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IL-2 bioassay on NK92 cell line
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APASSSTEKKTQLQLEHLLL DL QMILNGINNYKNPKE TRNL TFKFYMPEKEK
ATELKHLQCLEEELKPLEEVENLAQSKENFHLRPRDLISNINVIVLELEKG SETTF
MCEY ADETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. 6a
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APASSSTEKTQLQLEHLLL DL QMILNGINNY KNPKL TENL TFKFYMPEK
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ADETATIVEFL NEWITFAQSIISTLTDAHK SEVAHRFKDL GEENFE ALY
LIAFAQYLQQCPFEDHVEKLVNEVTEFAKTCV ADESAENCDKSLHILFGDKLC
TVATLRETY GEMADCCAKQEPERNECFLQHEDDNPNLFRL VEPEVDVMCTA
FHDNEETFLKKYLYEIARRHPYFYAPEL LFFAKRYKAAFTECCQAADKAACL
LPKLDELRDE GEASSAKQRILKCASLOQEFGERAFKAWAY ARL SQRFPKAEFA
EVSKLIVTIDLTEVHTECCHGDLLECADDRADI AKYICENQDSISSKLKECCEK
PLLEKSHCIAEVENDEMPADLPSLAADFVESKDYV CENY AEAKDVFLGMFLY
EYARRHPDY SVVLLLRLAKTYETTLEKCCAAADPHECYAKVFDEFKPL VEEP
ONLIKQNCELFEQLGEYKFQNALLVEYTKEVPQVSTPTLVEVY SENLGKVGSK
CCEHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRY TKCCTESLVNRRPC
FSALEVDETY VPEEFNAETFTFHADICTLSEKERQIKKQTALVELVKHKPKAT
KEQLEAVMDDFAAFVEKCCKADDKETCFAEEGKELY AASQAAIGL

Fig. 6b

APASSSTEKTQLQLEHLLL DL QMILNGINNY KNPKL TEMLTFKFYMPKN
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ADETATIVEFL NEWITFAQSIISTLTHHHHHEH

Fie. bc
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRML TFKFYMPKK
ATELKHLQCLEEEL KPLEEVLNLTQSKNFHLRPRDLISNINVIVLELKGSETTF
MCEY ADETATIVEFL NRWITFAQSIISTL THHHHHH

Fig. 6d
APASSETEKTQLQLEHLLL DL QMILNGINNY KENPKL TEML TFEFYMPKE

ATELKHLQCLEEELKPLEEVLNLEQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ADETATIVEFL NEWITFAQSIISTLTHHHHHH

Figs be
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRML TFKFYMPKK
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Flig: 6f
APASSETEETQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPEN
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTF
MCEY ADETATIVEFL NRWITFAQSIISTL THHHHHH
Fig. bg
APASSETEEKTQLOQLEHLLL DL QMILNGINNY KNPKL TEML TFKFYMPKN

ATELKHLQCLEEELKPLEEVLNLTQSKNFHLRPEDLISNINVIVLELEGSETTF
MCEY ADETATIVEFLNEWITFAQSIISTLTHHHHHH

Fig. 6h
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APASSSTEKTQLQLEHLLL DL QMILNGINNY KNPKL TEMLTFKFYMPEKN
ATELKHLQCLEEELKPLEEVLNLTQSKNFHLRPEDLISNINVIVLELEKGSETTF
MCEY ADETATIVEFLNEWITFAQSIISTLTGGGSGG G SGGGRGG G SEPKSE5DK
THTSPPEPAPELE GG SSVFLFPPEPEDTL MISRTPEVTCVVVDV SHEDPEVEFN
WY VDGVEVHNAKTKPREEQY ASTYRVVSVLTVLHQDWLNGKAYACAVEN
KAL PAPIEKTISK AKGQPEEPQVY TLPPSREEEMTENQV SLTCL VK GFY PSDIA
VEWE SNGOQPENNY KTTPPVLDSDG SFFLY SKLTVDKSEWQOQGNVFSCEVMH
EALHNHY TQEKSLSLSPGK*

Note : GGGEGGGSGGGSGGGSIs linker

Fig. 6i

APASSSTEKTQLQLEHLLL DL QMILNGINNY KENPKL TRNL TFKFYMPKK
ATELKHLQCLEEELKPLEEVLNLTQSKNFHLRPEDLISNINVIVLELEGSETTF
MCEY ADETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. 6j

