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Fig. 5:
>Fe2 11-7
ATGAAACATTTECCGCATATGTAATTATCGEGTGTCTTTCGAGTACGGCATTAGCTAGTICAATTACAGAAAATACGTTTT
GEAACAAAGASTICTCTGOCGAMGCCETCAATGGTGTITTICGTIGCTITG TAGCAGIAAATCOT TACCAA,

W}'GAAAGGAATATCTTCCAGCATCAACATTTMGATCCCCAACGCAATTATCGGCCTAGAAACTGGTG
TCATAAAGAATGAGCATCAGALT] GAAAGAGACTTGAGCTT

SEQ 1D NO1

MKTFAAYVHACLSSTALASSITENTFWNKEF SAEAVNGVFVLOCKSSSKSCATNNLARASKEYLPASTRRIPNANGLETGVIKNEHO!
FRWDGKPRAMKQWERDLSLRGAIQVSAVPVYFQOIAREVEGEVRMOQKYLKKES YGNONISGGIDKFWLE GOLRISAVNOVEFLESL
FLNKLEASKENQLIVKEALVTEAAFEYLYHSKTGFSGVGTESNPGVAWWY BWYEKGAEVYFFAFNMDIDNENKLPLRKSIPTKIM
ASEGHGG

SEQIDNQ 2

>Fedd 11-7
ATGAAAACATTTGCCGECATATGTAATTATCSCGTETCTITCEAGTACGGLATTAGE TEGTTCAATTACAGAALATACGTCTTG
GAACAAAGAGTTCTCTGCCGAAGCLOTCAATGETETOTTCGTGCTT T TAAAAG TAGCAGTAAATCCTGCEOTACCAATSADL
TTAGCTCGTGCATCAAAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACGCAATTATCGGCCTAGAAACTGGTGTEA

TwewGAGCA?GAGWMMGCCMGAGCWGAAWCWMM

GGGGCAATACAAGT_FCAGC 5 FLG AAL

GAAAATAR WGGCGCTAAGAAAMCQATTgCCACCAAAATCATGQCAAQTQ&QQQQATCATTGGTGGCTAA

SEQIINO3

MKTFAAYVIACLSSTALAGSITENTSWNKEFSAEAVNGYFVLCKSSSKSCATNDLARASKEYLPASTEKIPNALGLE TGYIKNERQL
FRWDGKPRAMKQWERDLTLRGAIQVSAVPVFQQIAREVGEVRMOK YLKKFSY GNQNISGGIDKFWSEGOLRISAVNOVEFLESL,
FLNKESASKENCOLIVKEALVTEAAPEYLVHSKTGFSGVETESNP GVANWVGWYEKGAEVYFFAFNMODIDNENKLPLRKSIPTKIM
ASEGIGS

SEQIDNO4

»Feld 117
ATGAAAACATTTGCCGUATATGTAATTATCGCGTGTCT T TCGAGTACGGCATTAGCTGGTTCAATTACAGAAAATACGTCTTG
GAACAAAGAGTTCTOTGCCBAAGCLGTCAATGRTIGTOTTCGTGUTTIGTAAAAGTAGCASTAAATCOTGOGCTACCAATGAC
TTAGCTCGTGCATCAAMGEAATATCTTCCAGCATCAACATTTAABATCCCLAACGCAATTATCGOCC TAGAAACTGG TGTCA
TAAMGAATGAGCATCAGGTTITTCAAATGCGACGGAAAGCCAAGAGCLATGAAGCAATGOGAAAGAGACTTBACCTTAAGAG
GGGCAATACAAGTTTCAGCTETTCOCGTATITCAACAMATCGUCAGAGAAGTTGOLGAAGTAAGAATGCAGAAATACCTTAA
AAAATTTTCCTATGGECACGCCACGAATATCAGTGETGGCATIGACAAATIC TG G TTGGAAGACCAGCTTAGAATTTCCGCAGTT
AATCAAGTGGAGTTTCTAGAGTCTOTATAT TTAAATAAATTGTCAGCATCTAAAGAAANC CAGC TAATAGTAAAAGAGRLCTTT
GGTAACGGAGGCGECACCTGAATATCTAG TGCATTCAAAAACTGETTTTTCTGR TG T GGBAALTCAGTCAAATCOTOGTET
CGCATGRTGEATTIGGGTCGBTTCAGAAGGAGACAGAGETITACTTITTOGCCT TTAACATCGATATAGACAAC GAAAGTAA
GTTGCOGCTAAGAAAATCCATTCCCACCAALATCAGSGAAAGTGAGGGCATCATTGETEGOTAA

SEQIDNOSE

MKTFAAYVIACLSSTALAGSITENTSWNKEF SAEAVNGVFYLCKSSSKSCATNDLARASKE YL PASTFKIPNAIGLETGVIKNEHG

VFRKWDGKPRAMKOWERDLTLRGAIQVSAVPVFOQIAREVGEVRMOK YLKKF S Y GSQNISGGIDK FWLEDQLRISAVNQYEFLES
LYLNKLSASKENQLIVKEALVTEAAPEYLVHEKTGF SGVGTESNPGVAWWYGWVEKE TEVYFFAFNMDIDNESKLPLRKSIPTKIR
ESEGIGE

SEQIDNOG
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Fig. 5 continued

»Fel5 147

A?GAMACATTTGCCGCATATGTAATTATCGCGTGTCTTFCGAGTACGG{3A?TAGCTGGTTCAATTACAGAAAATACG?GWG

GAACARAGAGTTCTOTGCCGAAGCCGTCAATGGTETUTTCGTGCTTTGTAAAAGTAGCAGTAAATCCTGOGC TACCAATGAL

TTAGCTOGT GUAGEAAAGGAATATCTTCOAGCATCAACATITAAGATCGCCAACGCAATTATY ST AGABACTEGTGT
G ATCAGGTTTTCAAATGOGACGGAMAGCCAAGAGCCATGAAGCAATEGS GAGACTTGACCTTAA

GAGGGGLAATACAAGTTTCAGCTGTTCCUGTATTTCAACAAATCGLCAGAGAAGTTOGCGAAGTAAGAAT G CAGAAATACS

TTAARLANTTTTCCTATCGCAGLCAGAATATCAGTCATGGCAT TGACAAA TCIGGTT GGAAGQ!Q&QQTTAQ%; [JecGe

A STCTCTA FTTAAA A A ; , AL :

GAAAATAAG GCCGCTAA-GAAAATCCATTCCCACCAAAAYCATGGCAAGTGAGGGCATCATTGGTGGCTAA

SEQIQNGT

MKTFAAYVIIACLEBTALAGSITENTSWNKEFSAEAVNGYFVL CKESSKSCATNDLARAPKEYLPASTFKIENALGLETGVIKNERG
VERWDGKPRAMKQWERDLTLRGAIQVSAYPYFRQIAREVGEVRMOK YLK KFS Y GSQNISGGIDKFWLEGOLRISAVNGYEELES
LFLMKLBASKENQLIVKEALYTEAAPEYLVHSKT GFSGVGTESNPGVAWWY GWVEKGAEVYFFAENMDIDNENKLPLRKSIPTKI
MASEGIGG

SEQINOS

>Fel6 117
ATGAAAACATITECCGCATATGCTAATTATCGCGTGTCT TTCBAGTACGG CATTAGCTGGTTCAATTACAGAAAATACETCTTG
GAACAAAGAGTTCTCTGOCGAAGLCGTCAATGGTETCTTCGTGL T TR TAAAAG TAGCAG TAAATCCTOLECTACCAATGAC
TTAGCTCOTGCATCAAAGGAATATCTTCCAGBCATCAACAT TTAAGATCLGCAACGCAATTATOGGOCTAGAAACTGETGTCA
TAAAGAATGAGCATCAGGTTTTCAATEGGAC GOAAAGCCAAGAGCCATGAAGCAATGEOAAAGAGACTTGACCTTAAGAG
GGGCAATACAAGTTTCAGCTGTTCCCGTATTTCAACAAATCECCAGAGAAGT TG AL BAAGTAAGAATGCAGAAATACCTTAA
AAAAWTTCCTATGGCAGCCAGAATATCAGTGGTGGCATTGACAAATWGGMGACCAGCTTAGAAWCCGCAGTT
AATCAAGT GBAGTTTCTAGAGTCTCTATATTTAMATAAATTETCAGCATCTAAAGAAAACCAGCTAATAGTAAAAGAGGCTTT
GOTAACGGAGGLGGCACCTEAATATCTAGTGCATTCAARMAACTGETTTT ICTERTGTEGGAACT GAGTCAAATCCTESTGT
COCATGGTGGETTGGOTEAGTTEAGAAGGAGAC AGAGGBTTTACTTTITCGCOTTTAACATGGATATGGACAACGAAAGTAA
GTTGCCGCTAAGAAAATCCATTCCCACCAAAATCATGGARAGTRAGEGCATCATTGATGGATAA

SEQIDNO S

MKTFAAYVIIACLESTALAGSITENTSWNKEFSAEAVNGYFVLCKSSSKSCATNDLARASKE YL PASTEKIPNAIGLETGY IKNEHG
VFKWDGKPRAMKQWERDLTLRGAEQVSA\!PVFQQEAREVGEVRMQKYLKKFSYGSQN?SGG%DKF‘NLEDQLRISAVNQVEFLES
LYLNKLSASKENQLiVKEA%.VTEAAPEYLVHSKTGFSGVGTESNPGVAWWVGWVEKETEWFFAFNMDMDNESKi_PLRKS%PTKE
MESEGHGG

SEQ IDNO 10

>FeiQ 117
AT GAAAACATT TGO CGCATAT GTAAT TAGTGCGT GTCTT T AAGTACGGCATTAGCTAGTTCAATTA

.

