SEQUENCE LISTING

SEQ ID NO:1 TAU P10636-8

MAEPRQEFEV
SETSDAKSTP
HVTQARMVSK
TPPSSGEPPK
SRLQTAPVPM
PGGGSVQIVY
THVPGGGNKK
DSPQLATLAD

MEDHAGTYGL
TAEDVTAPLV
SKDGTGSDDK
SGDRSGYSSP
PDLKNVKSKI
KPVDLSKVTS
IETHKLTEFRE
EVSASLAKQG

SEQ ID NO:2 TAU P10636-7

MAEPRQEFEV
SETSDAKSTP
KIATPRGAAP
SRTPSLPTPP
PGGGKVQIIN
HKPGGGQVEV
AETIVYKSPVV

MEDHAGTYGL
TAEAEEAGIG
PGOKGQANAT
TREPKKVAVV
KKLDLSNVQS
KSEKLDFKDR
SGDTSPRHLS

SEQ ID NO:3 TAU P10636-6

MAEPRQEFEV
AGHVTQARMV
PKTPPSSGEP
AKSRLQTAPV
HVPGGGSVQI
NITHVPGGGN
MVDSPQLATL

MEDHAGTYGL
SKSKDGTGSD
PKSGDRSGYS
PMPDLKNVKS
VYKPVDLSKV
KKIETHKLTF
ADEVSASLAK

SEQ ID NO:4 TAU P10636-5

MAEPRQEFEV
SETSDAKSTP
HVTQARMVSK
TPPSSGEPPK
SRLQTAPVPM
PGGGQVEVKS
IVYKSPVVSG

MEDHAGTYGL
TAEDVTAPLV
SKDGTGSDDK
SGDRSGYSSP
PDLKNVKSKI
EKLDFKDRVQ
DTSPRHLSNV

SEQ ID NO:5 TAU P10636-4

MAEPRQEFEV
SETSDAKSTP
KIATPRGAAP
SRTPSLPTPP
PGGGKVQIVY
THVPGGGNKK
DSPQLATLAD

MEDHAGTYGL
TAEAEEAGIG
PGOKGQANAT
TREPKKVAVV
KPVDLSKVTS
IETHKLTEFRE
EVSASLAKQG

GDRKDQGGYT
DEGAPGKQAA
KAKGADGKTK
GSPGTPGSRS
GSTENLKHQP
KCGSLGNIHH
NAKAKTDHGA
L

GDRKDQGGYT
DTPSLEDEAA
RIPAKTPPAP
RTPPKSPSSA
KCGSKDNIKH
VQSKIGSLDN
NVSSTGSIDM

GDRKDQGGYT
DKKAKGADGK
SPGSPGTPGS
KIGSTENLKH
TSKCGSLGNI
RENAKAKTDH
QGL

GDRKDQGGYT
DEGAPGKQAA
KAKGADGKTK
GSPGTPGSRS
GSTENLKHQP
SKIGSLDNIT
SSTGSIDMVD

GDRKDQGGYT
DTPSLEDEAA
RIPAKTPPAP
RTPPKSPSSA
KCGSLGNIHH
NAKAKTDHGA
L

73

MHODQEGDTD
AQPHTEIPEG
IATPRGAAPP
RTPSLPTPPT
GGGKVQIINK
KPGGGQVEVK
ETIVYKSPVVS

MHODQEGDTD
GHVTQARMVS
KTPPSSGEPP
KSRLQTAPVP
VPGGGSVQIV
ITHVPGGGNK
VDSPQLATLA

MHODQEGDTD
TKIATPRGAA
RSRTPSLPTP
QPGGGKVQIT
HHKPGGGQVE
GAEIVYKSPV

MHODQEGDTD
AQPHTEIPEG
IATPRGAAPP
RTPSLPTPPT
GGGKVQIVYK
HVPGGGNKKTI
SPOLATLADE