APARSSTEKTQLQLEHLLL DLOMILNGINNY KENPKL TRNL TFKFYMPEKK
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFLNRWITFAQSIISTLTHHHHHH

Fig. 6k
APASSETEKTQLQLEHLLL DLQMILNGINNY KNPKL TREML TFKFYMPEN
ATELKHLQCLEEELKPLEEVLNLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. 6l
APASSETEKTQLQLEHLLL DL OMILNGINNY KENPKL TEML TFEFYMPEKE
ATELKHLQCLEEELKPLEEVLNLTQSENFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. 6m
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKN

ATELKHLOQCLEEELKPLEEVLNLTQSKINFHLEPEDLISNINVIVLELKGSETTF
MCEY ADETATIVEFLNEWITFAQSIISTLTHHHHHH

Fig. 6n

APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKN
ATELKHLQCLEEELKPLEEVLNLTQSKNFHLRPRDLISNINVIVLELKGSETTF
MCEY ADETATIVEFLNEWITFAQSIISTLTEPK SSDEKTHTSPPSPAPELEGGSSY
FLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWY VDG VEVHNAKTKP

REEQY ASTYRVVSVL TVLHQDWLNGKAY ACAVSNK AL PAPIEK TISKAKGQ
PREPQV YTLPPSREEMTKNQVSLTCLVKGFY PSDIAVEWESNGQPENNYKTT
PPVLDSDGSFFLY SKLTVDESEWOQQGNVFSCEVMHE AL HNHYTQE SL SLEPG
K

Fig. 6o
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APASSSTEKTQLQLEHLLL DL QMILNGINNY KENPKL TEML TFKF Y MPKN
ATELKEHLQCLEEELKPLEEVINLTOQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFLNEWITFAQSIISTLTHHHHHH

Fig. bp
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKK

ATELKHLQCLEEELKPLEEVINLTQSKNFHLRPEDLISNINVIVLELEGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. 6q
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKN

ATELKHLOQCLEEELKPLEEVINLAQSKNFHLRPEDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. br
APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TEKFYMPKN

ATELKHLQCLEEELKPLEEVLNLTQSENFHLRPEDLISNINVIVLELEGSETTF
MCEY ANETATIVEFL NEWITFAQSIISTLTHHHHHH

Fig. bs

APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKN
ATELKHLQCLEEEL KPLEEVLNL TQSKNFHLRPRDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NRWITFAQSIISTL TEPK SSDK THTSPPSPAPELEG G SSV
FLFPPKPKDTLMISRTPEV TCV VVDVSHE DPEVKFNWY VDG VE VHNAK TKP
REEQYASTYRVVSESVLTVLHODWLNGKAY ACAVENKAIPAPIEKTISK AKGQ
PREPQV YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTT
PPVLDSDG SFFLY SKL TVDKSRWQQGNVFSCSVMHE AL HNHYTQK SL SLSPG
K

Fig. 6t

APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRNL TFKFYMPKN
ATELKHLQCLEEELKPLEEVLNL TQSKNFHLRPRDLISNINVIVLELKGSETTF
MCEY ANETATIVEFL NRWITFAQSIISTL TDAHK SE VAHRFKDL GEENFKALV
LIAFAQYLQQCPFEDHVKLVNEV TEFAKTCV ADESAENCDKSL HTLFGDKLC
TV ATLRETY GEMADCCAKQEPERNECFLQHKDDNPNLPRL VRPEVDVMCTA
FHDNEETFLKKYLYEIARRHPYFYAPEL L FFAKRY KAAFTECCQAADKAACL
LPKLDELRDE GKASS AKQRLKCASLQKFGERAFKAWAV ARL SQRFPK AEFA
EVSKLVTDLTKVHTECCHGDLLECADDRADL AKYICENQDSISSKLKECCEK
PLLEKSHCIAE VENDEMPADLPSL AADFVE SKDV CKNY AEAKDVFLGMFLY
EY ARRHPDY SVVLLLRLAKTYETTLEKCCAAADPHE CY AKVFDE FKPL VEEP
ONLIKQNCELFEQLGEYEKFQNAILLVEY TEEVPQVETPTLVEVERNLGKVGSEK
CCKHPEAKRMPCAEDYLSVVLNQLCVLHEK TPVSDRVTKCCTESLVNRREC
FSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTAL VELVKHKPKAT
KEQLKAVMDDFAAFVEK CCK ADDKETCFAEEGKKLV AASQAALGL