AACTIAGCILOTGOA TCAAAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACGCAATTATCOGOLT AL CTEETG
TOATAMAGAAT GAGCATCAGATTTTCAAATGGGACGEAAAGCCAAGAGCCATGAAACAATGGGAAAGAGACTTGAGCTIA

SEQ IDNO 11

MKTFAAYV [FACLSSTALASSITENTFWNKEFSAEAVNGYFVLCKSSSKSCATYNLARASKEYLPASTFKIPNAIGLETGVIKNEHG
IFRWOGKP RAMKQWERDL SLRGAIQVSAVPVFOOIAREY GEVRMOK YLKKF SYGNONISGGIDKFWLEGQLRISAVNGVERLES
LFLNKLSASKENGLIVKEALVTEAAPE YL VHEKTGFSGYGTESNPOYAWWY GWVEK GAEVYFFAFNMDIDNENKL PLRKSIETK|

MASEGUGS

SEQ NG 12
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Fig. & continued

>Falt 14.7
ATGAAAACATTTGCCGCATATGTAATTATCGCGTGTCTTTCRAGTACGGCATTAGCTAGTTCAATTACAGAAAATACGTCTTG
CAACAAAGAGTTCTCTGECCGAAGCCBTCAATGRTGTCTTCGTEOTTTGTAAMAG TAGCAGTAATCCTGCGCOTACCAATGAC
TTAGCTCGTGCATCAAAGGAATATCTTCCAGUATCAACATITAAGATCLCCAACGCAATTATCBGCOTAGAAACTGSTGTCA
TAAGGAATGAGCATCAGGTTTTCAAATGGGACGGAAAGCCAAGAGCCAT GAABCAATHEGAMGAGACTTGACCTTAAGAG
GGEGCAATACAAGTTTCAGCTGTTCCCGTATTTCAACAAATCBLCAGAGAAG TTBBCGAAGTAAGAATGCAGAAATACCTTAA
AAAATTTTCCTATEGCAGCCAGAATATCAGTGGTGGCATTGACAAATIC TGS ITGGAAGACCAGCTTAGAATTTCCGCAGTT

AATL,AAGTGGAG'I'TFCTAGAGTCTCYATATTTAAATAAATTGTCAGCATCTAAAGAAAA JCAGCTAATAGT M&&Qgﬁgggm
GGIAM LIGAATAT TGC AT TCAAMAACTCETT T I TCIGGYTGTGGGAACTGAGTCAAA

Tcegrg-rgggn GGGTGGGT IGAGAAGBAGACAGAGGT TTAGTITTTCGG, ATTTAAGATGGATATAGACAACGA g 1
AAGTTGCCGCTAAGAAAAT TCATTCCCAGGAAAATCATGGCAAGTGAGGGCATCATTHETGGCTAA

SEQIDNO 13

METFAAYVIACLSSTALAGSITENTSWNKEFSAEAVNGYFVLLKSSSKSCATNDLARASKEYL PASTFKIPNARGLE TGVIRNERQ
VFKWDGKPRAMKOWERDLTLRGAIQY SAVPVFCQIAREY GEVRMOKYLKKF S Y GSANISGGIDKFWLEDOLRISAVNQVYEFLES
LYLNKLSASKENOQLIVKEALVTEAAPEYLVHEK TGRS GVGTESNP G VAWWY GWVEKE TEVYFEAFNMDIDNENKL PLRKFIPTK!
MASEGIGE

SEQID NO 14



VWU LY L1240V PU/EP2ZUT 1/USS530
8/21

Fig. &

>Fel9 11-5
ATGAAAAGATTTGCCGCATATGTAATTATCGCSTGTCTTTOGACTACGGUATTAGC TG GTTCAATTACAGAAAATACGTCTTS
GAACAAAGAGTTCTCTGCUGAAGCCGTCAATCETGTCTTCGTACTITG TAAAAGTAGCAGTAANT COTGCBOTACCAATGAC
TTAGCTCETGCATCAAAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACGCAATTATC GGCCTAGAGACTGETATCA
TAAAGAATGAGCATCAGGTTITTCAAATGGGACGGAAAGCCAAGAGCCATGAAGCAAT GOBAAAGAGACTTEACC TTAAGAG
GGGLAATACAAGTTTCAGCTGTTCCCGTATTTCAACARATCCCCAGAGAAGTTGGLBAAGTAAGAATGCAGAAATACCTTAA
AMAATTTTCCTATGGCAGLCAGAATATCAGTS GBTGECATTGACAAATICTGGTTGBAAGACCAGUTTAGAATTTCCGCAGTT
AATCAAGTGOAGTTTCTAGAGTCTCTATATTTAAATAAATTGTCA GCATCTAAAGAAAACCAGLTAATAGTAAAAGAGGCAAT,
AGTTACAGAAGCAACTCCACAATATATA CATTCARAAACTGATTTTTCT OO TG TRGGAAC TGAGTCAAATCCTGGTGT
COCATERTRGGTTGEGTEGGTTCAGAAGGAGAGAGAGETT TACTTTITCGCOTTTAACAT GGATATAGACAACGAAAGTAA
GTTGCCGCTAAGAAMATCCATTCCUACCAAAATCATCGAAAGTBAGGGCATCATCATTGETGGCTAA

SEQIDNO 15

METFAAYVIIACLSSTALAGSITENTSWNKEFSAEAVNGYFVLCKSSSKSCATNOLARASKE YL PASTFKIPNANGLETGVIKNEHG
VERWDGKPRAMKQWERDLTLRGAIQVSAVPYFOOIAREYGEVRMOKYLKKFS Y GSGNISGGIDKFWLEDGLRISAVNOVEFLES
LYL!\iKLSASKENQL%VKEANTEATPEY%VHSKTGFSGVG?ESNF’GVAWWVGWVEKETEWFFAFNMDIL’JNESKL?LRKS{PTK
ESEGIHGG

SEQID NO 16

>Fel3 115
ATGAAAACATT TBCCGCATATGTAATTATCGEGTGTCTTTCEAGTACGGCATTAGCTEGTTCAATTACAGAAAATACGTCTTE
GAACAAAGAGTTCTCTGCCGAAGCCGTCAATGETGTCTTCG TG TTTGTAMAGTAGCAGTAAATCCTGCGCTACCAATGAC
TTAGCTCGTGCATCAAAGGAATATCTTCCAGCAT CAACATTTAAGATCCCCAACGEAAT TATCGGC TAGAAACTGGTGTCA
TAAAGAATGAGCATCAGGTTTTCAM TGBGACEGAAAGCCAAGAGCCATGAAGTAATGGBARAGAGACTTGACCTTAAGAG
GGBCAATACAAGTTTCAGCTGTTCCCATAT TTCAACARATCGCCAGAGAAGTTGRCGAAGTAAGAATGCAGAAATACCTTAA
AAAATTTTCCTATGGCAGCCAGAATATCAGTGGTGGCATTGACAAATTCTGG TTEGAACACCAGCTTAGAATTTCCGCAGTT
AATCAAGTEGAGTTTCTAGAGTCTCTATAT TTAAATAAMTTGTCAGCATCTAAAGAAAMCCAGCTAATAGTAAAAGAGGCTTT
GGTAACGGAGBCGGECACCTGAATATCTAGT GCATICAAAAACTGGTTT T TCTGGTGTGGGAACT GAGTCAAATCCTGETGT
CECATGGTGGGTIGECTCOGTAGAGAMGGAACTGAGGTTTACTTITICGCCTTTAGCATGGATATAGACAACGAAAGTA
AGTTGCCGOTAAGAARATCCATTOCCACCAARAT CAT GGARAGT GAGGGCATCATTGGTGGCTAA

SEQIDNGHY

MKTEAAYVHACLESSTALAGSITENTSWNKEFSAEAVNGVFVLCKSSSKSCATNDLARASKE YL PASTRIPNARGLETGVIKNERQ
VEKWDGKPRAMKQWERDLTLRGAIQVSAVPVFQQIAREVGEYRMOKYLKKFSYGSONISGGIDK FWLEDOLRISAVNQVEFLES
LYLNKLSASKENQOL IVKEALYTEAAPE YLVHSK TGFSGYGTESNPGYAWWYGWVEKGTEVYFFAF SMDIONESKLPLRKSIETK]
MESEGHGE

SEQ ID NG 18

=Fat4d 11-5
ATGAAAACATTTGCCBLATATGTAATTATCGLGTETCTTTGGAGTACGGCATTAGC TG TTCAAT TACAGAAMATALGTCTTG
GAACAAAGAGTTCTCTGLOBAAGCCATCAATGRTETCTTCOTECT TG TAAMAG TAGCAGTAAATCOTGOGCTAGCAATGAD
TTAGLCTCETGCATCAAAGGAATATCT TCOAGOATCAACATTTAAGATCCCCAACGCAATTATCGGCCTAGAAACTEGTATCA
TAAMGAATGAGCATCAGETTTTCAAATGGGACGGAAAGCCAAGAGCCATGAAGCAATGEGAAMGAGACTTGACCTTAAGAS
GGECAATACAAGTTTCAGCTGTTCCCATATTTCAACAAATCGCCAGAGAAGTTOGCGAAGTAAGAATGCACGAAATACCTTAA
AAAATTTTCCTATGGUAGCCAGAATATCAGTGGTGRCATTGACAAATTC TGO TTGGAAGACCAGCTTAGAATTTCOGCAGTT
AATCAAGTGGAGTTTCTAGAGTCTCTATAT TTAAATAAATTGTCAGEATC TAAAGAAACCAGE TAATAGTAAAAGAGECTTT
GATAACGGAGGCGECACCTCAATATCTAGTGLATTCAAAAACTRGTTTT TG TR TG TG BAACTGAGTCAAATOOTGETST
CGCAT G{;TGGGT’GGGTGGG?TGAGAAGGAGACAGASGT?TAGWCG(:{:TTTAACATGGATATAGACMCGAGAGTM
ATT A CATTTCAACGAMRATT A ARGT FGCATCATCATTGGTIGGCTAA

