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CAGGGGACAGGCTGCAGCCGGTGCAGTTACACGTTTTCCTCCAAGGAGCCTCGGACGTTG
TCACGGGTTTGGGCTCGCGGACAGAGCAGTGACCATGCCCAGGCTCGCGTTGTCTCCTGT
GCCCAGCCACTGGATGETGECETTGCTGCTGCTECTCTCAGCTGAGCCAGTACCAGCAGE
CAGATCGGAGGACCGGTACCGGAATCCCAARAGGTAGTGCTTGTTCGCGGATCTGGCAGAG
CCCACGTTTCATAGCCAGGAAACGGGGCTTCACGGTGAAARATGCACTGCTACATGAACAG
CGCCTCCGGCAATGTCAGCTGGCTCTGCAAGCAGGAGATGGACCAGAATCCCCAGCAGCT
GAAGCTGGAAAAGGGCCGCATGGAAGAGTCCCAGAACGAATCTCTCGCCACCCTCACCAT
CCAAGGCATCCGGTTTGAGGACAATGGCATCTACTTCTGTCAGCAGAAGTGCAACAACAC
CTCGCGAGGTCTACCAGGGCTCGCGGCACAGAGCTGCGAGTCATGGGATTCAGCACCTTGGE
ACAGCTGAAGCAGAGGAACACGCTGAAGGATGGTATCATCATGATCCAGACGCTGCTGAT
CATCCTCTTCATCATCGTCCCTATCTTCCTGCTECTGGACARGGATGACAGCAAGECTGG
CATGGAGGAAGATCACACCTACGAGGGCCTGGACATTGACCAGACAGCCACCTATGAGGA
CATAGTGACGCTGCGGACAGGGGAAGTGAAGTGGTCTGTAGGTCAGCACCCAGGCCAGGA
GEGAGAGCCAGGTCGCCCCATGACCTGECGTGCAGGCTCCCTGGCCTCAGTGACTGCTTCG
GAGCTGCCTGGCTCATGGCCCAACCCCTTTCCTGGACCCCCCAGCTGGCCTCTGAAGCTG
GCCCACCAGAGCTGCCATTTGTCTCCAGCCCCTGGTCCCCAGCTCTTGCCAAAGGGCCTG
GAGTAGAAGGACAACAGGGCAGCAACTTGGAGGGAGTTCTCTGCGGATGGACGGGACCCA
GCCTTCTGGGGGTGCTATGAGGTGATCCGTCCCCACACATGGGATCGGGCAGGCAGAGAL
TCGTCCAGAGCCCGCAAATGGACTCGGAGCCCAGGGCCTCCCAGCAGAGCTTGCGGAAGGE
CCATGGACCCAACTGGGCCCCAGAAGAGCCACAGGAACATCATTCCTCTCCCGCAACCAL
TCCCACCCCAGGGAGGCCCTGGCCTCCAGTGCCTTCCCCCGTGGAATAAACGGTGTGTCC

TGAGAAACCA
FIG. 1
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DNA225786

MARLALSPVPSHWMVALLLLLSAEPVPAARSEDRYRNPKGSACSRIWQSPRFIARKRGET
VEKMHCYMNSASGNVSWLWKQEMDENPQOLKLEKGRMEESONESLATLTIQGIRFEDNGIY
FCOOKCNNTSEVYQGCGTELRVMGFSTLAQLKORNTLKDGIIMIQTLLIILFIIVPIFLL
LDKDDSKAGMEEDHTYEGLDIDQTATYEDIVTLRTGEVKWSVGEHPGQE

Signal sequence.
amino acids 1-28.

Transmembrane domain.
amino acids 5-25, 159-179.

Immunoglobulin domain.
amino acids 58-124.

Immunoreceptor tyrosine-based activation motif.
amino acids 193-213.

N-glycosylation site.
amino acids 73-76, 101-104, 127-130, 128-131.

Protein kinase C phosphorylation site.
amino acids 49-51, 60-62, 156-158, 212-214.