Fig. 6u
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APASSSTKKTQLQLEHLLL DL QMILNGINNY KNPKL TRMLTAKF AMPK
KATELKHL QCLEEELKPLEEVLNGAQSKNFHLRPRDLISNINVIVLELKGSET
TFMCEYADETATIVEFLNRWITF AQSIISTL TEPK SSDK THTSPPSPAPELEGGS
SVFLFPPKPKDTLMISRTPEV TCVVVDVSHEDPEVKFNWY VDGVEVHNAKT
KPREEQYARTYRVVEVLTVLHODWLNGKAY ACAVENKALPAPIEKTISK AK
GQPREPQV Y TLPPSREEMTENQV SLTCL VEGFY PSDIAVE WESNGQPENNYK
TTPPVLDSDGSFFL YSKLTVDKSRWQQGNVFSCSVMHEALHNHY TQKSLSL §
PGK
Fig. 6v

ELCDDDPPEIPHATFK AMAY KE GTMLNCECKRGFRRIKSGSLYMLCTG
NSSHSSWDNQCQCTSSATRNTTKQV TPQPEEQKERKTTEMQSPMQPVDQAS
LPGHCREPPPWENEATERIY HFVVGQMY Y YQCV QG YRALHRGPAESVCKM
THGKTRWTQPQLICTGEMETSQFPGEEKPQASPEGRPE SETSCLV TTTDFQIQ
TEMAATMETSIFTTEY QGGG SGGGSGG G S6GGSEPKSSDKTHT SPPSPAPELL
GGSSVFLFPPEPEDTLMISRTPEVTICVVVDVSHEDPEVEFNWY VDGVEVHN
AKTKPREEQY ASTYRVVSVLTVLHQDWLNGKEYKCKV SNKAL PAPIEK TISK
AKGQPREPQVY TLPPSRDELTKNQV SLTCLVKGFY PSDIAVEWE SNGQPENN
YKTTPPVLDSDGSFFLY SKLTVDKSRWQQGNVFSCSVMHEALHNHY TQKSL
SLEPGK

Note : GGGSGGGSGGGSGGESis linker

Fig. 6w
GGGSGGGSGGGSGGGS

Fig. 6x

MGWSCIILFLVATATGVHS

Fig. 6y

IL-2-gm1-HSA (SEQ ID NO: 26)
APASSSTKKTQLQLEHLLLDLOQMILNGINNYKNPKLTRNLTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 7/a
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IL-2-gm4-HSA (SEQ ID NO: 27)
APASSSTKKTQLQLEHLLLDLQMILNGINNYKNPKLTRMLTFKFYMPKNATELKH
LQCLEEELKPLEEVLNLTQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETA
TIVEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQ
CPFEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMA
DCCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIA
RRHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRL
KCASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLEC
ADDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADF
VESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAA
ADPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQV
STPTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRV
TKCCTESLVNRRPCFSALEVDETYVPKEFNAETFTFHADICTLSEKERQIKKQTALV
ELVKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAAL
GL

Fig. 7b
IL-2-gm6-HSA (SEQ ID NO: 28)
APASSSTKKTQLQLEHLLLDLOQMILNGINNYKNPKLTRNLTFKFYMPKNATELKHL
QCLEEELKPLEEVLNLTQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYANETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETYVPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 7/c
IL-2-gm7-HSA (SEQ ID NO: 29)
APASSSTKKTQLQLEHLLLDLQMILNGINNYKNPKLTRMLTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYANETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMADC
CAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIARRH
PYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLKCAS
LQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECADDR
ADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFVESKD
VCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAADPHEC
YAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVSTPTLVE
VSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTKCCTES
LVNRRPCFSALEVDETYVPKEFNAETFTFHADICTLSEKERQIKKQTALVELVKHKP
KATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 7d
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Wild type IL-2-HSA (SEQ ID NO: 30)