SEQIDNO 19

MKTFAAYVIACLSSTALAGEITENTSWNKEFSAEAVNGVFVLCKSSSKSCATNDLARASKE YLPASTEKIPNAIGLETGVIKNEHG
VEKWDGKPRAMKQWERDLTLRGAIQVSAVPVFQOIAREVG EVRMOKYLKKFSYGSQMNISGBIDKFWLEDQLRISAVNQVEFLES
LYLNKLSASKENQLIVKEALVTEAAPEYLVHSKTGFSGVGTE SNPGVAWWYGWVEK ETEVYFRAFNMDIDNESKL PSRKSISTKS
MASEGHGG

SEQ D NO 20
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Flg. 8 continued

>Fel6 11.5
ATCAARACATTTGCLGCATATATAATTATCGCGTGTCTTTCGAGTACGG CATTAGCTGGTTCAATTACAGAAAATACGTCTTG
GAACAAAGAGTTCTCTGLUGAAGEOGTCAATGGTETCTTCOTGCTT TG TAAMAGTAGCAGTAAATC CTGCGCTACCAATGAG
TTAGCTCGTGUATCAAAGGAATATCTTCCAGCATCAACATTTAAGATCCC CAACGCAATTATS GGCCTAGAAACTGETGTCA
TAAAGAATGAGCATCAGGTTTTCAATGGGACGBAAAGCCAAGAGCCATGAAG CAATGGGAAAGAGACTTGACCTTAAGAS
GOGCAATACAAGTTTCAGCTGTTCCCATATT TCAACAAATCBUCAGAGAAGTTEGCGAAG TGAGAATGCAGAAATACCTTAA
AAAATTTTCCTATGGLAGCUAGAATATCAGT GETGGCATTCACAAATTO T GG TTGGAAGACCABCT TAGBAATTTC CGCAGTT
AATCAAGTGEAGTCTCTAGAGTCTCTATATTTAAATAAATTGTCAGCATS TAAAGAAMACCAGCTAATAGTAAAAGAGGCTTT
GGTAACGGAGGCGGCACCTGAATATCTAGTGCATTCAAAMACTGGTTTTTOTS GTGTGGGAACTGAGTCAAMTCOTGGTET
CECATAGTGEGTTCEETGAC TTGAGAAGGAGACAGAGGTTITACTTTITCGE CTTTAACATGGATATAGACAACGAMGTAA
GTTGCCGCTAAGAAAATCCATTCCCACCAAAATCATGGAAAGTGAGGGECATCATTEATGGCTAA

SEQ ID NG 21

MKTFAAWHACLSSTALAGS%TENTSWNKEFSAEAVNGVFVLCKSSSKSCATN{'}MRASKEYLPASTFKIPNAIIGLETGV?KNEHQ
VEKWOGKPRAMKQWERDLTLRGAIQVSAVPVEQQR IAREVGEVRMOKYLKKFSYGSQNISGGIDKFWLEDQLRISAVNQVESLES
LYLNKLSASKENQLIVKEALYTEAAPEYLVYHSK TGRS GV G TE SNPGVAWWVGWVEKETEVYFFAENMDIDNES KLPLRKSIFTKI
MESEGIGG

SEQIDNOQ 22

>Fat? 11-5
ATGAAAACATTTGCCGCATATGTAATTATCOCGTGTCTTTCGAGTACGGCATTAGCTGOT TCAATTACAGAAAATACGTCTTS
CAALAAAGAGTTCTCTGCCGAAGLCGTCAATGETGTCTTCGTGLTTTGTAAAAG TAGCAGTAAATCCTGCGCTACCAATGAL
TTAGCTCGTGCATCAAAGGAATATCTTCCARCATCAACATTTAAGATCECCAACKCAATTATC GGCUTAGAAACTGGTGTCA
TAAAGAATGAGCATCAGGTTTTCAAATGGRACGEARAGCCAAGAGOCATGAAG CAATGGGAAAGAGACTTGACCTTAAGAG
GGGCAA?“AGAAGTT{CAGCTGTTCCCGTA?T}’CMCAAATCGCCAB«AGAAGTTGGCGAAGTMGAATGCAGAAATACCTTAA
AAAATTTTCCTATGRCAGCCAGAATATCAGTGGTGECATTCACARATTCTGGETTG GAAGACCAGCTTAGAATTTCCGCAGTT
AATCAACAGGAGTTIC TABAGTCTCTATATTTAAATAAATTGTCAGCATCTAAAGAAAACCAGCTAATAGTAAAAGAGGCTTT
GGTAACGGAGGCGGCACC'FGAATATCTAGTGCAWCAAAAACTGGT!'TTTCTGGTGTGGGAACTGAGTCMATCCTGGTGT
CGCATGGTGG GTTGGGETCOGTTGAGAAGBAGACAGAGRTTITACTTTTTCGLOTTTAACATGGATATAGACAACGAAAGTAA -
GTTGCCGCTAAGAAAATCCATTCCCACCAAAATCATGGAAAGTGAGGGCAT CATCATTGGIGOCTAA

SEQIDNG 23

MKTFAAYVHACLSSTALAGSITENTSWNKE FEAEAVNGVWIVLCKSSSKSCATNDLARASKEYLPASTFKIPNANIGLETGVIKNEHG
VFK‘NDGKF’RAMKQWERDLTLRGNQVSAVPVFQQIAREVGEVRMQKYLKKFSYGSQNISGGIE)KFWLEBQLRISAVNQEEFL'ES
LYLNKLEASKENQLIVKEALVTEAAPE YLVHSKTGFSGVGTESNPGVAWWY GWVEKETEVYFEARNRD! DNESKLPLRKSIPTKL
MESEGHIGG

SEQ D ND 24

>Fetd 113
ATCAAAACATT TRCCGCATATGTAATTATCGCETOTCT T TCGAGTACGGUATTAGE TOGTTCAATTACAGAAAATACSTCTTS
GAACAAAGAGTTCTCTGCCGAAGCCGTCAATGGTGTCT’?CGTGCWTGTAAAAGTAGCAGTAMTCCTGCGCTACCN\TGAC
'E"TAGGTCGTGCATCAAAGGAATATCTTCCAGCATCMCATFTMGATCCC:CAACGCAA"E"TATCGGCCTAGAAACTGGTGTCA
TAAAGAATGAGCATCAGGT?TTCAAATGGGACGG‘MAGCGAAGAGCCATGAAGCAATGGGMAGAGACWGAQ.CTTAAGAG
GGGCAATACAAGTTTCAGCTGWCCCGTAT'E‘TCAACMATCGCCAGAGAAGT"TGGCGAAGTAAGAATGCAGAGATACCTTAA
AAAA'%TTTCCTATGGQAGGCAGAATATCAGTGGTGGCATTGA.CAAAWCTGGTTGGAAGACCAGCTTAGAA‘%‘%TCCGCAGT"F
AATCAAG?GGAGTTT"GTAGAGTCTCTATAT?“TAAATAAATTGTCAGCATCTAAAGAAAACCAGCTMTAGTAMAGAGGCW

GGTAACGGAGGCGGCACC"?GAATATCTAGTGCATT’CAAAAACTGGTFTTTCTGGTGTGGGAACTGAGTCAAATCCTGGTGT

CECATGGTAGGTTEEETGGETTGGEAAGGAGAC AGAGGTTTACTT T I ICGCCTTTAAC ATGGATATAGAC AACGAAAC

TIGCCOOTAAGAAA

SEQ NG 2B

MKT“PAAY\{HACLSSTALAGSiTENTSWNKEFSAEAVNG\!FVLGKSSSKSCATNDLARASKEYLPASTFKiPNAiSGLETGVIKNEH.Q.
VE"'KWDGKPRAMKQWERDLSLRGA!QVSAVPVFQO%AREVG‘EVRMORYLKKFSYGSQNESGG&DHFWLEDQLRESA\JNQVEFLES
LYLNKLBASKENGLIVKEALY TEAAPE YLVHSK TGFSGVG TE SNPGVAWWVYGWYGKETEVYEFAF NIMDIDNESKLPLRKSIFTKI
MESEGHGE

SEQ D NO 28
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>Fa1g 118
ATGAMAACATTTGCCGOATATETAATTACTECGTRTCTTTCAAGTACGGCATTAGCTAGTTCAATTACAGAAAATACGTITTG

GAACAAAGAGTTCTCTECOGAAGCCGTCARTGGTGTIITTTCGT GCTTTGTARAAGTAGCAGTAAATCCTGCGCTACCAATA,
ACTTAGCTCGTGCATCAAAGGAATATCTTCCAGCATCAACAT T TAAGATCCCCAACGCAATTATC GBCCTAGAAACTGGTGT

CATAAMGAATCAGCATCAGGTTTTCAAATGGGACGGAAAGCCAAGAGCCATGAAACAATEGGAMGAGACTTGAGCTTAAG

AGGGGCAATACAAGTTTCAGCGGTTCCCGTATTTCAACAAATC GCCAGAGAAG TTGECGAAGTAAGAATGCAGAAATATCTT
AAAAAATTTTCATATGGIAACCABAATATCAGT GGTGGCATTGACAAATTCTEGTTGGAGGGTEAGCTTAGAATTTCCGLAG
TTAATCAAGTGGAGT TTCTAGAGTCTCTATTTTTAAATAAATTGTCAGCATCAABAGAAAATCAGCTAAT AGT ARAAGAGGCT

