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ATGGAGEHEG
ATCAAAGCTACTCTGGTCGTGGACCATCGACAGGCACATCAGAAACAGCAACAGCAACAGCAG

CAGTTGCATCTGCATCTGCATCAGACACAGCAGCAACATTCACACTGCGACACTTCAATTGTCGGCTGGA
------------------------------------- @ATCTGATCECETCTTGCRSSGCERARCTG
AGAGGCGGATTGGCCTGGGCCTCGCCAGCCGTTTAT TIACTGCGAARGIBAGCCACINEEAAGAGEACAT
GCGRTGTTGCASC L CALCE A AL TCIOTCloA S G,/ ——
Tacllcccecadiac CcEARARACCIeALCCICEACCCAACAACACATTCCAGTGTGCAC
----------------------------------------- CCEAGIAGTETGCRCCCECTCG--
GGCAAGCTATCGACGAAGCGGAGCACAACGCATTCTATAGT] TECEAAAECCCATIGTIETGAAAA
------------------------------------------- TCEECATTCERATEAINIG TECACEESC
CTGCACTTTGAGGCTGAAGGCGCGACTGTTGCGATGGCCGTACGAGECOUATEACENSNITCEACT]
GAGNAGEEAAGC TS GCCTCGCCATCRCECTGCTCTGCRACGCCCTGCEACTACHSCE NCETGA
ATcNCREGGCACIBAGTGATRATGCTRCHGATAACTTRG T-————- GALEXRITCEAL ATEAAG
ACETGTCCTECLCETCAECGG GAGCETGCRGEGCOY THRICSICHIC CACCIIESCCAGG TSR
GAGGCATGGETUGEAATETA GTCAGECCCITEAACHALIIGERI TLIC TCA TS AACAACE
GG A GXEACCCATIRITCEECRTCRGH++-——————————————
EnscalcccacTeceeeaceTessAAcCocoaNEcAGAGOIRIC TREARCAcAGCC TTCTaCAGRCCTTT

CAAATCGAACTGGGCGCAGAGCGCGATGGACTCTGGTCCTTCCTTAATCTAAGCGAGCTAATGGAGCCCG
----------------- TIECRGTCASGGCO- - - - —- - - - —- - -—ACECAGNSGCCRST
ATCACGGATTCCTGGGCINICAGAR TG TIHNSCAACKIIAGCTTAGACATGTTTTTECCONNECTTIEAG
GGAECRATCTERS TATETET TCEI®GCACAGCECCRAGECET TGARTCCHES TEGCRGCRGA-———————-
cerificaccTiascecpscacTecAA T e Ao TTRscETACAAGAGCTTTC TG
--------- GGGEGACETCTEEACHGGAAC OTTCGTYCRE TAT TTATCETEGCGGGTGGCCTGG
GACTACAGTCCCEATGECTASSATHTCCTAIRICSICIRISERIGE TG TUCIREENIS THCeeseaicceag e
GEAAS CRICHETSIC €GEe eCAINYIALEC TGCABAASG TIBACGAAITACT TCCTRT T]
GUAAIATSCTHGTETGE CCTHCER TECACREEANIC TGCAGAAIGTEACIAASTACTTCCTETT
eTCYCTGCEeTE UTACTEGTCAGE®TGT TG IATGCCL®TGGGCGCGATECCAGEST T
CRICESTA @ T®CTEGTCAGIRITGT THG TIEATGCCOTGGGCGCGA CTIMI
GIRECINTA®TGGCCAY TOGGRE M T GG T GPAACETETASG TGACG T GEGANGTE TECG
R CE TAITGGCCAS TGN TN TGG TGRAACTITAIGTGACGTGHGARGT CLECLEAT
CEAGEATAITGCACATGTGCT TCATCYISE BCGETATSTEGGEA IMEGEAATCCYT TGEGE
CRAGIATAITGCACATGTGCTTCATCES Acc Ccca TR ATCCRTTGEGE
GCASNSETCOACSAAACGEAT CEIIOGGCAIT®AAGATAGCEES TG TETGGYTES T®GCCATGYTGGTETCC
GCALSEN T CACEAAACGNITCISRIGGIA TIAAGATAGCINI TG T TGGE TN TEGCCATGITGGTITCC
AGETCEATEACEGT T TECIERIC AYNICCTCTARATYICE COESEGGGAGCH €A
AGTCRATACEGT TR THG R Gl TEE TOAA TNV ACCATIATGCCEENG oY A
TCAACAARINGIGCETTTTTCGTGT T8GGETCTCTGIT®GCET T®TASATACCCATGIT®E T®ATGGTINE
TCAACAALI®GSGCETTTTTCGTGTTIGGTCTCTGETRGCHT THTAJATACCCATGE TENTEATGG T
CACYTACINRI®TGACGE TECIEC TEC T CAGGEANAAAGCECGY T TOYICGCEGANCAICCUGAASGIGAL
cACTACEINTGACGRTYCEeC TOC TCRGCRABAAAGCECCRT T CGCecACASCCEGAARGHGA
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SAARICEEARE---EC] G e
%T@é+++TmceCTTCACCCTAAGGCCGCAGCACAGCCAGCAGCAGTTGCAGATGT
----------------------------------------------------- ATRTIRES TCCREGAG
TCAGTAGCTTTTCTGGCAGCAATAACAAATTCCTATCAATGGGCGACGGCAATCECARCIRISAACIISTGA