Casein kinase II phosphorylation site.
amino acids 99-102, 156-159, 206-209, 221-224.

Tyrosine kinase phosphorylation site.
amino acids 113-120.

N-myristoylation site.
amino acids 40-45, 118-~123.
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CHIMERIC ANTI-HUMAN CD79b (chMA73b) LIGHT CHAIN

CACTCCCAGCTCCAACTGCACCTCGGTTCTATCGATTGAATTCCACCATGGGATGGTCATGT
ATCATCCTTTTTCTAGTAGCAACTGCAACTGGAGTACATTCAGATATCGTGCTCACCCAATC
TCCAGCTTCTTTGCCTGTGTCTCTGGGGCAGAGGGCCACCATCTCCTGCAAGGCCAGCCAAA
GTGTTCGATTATGATGGTGATAGTTTTTTGAACTGGTACCAACAGAAACCAGGACAGCCACCC
AAACTCTTCATCTATGCTGCATCCAATCTAGAATCTGGGATCCCAGCCAGGTTTAGTGGCAG
TGGCTCTCCGACAGACTTCACCCTCAACATCCATCCTGTCGAGCAGGAGGATGCTGCARCCT
ATTACTGTCAGCAAAGTAATGAGGATCCGCTCACGTTCGGGGCAGGCACCGAGCTGGAACTC
AAACGGACCGTGCCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTCTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCARAGTACAGT
GGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGC
AAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCARAGCAGACTACGAGARAACA
CAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAGCTTCA
ACAGGGGAGAGTGTTAAGCTTGGCCGCCATGGCCCAACTTGTTTATTGCAGCTTATAATGGT
TACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAG
TPGTCGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCGGGAATTAATTCGGC

CHIMERIC ANTI-HUMAN CD7%b (chMA78b) LIGHT CHAIN

DIVLTOSPASLAVSLGORATISCKASQOSVDYDGDSFLNWYQOKPGOPPKLFIYAASNLES
GIPARFSGSGSCTDFTLNIHPVEEEDAATYYCQQOSNEDPLTFGAGTELELKRTVAAPSVY
IFPPSDEQLKSGTASVVCLLNNF YPREAKVOWRVDNALOSGNSQESVTEQDSKDSTYSLS
STLTLSKADYEKHKVYACEVTHOGLSSPVTKSEFNRGEC
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CHIMERIC ANTI-HUMAN CD79b (chMAT73b) HEAVY CHAIN

TCGCTTCTATCGATTGAATTCCACCATGGGATGGTCATGTATCATCCTTTTTCTAGTAGCAA
CTGCAACTGCAGTACATTCAGAAGTTCAGCTGCAGCAGTCTGGGGCTGAACTGATGAAGCCT
GGGGCCTCAGTGAAGATATCCTGCAAGGCTACTGGCTACACATTCAGTAGTTACTGGATAGA
GTGGGTAAAGCAGAGGCCTGGACATGGCCTTGAGTGGATTGCGAGAGATTTTACCTGGAGGTG
GTGATACTAACTACAATGAGATTTTCAAGGGCAAGGCCACATTCACTGCAGATACATCCTCC
AACACAGCCTACATGCAACTCAGCAGCCTGACATCTGAGCACTCTGCCGTCTATTACTGTAC
AAGACGAGTACCGGTTTACTTTGACTACTGGGGCCAAGGAACCTCAGTCACCGTCTCCTCAG
CCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGC
ACAGCGGCCCTCGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAA
CTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGETGACTGTCGCCCTCTAGCAGCTTGEGCACCCAGACCTACATCTGE
AACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGTGA
CAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCC
TCTTCCCCCCARAACCCAAGGACACCCTCATGATCTCCCCGACCCCTCGAGGTCACATGCETG
GTGCTGGACGTGAGCCACGAAGACCCTCAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGA
GGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCA
GCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCC
AACABRAGCCCTCCCAGCCCCCATCGAGAARACCATCTCCAAAGCCARAGGGCAGCCCCGAGA
ACCACAGGTGTACACCCTGCCCCCATCCCGGGAAGAGATGACCAAGAACCAGGTCAGCCTGA
CCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTCCGAGAGCAATGGGCAG
CCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTA
CAGCAAGCTCACCGTCGACAAGAGCAGGTGGCAGCAGGGCGAACCTCTTCTCATGCTCCGTGA
TGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAATEA
CTGCCACGGCCCTAGAGTCGACCTGCAGAAGCTTGGCCGCCAT