TTGGTAACGGAGGC TGCEOCTBAATATCT TGTGCATTCAAAAACTGETTTTICT GG TG TG GGAACTGAGTCAAATCETABTG
TCGCATGGTGGGTIGELIGEGTTCACAAGGGAGEAGAGGTTTACTTITT CACATIIAACATGBATATAGACAACGAAAATA
AGTTGCCGCTAAGAARATCCAT TCCCACCAART CATGGLAAGTGAGGGCATCATTGGTGGOTAA

SEQ D NG 27

MKTFAAYVITACLSSTALASSITENTFWNKEFSAEAVNGYFVLCKSSSKSCATNNLARASKE YL PASTFKIPNAIIGLETGVIKNEHQ
YFKWDOKPRAMKQWERDSLRGAIQVSAVPYFQQIAREVGEVRMOK YLKK FSYGNONISGGIDKFWL EGOLRISAVNOVEFLES
LFLNKLSASKENQLIVKEALVTEAAPEYLYHEKTGFSGVETESNPEVAWWY GWVEKGAEVYFFAFNMDIDNENKLPLRKSIPTK
MASEGHGG

SEQIB NG 28

>Fe20 11-5
ATGARAACATTTGCCBCATACGTAATTAGTGCOTGTCTTTCAAGTACGRCATTAGCTAGTTCAATTACAGAAAATACGTITTG
GAACAAAGAGTTCTCTGCCOAAGCCGTCAATGGTGTIIICG T GLTTTGTAAAAGTAGCAGTAAATCCTGCGETACCAATEAG
TTAGCTCOTGCATCAAAGGAATATCT TCCAGCATCAACAT TTAAGATCGCCAACGCAATTATCGGLCTAGAAACTGGTOTOA

TAAAGAAT GAGCATCAGATTTTCAAATGGGACGGAAAGLCAAGAGUCATGAAGCAAT GGGAAAGAGACTTGACCTTAAGAG
GGGCAATACAAGTTTCAGCTGTTCCCGTATTTCAACAAATCGCCAGAGAAGTTGGOGAAGTAAGAATGCAGAAATACCTTAA
AAAATTTTCATATGGTAACCAGARTATCAGTGGTGGLATTGACAAATTCTGGTTGEAGGGTCAGCTTAGAATTCCCBCAGTT
AATCAAGTGBAGTTTCTAGAGT CTCTATITT TAAATAAATTGTCAGCATCAAAAGAAAA TCAGL T AATAGT ARAAGAGGCTTT

GGTAACGGAGGLGGCACCTGAATATCTIGIGCATICAAAACTEGTTTTICT GG TGTERBAACTEAGTCAAATCCTGGTGT

CGCATGGTGGGTTGGITBGGTT GAGAAGGGAGCACAGGTTTACTTTTTCGCATITAAGATGGATATAGACAACGAAAATAA
GTTGCOGCTAABAARATCLATT CCCACCAAAATCATGGCAAGTGAGGBCATCATTACTGRECT AA

SEQ D NG 28

MKTFAAYVITACLSSTALASSITENTFWNKEFSAEAVNGVIVLCKSSSKECATNDOLARASKEYL PASTRIIPNAIGLE TGVIKNEHG
IFKWBGKPRAMKQWE RDLTLRGAIQVSAVPYFOQIAREVGEYRMOKYLKKF SYGNONISGGIDKEWLEGOLRIPAVNOVEFLES
LFLNKLGASKENQLIVKEALVTEAAPE YL VHSKT GFSGVYETESNPGVAWWY GWVEKGAEVY FEAFNMDIDNENKLPLRKSIFTII
MASEGHGG

SEG 1D NO 30

>Fe2l 115
ATCAAAACATTTGCCGCATATGTAATTATCGUGTETCTTTCGAGTACGGLATTAGLTGETTCAATTACAGAABRATACGTCTTG
GAACAAAGAGTTCTCTGCLGAAGCCGTCAATEET G TCTICETGLTT TG TAAAAGTAGCAGTAAATCCTGUGUTACCAATGAC
TTAGCTCGTGCATCAAAGRAATATCTTCCAGCATCAACATTTAAGATCCOCAACGCAATTATCGECCTAGAAACTRATGTCA
TAAAGAATGAGCATCAGGTTTICAAATGGGACGGBAAAGCCAAGAGCCATGAAGCAATGEGAAAGAGACTTGACCTTAAGAG
GGGCAATACAAGTTTCAGCTGTTCCCOTATTTCAACAAATCGCCAGAGAAGTTGOCGAAGTAAGAATGCAGAAATAGCTTAA
AAAATTTTCCTATGGCAGCCAGAATATCAGTGBTGECATTGACAAATTCTGG TTGGAAGACCAGCTTAGAATTTCOGCAGTT
AATCAAGTGCAGTTTCTAGAGTCTCTATATTTAAATAAATTGTCAGCATCTAAAGAAAACTAGCTAATAGTAAAAGAGRCTTT
GGTAACGGAGGUGGLACCTGAATATCTAGTBCATTCAAAAACTGGTTTTTCTEG TG TGOGAALTBAGTCAMTCCTGGTGT
CGCATGETBOGETTGEETEEATTOAGAAGGAGACAGAGGTTTACTTITTCBCOTTTAACATCGA TATAGACAACGAAAGTAA
GTTGCCOCTAAGAARATCCATTCLCACCAAAATCATGGAAAGTOAGGGLATCATTGGTGRCTAA

SEQIDNG 3
MKTEFAAYVIHACLSSTALAGSITENTSWNKEFSAEAVNGVFVLOKSESKSCATNDLARASKE YLPASTFKIPNAIGLETGVIKNEHG
VFKWDGKPRAMKQWERDLTLRGAIQVY SAVPVFOOIAREY GEVRMOKYLKKFSYBRONISGGIDKFWLEDGLRISAVNQYEFLES

LYLNKLSASKENQLIVKEALY TEAAPEYLVHSKTGFSGV G TESNPGVANWVGWYEKETEVYFFAFNMDIDNESKLPLRIKSIFTKI
MEBEGHGS

SEQIDNO 32



VY ZU LA/ D ASGTD POLEPZOTT/URS53)
11/21

Fig, @ centinued

>Fe22 11-8
ATGARAACATITGCCECATATGTAATTATCGCGTGTOTTTCBAGTACGGBCATTAGC TGO T TCAATTACAGAAAATACGTCTTG
GAACAAAGAGTTCTCTGLOGAAGLUGTCAATGETGTCTTCGTGO T T TG TAAAAGTAGLAGTAAATCCTGCGLTACCAATGAS
TTAGCTCGTGCATCAAAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACGCAAT TATCBGCCTAGAAACTGATGETCA
TAAAGAAT GAGCATCAGGTTTTCAAATGRGACGGAAAGCCAAGAGCOATEAAGCAATEGGAAAGAGALTTGACCTTAAGAG
GGGCAATACAAGTTICAGLTGTICCCGTATTTCAACAAATCGLCAGAGAAGTTBGOCAAGTAAGAATGLAGAAATACCTTAA
ALAATTTTCCTATGGCAGCCAGAATATCAGTGGTGGCATTCACAAATTCTGOTTGGAAGACCAGCTTAGAATTTCOGCAGTT
AATCAAGTGOAGTTTCTAGAGTCTCTATAT TTAAAT AAATTGTCAGCAT CTARAGAAAACCAGC TAATAG TAAAAGAGGCTTT
GGTAACGGAGGLGRLACCTGAAGATCTAGTGCATTCAAAAACT GETT T T TCIGGTGTGGGAACTGAGTCAAATCOTGGTGT
CGCATGGTGEETIGEETEEATTGAGAAGGAGACAGAGG TTTACTTTT TG GCCT TTAACATGGACATAGACAACGAAAGTAA
GTTGCCGCTAAGAAMATCCATTCCCACCAAAATCATGGAAMG TGAGGECATCATTGGTGECTAA

SEQ ID NG 33

MKTFAAYVHACLSSTALAGSITEN TSWHNKEFSAEAVNGYFVLCKSSSKSCATNILARASKE YL PASTFKIPNARGLETGVIKNEHG
VEKWDGKPRAMKQWERDLTLRGAIQVEAVPYFOQIAREVSEVRMOKYLKKES Y GSQNISGGIDK FWLEDQLRISAYNQVEFLES
LYLNKLSASKENQLIVKEALVTEAAPEHLYHSKTGFSGVGTESNPGYAWWYGWYEKETEYYFFAFNMDIDNESKL PLRKSIFTKI
MESEGHGG

BEQIDNO 34

»Fa2d 118

ATCAAAACATT TGCCGCATAT I TAAT TATCGCGTGTCTTTCGAGTACGGCATTAGCTGGTTCAATTACAGAAAATACGTCTTG
GAACAAAGAGT TCTCTGBCCGAAGLLGTCAATGETGTCTTCATECTI TG TAAAAG TAGCAGTAAATCC TGO GO TACCAATGAC
TTAGCTCOTGCATCAAAGGAATATCTTCCAGCATCAACATTTAABATCCC CAALGLAAT TATCG GO CTAGAAACTGETGTCA
TAAAGAATGAGCATCAGGTTTTCAAATGGGACGGAAAGCCAAGAGCCATGAAGLAATGBGAAAGAGACTTGACETTAAGAG
GGBGCAATACAAGTTTCAGCTRTTCOCGTATTTCAACAAATCGUCAGABAAGTTGECGAAG TAAGAATGCAGAAATACE TTAA
AAAATTTTCCTATEGCAGCCAGARTATCAGTGGTGRCATTGACAM T TCTGETTGGAAGACCAGCTTAGAATTTCOGCAGTT
AATCAAGT GGAGTTTCTAGAGTCTCTATAT TTAAATAAATTGTCAGCATC TAAAGAAAACCAGCTAATAG TAAAAGAGGCTTT
GGTAACGGAGGCGGCACCTGAARTATCTAGTGCATTCAAAMCTGGTTTTTCTEOTATGEGAACTGAGTCAAATCCTGGTGT
COCATGOTOGGTTGEGTEGETT CAGAAGGAGACAGAGGTTTACTI T ITCGCLTTTAACAT GGATATAGACAACSAAAGTAA
GTTGCCGC’?AAGAAAATCCA"(TCGCACCAMA"?CATGG-AAAGTGAGGGCATCATCA’?M

