Figure S1. Gene sequence of TaKE1-Fc. Notably, four variable fragments from three different antibody clones were connected to
form a circularly tetramerized structure and fused to a human Fc region. TaKE-Fc, Fc-fused T cell and natural killer cell engager;
red shadow, restriction enzyme site; black & underline, signal peptide (human (-lactalbumin); light green, hOL; blue, hSH; sky
blue, h5L; orange, 3GH; yellow, 3GL; green, hOH; pink shadow, HRV3C protease recognition site; purple shadow, hinge region;
gray shadow, human IgG1 Fc; underline in hinge, mutation H237Y.

Gene sequence of TaAKE1-Fc
EAAINEGCCACCATGAAATGGGTCACCTTTATCTCCCTGCTGTTCCTGTTCTCCTCCGCCTACTCCGACATCCAGATGACCCAGTCE
GGCTCCAGCCTGTGTGCCTCTGTGGGCGACAGAGTGACAATTACCTGCTCCGGCTCCTGCTCCGTGTCCTAGATGAACTGGTATCAG
CAGACCGCCGGCAAGGCCCCCAAGCGGTGGATCTACGAGACCTCGAAGCTGGCCTCTGGCGTGCCCTCCAGATTCTCCGGCTCTGGC
TCTGGCACCGAGTATACCTTCAGCATCAGCTCCCTGCAGCCCGGAGGATATCGGCACCTACTACTGCCAGCAGTGGTCCAGCAACCCG
TTCACATTCGGCCAGGGCACCAAGCTGCAGATCACCTCTGGTGGCGGAGGCCAGGTGCAGCTGGTGCAGTCTGGCGCCGAAGTGAAG
AAACCTGGCGGCTCCGTGAAGGTGTGCTGCAAGGCTTGCGGCTAGACCTTTACCAGCTACGTGGATGCACTGGGTGCGAGAGGGCCCT
GGACAGGGCCTGGAATGGATGGGCAACATCTACCCAGGCTCCGGCGGCACCAACTACGCCGAGAAGTTCAAGAATAGAGTGACCATG
ACCCGGGACACCAGCATCAGCACCGCTTACATGGAACTGTGCCGGCTGCGGAGCGACGACACGGCCGTGTACTAGTGCGCTAGATCC
GGCGGACCCTACTTCTTCGACTACTGGGGCCAGGGAACCCTCGTGACCGTGTCTAGTGGCGGCGGAGGATCAGGCGGAGGCGGATCT
GGGGGGGGAGGTTCTGGGGGAGGGGGATCTGATATCGTGATGACACAGAGCCCCCTGTCCCTGCCTGTGACACCTGGCGAGCCTGEC
TCCATCTCCTGCCGGTCCTCTCAGAACATCGTGCACAACAACGGCATCACCTATCTGGAATGGTATCTGCAGAAGCCCGGCCAGTCC
GCTGAGCTGCTGATGTACAAGGTGTCGGACGGGTTCTGCGGCGTGCCCGATAGATTTTCTGGCTGCGGCAGCGGCAGCGATTTCACE
GTGAAGATCTCCCGGGTGGAAGCCGAGGACGTGGGCGTGTACTATTGCTTTCAAGGCAGCCACATCCCCCCCACCTTTGGGCAGGGC
AGAAAGGTGGAAATCAAGTCCGGGGGTGGCGGGCAAGTGACCCTGAAAGAGTCTGGCCCTGGCATCCTGCAGCCTTCCCAGACCCTG
TCTCTGACCTGCTCGTTCAGCGGCTTCTCCCTGCGGACCTCTGGCATGGGAGTGGGCTGGATCAGACAGCCTTCTGGCAAAGGACTG
GAATGGCTGGCGCACATTTGGTGGGAGGACGACAAGCGGTACAACCCCGGCCTGAAGTCTCGGCTGACAATCTCCAAGGACACCTCT
AGCAACGAGGTGTTCCTGAAGATTGCCTCCGTGGATACGGCCGAGACCGCTACCTACTATTGCGCCCAGATCAACCCTGCTTGGTTT
GOCTATTGGGEEACAGGGCACACTCGTGACAGTGTCOGCTGGTGGTGGTGGAAGTGGTGGCGGTGGTAGCGGAGGTGGTGGTTCAGGC
GGGGGAGGCTCT