APASSSTKK TQLQLEHLLLDLQMILNGINNYKNPKLTRMLTFKFYMPKKATELKH
LQCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETA
TIVEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQ
CPFEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMA
DCCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIA
RRHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRL
KCASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLEC
ADDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADF
VESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAA
ADPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQV
STPTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRV
TKCCTESLVNRRPCFSALEVDETYVPKEFNAETETFHADICTLSEKERQIKKQTALV
ELVKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAAL
GL

Fie. Te

IL-2Ra (SEQ ID NO: 31)
MDSYLLMWGLLTFIMVPGCQAELCDDDPPEIPHATFKAMAYKEGTMLNCECKRG
FRRIKSGSLYMLCTGNSSHSSWDNQCQCTSSATRNTTKQVTPQPEEQKERKTTEM
QSPMQPVDQASLPGHCREPPPWENEATERIYHFVVGQMVYYQCVQGYRALHRGP
AESVCKMTHGKTRWTQPQLICTGEMETSQFPGEEKPQASPEGRPESETSCLVTTTD
FQIQTEMAATMETSIFTTEYQDDDDKSGGGGSHHHHHH

Fig. 7f

IL-2RB (SEQ ID NO: 32)
MGWSCIILFLVATATGVHSASEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSR
DELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYS
KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGSGGGGSDDDDKAVN
GTSQFTCFYNSRANISCVWSQDGALQDTSCQVHAWPDRRRWNQTCELLPVSQ
ASWACNLILGAPDSQKLTTVDIVTLRVLCREGVRWRVMAIQDFKPFENLRLMA
PISLQVVHVETHRCNISWEISQASHYFERHLEFEARTLSPGHTWEEAPLLTLKQK
QEWICLETLTPDTQYEFQVRVKPLQGEFTTWSPWSQPLAFRTKPAALGKDT

Fig. /g
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IL-2Ry (SEQ ID NO: 33)

MGWSCIILFLVATATGVHSASEPKSCDK THTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSR
DELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSK
LTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGSGGGGSDDDDKLNTTI
LTPNGNEDTTADFFLTTMPTDSLSVSTLPLPEVQCFVFNVEYMNCTWNSSSEPQ
PTNLTLHYWYKNSDNDKVQKCSHYLFSEEITSGCQLQKKEIHLYQTFVVQLQD
PREPRRQATQMLKLQNLVIPWAPENLTLHKLSESQLELNWNNRFLNHCLEHLV
QYRTDWDHSWTEQSVDYRHKFSLPSVDGQKRYTFRVRSRFNPLCGSAQHWSE
WSHPIHWGSNTSKENPFLFALEA

Fig. 7h

IL-2-gmla-HSA (SEQ ID NO: 34)
APASSSTKKTQLQLEHLLLDLOQMILNGINNYKNPKLTRDLTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 7i

IL-2-gm1b-HSA (SEQ ID NO:35)
APASSSTKKTQLQLEHLLLDLOQMILNGINNYKNPKLTRELTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 7]
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IL-2-gmlc-HSA (SEQ ID NO: 36)
APASSSTKKTQLQLEHLLLDLQMILNGINNYKNPKLTRQLTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fie. 7k

IL-2-gm1d-HSA (SEQ ID NO: 37)
APASSSTKKTQLQLEHLLLDLQMILNGINNYKNPKLTRALTFKFYMPKKATELKHL
QCLEEELKPLEEVLNLAQSKNFHLRPRDLISNINVIVLELKGSETTFMCEYADETATI
VEFLNRWITFAQSIISTLTAAADAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCP
FEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMAD
CCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIAR
RHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLK
CASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECA
DDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMPADLPSLAADFV
ESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAA
DPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVST
PTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTK
CCTESLVNRRPCFSALEVDETY VPKEFNAETFTFHADICTLSEKERQIKKQTALVEL
VKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL

Fig. 71
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IL2-gm1b-HSA; 1:1 binding
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Group 7
IL2-gm1d-H5A; 1:1 binding

F

Group 2
IL2-gm1-HSA; hIL2RB, y Fc-2ug/mi; 1:1 binding

Group 3
IL2-gm&-HSA; hiLZRE, v Fe-3 ug/mL; 1:1 binding

Group &
IL2-HSA; 1:1 binding

Group 2
[L2-gmi4-HSA; hIL2RE, y Fe-3 ug/mL; 11 binding

Group 4
IL2-gm1a-HSA; hIL2RE, y Fc-3 ug/mL; 1:1 binding
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