41/46

>CD47-1F8 VH

SEQ ID MO.; 80
AAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTAAAGCCTGGGGGGTCCCTTAGACTCTCCTGTGCAGCCTCT
ggtttcactttcagtaacgcctggatgaactgggtccgccaggctccagggaaggggctggagtgggtcggccgt
ATTAAAAGGAAAACTGATGGTGAGACAACAGACTACGCTGCACCCGTGAAAGGCAGATTCAGCATCTCMGAGAT
GATTCAAAAAACA.CCCTGTATCTGCAAATGAACAGCTTGAAAACCGAGGACACAGCCGTGTATTACTGCGCITGGC

AGTAACCGAGCTTTTGATATCTGGGGGCAAGGGACAATGGTCACCGTCTCTGCC

>CD47-2A11 '~m

SEQ ID NO.: 61
CAGGTACAGCTGCAGCAGTCAGGGGGAGGCTIGGTACA.GCCTGGGGGGTCCCTGAGACTCTCCTGTGC.AGCCTCT
GGATTCACCTTTAGCGGCTATGCCA.TGACTTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGCT
ATTACTTCTACTGGTGGTCGCACATACTACGCAGACTCCG I'GAAGGGCCGGTTCACCACCTCC.AG.AGACAATTCC
AGGAA.CACGTTGTA.TCTGCAAATGAACAGCCT GAGAGVICGAA.GACACGGCCGTATA.TTACTGTGCGAGAGAGTCA

AACTTCAGGGCTTTTCATATCTGGGGCCAAGCGACAATGGTCACCGTCTCTGCC

>GD47~2C2 VH

SEQ ID NO.: 62
GAGGTGCAGCTGGTGGA_G'(CTGG(3GGAGGCTTGGTACAGCCTGGGGGGTCCCTTAGACTCTCCTGTGCAGCCTCT
GGATTCACTTTCATTGA.CGCCTGGAIGACCTGGG'ICCGCCAGGCT CCAGGGAAGGGGCTGG.AGTGGGTCTCAGTT
ATTTATAGCGGTGGTAGCACATACTACGCAGACTCCGTGAAGGGCAGATTCACCA.TCTCCA.GA.GACAATTCCAAG
AACACGCTGTATCTGCAAATGAACAGCCTGAGACCCGAGGACACGGCCGTATATTACTGTGCGAGAGGGGCTAGG

GGCCATCCCCCGCAGGACTACTGGGCGCAGGGCACCCTGGTCACCGTCTCGGCC

>CD47-2D7 VH

SEQ ID NO.: 83
CAGGTCAACTTAAGGGAGTCTGGGGGAGGCTTGGTACAGCCTGGCGGGTCCCTGAGACTCTCCTGTGCAGCCTCT
GGAT7CACCTTCAGTGACTACTACAXGAGCTGGATCCGCCAGGCTCCAGGGGGGGGGCTGGAGTGGGTTTCATAC
ACTACTCGTTTTGGTAGTGACACAAACTACCCAGACTCTGTGAAGGGCCGFIiTTCACCATCTCCAGAGACAACGTC
CAGAACTCACTATATCTGCAAATGAACAGCCTGAGGGCCGAGGACACGGCTGTTTATTACTGTGTGAGAGATGTA

CATAACAGGGATGCCTACTGGGGCCAGGGCACCCTGGTCACCGTCTCGGCC

>CD47-2G4 VH

SEQ ID NO.: 64
CAGGTGCAGCTGGTGCAGTCTGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGAGACTCTCCTGTGCAGCCTCT
GGATTCACCTTTAGCAGCTATGCCATGAGCTGGGTCCGCCAGGCTCCAGGGAA.GGGGCTGGAGTGGGTCTCAGCT
ATTAGTGGTAGTGGTGGTAGCACATACTACGCAGACTCCGTGAAGGGCCGGTTCACCATCTC CA.GA.GACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGA.GGACA.CGGCCGTATATTA.CTGTGCGAACACAGA.T

TACTATGATAGTAGTA.GCCATACCCCCGCTSACTACTGGGGCCAGGGCACCCTGGTCACCGTCTC3GCC