AGT
GGGGGAGGTGGACAGGTGCAGCTGGTGCAGAGCGGAGCTGAAGTGAAAAAGCCAGGGGCCAGCGTGAAAGTGTCTTGTAAAGCCAGC
GGCTACACATTCAGCTGTTATTGGATGCATTGGGTGCGGCAGGCTCCAGGCCAGGGACTGGAATGGATGGGAAATATCTATCCTGGC
AGCGGGGGCACCAATTATGCTGAAAAGTTTAAAAACCGCGTGACAATGACCAGGGATACCTCTATCTCTACCGCCTATATGGAACTG
AGCAGGCTGAGATCCGAGGATACAGCTGTGTATTATTGGGCCAGAAGCGGAGGCCCATATTTTTTTGATTACTGGGGGGAGGGTACT
CTCGTGACTGTGTCCAGCGGAGGTGGCGGATCTGGTGGCGGCGGAAGT GGGGGAGGCGGTAGTGGTGGTGGCGGATCCGACATTGTG
ATGACTCAGAGTCCTGTGAGCCTGCCCGTGACCCCAGGGGAAGCCGCTTCTATCTGGTGCAGATCCAGCCAGAATATTGTGCATAAC
AATGGGATTACTTACCTGGAATGGTATCTGCAGAAACCTGGACAGAGTCCACAGCTGCTGATCTACAAAGTGTCTGACAGATTCAGC
GGAGTGCCTGACCGGTTTAGCGGCTCCGGCTCCGGAAGAGACTTTACTCTGAAGATTAGCCGCGTGGAAGCTGAGGATGTGGGAGTG
TACTACTGTTTCCAGGGGTCTCATATTCCTCCCACTTTCGGACAGGGAACTAAGGTGGAAATCAAAAGCGGCGGAGGGGGCCAGGTG
CAGCTGGTGCAGAGTGGTGGCGGAGTGGTGCAGCCTGGGAGATCCCTGAGACTGAGGTGCAAGGCCAGCGGATATACCTTTACCCGG
TACACCATGCACTGGGTGCGCCAGGCACCCGGAAAAGGACTGGAATGGATCGGCTACATCAACCCCTCCCGGGGCTACACCAATTAC
AACCAGAAAGTGAAGGAGCGGTTCACCATTTCCCGGGAGAACTCCAAGAATACCGCCTTCCTGCAGATGGACTCCCTGCGGCCTGAA
GATACCGGCGTGTACTTCTGTGCCCGGTACTACGACGACCACTACAGCCTGGATTATTGGGGCCAGGGTACACCAGTGACCGTGTCC
TCCGCGGCT CNGGAAGTECTGITCCAGEGECEe X Y X X oy Y [ e G R HqEGCTCCTGAACTGCTGGGAGGCCCT
AGCGTGTTCCTGTTCGCCCCCAAAGCCCAAGGACACCCTGATGATCAGCAGAACCCCCGAAGTGACCTGCGTGGTGGTGGACGTGTCC
CACGAGGACCCTGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCCAGAGAGGAACAGTAC
AACAGCACCTACAGAGTGGTGTCCGTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAAC
AAGGCCCTGCCTGCCCCCATCGAAAAGACCATCAGCAAGGCCAAGGGCCAGCCCAGGGAACCCCAGGTGTACACACTGCCTCCAAGC
AGGGACGAGCTGACCAAGAACCAGGTGTCCCTGACCTGTCTCGTGAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGAGC
AACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGACGGCTCATTCTTCCTGTACAGCAAGCTGACAGTG
GACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCCTG
AGCCTGAGCCCCGGCAAGTGACTCGAG

RGN, rcstriction enzyme site; black & underline, signal peptide (human B-lactalbumin); light green,
hOL; blue, h5H; sky blue, h5L; orange, 3GH; , 3GL; green, hOH; PiKISHAAOW, HRV3C protease
recognition site; [sJilyalGRELOY hinge region; gray shadow, human IgG1 Fc; underline in hinge, mutation
H237Y



Figure S2. Gene sequence of TaKE2-Fc. Notably, four variable fragments from four different antibody clones were connected to
form a circularly tetramerized structure and fused to a human Fc region. TaKE-Fc, Fc-fused T cell and natural killer cell engager;
red shadow, restriction enzyme site; black & underline, signal peptide (human f-lactalbumin); light green, hOL; red, 2H; pink,
2L; orange, 3GH; yellow, 3GL; blue, h5H; sky blue, h5L; green, hOH; pink shadow; HRV3C protease recognition site; purple
shadow, hinge region; gray shadow, human IgG1 Fc; underline in hinge, mutation H237Y.

