDNTYFRFNVDGGAQGIELSDWQKIGELKERTRAYLQTPDVKKSIDDLADVLVHHRTHGLTLNQGRGINKNMTIPAQPRFI 357

PRGRASTIFTGRATILKTLREHFNRQDSGDVSRREFQLWGMGGVGKTQIALKFSEEFERNDYKILWIDATDVYTIEQSYLRIVEKDLQPE 449

RRGRSSNTFTGRDNILRRLDECFEPRAPGNTSRREFQLRGMS---RAKLGMCTAALMRGIRFHIIWIDATDKVTIEQSFHHIATSYFGTE 444

NRGDGAITRLLGKLEASDKWLLVFDNAPERGLGPWIPDGNSGNIIYTTRLKHLERRLAPNCVSYVDQMDVADGLTLLLRSARMDEGEKQY 539

GDTQPVEKVLNWLKETAEEWLLVFDNAPDSGLFRYRPDGDIGNFLYTTRHQNLQPRLQPQFIQDVEEMEIQEAAQLLIASAQVPSNIEAN 534

RDLARPVAKELGYLPLALDQAGACKLTIPCSKSSCTTPIFSFFPSFSRPSPLPPFFSVPRELLTSCLPDIHMAPCPLERFLEKFNNEKDA 629

RKVVDDIVKELGLLPLAIDQAGAY---------------------------------------------IHMAPCQLDKYLDVFNKQKQD 579

LLSNPMFRGEDNIRNLPIYATFNISWDAIKAYADKRKDVERATEALNALQLLNLLCFYHNEGFIAQMFGYAAKNRAVYDLTSAHPLEAEG 719

LLKDPQFTGGDEARHIAVYATFNISFKAIKTSSEKRGDLTKARHAEVALMLLRLLCFYHNEGLLFVVFLYAAKERHKLDRNTYFPVKAGD 669

ISLEHLIHMSYTED-FDMP-GNEWNRGGFDMGIRFLEEFSLLKHDYRNLHTNMHILVHEWARRRLTPGQRAEWGGAARRILLDSFNFESL 807

VDLNELVEITEQDISPEFPDGQAWVNIGWIESVKLLEEFSLIKFNASNGYSSMHVLVHDWARSCMEDEEKREWALAARCLLMDSISLGTD 759

GSSIAHRREMVVHLDACVRFVDPDNQKVDLEPEYHFNIANIYEAANRFEDARLAREKSTFFALRRAAGFFTENVLMYMYMQADDYGSHCD 897

RLSAHWHKLIMPHLQVVMKYANIPHADLGLESEYQIRMARALRQSHKFKHANTALQQALDYR-KKYFGIDDLHTFDVMRHLARLYEDQGL 848

IAQAEQMYLEILDRFQLIVDQAKWQAIPSRKGKRSMLKLSRDEKNADNRREEVLDFNLARDTKASLAFLYFEQGHYESAEPHLLDILEWA 987

FAEAESMLLELIDRRRLQIRDKMWTAALETNST----DATREVEMPAFYSEKLLDNAALNTDTKQLLIVLMKMDSRQAAEKVMVDLLKWT 934

KQDTGREKERAVIRARDYLATIANPSGARPSETS----EEAKAKYLAREEESGSDSFGTQSLRRNFAIQLVREGKLEEALDEYHPIWLWY 1073

SEKFGEDNSKTRFWQ-DTLDQFRRGLDVRDTEDSTLRVERAREEVKVKSEQYGPFEPQTLGAERQLAKALELDGAFQEADDRLTYIIEYC 1023

CDKYGKESNKTRQVLDAMVLTMHKVAPCHGFTANVLIMSFSWNHFTFGPQHLETLESRGVLADVLCDMCALGKALELAEGSVKIARAIYG 1163

ELIYGKHSLQHIDAIFAMAKSLNQQMRPY-EADEILVTVLDRYGTLLGQQHPKTLEARYEIGFNRFLRSDYTGAIEAMKECYDRRKEVLG 1112

EGGRTTLYHIDEYRRIRELYETMPLFIRLRVIQDKILEEKKAPLTFGPLHEYSEKLADWEPHPIATPLTPEGTEVRVVKEEIPLTFGVAL 1253

SDHWLTKMTGVHLAHFQHMDKMVPPWNRD-SLKEIAVEN------T--LKNMGDLAPEWMKQWKP---------------------GMCL 1172

RYKQLDVAAADFQIPSLEAIIPDTWLLLCRDAKSDPK-FRDPGPFFNDRFLKRYKEGL.                                1311

EN-AVSISPNSFNF-S----------ILCRTRRGDHAGSGCPG.                                               1204
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MGFFSKKKKDGNANPYAQDGAQVPFSNPLTPYQQARNDLAQGRPAGLSSSTAPTASNTPPPSYHSPSIASSRYGDEKYGNQKGYGTDRYG 90

