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GTOGACGAGCTOGTTTAGT GAACOGT CAGAT OROCT GRAGACGOCAT OCACEC TG TTTGACCT OCAT AGAAGACACCEGGEACOGAT GCAGOCTOOGGEACT CTAGOGT TTAAACTTAAGCTTGGTAC
A03- E92009- U4129CB060- 7- PEGFP- N- 5. ab1(1>828) —  GTOGACGAGCTOGTTTAGTGAACOGT CAGATCBOCT GRAGACGOCAT OCACGCTGT TTTGACCT OCATAGAAGACACCERGEACOGAT CCAGOCT OOGGACT CTAGOGT TTAAACT TAAGCT TGGTAC
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OGAGCTOCGATOOCOCACCAT GEAGGAGOORCAGT CAGATCCT AGOGT CGAGCOCCCT CTGAGT CAGGAAACA CAGACCTATGGAAACTACT TCCTGAAAACAACGT TCTGTOCOCCTTAO0G

OGAGCTOCGATAOCOCACCAT GEAGGAGOORCAGT CAGATCCT AGOGT CGAGCOCCCT CTGAGT CAGGAAACA CAGACCTATGGAAACTACT TCCTGAAAACAACGT TCTGIOCOCCTTAO0G
GGATOOBOCACCATGEAGGAGOCGECAGT CAGATOCT AGOGTCGAGCOCOCTCTGAGT CAGEAAACA CAGACCTATGAAACTACT TCCTGAAAACAACGT TCTGTOCOCCTTAO0G
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TOOCAAGCAATGGATGAT TTGATGCT GT OCOCGGACGATAT TGAACAAT GGT TCACT GAAGACOCAGGT CCAGATGAAGCTCOCAGAAT GOCAGAGECT GCTOOO0C0GT GEO0ACT GCACCAGCAG

TOOCAAGCAATGGATGAT TTGATGCT GT OCOCGGACGATAT TGAACAAT GGT TCACT GAAGACOCAGGT CCAGATGAAGCTCOCAGAAT GOCAGAGECT GCTOOOOO0GT GEO0OCTGCACCAGCAG
TOOCAAGCAATGGATGAT TTGATGCT GT OCOCGGACGATAT TGAACAAT GGT TCACT GAAGACOCAGGT CCAGAT GAAGCTCOCAGAAT GOCAGAGECT GCTOOO0C0GT GEO0ACT GCACCAGCAG
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CTCOCTACACCEE0EE000CTGCACCAGCOOCCTOCTGECOCCTGI CATCT TCTGIOOCT TOCCAGAAAACCT ACCAGEECAGCTACGGT TTOCGT CTGEECT TCT TGCAT TCTGEGACAGOCAAGTC

CTCOCTACACCEE0EE000CTGCACCAGCOOCCTOCTGECOCCT G CATCT TCTGIOOCT TOCCAGAAAACCT ACCAGEECAGCTACGGT TTOCGT CTGEECT TCT TGCAT TCTGEGACAGOCAAGTC
CTOCTACACCEE0EE000CT GCACCAGCOOOCT OCTGRCOCCT G CATCT TCTGIOOCT TOCCAGAAAACCT ACCAGEECAGCTACSGT TTOOGT CTGEECT TCT TGCAT TCTGEGACAGOCAAGTC
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TGIGACTTGCACGTACTCOCCT GOOCTCAACAAGATG GOCAACTGEOCAAGACCTGOCCT GTGCAGCT GT GEGT TGAT TOCACACOCOCEC0CEECA0COE0GT GOGOE0CATGECCATCTAC
TGIGACTTGCACGTACTCOCCT GOOCTCAACAAGATG GOCAACT GEOCAAGACCTAOCCT GT GCAGCT G GEGT TGAT TOCACACOCOCGEC0CEECACCOE0GT COGOE0CATGECCATCTAC

TGIGACTTGCACGTACTCOCCTGOOCTCAACAAGATG GOCAACTGEOCAAGACCTGOCCT GTGCAGCT GT GEGT TGAT TOCACACOCOCEC0CEECA0COE0GT COGOE0CATGECCATCTAC
TTGOCAACTGECCAAGACCT GOOCT GTGCAGCT GTGEGT TGAT TACACACCOCOE0C0EECACO0RE0GT OB0E0CATG30CATCTAC
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AAGCAGT CACAGCACATGACGEAGGT TGTGAGECRECTGOO00CACCAT GAGOECT GCTCAGAT AGOGATGGT CTGEOOCCTCCTCAGCAT CT TATCOGAGT GGAAGAAAT TTAOGT GTGGAGTATT