MHODQEGDTD
GHVTQARMVS
KTPPSSGEPP
KSRLQTAPVP
KPGGGQVEVK
ETIVYKSPVVS

AGLKESPLQT
TTAEEAGIGD
GOKGQANATR
REPKKVAVVR
KLDLSNVQSK
SEKLDEFKDRV
GDTSPRHLSN

AGLKESPLQT
KSKDGTGSDD
KSGDRSGYSS
MPDLKNVKSK
YKPVDLSKVT
KIETHKLTEFR
DEVSASLAKQ

AGLKAEEAGI
PPGOKGQANA
PTREPKKVAV
NKKLDLSNVQ
VKSEKLDFKD
VSGDTSPRHL

AGLKESPLQT
TTAEEAGIGD
GOKGQANATR
REPKKVAVVR
PVDLSKVTSK
ETHKLTEFREN
VSASLAKQGL

AGLKESPLQT
KSKDGTGSDD
KSGDRSGYSS
MPDLKNVKSK
SEKLDEFKDRV
GDTSPRHLSN

TEDGSEEPG
PSLEDEAAG
PAKTPPAPK
PPKSPSSAK
GSKDNIKHV
SKIGSLDNT
SSTGSIDMV

TEDGSEEPG
KAKGADGKT
GSPGTPGSR
GSTENLKHOQ
KCGSLGNIH
NAKAKTDHG
GL

DTPSLEDEA
RIPAKTPPA
RTPPKSPSS
KCGSKDNIK
VQSKIGSLD
NVSSTGSID

TEDGSEEPG
PSLEDEAAG
PAKTPPAPK
PPKSPSSAK
GSLGNIHHK
KAKTDHGAE

TEDGSEEPG
KAKGADGKT
GSPGTPGSR
GSTENLKHOQ
SKIGSLDNT
SSTGSIDMV



SEQ ID NO:6 TAU P10636-2

MAEPRQEFEV
AAGHVTQARM
PAPKTPPSSG
PSSAKSRLQT
GNIHHKPGGG
KTDHGAEIVY

SEQ ID NO:7

MEDHAGTYGL
VSKSKDGTGS
EPPKSGDRSG
APVPMPDLKN
QVEVKSEKLD
KSPVVSGDTS

GDRKDQGGYT
DDKKAKGADG
YSSPGSPGTP
VKSKIGSTEN
FKDRVQSKIG
PRHLSNVSST

CTA ATA CGA CIC ACT ATA GGG C

SEQ ID NO:8

MHODQEGDTD
KTKIATPRGA
GSRSRTPSLP
LKHOPGGGKV
SLDNITHVPG
GSIDMVDSPQ

CIC AAT TIT CIT GIC CAC CTT GGT GC

SEQ ID NO: 9

CIC AAG TIT TIT GIC CAC CGT GGT GC

SEQ ID NO:10 - 16B5-HC
MDWVWNLLFLMAAAQSTQAQIQLVQOSGPELKKPGETVKISCKASGYPFTYHGMDWVKQAPWGGL
EWMGWINTYSGVPTYADDFKGRFAFSLETSVGTAYLQINNLKNEDTATYFCARRRDE TMDEWGQ

AGLKAEEAGI
APPGQKGQAN
TPPTREPKKV
QIVYKPVDLS
GGNKKIETHK
LATLADEVSA

GDTPSLEDE
ATRIPAKTP
AVVRTPPKS
KVTSKCGSL
LTFRENAKA
SLAKQGL

GTSVTVSSAKTTPPSVYPLAPGSAAQTNSMVTLGCLVKGYFPEPVIVTWNSGSLSSGVHTFPAV

LOSDLYTLSSSVIVPSSTWPSETVTCNVAHPAS

SEQ ID NO:11 - 16B5 CDR-H1 (Kabat numbering)