SEQIDNG 38

MKTFAAYLIACLSSTALAGSITENTSWNKEFSAEAVNGVFVLCKSSSKSCATNDLARASKE YLPASTRKIPNAIIGLETGVIKNEMQ
VEKWODGKPRAMKGWERDLTLRGAIQVSAVEVF QOIAREVGEVRMOK YLKKES Y GSQNISGGIDK FWLEDQLRISAVNOVEFLES
LYLNKLSASKENQLIVKEALVTEAAPEYLVHEBKTGFSG VG TE SNP GVAWWVGWYEKETEVYEFAFNMDIDNESKLPLRKSIPTK:
MESEGHIGG

SEQIDND 35

»Fa24 11-5
ATGAAAACATTTGCCACATATETAATTATCGCG TG TCTTTCGAGTACGECATTAGCTGGTTCAATTACAGAAAATACGTCTIG
GAACAAAGAGTTCTCTGUCGAAGCCGTCAATGE TG TCTTCGTGCTT TG TAAAAGTAGCAGTAAATCLTGOOCTACCAATGAC
TTAGCTCOTGCATCAAAGGAATATCTTGCAGCATCAACATTTAAGATCCCCAACGCAAT TATCG GO CTAGAAACTGGTGTCA
TAAAGAATCAGCATCAGGTTTICAATGGOACGRAAAGLCAAGAGCCATGAAGCAATCGGAMBGAGACTTGACCTTAAGAS
GGECAATACAAGTTTCTGCTGTTCCLGTATTTCAACAAATCGL CAGAGAAGTTGRCGAAGTAAGAATGCAGAAATACCTTAA
AAAATTTTCCTATGGCAGCCAGAATATCAGTGOTEGCATTBACAAATTC TGETTGBAAGACCAGC TTAGAATTTCCGTAGTT
AATCAAGTGGAGTTTCTAGAGTCTCTATATTTAAATAAAT T GTCAGCATCTAMGAAAACCAGC TAATAG TAAAAGAGGCTTT
GGTAACGGAGGCGGCACCTGAATATCTAGTGUATTCAAAAACTEBTTTTTCTGOTOTGGGAACTGAGTCAATCCTGGTGT
G GCATGGTGGGWGGGTGGGTTGAGAAGGAGACTGAGGT}'TACTTTTFTGCTTQ_IWCATAGACAATGAGAGTAA
ATTGCCGTCAAGAAAATCCATTTCAACGAM’»..‘?\TCATGGCAAGTGAAGGCATCATCATTGGTQGQT&&

SEQ IO NG 37
MKTEAAYVEACLSSTALAGEITENT SWNKEFSAEAVNGYFVLCKSSSKSCATNDLARASKE YLPASTFKIPNAIGLETGVIKNEHG

VEKWDGRPRAMKQWERDUTLRGAIQVSAVPVFOOIAREVGEVRMOKYLKKF SY GSONISGGIDKFWLEDQLRISAVNOVEFLES
LYLNKLSASKENQLIVKEALVTEAAPEYLVHSKTGFSGVE TESNP GVAWWVYGWYEKE TEVYFEASNMDIDNESKLP SRKSISTK]

MASEGINGG

SEQIDNO 3B



LB RELUL UIDDIN

TN A A A EAT

12721

Fig. 7
OXA&11 (parental)

ATGAAAACATTTGCCGUATATGTAATTATCGCATGTCTTTCRAGTACGGCATTAGCTGGT
TCAATTACAGAAAATACGTCTTGCAACAAAGAGTTCTCTGCCRAAGCCBTCAATGGTGETE
TTCETGLTTTGTAAAMGTAGCAGTARATCCTGCBCTACCAATGACTTAGCTCGTGCATCA
AAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACBCAATTATCBGLCTAGAAACT
GOTGTCATAAAGAATGAGCATCAGGTTTTCAAATGEGACESAAAGCCAAGAGCCATGAAG
CAATGGGAAAGAGACTTGACCTTAAGAGGGGCAATACAAGTTTCAGCTGTTCCCGTATTT
CAACAAAT COCCAGAGAAGTTEGOGAAG TAAGAATGCAGAAATACCT TAAAAAATTTTCS
TATGGCAGCCAGAATATCAGTGGTGOCATTBACAMATCCTERTTGOAAGACCAGCTTAGA
ATTTCCGCAGTTAATCAAGTGGAGTTTCTABAGTCTCTATATTTAAATAAATTETCAGCA
TCTAAAGAAAACCAGCTAATAGTAAMAGAGGUTTTGETAACEGAGGCGECACCTGAATAT
CTAGTGCATTCAAAAACTGETTTTTCTGGTGTCGGAACTGAG TCAAATCCTGGTGTCGCA
TEGTGGETTGEETEGGETTGAGAAGBAGACAGAGGTTTACTTTITCGLCTTTAACATGGAT
ATAGACAACGAAAGBTAAGTTGCCBCTAAGAAAATCLATTCCOACCAAAATCATGGAAAGT
GAGGGCATCATTGGTGGCTAA

SEQ D NO 38

QXAQ7 {parental} .
ATGAAAACATITGCCGCATATGTAATTACTGLG TG TCTTTCAAGTACGGCATTAGETAGT
TCAATTACAGAAMATACGTTTTOGAACAABAGTTCTCTGCCGAAGCCETCAATGRTETT
TTCETGCTTTGTAAAAGTAGCAGTAMTCLTGCGUTACCAATAACTTAGCTOGTGGACCA
AAGGAATATCTTCCAGCATCAACATTTAAGATCCCCAACGCAATTATCGGCOTAGAAACT
GATETCATAAAGAATGAGCATCAGATTTTCAAATGGGACGGAAAACCAAGAGCCATEAAA
CAATBGGAAAGAGACTTGAGLTTAAGAGGGGCAATACAAGTITCABCGGTTCCCGTATTT
CAACAAATCOUCAGAGAAGTTGGLGAAGTAAGAATGLAGAAATATCTTAAAAAATTTTCA
TATCETAACCAGAATATCAGTCECGGCATTGACALATTCTGGTCGGAGGGTCAGCTTAGA
ATTTCCBCAGTIAATCAAGT GGAGTTTCTAGAGTCTCTATTTITAAATAAATTGTCAGEA
TCAAAAGAAAATCAGCTAATACGTAAAAGAGGCTTTGGTAACGRAGGCTGCGOGTGAATAT
CTTGTGOATTCAAAAACTGGTTTTTCTOGTETGGGAACTGAGTCARATCOTAGTGTCGCA
TEETGGGTTGETIGEGT TOAGAAGGGAGCAGAGGTTTACTITITCGCAT TTAACATGGAT
ATAGACAACGAAAATAAGTTGCCGCTAAGAAALTCCATTCCCACCAMATCATGOOAAGT
GAGGGUATCATTGGTGGCTAA

SEQID NO 40

QXABS (parental)
ATGAAAACCATAGCCGLATACTTAGT TACTTCC TG TT T T TCAAGCACCGOGCTOTOAAAG
TOYATTTOT GAAAATT EGGTGTEGAATAAAGAATTT TCTAGTGAATCC G TACATGGCGTT
TTTGTACTTTGTAAAAGTAGTAGCAATTCCTGTACTACAAATAATGOGGCACSTGCATCT
ACAGCCTATATTCCAGCAT CAACATTCAAAATTCCTAATGOTCTAATAGGTCTTGARACT
GGCBCCATAAAAGATEAACGGCAGATTITCAAATGEBACGECAAGCUCAGAGCCATRAAA
CAATGGBAAMAGACTTAAGGCTAAGGBGCELTATACAGGT TTCTGCGGTTCCGGTATIT
CAACALATTGLCAGAGAAGTT GECGAAATGAGAAT GCAAAGATATCTTAACCTGETTTTCA
TACGOTAACGCCAATATAGGEBCAGGCATTGACAAATTC TGGCTAGAGGETCAGCTTAGA
ATCCCAGCATTCAATCAAGATARATCTTTAGAGTCOBCTCTTCOTGAATAATTTGCCAGEA
TCAAAAGCAAATCAACTAATAGTAAAAGAGGLAATAGTTACAGAAGCTACG OCAGAATAT
ATTGTTCATTCAAAAACTGBGTATTCCGETGTTGGTACAGAATCAAGTCCTAGTETCGAT
TEETGEETTGETTGEGTABGGAAAGBAGCTGAGG TTTACTT T I T TGCAT TTAACATGGAC
ATAGACAATGAGAATAAATTGLCETCAAGAAAATCCATTTCAAC GAAAATCATGGCAAGT
GAAGGCATCATCATTGGTGGECTAA

SEQ D NG 41



VWU LU L1/ ELA0YS PCT/EP2011/055530
1321

Fig. 8

a) »>OUL3-05~IT

ATGAAAACATTTGCCGCATATGTAATTATCGCGTGTCwTTCGAGTACGGCATTAGCTGGTTC
ARTTACAGAARATACCTCTITGGAACARAGAGTTCTCTGCCGARGCCGTCAATGOTGTOTTCG
TECTTTGTARAAAGTAGCAGTARATCCTGCGCTACCAAT GACTTAGC TCGTGCATCAARGGAR
TATCTTCCAGCATCAACATTCARAATTCCTAATGCTCTAATAGG TCTTGAAACCGGCGCCAT