Gommmmmmmm oo ECTTECTECACEGCCACCTCCACSEICERA CCRCT-———————-
AGGAGAGATGGAGGAGGG TEGAGETCOTRGEAGARGGAGTGG Aele GAASGACCTTTGATG

ECECTETCEHINECEACAE+++TTTARSCAARTTARACHEGCRAGGCTCTCPCH®ET - - — - ——-————-—-
CAECCECCHEVAE TEGGCE---CAGG G‘CﬁGGCﬁCTGCCC‘CAGCAGCTTCCGGTTCTCTGGCGCCGG

CATCCTTCGGCACTCGTCGTCGTCTCCCGCCTCGAGCTGCCACTCCACCAGCACGTCGCGTTCGAGCTCC

------ CGCAAACALEA
TTCTGGCGCAAAC‘CGQEGGCTATCCAAACCTAATGGACAG+++ACTGGCCATACATTTAAGACTTTCTT
----------------------- GG TECATEEGCCEAAGETCCECECEARAGHS THAARECEAG
TGGTACCACCCAGTAGCCATCCARATCEACHEECATSTGCTECCTETIEASCITCLeCRCEeAGALRIECG
TECECGTOACEGG — ————— ——— —m oo
CleGACCINATETAGGTGGAAATGGAGG TAGAACTGTTGGAGCGACGGAGGTGGGGGCTGGTGGCAAT
------------------ ECGAGYAACSCEECHETY G CGEGGCHRACRACRACHCEECECRAAG
GGCTCATCAGCCGGCAGAASENeCINNeTeATETCTTGEAGECecACT TR TR ARAfICEe el TCcC
ABGCGACECRAACGCCGOEAATAT CEEC-————————————m—m oo
GARCIEATACTIEAICCAAAGTCINEGCAGCTEEAGGCAATCACATGGTGCAAAAGGTGAAGCCGACGGC
---------- COTEMAATAAGEAAT T TORC T CREAABCE THRICAGCHCCAATIA NS - - -§JCASTCEC
TTTAAAACCGGAAGNACEACAECGCAASRAAGIECCECECIRITEAA T TGCCiRICYSCGCER  TGECASG
INACACCCTIEAATE THIAGERERE T T TC T@eeCEe CEAATNCEAINI®ET TGECEGCEAASGCCGTTG
e CACCCTRAA T TSI T TC TN IV el A e A AP T T T TR CE G CRAARIGCCGTTG
CIACGGAGCAGAA NECAAGGTGYTEGCEOTGGTYT T®T TCALET TCGTECT®TGCTGGECECCET T
CPJACGGAGCAGAAEGCCASCAAGGTGETI®GGH ETTYTTCAS®TTCGTYCTIETGCTGGRCECCYTT
CTTLO TN TNAACATINITHT T8GCCGCETGCCCCGATGCY®EG 8CCGGUACACGTGG TIWAAEIRETGLE
CTTATRITIEAACATIIATAT THGCCGCATGCCCCGAETGCNAG TECCGGINECACGTGGTEAAIINES TGS
CTETGGCTOGGNTARGTETCCTCO®ACGATCAATCCEETCATCTACACCATT TCAATRGIACGTTC
CTYTGGCTHGGETALGT®TCCTCEACGATCAATCCOTCATCTACACCATIRTTCAATIEGRACGTTCS
8 TESGIRICIY IS ARA THRE TS YAGIE T TCCAG+++EICAGCAAGGCCGAGGCATCGTTCAGTGAC
ClEGCETTIATCEGEE TGO TRAAGTGCAART VY e G Tie)
GGAGAGTGGACGAAACGCGATGAGCCTGTGCACCCCGACCGCGCTGCCATTGGTCATTAGTCTTCAGGGT
ACGCCGTTGTTGACGCCAACACCGAATCCGACGGCGGCCACGCCGGCCTCGGCAACCTCCTACGTGACGA

