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[Figure 1]
FRAME SHIFT MUTATION SITE
417 aa: wild type (WT)
411 aa: Del 52 TYPE MUTATION
CALR G._. T 430 aa: Ins 5 TYPE MUTATION
WT EEQRLEEEEEDEKRREEEEEAEDRKEDDEDEDEDEEDEEDEEEDEEEDVEPGQARDEL
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Ins5 EEQRLEE EEEDKRREEEEEAE[R [RRMMRTEMRMRRMERTREEMRREMEPARPRTSCREACLQGWTER
AMINO ACIDS COMMON TO MUTANT CALR
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[Figure 4]
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[Figure 6]
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[Figure 8]
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[Figure 9]
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[Figure 10]
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[Figure 11]
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[Figure 12]
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[Figure 13A]

[Figure 13B]
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[Figure 14]

HEAVY-CHAIN VARIABLE REGION AMINO ACID SEQUENCE
CLONE B3

QVQLQQSGAELVKPGSSYKISCKASGY TFTRNFIHWIKQQPGNGLEWIGWIFPGDGDTEYNQKFNGKATLTADK
SSSTAYMQLSSLTSEDSAVYFCARGNYNYEYFDYWGQGVMVTVSS

CLONE C6
QVQLAASGAELVKPGSSVKISCKASGYTFTSYFVHWIKQQPGDGLEWIGWI YPGDGDTEYNHKFNGKSTLTADR
SSSTAYMOLSSLTSEDSAVYFCARGNYYDGREVMDAWGQGASYVTVSS

CLONE G1
QVQLQQSGAELVKPGSSVKISCKASGYTFTSYFVHWIKQQPGDGLEWIGWIYPGDGDTEYNQKFNGKATLTADR
SSSTAYMQLSSLTSEDSAVYFCARGNYYDGREVMDAWGQGASVTVSS

[Figure 15]

LIGHT-CHAIN VARIABLE REGION AMINO ACID SEQUENCE

CLONE B3
DIQMTQSPASLSASLGETVSIECLASEDIYSYLAWYQQKPGKSPQLLIFAANRLQDGVPSRFSGSGSGTQFSLK
ISGMQPEDEGDYFCLQGSKFPYTFGPGTKLELN

CLONE C6
DVVLTQTPPTLSATIGQSVSISCRSSQSLLDSDGETYLNWLLQRPGQSPQLLIYSVSNLESGVPNRFSGSGSET
DETLKISGMEAEDLGVYYCMQATHGPYTFGAGTKLELK

CLONE G1
DVVLTQTPPTLSATIGQSVSISCRSSQSLLDSDGETYLNWLLQRPGQCPQLLIYSVSNLESGVPNRFSGSGSET
DFTLKISGVEAEDLGVYYCMQGTHGPYTFGAGTKLELK
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[Figure 16]

HEAVY-CHAIN VARIABLE REGION NUCLEOTIDE SEQUENCE

CLONE B3
CAGGTACAGCTGCAGCAATCTGGGGCTGAACTGGTGAAGCCTGGGTCCTCAGTGAAAATTTCCTGCAAGGCTTC
TGGCTACACCTTCACCCGTAACTTTATACACTGGATAAAACAGCAGCCTGGAAATGGCCTTGAGTGGATTGGGT
GGATTTTTCCTGGAGATGGTGATACAGAGTACAATCAAAAGTTCAATGGGAAGGCAACACTCACTGCAGACAAA
TCGTCCAGCACAGCCTATATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGAGG
AAATTACAACTACGAGTACTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA

CLONE C6
CAGGTACAGCTGCAGCAATCTGGGGCTGAACTGGTGAAGCCTGGGTCCTCAGTGAAAATTTCCTGCAAGGCTTC

TGGCTACACCTTCACCAGTTACTTTGTGCACTGGATAAAACAGCAGCCTGGAGATGGCCTTGAGTGGATTGGGT
GGATTTATCCTGGAGATGGTGATACAGAGTACAATCACAAGTTCAATGGGAAGTCAACACTCACTGCAGACAGA
TCCTCCAGTACAGCCTATATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGAGG
GAATTACTATGATGGTCGGGAAGTTATGGATGCCTGGGGTCAAGGAGCTTCAGTCACTGTCTCCTCA

CLONE Gf1
CAGGTACAGCTGCAGCAATCTGGGGCTGAACTGGTGAAGCCTGGGTCCTCAGTGAAAATTTCCTGCAAGGCTTC
TGGCTACACCTTCACCAGTTACTTTGTGCACTGGATAAAACAGCAGCCTGGAGATGGCCTTGAGTGGATTGGGT
GGATTTATCCTGGAGATGGTGATACAGAGTACAATCAAAAGTTCAATGGGAAGGCAACACTCACTGCAGACAGA
TCCTCCAGTACAGCCTATATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGAGG
GAATTACTATGATGGTCGGGAAGTTATGGATGCCTGGGGTCAAGGAGCTTCAGTCACTGTCTCCTCA
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[Figure 17]

LIGHT-CHAIN VARIABLE REGION NUCLEOTIDE SEQUENCE

CLONE B3
GACATCCAGATGACACAGTCTCCGGCTTCCCTGTCTGCATCTCTGGGAGAAACTGTCTCCATCGAGTGTCTAGC
AAGTGAGGACATTTACAGTTATTTAGCATGGTATCAACAGAAGCCAGGGAAATCTCCTCAGCTCCTGATCTTTG
CTGCAAATAGGTTGCAAGATGGGGTCCCATCACGGTTCAGTGGCAGTGGATCTGGCACACAGTTTTCTCTCAAG
ATCAGCGGCATGCAACCTGAAGATGAAGGGGATTATTTCTGTCTACAGGGTTCCAAGTTTCCGTACACCTTTGG
ACCTGGGACCAAGCTGGAACTGAAC

CLONE C6
GATGTTGTGCTGACCCAGACTCCACCCACTTTATCGGCTACCATTGGACAATCGGTCTCCATCTCTTGCAGGTC
AAGTCAGAGTCTCTTAGATAGTGATGGAGAAACCTATTTAAATTGGTTGCTACAGAGGCCAGGCCAATCTCCAC
AGCTTCTAATTTATTCGGTCTCCAACCTGGAATCTGGGGTCCCCAACAGGTTCAGTGGCAGTGGGTCAGAAACA
GATTTCACACTCAAAATCAGTGGAATGGAGGCTGAAGATTTGGGAGTTTACTACTGCATGCAAGCTACCCATGG
TCCGTACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAA

CLONE Gf1
GATGTTGTGCTGACCCAGACTCCACCCACTTTATCGGCTACCATTGGACAATCGGTCTCCATCTCTTGCAGGTC
AAGTCAGAGTCTCTTAGATAGTGATGGAGAAACCTATTTAAATTGGTTGCTACAGAGGCCAGGCCAATGTCCAC
AGCTTCTAATTTATTCGGTATCCAACCTGGAATCTGGGGTCCCCAACAGGT TCAGTGGCAGTGGGTCAGAAACA
GATTTCACACTCAAAATCAGTGGAGTGGAGGCTGAAGATTTGGGAGTTTACTACTGCATGCAAGGTACCCATGG
TCCGTACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAA
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[Figure 18]
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