Gene sequence of TaKE2-Fc

EAAINIEGCCACCATGAAATGGGTCAGCTTTATCTCCGTGCTGTTCGTGTTCTCGTCCGCCTACTCCGACATCCAGATGACCCAGTCE
CGCTCCAGCCTGTCTGCCTCTGTGGGCGACAGAGTGACAATTACCTGCTCCGCCTCCTCCTCCGTGTCCTACATGAACTGGTATCAG
GAGACCGGCGGCAAGGCCCCCAAGCGGTGGATCTACGAGAGCTCGAAGCTGGCCTCTGGCGTGCGGTCCAGATTCTCCGGCTCTGGE
TCTGGCACCGACTATACCTTCACCATCAGCTCCCTGCAGCCCGAGGATATCGCCACCTACTACTGCCAGCAGTGGTCCAGCAACCCC
TTCACATTCGGCCAGGGCACCAAGCTGCAGATCACCTCTGGTGGCGGAGGCCAGGTGCAGCTGAAGCAGTGTGGACCTGGACTGGTG
CAGCCCTCCCAGTCCCTGTCCATGACCTGTACCGTGTCGGGCTTCTCCCTGACCAACTACGGCGTGCACTGGGTGCGACAGTCTCCA
GGCAAGGGCCTGGAATGGCTGGGAGTGATTTGGAGCGGGGGCAAGAGCGACTAGAACAGCCCTTTCACCTCCGGGCTGAGCATCAAC
AAGGACAACTCCAAGTCCCAGGTGTTCTTCAAGATGAACAGCCTGCAGTCCAACGACACCGCCATCTACTATTGCGCCAGAGCCCTG
ACCTACTATGACTACGAGTTCGCCTACTGGGGCCAGGGAACCCTCGTGACAGTGTCTAGTGGCGGCGGAGGATCAGGCGGAGGCGGA
TCTGGGGGGGGAGGTTCTGGGGGAGGGGGATCTGATATCCTGCTGACCCAGAGCCCCGTGATCCTGTCCGTGTCTCCTGGCGAGCGG
GTGTCCTTCTCTTGTCGGGCGTCTCAGTCCATCGGCACGAACATGCATTGGTATCAGCAGCGGAGGAACGGGTCCCCTGGGCTGECTG
ATTAAGTACGCCTCCGAGTCTATCTCCGGCATCCCCTCCAGGTTTAGCGGCAGCGGCTCCGGGACAGAGTTCACCCTGTCTATCAAC
TGCGTGGAATCCGAGGACATTGCCGATTACTATTGTCAGCAGAATAATAACTGGCCAAGCACGTTCGGCGCTGGCACAAAGCTGGAA
CTGAAGTCCGGGGGTGGCGGCCAAGTGACCCTGAAAGAATCTGGCCCTGGCATCCTGCAGGCTAGCCAGACCCTGTCCCTGACCTGE
TGGTTCAGCGGCTTGTCTCTGCGGACCTCTGGCATGGGCGTGGGCTGGATCAGAGAGCCTTCTGGAAAAGGAGTGGAATGGCTGGGE
CACATTTGGTGGGACGACGACAAGCGGTACAACCCCGCGCTGAAGTCTCGGCTGACAATCTCCAAGGACACCAGCAGCAATCAGGTG
TTCCTGAAGATCGCGTCCGTGGACACCGCCGACAGCGCTAGGTATTAGTGCGCGGGAGATCAACCCTGCTTGGTTTGCCTATTGGGGA
CAGGGCACACTCGTGACCGTGTCAGCTGGGGGAGGTGGTAGCGGAGGGGGAGGAAGTGGTGGCGGGGGTAGT GGGGGAGGCGGAAGC