TGATGCATCGCACGCCAACCTCCCTTTACCGTGACACTTTTCATCAACACGAGCACGATCAGAATTGTTG
A 1962
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IREEATCEACTCGTCEACGASG CEAGCCEGCGGRATCCTCASEACECEETCETCCACRES TETIACC
IN(ECAATAGGATGTIETATGEC TMECHAL GCCTACA&CGACAG GTIEGE®EACEATTGG CLICGG
AGEALIC TR TEC TG TYGGEGHACGAommm— AGCAGCCEECTRTCCACEGATEACBAGEATTGGRCGT
Aecﬁc €eTIeCTCTE GQGGATGAGACGCAGC ACHGCTIYATECCASCAEGTCEGCATARTCA
NCEACASE- - ———— GTCEATCTAEACRTIEACCEGGRCRASECERSACGGT TGABGGA
CIATETGC®AGGTGGAATIECCACC Gcﬁ S\ T AECCOCACRINS ACCETTC
S & I GAACAAYTEE TGGGCIATI® T®GCCYTEG TCC TEEG Tl TGGGEACAGC CIATINIT TG
INEeCAACAARTING TGGGCRE TN TEGCCOT®G TCC TG T8 TGGCACAGCE CAASATES
€TGCYTGGCCATYGCC FNGINITGCAGAARG TISACCAARTAYT TCCTEATGINES AT
@TGCETGGCCATEGCCY G TGCAGAAIGTIEACCAAST AT TCCTATGLEEES TGGCEAT
CACEGATC T T®GTIAGCCGTGCT T TEE CIe T TS CRCRE +++EATRTIRIC
CACGATCTATEGT®GCCGTGCTEGT® €CTIEGCEAT TACGCTGGTG& e TASTTH
CCTOTGO®e T CIAGLRRIACTGCCTCECYTGGATCTGCCTGGATGTAYTINT TINTGCACIGCIEAGCATCATGC
ceTyTGEEeTCECNeACTGCCTCACTGGATCTGCCTGGATGTA®TOT T®TGCACEGC®AGCATCATGE
ACYTGTGCACCATINNECGTGGACEGATARSTNRIC TACGETALYCCOATGINIAT TOGGLCGEAATAAE
ACITGTGCACCATIQE®CGTGGACNGATAIRITINESEC TACGTASCCIATGEEAT TIGGECCEAATAA
NG ECGGCGGG TCAYE TEAAAATINES T TCGT®TGGET TCTEAGCATCGCEATGAGYT TGCCETOAGH
IXGLICGGCGGGTCASIO TOAAAATLICIRI T TCG TR TGGTTCTEAGCATCGCEATGAGETTGCCITIEACH
€ TGATGTACTCEAAGERRREAEEACGIICTCGGTGCTGGTGEASGGLIECSTGUCANATACCGGATCCO®TG T
TGATGTACTCCAAG+++A&TCACGCCTCGGTGCTGGTG UGG TG8CAGATACCGGATCCEETGT
ACAAGYTGINTCGGCIXECATINNTI® TGC T TYTACATICCEITGGGCGTGATGCTGCTYACE TAMEeeITGAC
ACAAGETGETCGGCISCATIIE TRTGCT T TACATLCCI® TGGGCGTGATGCTGCTE ATTGCCY e
FIGANTESTGGCCIYNICAGCINMCAGAATH A-—m e A T
caICodicy T THEgeC CCC NG CNINNICHGEE TEE TGGACAGCAGACGGCGGCGGCCNGICECEEA
PSS T8 TCCHINIEERICEE TGGCCCCIAEEGCEEATCTTCGGGAGH++GEC TCCRACAECAARCEIRRCE
TGGECCIEIGGATGGC TG G om— CAGGIACClc—— GCCTTGG+++&AC IEEAIGCACET]
GGA TTTRIGIRIERAGCAAAAECEBGECCGGAACEGGCEGG TACABCESRGCACACTIS CECEAC
—— - Gg8eGCCCo TIITAAACCGGE TSARG TAACGCETCETCGG TG TEIACGCACACILEGECHAAT]
G ASACEGAEC TEAREACINS ASICACGAICTCTGGC TPCCEGALY:elC i — GAG
CCAIACECAICTOAeACH ANOCACGAECTCTGGCTECCOCAIRKCCINE: = I NFVINEGAG
cCle TEEG TTCESeCTHACGC CGCIGAGATGC TRAAITEE TCIAGEGGCCTGE
cch ACGIEES THCEATCAG CCAGATGCTIEAANSTATCEOCRGGCCTGG
MEGGTARCASAGCCRT - - ——————— €16 C A L€ ——
€ TCGGLGGETCGT@ATCCACCACCEECTCACRCIACCAAATCCGAATTTTCCCTATCGAACCACCTGCA
---------------- NCABEGAGATCCACGCETCAACASTCGAT CEECAATATERGEAT CRGHE
GCTGCAGTACCCCAGCHGC®ACAGCGATATGECGCCACECACCAGHNETCCACHACCANCIHC
TCEFACACETCEABCTRCCC THEGG+++BAGCEGGCABACEGGCEEG—— -~ ——————————————————
CAGOTCCIEGCEGEAGHT TACHNECA- - —€CAGECATCECCOAAALETCGCCACGGAACCACAGTTCTGG