AAGCAGT CACAGCACATGACGEAGGT TGTGAGECECTGOO00CACCAT GAGORCT GCTCAGAT AGCGATGGT CTGEOOCCTCCT CAGCAT CT TATCOGAGT GGAAGAAAT TTAOGT GTGGAGTATT
AAGCAGT CACAGCACATGACGGAGGT TGTGAGECRECTGEOO00CACCAT GAGORCT GCTCAGATAGOGATGGT CTGE0O0CTCCTCAGCAT CT TATCOGAGT GGAAGEAAAT TTAOGT GTGGAGTATT
AAGCAGT CACAGCACATGACGEAGGT TGTGAGECECTGEOO00CACCAT GAGOECT GCTCAGATAGOGATGGT CTGEOOCCTCCTCAGCAT CT TATCOGAGT GGAAGAAAT TTAOGT GTGGAGTATT
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TGGATGACAGAAACAC OGACATAGT GTGGT GGTGOOCTATGAGOOGECCT GAGGT TAECTCTGACTGTACCACCATCCACT ACAACT ACATGT GTAACAGT TOCTGCATGEE0GECATGAACCA

TGGATGACAGAAACAC OGACATAGTGTGGT GGTGOOCTATGAGCOGCCTGAGGT TAXCTCTG
TGGATGACAGAAACAC OGACATAGT GTGGT GGTGOOCTATGAGOOGECCT GAGGT TAECTCTGACTGTACCACCATCCACT ACAACT ACATGT GTAACAGT TOCTGCATGERE0GECATGAACCA
TGGATGACAGAAACAC CGACATAGT GTGGT GGTGOOCTATGAGOCGECCT GAGGT TAECTCTGACTGTACCACCATCCACT ACAACTACATGT GTAACAGT TOCTGCATGEE0CECATGAACCA
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GAGBOCCATCCTCACCAT CATCACACT GGAAGACT CCAGT GGT AATCTACT GEGACGEAACAGCT T TGAGGT GOGT GI TTGTGOCTGICCT GEGAGAGACCGEEOCCACAGAGGAAGAGAATCTCOC

U4129CB060- 7. seq( 1>1198) —  GAGROOCATOCTCACCATCATCACACTGGRAAGACT OCAGT GGTAATCTACT GRGACGGAACAGCT TTGAGGT GOGT GT TTGT GOCT GTOCT GRGAGAGACORE0RCACAGAGGAAGAGAATCTOORC
A04- E92009- U4129CB060- 7- PCDNA3. 1R abl1(1>834) «—  GAGEOOCATOCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACT GEGACGGAACAGCT T TGAGGT GOGT GT TTGT GOCT GTOCT GEGAGAGACOGEOGCACAGAGGAAGAGAATCTCOGC
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AAGAAAGEEEAGCCTCACCACGAGCT GCOCOCAGEGAGCACT AAGOGAGCACT GOOCAACAACACCAGCT CCTCTOOCCAGCCAAAGAAGAAACCACT GGATCGAGAATAT TTCACCCT TCAGATCC

U4129CB060- 7. seq( 1>1198)
A04- E92009- U4129CB060- 7- PCDNA3. 1R. abl1(1>834)

AAGAAAGEEEAGCCTCACCACGAGCT GOOCOCAGEGAGCACT AAGOGAGCACT GOOCAACAACACCAGCT CCTCTOOCCAGCCAAAGAAGAAACCACT GGATCGAGAATAT TTCACCCTTCAGATCC
AAGAAAGEEEAGCCTCACCACGAGCT GCOCOCAGEGAGCACT AAGOGAGCACT GCOCAACAACACCAGCT CCTCTOOCCAGCCAAAGAAGAAACCACT GGATCGAGAATAT TTCACCCT TCAGATCC
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GT GEE0GT GAGOGCT TOGAGAT GT TOOGAGAGCTGAATGAGECCT TGGAACT CAAGGAT GOCCAGECT GEGAAGGAGCCAGCEEEEGAGCAGEECT CACT CCAGOCACCT GAAGT CCAAAAAGSGT CA
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GT GEE0GT GAGOGCT TOGAGAT GT TOOGAGAGCTGAATGAGECCT TGGAACT CAAGGAT GOCCAGECT GEGAAGGAGCCAGEEEEGAGCAGEECT CACT CCAGOCACCT GAAGT CCAAAAAGSGT CA
GT GEE0GT GAGOGCT TOGAGAT GT TOOGAGAGCTGAATGAGECCT TGGAACT CAAGGAT GOCCAGECT GEGAAGGAGCCAGEEEEGAGCAGEECT CACT CCAGOCACCT GAAGT GCAAAAAGSGTCA
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GTCTACCTOOOGOCATAAAAAACT CATGT TCAAGACAGAAGEEOCTGACT CAGACCTCGAGT CTAGAGEE0COGT TTAAACCOGCTGATCAGCCTCGACTGTGOCTTCTAG
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GTCTACCTOOOGOCATAAAAAACT CATGT TCAAGACAGAAGEEOCTGACTCAGACCTCGAG
GTCTACCTOOOGOCATAAAAAACT CATGT TCAAGACAGAAGEEOCTGACT CAGACCT CGAGT CTAGAGEE0COGT TTAAACCOGCTGATCAGCCTCGACTGTGOCTTCTAG