MGLFSKKKKDAEANPYAQAG----------------------------TAPAPAVSNTPPPSYHSPSIASSRYGDEKLGTQNGYGADRYG 62

STGSGPAPGGYGGFNSDAGNNRSQASAAQPAGGDRNPALFGNAQERYNPYGGSKPQAQSGPQGDEYGGYGAQRELTEEEQAEAQAQAHVD 180

---SGPAPGGYGGFN-PAGNNRSQASTATPAAGDGNPALFGNAKDRYNPYGGSKPQAQSGPEGDEYGGYGAPRELTEEEQAEADTQALVD 148

EAHGVRNESIAALQRTLAMGNQAFEQATGTLVRIDQQDEMMFNANKNLDSSLAHARDGQAKTKTLRKLNDTPFFIPVE-PGRKAQDKLAE 269

QTNAVRDESWASIQRTIGGIEGGLAQVQASRMRVAQQDSRLNNAERNLDQSLSHARDGAQKTKTLDTLNRKPFFMPVGGTSVKAVERQVA 238

MAVLNNRQDREQREQTLQAGYTDRQKMEQDMQQLAR-ASSGPRLLGAGKPAN-KFALEDDEEGQAQEEQIGGLMDDVLVVSKNLNMASSA 357

QETEEHSGDKAKAEVTRQA----RWEIEKRLKAAEKNGPTAPGLLGSKKPVDSKWVFEDDEEGAAKEENIQAGIETLGYLSGQLNSQASA 324

MTGKLERSIAQINDVSGKVCSPFRTLLQSRSLTSGAG.                                                     395

LGDDLQQSIKVINRVVDKVWSPFPRWLQTNLLTFDAG.                                                     362
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MASMTLCQICQSICNTPVGCRKRTSPAQHGSTSLKESVESQCFICAQVWDSLSKEQKAITAQPTFMGIQYEITLKRDSVAELGDNA--VM 88