ARAAGATGAACGGCAGETITTCAAATGGGACGGUAAGCCCAGAGCCATGAAGC AATGEGARA

AAGACTTAAAGCTAAGGGCCGCTATACAGETTICTGCTGTTCCGGTATTTCAACAAATTGCD

AGAGRAGTTGGCGAAATAACGAATGCAARAATACCT TAACCTGTTTTCATACGGCALCGCCAA

TATAGGGGGAGGCATTGACAAATTCTGECTAGAAGGTCAGC TTAGAATC TCAGCAT TCAATC

AAGTTARAT T T TTAGAGTCGCTCTACCTGAATART TTGCCAGCATCAAAAGCAAACCAACTA

ATAGTARAMGAGGCAATAGTTACAGAAGCAACTCCAGAATATATAGT TCATTCARRAACTGS

GTATTCCGGTGTTGECACAGRATCAAGTCCTCGGTETCGCTTGETGGETTEGTTGOGTAGAGA

'AAAGGAACTGAGGTTTACTTTTTTGCTTTTAACATGGACATAGACAATGAGAGTAAATTGCCG
TCAAGRAAATCCATTCCCACCAAARATCATGGCAAGTGAGGGCATCATTGGTGGCTAAGCTGET

GAAGATCCCAGCARAGGCTTA

SEQ ID NO 42

MEKTFARYVIIACLSSTALAGSITENT SWNKEFSAEAVNGVEVLCKSSSKSCATNDLARASKE
YLPASTFKIPNALIGLETGAIKDERQVFKWDGK PRAMKOWEKDLKLRGATIQVSAVPVEDOTA
REVGEIRMOKYLNLFSYGNANIGGCIDKFWLEGQLRT SAFNQVKFLESLY LNNLPASKANOL
LVREAIVIEATRPEY IVHSKIGY SGVGTES SPGVANNVGWVERKGTEVY FFAFNMD IDNESKLE
SRESIPTKIMASEGIIGG.

SEQ ID NO 43



VYR LOELS ] LA0TD PUT/EP2011/055530
14/21

Fig. 8 (continued).

By »OUL3-05-I1ZI

ATGRARACATTTGCCGCATAT I TACT TCTCGCGTGTC T TTCGAGTACGGCATTAGOTGETTC
ARTTACAGAAAATACGTCTTGGAACAAAGAGT TCTICTGCLEAAGCCGTCAATGETCTOTTOR
TGCTTTGTAAARGTAGCAGTAAATCCTGLGUTACCAATGAC TTAGC TCETGCATCARAGGAA
TATCTTCCAGUATCAACATTTAAGATCCCCARCGCAATTATCGETC PAGAAAC TGO TGTCAT
AAAGAATGAGCATCAGGTTTTCARATGGGACGGAARGCCARGAGCCATGARGCAATGGCEALR
GAGACTIGACCTTAAGAGGGGCAATACAAGTTTCAGS TGTTCOCGTAT I TCARACAAATCGCD
AGAGAAGTTGGCGAAATAAGAATGCAGARATATC T TARARA AT T I TCATATGGTAACCAGAA

TATCAGTGGTGGCATTGACAAATTCTGGC TAGAAGGTCAGC T TAGAATCTCAGCATTCAATC

AAGTTAAATTTTTAGAGTCGCTCTACCTGAATAAT T TGCCAGCATCAAAAGAAAATCAGCTA
ATAGTAARAGAGGCTTTGGTAACGGAGGC TGCGCCTGAATATCTTGTGCATTCAAAAACTGG
T TTCTGGIGTGGGAACTGAGTCAAATCCTGETGTCECATGETGGET TGO TTGCETTGAGA
AGGGAGCAGAGGTTTACTTTTTCECATTTAACATGGATATAGACAACGAAAATAAGTTGCCG
CTAAGAAAATCCATTCCCACCAAAATCATCGCAAGTGAGGGCATCATTGGTGECTAR

SEQ ID NO 44

METFAAYLVLACLSSTALAGS ITENTSWNKEF SAEAVNGVFVLCKS SSKSCATNDLARASKE
YLPASTFKIPNAIIGLETGVEKNEHQVFKWDGKPRAMKQWERDLTLRGAIQVSAVPVFQQZA
REVGEEQMQKYLKKFSYGNQNISGGIDKFWLEGQLRISAFNQVKFLESLYLNNLPASKENQL
IVEEALVTEAAPEYLVHSKTGE SGVGTESNPGVAWWVGWVEKGAEVY PFAFNMD I DNENKL B
LRESIPTRIMASEGIIGG.

SEQ ID NO 45



WO 20117124093 PUE/EPZO11/033530
15/21

Fig. 8§ {continued).
cy >OUL3-05-1V

ATGAAARCATTIGCCGCATATGTAATTATCGCCTGTCT T TCSAGTACGGCATTAGCTAGTTC

ATTACAGARRATACGTCTTGGRACARAGAGTTCTCTGCCGAAGCCGTCAATGEGTGTCTTCS
TGéfTTGTAAAAGTAG,AGTAAATCCTGCGCTACCAATGACTTAGCTCGTGCATCAAAGGAA
TATCTTCOAGCATCARCATTTAAGATCCCCAACGCAAT TATCGGCCTAGAARACTGGTGTCAT
AAAGAATGAGCATCAGGTTTTCAAATGGGACGGAMAGCCAAGAGCCATGAAGCAATGGGARAA
GAGACTTGACCTTAAGAGGGGCAATACRAGTTTCAGCTGTTCCCGTATTTCAACAARTCGCT
AGAGAAGTTGCCGAAATAAGAATGCACGAAATATCTTARAAAATTTTCATATGGTAACCAGAA
TATCAGTGETGECATTGACARATTCTGGETTGGAGEGTCAGCTTAGAATTTCCGCAGTTAATC
AAGTGEAGTTTCTAGAGTCTCTAT T TTTAAATAAATTGTCAGCATCARRAGAARATCAGCTA

ATAGTAAAMCGAGGCTTTGETAACCGEAGGCTGCGCCTGAATATCTTGTGCATTCARAAACTGE
TETETCTEETEIGGCAACTEAGTCAAATCCTGETGTCGCATGETGEETTGGTTGGETTGAGA
AGGGAGCAGAGGTTTIACT T T TTCGCATTTAACATGCGATATAGACARCGAARATAAGTTGCCG
CTAAGARAATCCATTCCCACCAAAATCATGGCAAGTGAGCGCATCATTGGTGGCTAA

8EQ ID NO 46

METEPAAYVITACLISSTALASSITENTEWNKEFSAEAVNGVEVLCKSSSKSCATNDLARASKE
YLPASTEFKIPNALIGLETGVIENEHOVEKWDGKRPRAMEQWERDL TLRGATIQVSAVEVRQQOTA
BREVCEIRMORY LKEFSYGNONISGGIDKEFWLEGQLRISAVNQVEFLESLFLNKLSASKENQL
IVREALVIEAAPEY LVHSKTGE SCGVGTESNRPCVANWVGWVEKGAEVYFFAFNMD TDNENKL P

LRESIPTHKIMASEGIIGG.,

SEQ ID NO 47



YV OF AU EL/ L LHOVD FUL/EFZOI 1753330

16/21

Fig. 8 (continued) .

d) »>0UL3-05-1X

ATGAABACATTAGCCGCATATTTACTICTAGT T TTTTATGCAAGCACCECGCTCTCAGAGTE

AATTACAGRRAATTTIGGCGTGGAATAAAGAATTITTC TAGTGAATCCGTACATGGCGTTTTTG

TACTTTGTAAMAGTAGTAGCAATTCCTGTACTACARATAATGCGGCACGTGCATU TACAGES

TATATTCCAGUATCAACATTCAARATTCCTAATGCTCTAATAGGTCTTGAAACCGGCGCCAT

AAARGATGRAACGGCAGCTTTTCAAATGEGACGEAARGCCAAGAGCCATGAAGCAATGGGAAR

GAGACTTAAAGCTAAGGGGECGCTATACAGETTTCTGC TGTTCCOGTAT T TCAACAAATTGES

ACAGAAGTTGGCGARATAAGAATGCARAAATACCTTAACCTGT TTTCATACGGUAACGCCRA

TATAGGGEGAGGCATTIGACAAATTCTGCGLTAGAAGGTCAGCTTAGAATCTCAGCATTCAATC
AAGTTARATTTTTAGACTCGCTCTACCTGAATARATTGTCAGCATCAAAAGARAACCAACTA

ATAGTAAARGAGCCAATAGTTACAGAAGCAACTCCAGAATATATAGTTCATTCAARALCTGG
TTTTTCTGGYGTTGGCACAGAATCAAGTCCTGGTGTICECTTGETGEE T TGETTGEGTAGAGR

ARGGRACTGAGGTTTACT T TT TCCTT TTAACATGGACATAGACAATGAGAGTAMATTGCCG
TCAAGAARATCCATTCCCACCAAAATCATGGCAAGTGAGGGCATCATTGGTGGCTAA

SEQ ID NO 48

METLAAYLVLVEYASTALSES I TENLAWNKEFSSESVHGVFVLCKSSSNSCTTNNAARASTA
YIPASTFKIFNALIGLETGATIKDERQVFEWDGKPRAMKQWE RDLKLRGATQVSAVPVEQOTA
REVGE IRMOKYLNLFSYGNANIGGGIDEFWLEGQLRISAFNQVKELESLY LNKLSASKENOL
IVEEAIVIEATPEY IVHSKTGFSGVGTES SPGVAWWVGHVERGTEVYFFAFNMD I DNESKLE
SEKSIPTRIMASEGTIGG.