YHGMD

SEQ ID NO:12 - 16B5 CDR-H2

WINTYSGVPTYADDFKG

SEQ ID NO:13 - 16B5 CDR-H3

RRDE TMDF

SEQ ID NO: 14 - Hu VH Acceptor FR (Acc#BAC02002.1)
QVOLVQSGSELKRPGASVKVSCKASGYSFTSYAVNWVRQAPGQGLEWVGWINTNTGNPTYAQGE
TGRFVFSLDTSVSTAYLQISSLKAADTAVYYCARARGONGMDVWGQGTTVTVSS

SEQ ID NO: 15 — 16BS5 Heavy Chain Humanized Design vl (R13K, V48M, Y91F)
QVOLVQOSGSELKKPGASVKVSCKASGYTFTYHGMDWVRQAPGOGLEWMGWINTYSGVPTYADDFE
KGREVFSLDTSVSTAYLQISSLKAEDTAVYFCARRRDETMDEWGQGTTVTVSS

SEQ ID NO: 16 - 16B5-LC
MDSQAQVLILLLLWVSGTCGNIVLSQSPSSLAVSPGEKVTMSCKSSQSLLNSRTRKNYLAWEQQ
KPGOSPKLLIYWASTRESGVPDREFTGSGSGTDEFTLTISSVQAEDLAVYYCKQSYTLRTFGGGTN
LEIKRADAAPTVSIFPPSSEQLTSGGASVVCELNNEYPKDINVKWKIDGSERONGVLNSWTDQD
SKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTSTSPT

SEQ ID NO: 17 - 16B5-LC CDR-L1
KSSQSLLNSRTRKNYLA
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SEQ ID NO: 18 - 16B5-LC CDR-L2
WASTRES

SEQ ID NO: 19 - 16B5-LC CDR-L3
KOSYTLRT

SEQ ID NO: 20 - Hu VL Acceptor Fr (Acc#ACJ71718.1)
DIVMTQSPDSLAVSLGERATINCKSSQSVLYSSNNKNYLAWYQQKPGQPPKLLIYWASTRESGV
PDREFSGSGSGTDEFTLTISSLOQAEDVAVYYCQQYYSTPOQTEFGGGTKVEIKR

SEQ ID NO: 21 - 16B5 Light Chain Humanized Design vl (DIN, M4L, Y36F)
NIVLTQSPDSLAVSLGERATINCKSSQOSLLNSRTREKNYLAWFQOKPGQPPKLLIYWASTRESGV
PDRESGSGSGTDFTLTISSLQAEDVAVYYCKOSYTLRTEFGGGTKVEIKR

SEQ ID NO: 22 - 16B5 Light Chain Humanized Design v2 (D1N, M4L, Y36F, P43S)
NIVLTQSPDSLAVSLGERATINCKSSQSLLNSRTRKNYLAWEFQQKPGOSPKLLIYWASTRESGV
PDRFSGSGSGTDFTLTISSLQAEDVAVYYCKQSYTLRTFGGGTKVEIKR

SEQ ID NO: 23 - 16B5 Light Chain Humanized Design v3 (M4L, Y36F, P43S)
DIVLTQSPDSLAVSLGERATINCKSSQSLLNSRTREKNYLAWEFQQOKPGQSPKLLIYWASTRESGV
PDRFSGSGSGTDFTLTISSLQAEDVAVYYCKQOSYTLRTFGGGTKVEIKR

SEQ ID NO:24 - 16B5 CDR-H1 (Combined Kabat AND Chothia numbering)
GYPFTYHGMD

SEQ ID NO:25 — Nucleic acid encoding 16B5 Heavy Chain Humanized Design v1
CAGgTCCAGTITGGTIGCAGTCTGGATCTGAGCTGAAGAAGCCTGGAGCCTCCGTCAAGOLgTCCT
GCAAGGCTITCTGGGTATCCCTTCACATACCATGGAATGGACTGGGTGCegtCAGGCTCCTggtca
GGGTttaGAGTGGATGGGCTGGATAAACACCTACTCTGGAGTGCCAACATATGCTGATGACTTC
AAGGGACGATTITGLgTICICITIGGACACCICIGICtctACTGCCTATTITGCAGATCtcttectlC
TCAAAGCCGAGGACacgGCCgtgTATTTTTGTGCAAGACGGCGTGATTTTACAATGGACTTCTG
GGGTCAAGGAACCACCGTGACCGTICTCCTCA