MS---LCRKCQAIPDTRICSGEHRVVVRHDSASIQKSVEDRCYICARVWNSLSEEQKAVCKRPTFEGIVYKMYTRDQSYGGSNAHSRPIL 87

AGLMCEPG-DDLYECEDYKVVGGWWRGETGQFSILNPAKFPVDKVVDLPETTNHPSCWNTVAKWVENCRSNHKTCRDLHQTGWLPKRLVD 177

AQLLCQPAKDDLYDCDDYNEVGGWWRNEAGAFAALNPSIFPVHEVVELSDSTNDSSSWSVVSTWIERCRSEHKTCSESYKTDWVPTRLVD 177

LENYGDGQVRVVLSSALPGNQDVRYLALSHCWGRTPFLVLDEGHEELFANGVLVTSLAQNFQDALFATGKLGFRYIWIDSLCIIQGSRDD 267

VSQFEQGYVCVVTTSGLPQPRGHPYLALSHCWGKKRFLVFNEETKAKFESGVAISSLAQNFQDAIFTTHRLGYRYIWIDSLCIMQGSRKD 267

WMQQAPLMNKVYRNASLTLCATASPDAHGGFFCNREPAFVRPHPFTLRTEAEGLVEGLLIKSDFWETDIRRAPLNQRAWVVQERLLAPRS 357

WAEQAPLMNKVYKNAVLTLGAMASAEAEGGFFRSRDPDKIRPCPFRVNTESEGILDCLVVKSDFWETEVLHAPLSKRAWVVQERLLAPRS 357

LCFGQNQLFWECQELQACEVFPNGIPKEFISDIQHPDTIDAVSIKAFRRTISWLADPTIDKTYAD-PELDTMRWYDSPYQVWDEILQLYS 446

LYFGQSQLYWECQEAFACEVFPDGVPLAFVSEIADIEAVDVVPVKAFLRTAGALVNPTTDQEDAKLHETDLDRFYESPYQVWNEILHSYV 447

SCALTQGGDKLVAISGIAKDLAVYLDDEYLAGLWRAKLVDGLLWRVERDEMTGAYIPAKRPQRYRAPTWSWASVDAIRTRAHT-AVFGEV 535

RCGLTKPEDKFVAISGVVKDFADVVGDEYLAGLWRKNLIDGLLWHVQEEELTGLYVPATRVEPYRAPSWSWASVDSPHVRVQSRAHLTYD 537

HDGYTELVDVHVVPKGSD----------------PTGELDHACLLARGHLVRTRRKPVDPRTARHDLFGTFYPDSYDEVTGDEFYCLPLR 609

DSGYAAIDEVNLVPRNEEEKEEEEGGGGGGAPGPPAGELSHACLRARGYLIRTRRPPVRDRNA-LGSFGQFYPDT-EALEGDVFFCWPLR 625

EDLCAKLPS---LTGLVLMPFRDSTVTGEAAAQGAATS------SCSRCAGKMLLVRIGTFEIAKGDPLQALGLVKPDNWAECGPEGVHL 690

ERINDGDVSGNYLMGLVLGTHPEAAGEEEEGEQDADAATNRKRTSCDRCSGQRVFTRVGTFEIDHGDPLQYLSMKKPGNWADWGEEKDHL 715

WFLPDHPVSEFVIL.                                                                            705

WFPEDAQPYEFIVV.                                                                            730
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MGKKGGAGENSKKAQGQARKADAAASKAAAEDAKKSAAEAAEWEKGAKKGNAKKENAEEKKAEAARKKAEREALLAEEEKNTPGRSAPKN 90

MGKKGGAGENSKKAQGQARKADAAASKAAAEDAKKSAAEAAEWEKGAKKGNAKKENAEEKKAEAARKKAEREALLAEEEKNTPGRSAPKN 90

AKSAVKKTKGLDQALGQLDN--DAPLPTLNASGIENAIDALGLTDSKP-SLKIDRHPERRQWKYDEWKLRRLKEMEANDPDWEQKKKYR- 176

AKSAVKKTKGLDQALGQLDGRDQGPLSALNASGIEEAIDALGLTDSSSKVTEIDKHPERRIGK----AYKTWKENNPNREKELQKQGFAY 176

NALSESLWKEWKNSPENPTNQVHAAYNSTQEDIAQIRAQMSKDTEKRLASK.                                       228

NKRQDVLYQEFLESPDNPMKQVSAKYNATREELQAIQAEEKRKIEERLGSKRGA.                                    231
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LAPVKTRRPIAADPLSQETVLSVKKWIQECSNNETRSHMLCSLSGPRYLPSRLVEVQPQDSGLHLKLVRGENLNPDAKYTALSYCWGNDS 90

LAPVKTRRPIAADPLSQETVLSVKKWIQECSNNETRSHMLCSLSGPRYLPSRLVEVHPQDSSLHLKLVRGENLNPDAKYTALSYCWGNDS 90

EVLLAKALKTENLESYETEIPWETLPQTLQDAAVTTHRLGMHFVWVDSLCIIQDDDNDKVKEIAQMAQVYSHATLTIMVNRAARASDGFL 180

EVLLAKALKTENLESYETEIPWETLPQTLQDAAVTTHRLGMHFVWIDSLCIIQDDDNDKVKEIAQMAQVYSHATLTIMVNRAARASDGFL 180

HQRSPPLGTSNLLFRSPDGTEGWVSLYFKHEFWHEEKSKLDKRGWAMQEHLLSRRTLEIGTYMTEWSCRTERGLPSHSDGWSNDRLTRGF 270

HQRSPPLGTSNLLFRSPDGTEGWVSLYFKHEFWYEEKSKLDKRGWAMQEHLLSRRTLEIGTYMTEWSCRKERGLSSHSDGWSTDRLTRGS 270

GSPFQNARRRWSADDGGGRSMPEPSLAETNKTSWLEDSHILDVIMFSSANPDHQHPRPSVRGVLDTWEMVVKAYCDRSLSLPTDKILAIS 360

GSPFQNVTWKWSTDDGRGRSTP--------ETSWLEDSHILDAIMFSSAHPDHQHPRPSVRGVLDTWKMVVKAYCDRSLSIPTDRILAIS 352

GIAERFASSTPGIGRYAAGLWEEGLPTSLMWQTWDPSPSRPTEYQGPSWSWTAIRSRIWFEGAYGSLVSEILSVECVPLHPEAPFGALKS 450

GIAERFASSNPGIGRYAAGLWEEGLLALLLWKTWHPSPSRPTEYQGPSWSWTAIRSDVWFMTVLKPLVSEILSVECVPLHPEAPFGALKS 442

GTLRIKGPAIDIERRENEGLSSDARSSTLRIEPAVGIEGRENQGLSFDARRGYTRGWRCLGVDETYVDLDHYVRTLLDIADDVVDWAAPV 540

GTLRIKGPAIDIERRENE-------------------------SLSFNAHPSHGHGWRCFGVDGAYVDFDDYVRIHLDLSDDVFDWTAPM 507

TFLAIKRMVRLEVEQRYGLILRQEANGSWHRIGFLESHFDPEKPYPPIITADWPKREFTIV.                             602

ALLAIEASERMEVEQRLGLILRQVSNDSWHRIGTVEFRIDPEKPYPSIFTADWPKREFTIV.                             569
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