SEQ ID NO 49



VWU LU LS ELAOYD POV/KPZOT /055338
17721

Fig. 8 (continued).

a) >0UL3-05-X%

ATGAAAACATTTGCCGCATATGTAATTATCGLGTGTCTTTCGAGTACGGCATTAGCTGATTC
AATTACAGAAARTACCGTCTTGGAACAAAGAGTTCTCTGCCOAAGCCGTCAATGETGTOTTCS
TGCTTTGTAARAGTAGCAGTARATCCTGCGU TACCAATGACTTAGC TCGTGCATCAAAGGAA
TATCTTCCAGCATCAACATTTAAGATCCCCAACGCAAT TATCGGCCTAGARAC TG TGT AT
ARAGRATGAGCATCAGGTTTTCAAATGGGACGGARAGCCAAGAGCCATGAAGCAATGGGAAR
GAGACTTGACCTTAAGAGGGGCAATACRAGTTTCAGCTGTTCCCGTAT T TCAACABATCGCS
AGAGAAGTTGGCGAAGTAAGAATGCAGARATATCTTAAAAAAT TTTCATATGGTAACCAGAA
TATCAGTGGTGGCATTGACRAATTCTGGTTGGAAGGTCAGC TTACGAAT T TCCGCAGT'TAATC
AAGTGGAGTTICTAGAGTCTCTAT TTT TARATAAAT TG TCAGCATCAAMAGARAATCAGCTA
ATAGTARAAAGAGGCTTTGGTAACGGAGECTGCGCCTGAATATCTTGTGCATTCARAAACTES
TTTTTCTGGTGTGGGAACTGAGTCARATCCTGGTGTCGCATCETGGETICEITEGELTTGAGA
AGGGAGCAGAGGTTTACTITTTCGCATTTAACATGGATATAGACAACGAAAATAAGTTGCCGE
CTAAGAAAATCCATTCCCACCAAAATCATGGCARGTGAGGGCATCATTGGTEGCTAA

SEQ ID NO 50

METEAAYV I IACLSSTALAGS ITENTSWNKE FSARAVNGVEVLCKSSSKSCATNDLARASKE
YLPASTFEIPNALIGLETGVIKNEHQVEFKWDGKPRAMKQWERDLTLRGATCOVSAVEVEQOIA
REVGEVRMOKYLKKFSYGNONT SCGGIDKFWLEGQLRISAVNQVEFLESLFLNKLSASKENOL
IVEEALVTEAAPEYLVHSKIGEFSGVGTE SNPGVAWNVGHWVERGAEVYFFAFNMD I DNENKLE
LRESTPTRIMASEGTIGG.

SEQ ID NO 51



VY P AU LAUTD PO LB LU L/UIDDSU

18/21

Fig. 9
a) »ADH Kluyveromyces

ATGTCTGCTCACGAAATCCCAAAGACCCAGAAAGGTGTTATCTTCTACGAGACCG
GTGGTAAGCTGGAATACAAGGACATCGATGTCCCAACCCCAAAGGCCAACGAGE
TTTTGGTCAACGTCAAGTACTCCGGTGTGTIGCCACACTGACTIGCACGCCTACCAC
GGTGACTGGCCATTGCCAGTTAAGTIGCCTCTAGTCGGTGGCCACGAGGGTGCCG
GIGTCGTTGTCGCCATGGGTGAGAACGTCAAGGGCTGGAAGGTCGGTGACTIGGE
CGOTATCAAGTGGTTGAACGGCTCCTGTATGTCCTGTGAGTCCTGTGAGTTGGGT
AACGAGTCCAACTGTCCAGAGGCTGACTTGTCCGGTTACACCCACGACGGTTCTT
TCCAGCAGTACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTGGUGE
TGACCTTGCTGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAAGGCTT
TGAAGTCTGCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGCCGG
TGGTTTGGGTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTACCGTGTCTTG
GGTATCOGACGGTGGTGAGGAGAAGGAGCAGCTCTTCAGACAGTTGGGTGGTGAG
GTCTTCATCGACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAAGGCCA
CCAACGGTGGTGCTCACGGTGTCATCAACGTCTCTGTCTCCGAGGCCGCCATCGA
GTCCTCTACCAACTACGTCAGAGCCAACGGTACCGTCGTCTTGGTCGGTTTGCCA
GCTGGCGCCAAGTGCAAGTCTGACGTTTTCAACCAGGTCGTCAAGTCCATCTCTA
TCGTCGOTTCTTACGTCGGTAACAGAGCTGACACCAGAGAGGCTCTAGACTTCTT
CGTCCGTGGTTTGGTCAGATCTCCAATCAAGGTTGTCGGTCTATCTACTCTACCAG
AGATTTTCGAGAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACA
CCTCCAACTAA

SEQ ID NO 52

b) >ADH Saccharomyces

- ATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTTCTACGAATCCCACGGTAAGT
TGGAATACAAAGATATTCCAGTTCCAAAGCCAAAGGCCAACGAATTGTTGATCAA
COTTAAATACTCTGGTGTCTGTCACACTGACTTGCACGCTTGGCACGGTGACTGG
CCATTGCCAGTTAAGCTACCATTAGTCGGTGGTCACGAAGGTGCCGGTGTCGTIG
TCGGCATGGGTGAAAACGTTAAGGGCTGGAAGATCGGTGACTACGCCGGTATCA
AATGGTTGAACGGTTCTTGTATGGCCTGTGAATACTGTGAATTGGGTAACGAATC
CAACTGTCCTCACGCTGACTTGTCTGGTTACACCCACGACGGTTCTTTCCAACAAT
ACGCTACCGCTGACGCTGTTCAAGCCGCTCACATTCCTCAAGGTACCGACTTGGC
CCAAGTCGCCCCCATCTTGTGTGCTGGTATCACCGTCTACAAGGCTTTGAAGTCTG
CTAACTTGATGGCCGGTCACTGGGTTGCTATCTCCGGTGCTGCTGGTGGTCTAGGT
TCTTTGGCTGTTCAATACGCCAAGGCTATGGGTTACAGAGTCTTGGGTATTGACG
GTGGTGAAGGTAAGGAAGAATTATTCAGATCCATCGGTGGTGAAGTCTTCATTGA
CTTCACTAAGGAAAAGGACATTGTCGGTGTGTTCTAAAGGCCACTGACGGTGGTG
CTCACGGTGTCATCAACGTTTCCGTTCCGAAGCCGCTATTGAAGCTTCTACCAGAT
ACGTTAGAGCTAACGGTACCACCGTTTTGGTCGGTATGCCAGCTGGTGCCAAGTG
TTATTCTGATGTCTTCAACCAAGTCGTCAAGTCCATCTCTATTGTTGGTTCTTACGT
CGGTAACAGAGCTGACACCAGAGAAGCTTTGGACTTICTTCGCCAGAGGTTTGGTC
AAGTCTCCAATCAAGGTTGTCGGCTTGTCTACCTTGCCAGAAATTTACGAAAAGA
TGOAAAAGGGTCAAATCGTTGGTAGATACGTTGTTGACACTTCTAAATAA
SEQ ID NO 53
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Fig. 9 {continued)
¢} >Clon AQ2

ATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTICTACGAATCCCACGGTAAGT
TGGAATACAAAGATATTCCAGTTCCAAAGCCAAAGGCCAACGAATTGTTGATCAA
CGTTAAATACTCTGGTGTCTGTCACACTGACTTGCACGCTTGGCACGGTGACTGE
CCATTGCCAGTTAAGCTACCATTAGTCGGTGGTCACGAAGGTGCCGATGTCGTTIG
TCGGCATGGGTGAAAACGTTAAGGGCTGGAAGATCGGTGACTACGCCGGTATCA
AATGGTTGAACGGTTCTTGTATGGCCTGTGAATACTGTGAATTGGGTAACGAATC
CAACTGTCCAGAGGCTGACTTGTCCGGTTACACCCACGACGGTTCTTTCCAGCAG
TACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTGGCGCTGACCTTG
CTGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAAGGCTTTGAAGTCT
GCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGCCGGTGGTTTGE
GTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTACCGTGTICTIGGGTATCGA
COGTGGTGAGGAGAAGGAGCAGCTCTTCAGACAGTTIGGGTGGTGAGGTCTTCATC
GACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAAGGCCACCAACGGT
GGCGCTCACGGTGTCATCAACGTCICTGTCTCCGAGGCCGCCATCGAGTCCTCTA
CCAACTACGTCAGAGCCAACGGTACCGTCGTCTTGGTCGGTTITGCCAGCTGGOGE
CAAGTGCAAGTCTGACGTTTTCAACCAGGTCGTCAAGTCCATCTCTATCGTCGGTT
CITACGTCGGTAACAGAGCTGACACCAGAGAGGCTCTAGACTTCTTCGTCCGTGG
TTTGGTCAGATCTCCAATCAAGGTTIGTCGGTCTATCTACTCTACCAGAGATTTTCG
AGAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACACCTCCAACT
AA