SEQ ID NO:26 — Nucleic acid encoding 16B5 Light Chain Humanized Design v1
AACATCGTGCTGACCCAGAGCCCCGATAGCCTGGCCGTGAGCCTGGGCGAGAGAGCCACCATCA
ACTGCAAGAGCAGCCAGAGCCTGCTGAACAGCAGGACCAGGAAGAACTACCTGGCCTGGTTCCA
GCAGAAGCCCGGCCAGCCCCCCAAGCTGCTIGATCTACTGGGCCAGCACCAGGGAGAGCGGLGTG
CCCGATAGGTITCAGCGGCAGCGGCAGCGGCACCGATTTCACCCTGACCATCAGCAGCCTGCAGG
CCGAGGATGTIGGCCGTIGTACTACTGCAAGCAGAGCTACACCCTGAGAACCTTCGGCGGCGGCAC
CAAGGTGGAAATTAAACGT

SEQ ID NO:27 — Nucleic acid encoding 16B5 Light Chain Humanized Design v2
AACATCGTGCTGACCCAGAGCCCCGATAGCCTGGCCGTGAGCCTGGGCGAGAGAGCCACCATCA
ACTGCAAGAGCAGCCAGAGCCTGCTGAACAGCAGGACCAGGAAGAACTACCTGGCCTGGTTCCA
GCAGAAGCCCGGCCAGAGCCCCAAGCTGCTIGATCTACTGGGCCAGCACCAGGGAGAGCGGLGTG
CCCGATAGGTITCAGCGGCAGCGGCAGCGGCACCGATTTCACCCTGACCATCAGCAGCCTGCAGG
CCGAGGATGTIGGCCGTIGTACTACTGCAAGCAGAGCTACACCCTGAGAACCTTCGGCGGCGGCAC
CAAGGTGGAAATTAAACGT
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SEQ ID NO:28 — Nucleic acid encoding 16B5 Light Chain Humanized Design v3
GACATCGTIGCTGACCCAGAGCCCCGATAGCCTGGCCGTGAGCCTGGGCGAGAGAGCCACCATCA
ACTGCAAGAGCAGCCAGAGCCTGCTGAACAGCAGGACCAGGAAGAACTACCTGGCCTGGTTCCA
GCAGAAGCCCGGCCAGAGCCCCAAGCTGCTIGATCTACTGGGCCAGCACCAGGGAGAGCGGLGTG
CCCGATAGGTITCAGCGGCAGCGGCAGCGGCACCGATTTCACCCTGACCATCAGCAGCCTGCAGG
CCGAGGATGTIGGCCGTIGTACTACTGCAAGCAGAGCTACACCCTGAGAACCTTCGGCGGCGGCAC
CAAGGTGGAAATTAAACGT

SEQ ID NO: 29 — Human IgG1 constant region (C-terminal lysine can be omitted)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEFPAVLQSSGLYS
LSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVELEPP
KPKDTLMISRTPEVITCVVVDVSHEDPEVKENWYVDGVEVENVKTKPREEQYNSTYRVVSVLTVL
HODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYT
QKSLSLSPGK

SEQ ID NO: 30 — Human IgG1 constant region cDNA
GCTAGCACCAAGGGCCCATCGGTCTTICCCCCTGGCACCCTICCTCCAAGAGCACCTCTGGGGGCA
CAGCGGCCCTIGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTC
AGGCGCCCTGACCAGCGGCGTGCACACCTTCCCGGCTIGTICCTACAGTCCTCAGGACTCTACTCC
CTCAGCAGCGTGGTGACCGTIGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGA
ATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTIGTGACAAAACTCA
CACATGCCCACCGTIGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGICITCCICTITCCCCCCA
AAACCCAAGGACACCCTICATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGA
GCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAA
GACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGIGIGGTCAGCGTCCTICACCGTICCTG
CACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCC
CCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCC
CCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTICTAT
CCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGC
CTCCCGTGCTIGGACTCCGACGGCTCCTICITCCTICTACAGCAAGCTCACCGTGGACAAGAGCAG
GTGGCAGCAGGGGAACGICITCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACG
CAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