FIG. 5

CHIMERIC ANTI-HUMAN CD79b {(chMAT73b) HEAVY CHAIN

EVOLOQSGAELMKPGASVKISCKATCYTFSSYWIEWVKORPGHGLEWIGEILPGGGDTNY
NEIFKGRATFTADTSSNTAYMOLSSLTSEDSAVYYCTRRVPVYFDYWGQOGTSVIVSSAST
KGPSVFPLAPSSKSTSGCTAALGCCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLY
SLSSVVTVPSSSLGTOTYICNVNHKPSNTRVDKKVEPKSCORTHTCPPCPAPELLGGPSY
FLFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVKFNWYVDGVEVHNARKTKPREEQYNSTY
RVVSVLTVLHCODWLNGCKEYKCKVSNKALPAPIEKTISKARGOPREPOVYTLPPSREEMTK
NOVSLTCLVKGFYPSDIAVEWESNGOPENNYRKTTPPVLDSDCSFFLYSKITVDKSRWOOG
NVFSCSVMHEALHNHYTOKSLSLSPG
FIG. 6
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A1 2 34 5 67 8910 11 12 13 14 15
[K ASQS VD VYDGD S F L N SEQIDNO:131
K AS[KISVD YDGD S F L N SEQIDNO:17;SPL-2