-------------------------------------------------------- NEJXECGCTTCCHE
GTCTGTCCACCACCACGCTGGGCATCGAGCGGGAGAGCACCAGGAATTCCCTGGCCINGUNETCGCATGEE

TTCEAGGACHAEECTCTC---EATCOAAGARGRATEICAGETCCECRACEECGTCEARGCATCC A
CGGEGAACAELIOCATGCH++EACT®T T TCRCIAGEIT TCECA. GaTTGCGAGCGT‘T AAAAG A

CECEEGIECABGTTCAAC -~~~ —— == —mmmmm e GAGES TCASCTTHAGCGEACCG
ASOTL[®C T@AGCTGTTCCTGGACGTGAGAAACGTGCCGGGCATGAGEACERACECACEA TG TEGAAA
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TEGGCAEGCEEAAEACCECTAGCIYNEEEATCGT THXEC TICEASCRECAGCECGIGHTCCCEEETGG
CleC®CACG CTECGC®GCCACIYAEI®ECCAT. TCGEC aCGCACTC TCCE®EACA
o CellT TCEAGEIAGAGOTCCTCGAL® - —— ————————— [YIAARCGCEEFAGAGCCGEARNGTC
C TEIACAEGAIGCCTOGATGACGR®GACGACGAGGAGEAEIRGIAGCGEE®NACAGA GaTC