SEQ ID NO: 31 — Human IgG1 constant region cDNA with 5’ intron

GGTGAGTGGATCCGCGGCCGCTAAACTCTGAGGGGGTCGGATGACGTGGCCATTICTITTIGCCTAA
AGCATTGAGTITTACTGCAAGGTCAGAAAAGCATGCAAAGCCCTCAGAATGGCTGCAAAGAGCTC
CAACAAAACAATTTAGAACTTTATTAAGGAATAGGGGGAAGCTAGGAAGAAACTCAAAACATCA
AGATTTTAAATACGCTITCTITGGTCTCCTTGCTATAATTATCTGGGATAAGCATGCTGTTTTCTG
TCTGTCCCTAACATGCCCTGTGATTATCCGCAAACAACACACCCAAGGGCAGAACTTTIGTTACT
TAAACACCATCCTGTTTGCTTCTTTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTIGG
CACCCTICCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTT
CCCCGAACCGGTGACGGTIGICGTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTICCCG
GCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCT
TGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAG
AGTTGAGCCCAAATCTTIGTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCIG
GGGGGACCGTCAGICITCCICITCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCC
CTGAGGTCACATGCGTIGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTA
CGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACG
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TACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGT
GCAAGGTCTCCAACAAAGCCCTICCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCA
GCCCCGAGAACCACAGGTGTACACGCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTC
AGCCTGACCTGCCTGGTCAAAGGCTITCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATG
GGCAGCCGGAGAACAACTACAAGACCACGCCTICCCGTGCTGGACTCCGACGGCTCCTICTTCCT
CTATAGCAAGCTCACCGTIGGACAAGAGCAGGTGGCAGCAGGGGAACGTICTITCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTICTICCCIGICCCCGGGTAAATGA

SEQ ID NO: 32 — Human kappa constant region
TVAAPSVEIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

SEQ ID NO: 33 — Human kappa constant region cDNA
ACGGTGGCTGCACCATCTGTCTTICATCTICCCGCCATCTGATGAGCAGTTGAAATCTGGAACTG
CCTCTGTIGIGIGCCTIGCTGAATAACTTICTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGA
TAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACACAAAGTCTACGCCT
GCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

SEQ ID NO: 34 — Human kappa constant region cDNA with 5’ intron
CGTGAGTGGATCCGCGGCCGCTAAACTCTGAGGGGGTCGGATGACGTGGCCATICTITTIGCCTAA
AGCATTGAGTITTACTGCAAGGTCAGAAAAGCATGCAAAGCCCTCAGAATGGCTGCAAAGAGCTC
CAACAAAACAATTTAGAACTTTATTAAGGAATAGGGGGAAGCTAGGAAGAAACTCAAAACATCA
AGATTTTAAATACGCTITCTITGGTCTCCTTGCTATAATTATCTGGGATAAGCATGCTGTTTTCTG
TCTGTCCCTAACATGCCCTGTGATTATCCGCAAACAACACACCCAAGGGCAGAACTTTIGTTACT
TAAACACCATCCTGTTTGCTTCTTTCCTCAGGAACTGTGGCTGCACCATCTGTCTTCATCTTCC
CGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTIGTTIGTGTGCCTGCTGAATAACTTCTA
TCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAG
AGTGTCACAGAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA
AAGCAGACTACGAGAAACACAAAGTCTACGCCTIGCGAAGTCACCCATCAGGGCCTGAGCTCGCC
CGTCACAAAGAGCTTCAACAGGGGAGAGTGT
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