SEQ ID NO 54

d) >Clon A03

GCCATGGGTGAGAATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTTCTACGAA
TCCCACGGTAAGTTGGAATACAAAGATATTCCAGTTCCAAAGCCAAAGGCCAAC
GAATTGTTGATCAACGTTAAATACTCTGGTGTCTGTCACACTGACTTGCACGCTTG
GCACGGTGACTGGCCATTGCCAGTTAAGCTACCATTAGTCGGTGGTCACGAAGGT
GCCGATGTCGTTGTCGCCATGGGTCGAGAACGTCAAGGGCTGGAAGGTCGGTGACT
1OGCCOGTATCAAGTGGTTGAACGGCTCCTGTATGTCCTGTGAGTCCTGTGAGTT
GOGTAACGAGTCCAACTGTCCAGAGGCTCACTTGTCCGGTTACACCCACGACGGT
TCTITCCAGCAGTACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTG
GCGCTGACCTTGCTGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAA
GGCTTTGAAGTCTGCTAACTTGCAGGCCGGTCACTGGGTTGCCATCTCCGGTGOC
GCCGGTGGTTTGGGTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTACCGTG
TCTTGOGGTATCGACGGTGGTGAGGAGAAGGAGCAGCTCTTCAGACAGTTGGGTG
GTGAGGTCTTCATCGACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAA
GUCCACCAACGGTGUTGCTCACGGTGTCATCAACGTCICTGTCTCCGAGGCCGCC
ATCOAGTCCTCTACCAACTACGTCAGAGCCAACGGTACCGTCGTCTTGGTCGAGTT
TGCCAGCTGGCGCCAAGTGCAAGTCTGACGTTTTCAACCAGGTCGTCAAGTCCAT
CICTATCGTCGGTICTTACGTCGOTAACAGAGCTGACACCAGAGAGGCTCTAGAC
ITCTTCGTCCOTOGTTITGGTCAGATCTCCAATCAAGGTTGTCGGTCTATCTACTCT
ACCAGAGATTTTCGAGAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGT
COACACCTCCAACTAA

SEQ ID NG 55
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20/21

Fig. 9 {continued)
e) >Clon AQS

ATGTCTATCCCAAAGACCCAGAAAGGTGTTATCTTCTACGAGACCGGTGGTAAGC
TGGAATACAAGGACATCGATGTCCCAACCCCAAAGGCCAACGAGCTTTTGGTCAA
COTCAAGTACTCCGOTGTOTGCCACACTGACTTGCACGCCTACCACGGTGACTGG
CCATTGCCAGTTAAGTTGCCTCTAGTCGGTGGCCACGAGGGTGCCGGTGTCGTTG
TCGCCATCGOTGAGAACGTCAAGGGCTGGAAGGTCGGTGACTTGGCCGGTATCA
AGTGOTTGAACGGCTCCTGTATGTCCTGTGAGTCCTGTGAGTITGGGTAACGAGTC
CAACTGTCCAGAGGCTGACTTGTCCGGTTACACCCACGACGGTTCTTTCCAGCAG
TACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTGGCGCTGACCTTIG
CTOAGATCGCCCCAATCCTGTGTGCCOGTATCACTGTCTACAAGGCTTTGAAGTCT
GCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGCCGGTAGTTITGG
GTTCCCTAGCCOTCCAGTACGCCAAGGCCATGGGTTACCGTGTCTTIGGGTATCGA,
COGTAGTGAGGAGAAGGAGCAGCTCTTCAGACAGTTGGGTGGTGAGGTCTTCATC
GACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAAGGCCACCAACGGT
GGTGCTCACGGTCTCATCAACGTCTCTGTCTCCGAGGCCGCCATCGAGTCCTCTAC
CAACTACGTCAGAGCCAACGGTACCGTCGTCTTGGTCGGTITGCCAGCTGGCGCC
AAGTGCAAGTCTGACGTTTTCAACCAGGTCGTCAAGTCCATCTICTATCGTCGGTTC
TTACGTCGOTAACAGAGCTGACACCAGAGAGGCTCTAGACTICTTCGTCCGTGGT
TTGGICAGATCTCCAATCAAGGTTIGTCGGTCTATCTACTCTACCAGAGATTTTCGA
GAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACACCTCCAACTA
A

SEQ ID NG 56

£y >Clon A06

ATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTTCTACGAATCCCACGGTAAGT
TGGAATACAAAGATATTCCAGTTCCAAAGCCAAAGGCCAACGAATTGTTGATCAA
CGTTAAATACTCTGGTGTCTGTCACACTGACTTGCACGCTTGGCACGGTGACTGG
CCATTGCCAGTTAAGCTACCATTAGTCGGTGGTCACGAAGGTGCCGGTGTCGTTG
TCGGCATGGGTGAAAACGTTAAGGGCTGGAAGATCGGTGACTACGCCGGTATCA
AATGGTTGAACGGTTCTTGTATGGCCTGTGAATACTGTGAATTGGGTAACGAGTC
CAACTGTCCAGAGGCTGACTTGTCTGGTTACACCCACGACGGTTCTTTCCAACAA
TACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTGGCGCTGACCTTG
CTGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAAGGCTTTGAAGTCT
GCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGCCGOTGUTTTGG
GTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTACCGTGTCTTGGGTATCGA
CGOTGGTGAGGAGAAGGAGCAGCTCTTCAGACAGTTGGGTGGTGAGGTCTTCATC
GACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAAGGCCACCAACGGT
GGTGCTCACGGTGTCATCAACGTCTCTIGTCTCCGAGGCCGCCATCGAGTCCTCTAC
CAACTACGTCAGAGCCAACGGTACCGTCGTCTIGGTCGGTITGCCAGCCGGCGOC
AAGTGCAAGTCTGACGTITTCAACCAGGTCGTCAAGTCCATCTCTATCGTCGGTTC
TTACGTCGGTAACAGAGCTGACACCAGAGAGGCTCTAGACTTCTICGTCCGTGOT
TIGGTCAGATCTCCAATCAAGGTTIGTCGGTCTATCTACTCTACCAGAGATTTICGA.
GAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACACCTCCAACTA
A

SEQ ID NO 57
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Fig. 9 (continucd)
g) >Clon A0

ATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTTCTACGAGACCGGTGGTAAGC
TOOAATACAAGGACATCGATGTCCCAACCCCAAAGGCCAACGAGCTITTITGGTCAA
COTCAAGTACTCCGOTGTGTGCCACACTGACTTGCACGCCTACCACGGTGACTGG
CCATTGCCAGTTAAGTTGCCTCTAGTCUGTGGCCACCGAGGGTGCCAGTGTCGTTG
TCGCCATCGOOTCGAGAACGTCAAGGGCTGOAAGGTCGGTGACTTGGCCGGTATCA
AGTGOTTGAACGOCTCCTGTATGTCCTGTGAGTCCTGTCGAGTTGGGTAACGAGTC
CAACTOTCCAGAGOGCTGACTTGTCCOGTTACACCCACGACGGTTCTTTCCAGCAG
FTACOCTACTCGCCGATGCCOTCCAGGCCGETAAGATCCCAGCTGGCGCTGACCTTG
CTGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAAGGCTTTIGAAGTCT
GCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGCCGGTGGTTITGG
GTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTTACCGTGTCTITGGGTATCG
ACGGTGCTGAGGAGAAGGAGCAGCTCTTCAGACAGTTGGGTGGTGGAGGTCTTIC
ATCCGACTTCAGAACCTGCAAGCGACATCGAGGGTGAGATCATCAAGCCCACCAAC
GOTGGTGCTCACGUTGTCATCAACGTCTCTGTCTCCGAGGCCGCCATCGAGTCCT
CTACCAACTACGTCAGAGCCAACGCGTACCGTCGTCTTGGTCGGTITGCCAGCTGE
CGCCAAGTGCAAGTCTGACGTTTTCAACCAGGTCOGTCAAGTCCATCTCTATCGTC
GOTTCTTACGTCGGTAACAGAGCTGACACCAGAGAGGCTCTAGACTTCTTCGTCC
GTOGGTTTOOTCAGATCTCCAATCAAGGTTGTCGGTCTATCTACTCTACCAGAGATT
TTCGAGAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACACCTCCA
ACTAA

SEQ ID NO 38

h} >Clon All

ATGTCTATCCCAGAAACTCAAAAAGGTGTTATCTTCTACGAATCCCACGGTAAGT
TGGAATACAAAGATATTCCAGTTCCAAAGCCAAAGGCCAACGAATTGTTGATCAA
CGTTAAATACTCTGGTGTCTGTCACACTGACTTGCACGCTTGGCACGGTGACTGE
CCATTGCCAGTTAAGCTACCATTAGTCGGTGGTCACGAAGGTGCCGGTGTCGTTG
TCGGCATGGGTGAAAACGTTAAGGGCTGGAAGATCGGTGACTACGCCGGTATCA
AATGGTTGAACGGTTCTTGTATGGCCTGTGAATACTGTGAATTGGGTAACGAATC
CAACTGTCCTCACGCTGACTTGTCTGGTTACACCCACGACGGTICTTTCCAGCAGT
ACGCTACTGCCGATGCCGTCCAGGCCGCTAAGATCCCAGCTGGOGCTGACCTTGT
TGAGATCGCCCCAATCCTGTGTGCCGGTATCACTGTCTACAAGGCTTTGAAGTCT
GCTAACTTGCAGGCCGGTGACTGGGTTGCCATCTCCGGTGCCGECGGTGGTTTGE
GTTCCCTAGCCGTCCAGTACGCCAAGGCCATGGGTTACCGTGTCTTGGGTATCGA
CGGTGGTGAGGAGAAGGAGCAGCTCTTCAGACAGT TGGGTGGTGAGGTCTTCATC
GACTTCAGAACCTGCAAGGACATCGAGGGTGAGATCATCAAGGCCACCAACGGT
GGTGCTCACGGTGTCATCAACGTCTICTGTCTCCGAGGCCGCCATCGAGTCCTCTAC
CAACTACGTCAGAGCCAACGGTACCGTCGTCTTGGTCGGTTIGCCAGCTGGOGCT
AAGTGCAAGTCTGACGTTTTCAACCAGGTCGTCATGTCCATCTCTATCGTCGGTTC
TTACGTCGGTAACAGAGCTGACACCAGAGAGGCTCTAGACTICTTCGTCCGTGGT
TTGGTCAGATCTCCAATCAAGGTTGTICGGTCTATCTACTCTACCAGAGATTTTCGA
GAAGATGGAGAAGGGCCAAATTGTTGGCAGATACGTTGTCGACACCTCCAACTA .
A

SEQ ID NO 59