AGCGGCGGTGGCGGA
CAGGTGCAGCTGGTGCAGAGCGGAGCCGAAGTGAAAAAGCCAGGCGCCAGCGTGAAGGTGTCCTGCAAGGCTTCCGGGTACACCTTT
ACCAGCTACTGGATGCATTGGGTGCGCCAGGCCCCTGGGCAGGGGCTGGAATGGATGGGCAATATCTACCCTGGCTCCGGCGGCACC
AATTACGCCGAGAAGTTCAAGAATCGCGTGACCATGACGCGGGACACCTCTATCAGCACCGCTTACATGGAAGCTGTCCGGGCTGCGG
AGCGACGATACCGCCGTGTACTACTGCGCTAGAAGCGGAGGCCCATATTTTTTTGATTACTGGGGGCAGGGTACTCTCGTGACTGTG
TCCTCTGGCGGGGGAGGCTCAGGTGGCGGAGGTAGCGGAGGTGGTGGATCTGGCGGTGGCGGCTCTGACATCGTGATGACACAGAGT
CCTCTGAGCCTGCCCGTGACCCCTGGCGAACCTGCCTCTATCTCCTGCCGGTCCTCCCAGAAGATCGTGCACAACAACGGCATCAGC
TATCTGGAATGGTATGTGCAGAAACCTGGACAGAGCCCTCAGCTGCTGATCTATAAGGTGTCCGACCGGTTCTCCGGCGTGCCCGAT
AGATTCTCTGGATCCGGCTCCGGAACTGACTTTACACTGAAGATCTCCCGGGTGGAAGCTGAGGACGTGGGAGTGTACTACTGTTTC
CAGGGGTCTCATATTCCTCCCACCTTTGGGCAGGGCACTAAGGTGGAAATCAAAAGCGGAGGCGGTGGCCAGGTGCAGCTGGTGCAG
TCAGGTGGCGGAGTGGTGCAGCCTGGCAGATCCCTGAGACTGAGCTGCAAGGCCTCTGGATACACATTCACCCGGTACACCATGCAC
TGGGTGCGCCAGGCTCCCGGAAAAGGACTGGAATGGATGGGCTACATCAACCCCTCCCGGGGCTACACCAACTACAATCAGAAAGTG
AAGGACCGGTTCACCATTTCCCGGGACAACAGCAAGAAGACCGCCTTTCTGCAGATGGACTCCCTGAGGCCTGAGGATACAGGCGTG
TACTTCTGTGCCCGGTACTACGACGACCACTACAGCCTGGACTATTGGGGGCAGGGAACCCCTGTGACCGTGTCATCCGCGGCTIHIM
GAAGTGCTGTTCCAGGGCCCC Y. el [ AR HEGCTCCTGAACTGCTGGGAGGCCCTAGCGTGTTCCTG
TTCCCCCCAAAGCCCAAGGACACCCTGATGATCAGCAGAACCCCCGAAGTGACCTGCGTGGTGGTGGACGTGTCCCACGAGGACCCT
GAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCCAGAGAGGAACAGTACAACAGCACCTAC
AGAGTGGTGTCCGTGCTGACCGTGCTGCACCAGGATTGGGTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCT
GCCCCCATCGAAAAGACCATCAGCAAGGCCAAGGGCCAGCCCAGGGAACCCCAGGTGTACACACTGCCTCCAAGCAGGGACGAGCTG
AGCAAGAACCAGGTGTCCCTGAGCTGTCTCGTGAAGGGCTTCTAGCCCTCCGATATCGCCGTGGAATGGGAGAGCAACGGCCAGCCC
GAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGACGGCTCATTCTTCCTGTACAGCAAGCTGACAGTGGACAAGAGCAGA
TGGCAGCAGGGCAAGGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAAGCACTACACCCAGAAGTGCGTGAGCCTGAGCCCC

GGCAAGTGACICGAG
REGISHREON, rcstriction enzyme site; black & underline, signal peptide (human B-lactalbumin); light green,
hOL; red, 2H; , 2L; orange, 3GH; , 3GL; blue, hSH; sky blue, hSL; green, hOH; PillkiSHAdOW;

HRV3C protease recognition site; jsliys) CEIELLL, hinge region; gray shadow, human [gG1 Fc; underline in
hinge, mutation H237Y



Figure S3. Gene sequence of TaKE3-Fc. Notably, four single-chain variable fragments from four different antibody clones were
connected tandemly and fused to a human Fc region. TaKE-Fc, Fc-fused T cell and natural killer cell engager; red shadow,
restriction enzyme site; black & underline, signal peptide (human (3-lactalbumin); sky blue, h5L; blue, h5H; green, hOH; light
green, hOL; pink, 2L; red, 2H; orange, 3GH; yellow, 3GL; pink shadow; HRV3C protease recognition site; purple shadow, hinge
region; gray shadow, human IgG1 Fc; underline in hinge, mutation H237Y.