AGCGACTIA ~ — — - — o
CAGACGGTCGAAGATCTGCCACTCGGACACTGAGCTAGATCCTCCGCAGAAGGCGAAGCAGTGCCACA

----------------- GG AT TEoeC T8CCEeCCosE T GCACETGECCINTART THGGEGA
TAGCCGGGCAGAATCATINETCEEACTACTHICCACRIICREC TINEC T THE S TIRe TG T L T e
B m o 86
CAGACCGCTCCAGAATTGTGTGAAATCGGCGGAGGTGAAGATTATTTCGTCCGCCTTCCGAGTGACCARC
GTEEAGEAGACCCCCGCCCCAARSTTCT--—Acq] COPCCGTTTCOEC-—-——————————
CASIACEGCGGTGAGCAGT TCGEECAGCCAGITCENECACLCINIGTGCAGTINE TGGCAATAAAAAGT
CATTGACCTCCAGTGTGAGTGCCGGCATAACAGGTGGACCGGCAGGAGCGGCTCCAGCCACAGTTGGCTC
IS CACRECEECA TS CECCARCIACE TCEAGGCGCE TTICCTCEGAAG C- - -JXECHECAGG
XeccpciE e cAggeTEC T T®AGEGCAGCTE®GCIGACAETTC GIAT TEEGTAC
CEGCAGCAGRAGC—————— === ————mm e ACCIECTGAATIESCER TS
CTECTCCGONACTCCTTGTCCTGGCCGACGAAAGT TGAGCATCCAAREACCGCCI[eGERICELLe:
CG TGN lc/cH—— TECAGEACATEG TCTRGRRICEEAE + ++FRAGC- - ——————— - ———
CQIEEGATTCAAGTCGTCATCETCHECEGEECACCINIRRITEECE - - TG TGCGAACATCCCTGCTGTT
——————— YSGRAGCRECAGCCTGCTGABGTCGAGGCEAGEC CCECCECCEgeCSCATECETGCC
GACGCCCNeCHAAIN®AGCGACCACCTECAACTCATSC TLGAEA CINOC TIEACGAGT
CACT Ao CEECECGAGCCTCHEC TCORGECAANECRAGCRAT TR CISCIE CEECH
e CIAGAATATGAACTACCAG cacceanTeTaeTceClAgAccNEcACccA eTchAcceT|
8CCCCACAGATACHAACES XeleCACACTCOIGGASINECAGCG TGETETCCOGEAACTE
GOINIGRICINC R CAdINGACEC TECCINIRICAIICACTCGRGCANEeCAGCGTCRTE TCCAGRAACYS
CTCGCGCCACGGYI®GGATCATCAGGCTOGAGCAGAAGGCCACCAAGGTGCTI®GGEGTGGTGTTCT TS
CTCGCGCCACGGOAGGATCATCAGGCTEGAGCAGAAGGCCACCAAGGTGCTIEGCAGTGGTGTTCTT
TTCGT@ATINCTETGGECGCCETTCTTCGTYCTCAASCTEATEOCCINECOG TG TGCECHNASTGCGAGHNE
TTCGTIATECTETGGUCGCCITTCTTCGTCTCAALIC TS TIECCCEG TG TGCECIEAETGCGAGE
NAATIRINCCACINAGINTIT TCGACS TGGECACCTGGCTGGGC TACGCAGCTCCATGGTGAACCCCATCTT]
e AATIINECCACHIEGET® TTCGACETGOPCACCTGGCTGGGCTACGCAGCTCCATGGTGAACCCCATCTT
CTACACCATCTTCAACAAGGTGTTC ANGCGTTCAAGAAGGTEITGCT® GIACAGERAT - --
CTACACCATCTTCAACAAGGTGTTCGECACEGCGTTCAAGAAGGTE®TGCTIETGCEGE TAIRISGACHNEE
CAAASGIIEEATSEE TCINEGIAG 2202
AGTGECIEeCHNdeeACINEAIA 2715
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