Gene sequence of TaKE3-Fc
GAAIIEGCCACCATGAAATGGGTCACCTTTATCTCCCTGCTGTTCCTGTTCTCCTCCGCCTACTCCGACATCGTGATGACCCAGTCC
GGCCTGTCCCTGGCTGTGACACCTGGCGAGCCTGCCTCGATCTCGTGCCGGTCCTCTCAGAACATCGTGCACAACAACGGCATCAGC
TACCTGGAATGGTATCTGCAGAAGCCCGGCCAGTCCCCTCAGCTGCTGATCTACAAGGTGTCCGACCGGTTCTCCGGCGTGCCCGAC
AGATTTTCCGGCTCTGGCTCTGGCACCGACTTCACCCTGAAGATCTCCCGGGTGGAAGCCGAGGACGTGGGCGTGTACTACTGTTTC
CAGGGGTCTCATATTCCTCCCACCTTCGGCCAGGGCACCAAGGTGGAAATCAAGAGAGCTGCTGGCGGCGGAGGATCTGGCGGAGGT
GGTAGTGGCGGAGGCGGATCTCAGGTGCAGCTGGTGCAGTCTGGCGCCGAAGTGAAGAAACCTGGCGCCTCCGTGAAGGTGTCCTGE
AAGGCCTCCGGCTACACCTTTACCAGCTACTGGATGCACTGGGTGCGACAGGCCCCTGGACAGGGACTGGAATGGATGGGCAACATC
TACCCTGGCTCCGGCGGCACCAACTACGCCGAGAAGTTGAAGAACAGAGTGACCATGACCCGGGACACCTGCATCAGCACCGCCTAC
ATGGAACTGTCCCGGCTGAGAAGCGACGACACCGCCGTGTACTATTGCGCCAGAAGCGGAGGCCCATATTTTTTTGATTACTGGGGC
CAGGGAACCCTCGTGACCGTGTCATCTGCTGGGGGTGGTGGTTCCCAGGTGCAGCTGGTGCAGAGCGGAGGCGGAGTGGTGCAGCCT
GGCAGATCCCTGAGACTGAGCTGCAAGGCTTCTGGATATACCTTCAGCCGGTACACCATGCATTGGGTGCGCCAGGCTGCAGGCAAA
GGCCTGGAATGGATCGGCTATATCAAGCCCTCGCGGGGGTACACCGAATTACAACCAGAAAGTGAAGGACCGGTTCAGCATCTCTCGG
GACAACTCCAAGAACACCGCCTTTCTGCAGATGGACTCCCTGCGGCCTGAGGATACCGGGGTGTACTTCTGCGCCCGGTACTACGAC
GACCACTACAGCCTGGACTATTGGGGACAGGGCACCCCTGTGACAGTGTCTAGTGCTGGGGGAGGGGGATCAGGTGGTGGTGGAAGT
GGTGGCGGTGGCAGCGACATCCAGATGACTCAGAGCCCCTCCAGCCTGTCCGCCTCTGTGGGCGATAGAGTGACAATTACCTGCAGC
GGCTCCTGCTCCGTGTCTTACATGAAGTGGTATCAGCAGACCCCCGGGCAAGGCCCCCAAGCGGTGGATCTAGCGACAGCAGCAAGCTG
GCCTCTGGCGTGCCCTCCAGATTCTCTGGAAGCGGCAGCGGCACCGATTATACTTTCACCATCAGCTCCCTGCAGCCCGAAGATATC
GGCACCTACTACTGGCAGCAGTGGTCCGAGCAACGCCTTGACATTCGGGACAGGGAACAAAGCTGCAGATCACCCGGGCAGCAGGGGGC
GGAGGCTCTGATATTCTGCTGACCCAGAGCCCTGTGATGCTGTCCGTGTCCCCTGGCGAGAGAGTGTCCTTCTCTTGTCGGGCCTCC
GAGTCCATCGGCACCAATATCCATTGGTATCAGCAGCGGAGCAAGGGCTCCCCCCGACTGCTGATTAAGTACGCCTCCGAGTCTATC
TCCGGCATCCCCAGCAGGTTTAGCGGGTCCGGCTCCGGAACAGATTTCACACTGTCCATCAACTCCGTGGAAAGCGAGGATATCGCC
GATTACTATTGTGAGCAGAATAATAAGTGGCCAACCACGTTCGGCGGTGGCACAAAGCTGGAACTGAAGAGGGCAGCCGGTGGCGGG
GGTAGCGGAGGGGGAGGTTCAGGGGGGGGAGGTAGTCAGGTGCAGCTGAAGCAGTCCGGCCCTGGACTGGTGCAGCCCTCCCAGAGC
GTGTCCATCACCTGTACCGTGTCCGGGTTCTCGCTGACCAATTACGGCGTGCACTGGGTGCGCCAGAGTCCCGGAAAAGGACTGGAA
TGGCTGGGAGTGATTTGGAGCGGCGGCAACACCGACTACAACACCCCTTTCACCTCCCGGCTGTCTATCAACAAGGACAACAGCAAG
TGCCAGGTGTTCTTTAAGATGAACAGGCTGCAGTCCAAGGATACCGGTATCTATTACTGCGCTCGGGCCCTGACCTACTATGACTAC
GAGTTCGGCCTACTGGGGGCAGGGCACACTCGTGACTGTGTCTAGCGCAGGCGGGGGAGGATCCCAAGTGACCCTGAAAGAGAGCGGE
GCCTGGCATCCTGCAGCCTAGCCAGACCCTGTCTCTGAGCTGCTCCTTCAGCGGGTTCAGCCTGCGGACCTCTGGCATGGGAGTGGGC
TGGATCAGACAGCCTTCTGGAAAGGGCCTGGAATGGCTGGCCCACATTTGGTGGGACGACGACAAGCGGTACAACCCCGCCCTGAAG
TCTCGGCTGACAATCTCTAAGGACACCAGCTCCAATCAGGTGTTCCTGAAGATTGCCTCCGTGGATACCGCCGACAGCGCTACCTAC
TATTGTGCGCAGATCAACCCTGCTTGGTTTGCCTATTGGGGGCAGGGAACTCTCGTGACAGTGTCCGCTGCAGGCGGTGGTGGATCA
GGTGGCGGCGGTTCTGGTGGTGGCGGATCT

GACAAGACCTACAGCTGTCGCCCTTGCGCCEBNHAE
GAACTGCTGGGAGGCCCTAGCGTGTTCCTGTTCCCCCCAAAGCCCAAGGACACCCTGATGATCAGCAGAACCCCCGAAGTGACCTGC

GTGGTGGTGGACGTGTCCCACGAGGACCCTGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAG
CCCAGAGAGGAACAGTACAACAGCACCTACAGAGTGGTGTCCGTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAAGAGTAC
AAGTGCAAGGTGTCGAACAAGGCCCTGCCTGCCCCCATCGAAAAGAGCATCAGCAAGGCCAAGGGCCAGCCCAGGGAACCCCAGGTG
TACACACTGCCTCCAAGCAGGGACGAGCTGACCAAGAACCAGGTGTGCCTGACCTGTCTCGTGAAGGGCTTCTACCCCTCCGATATC
GCCGTGGAATGGGAGAGCAACGGCCAGCCCGAGAACAACTACAAGAGCACCCCCCCTGTGCTGGACAGCGACGGCTCATTCTTCCTG
TACAGCAAGCTGACAGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAACCAG
TACACCCAGAAGTCCCTGAGCCTGAGCCCCGGCAAGT GACTCGAG

REABEEESN, rcstriction enzyme site; black & underline, signal peptide (human B-lactalbumin); sky blue,
hSL; blue, hSH; green, hOH; light green, hOL , 2L; red, 2H; orangce, 3GH; , 3GL; _,
HRV3C protease recognition site; sl irlley, h1nge region; gray shadow, human IgGl Fc; underline in
hinge, mutation H237Y