B1 2 34 567
[A A S N L E 8] SFQIDNO:132
A A S NI[RJES SEQIDNO:18
A A SN L[KS SEQIDNO:19

C1 2 345867839
[@ Q S N E DP L T| SEQIDNO:133
Q Q@ SN[S]DP L T SEQIDNO:20;SPL-5
Q Q SN[KJDP L T SEQIDNO:21

| J

Y
Biacore KD (nM)
MA73b Variant IgG Fab IgG Immobilized Antigen

MA79b 200 2 | huCD79b.ecd-Fc

4.7 hu CB7%b.ecd

hu MA78b graft 261 hu CB78b.ecd
hu MA79b L2-2 44 hu CD79b.ecd-Fc

39 43 hu CD79b.ecd

hu MA78b H3-10 29 hu CD79b.ecd

hu MA79b H1-6 42 hu CD79b.ecd
hu MA79b L2/H3 2 hu CD79b.ecd-Fc

3 hu CD7%b.ecd

1 16mer peptide

FIG. 11
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Changes for

- Bivalent
Murine Framework Stability Binding
{ Residues Present . inVL Fold
huMAT9 FW | VL | VH ! . G
Variant 196 |4_47)48 67 69 71 7375 78 80} e Koo
huMAZOgraft 71730 785 wt 56
All Framework [4_47)48 67 68 71 73 75 78 80! wt 1
1 TS I T wt 9.4
2 7173 78] wt 18
3 ;_67 69 71 73 75 78 804 wt 55
4 169 7173 75 78 80, wt 12
5 48 67 69 71 73 75 78 80, wt 3.5
6 48 87, 171 737 781 wt 76
7 48”169 71 73; =.78§ wt 3.5
8 48 67 69 71 73! ;78;_ wt 1.7
9 48 67 69 71 73 _ 178 80 wt 18
10 48 67 69 71 73 75 78 _ wt NA
11 48 67 69 71 73 75 78 80, H3-10 0.6
12 48 67 69 71 731 178} H3-10 0.5
13 E748” 160 71 731 78 wt 1.8
14 A_\jm,s' ‘69 71 73, 78 wt 1.1
15 4 4748 169 71 73] 178, wt 0.8
16 4| g BT 17173 178, wt 1.6
17 4 :49 67 60 71 73 78, wt 1.0
18 4| 486769 71 73 ;78‘ L H3-10 0.4
19 4| 48 6769 71 73 ;78' S E H3-10 NDB
20 41 148 6769 71 731 ./85 S N H3-10 NDB
21 4| 48 6769 71 73 :78s E E H3-10 NDB
22 4| 486760 71 731 78 E N H3-10 NDB
23 4 I7)48 67 69 71 73] 78 si |E H3-10 25
24 4 47)48 67 69 71 73] 178, S N H3-10 NDB
25 4 47048 67 69 71 73! '78 E E H3-10 NDB
26 4 47048 67 69 71 73! !78‘ El N H3-10 NDB
27 4 4748 67 69 71 73 s7P‘ H3-10
28 4 [ 48 67 69 71 73 8= B H3-10 0.8
29 148 67 69 71 73 ’78! H3-10 very weak
30 4 4748 67 69 71 73, 78 A H3-10 13
31 4 4748 67 69 71 73} 78, H3-10 1.0
32 4 47048 67 69 71 73; 178, [S] H3-10 1.6
33 4 47)48 67 68 71 73} 178, H3-10 very weak
34 4 47048 67 69 71 731 178! H3-10 NDB
\ N J
Y

FIG. 12
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VEL DI
A

-ZH= AMTTIDADAVOIAM
~ZH~ AMETIDNDIVOUAM
-ZH- ANTTIONDAVOYAM
~ZH~ [SAMETONDAYOYAM
~ZH- AMTTIONDIVOTAM
~ZH- JamaToNnavodan
~CH- [SAMATOIDAYOIAM
-ZH- AMETIONDIVOUAM
~ZH- AMITIOADITOYAM
~ZH- AMETDADIVOTAM
-ZH- [SAMETDNDAVOIAM
-ZH- IMETIDNDIIDUIM
-ZH- IMATIDNDIIDUIM
-ZH- IMETONDA40UIN
~ZH- [DIMETONDALOTIN
-ZH- HMEIO0DAVOTAM
~ZH~- HMETODOITOUAM
~ZH- WMETIOODETOYAM
~ZH~ ONMETHODIYOUAM

N

-TH- SYYOSTHTISODd0ATDDDSIATIOAT a

~TH- SYVYOSTUTISHNA0ATIDDDSEATIOAE e}

=TH= SYVYISTYISHOIOATOOISHATOAR g

~TH= [MINIOSYYOSINISODIOATHODSHATOAE v
10]d800y puodeg

~TH- SYVISTIUISHNIOATINDNSEATIOAT D

-TH-___ |SYYISTIYISHOI0ATOOISEATIOAT g

~TH- [MINIDSYYOSTEISODIDATOONSHATONE v
jodasoy

-TH- SYVISTYUTISHDA0ATONISHEATOAT a

~TH=~ SYYISTINISHDIDATOONDISEATIOAT 0

~-TH- SYVYOSTUISOOd0ATDDDSIATOAE g

~TH- SYVYOSTUTISHHA0AIDDDSTIATOAE A4

I

-TH- SALOLISTLOSANATDADSEDTIOAD a
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A. huMAT79b.vi7 Light Chain

FR1-LC: DIQLTQSPSSLSASVGDRVTITC (SEQ ID NO: 152)

FR2-LC: WYQQKPGKAPKLLIY (SEQ ID NO: 153)

FR3-LC: GVPSRFSGSGSGTDFTLTISSLOPEDFATYYC (SEQ ID NO: 154)

FR4-ILC: FGQGTKVEIKR (SEQ ID NO: 155)

HVR1-LC: KASQSVDYDGDSFLN (SEQ ID NO: 156)

HVR2-LC: AASNLES (SEQ ID NO: 157)

VR3-LC: QQSNEDPLT (SEQ ID NO: 158)

CL1: TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSK
DSTYSLSSTLTLSKADYEKEKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO: 158}

Light Chain:

DIQLTQS?SSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKAPKLLIYAASN BESGVPSRFSGS
GSGTDFTLTISSLQ?EDFATYYCQQSNEDPLTFGQGTKVEIKRTVAAPSVFIFPPSDEOLKSGTASVVC
LLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS
PVYTKSFNRGEC (SEQ ID NO: 303)

LC-Variable Domain:
DIQLTQSPSSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKA?KLLIYAASNLESGVPSRFSGS
GSGTDFTLTISSLOPEDFATYYCQQOSNEDPLTFGOGTKVEIXR (SEQ ID NO: 169)

B. huMA7%b.vi7 Heavy Chain

FR1-HC: EVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 160)

FR2-EC: WVRQAPGKGLEWI {SEQ ID NO: 161).

FR3-EC: RATFSADTSKNTAYLOMNSLRAEDTAVYYC (SEQ ID NO: 162)

FR4-HC: WGQGTLVTVSS (SEQ ID NO: 163)

HVR1-EC: GYTFSSYWIE {SEQ ID NO: 164)

HVR2-EC: GEILPGGGDTNYNEIFKG (SEQ ID NO: 165)

HVR3-HC: TRRVPVYFDY {SEQ ID NO: 166)

CH1: ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHK?SNTKVDKKVEPKSCDKTHT

(SEQ ID NOC:167) ,
CPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVE
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSREEMTKKQVSLTCLVKGFY?SDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWOQGCNVFSCSVMHEALHNHYTOKSLSLSPG {SEQ ID NO: 168}

g
a

Heavy Chain:
EVOLVESGGGLVQPGGSLRLSCAASGYTFSSYWIEWVRQAPGKGLEWIGEILPGGGDTNYNETFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPVYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGG
TAALGCLVXDYFPEPVTVSWNSGALTSGVETFPAVLOSSGLYSLSSVVTIVPSSSLEGTOTYICNVNHKPS
NTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLIVLHODWLNGKEYKCKVSNKALPAPTEXTI SKAKGOPRE
POVYTLPPSREEMTKNQVSLTCLVKCFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFLY SKLTVDK
SRWOOCGNVFSCSVMHEALHNEYTORSLSLSPG (SEQ ID NO: 304)

HC-Variable Domain:
EVOLVESGCGLVQPGGSLRLSCAASGY TFSSYWIEWVRQAPGKGLEWIGEILPGGGDTNYNETFKGRAT
FSADTSKNTAYLQMNSLRAEDTAVYYCTRRVPVYFDYWGQGTLVTVSS (SEQ ID NO: 170)

FIG. 15
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A, huMA739b.v18 Light Chain

FR1-LC: DIQLTQSPSSLSASVGDRVTITC (SEQ ID NO: 171)

FR2-LC: WYQQKPGKAPKLLIY (SEQ ID NO: 172)

FR3-LC: GVPSRFSGSGSGTDFTLTISSLOPEDFATYYC (SEQ ID NO: 173)

FR4-LC: FGQGTKVEIKR (SEQ ID NO: 174)

HVR1-LC: KASQSVDYDGDSFLN (SEQ ID NO: 175)

HVR2-LC: AASNLES (SEQ ID NO: 176)

HVR3-LC: QQSNEDPLT (SEQ ID NO: 177)

CL1: TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALOSGNSQESVTEQDSK
DSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO: 178)

Light Chain:
DIQLTOSPSSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKAPKLLIYAASNLESGVPSRFSGS
GSGTDFTLTISSLOPEDFATYYCQQSNEDPLTFGOGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVC
LLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHOGLSS
PVTKSFNRGEC (SEQ ID NO: 305)

LC-Variable Domain:
DIQLTQSPSSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKAPKLLIYAASNLESGVPSRFSGS
GSGTDFTLTISSLOPEDFATYYCOOSNEDPLTFGOGTKVEIRR (SEQ ID NO: 188)

B. huMA798b.v18 Heavy Chain

FR1~HC: EVOLVESGGGLVOPGGSLRLSCAAS (SEQ ID NO: 179)

FR2-HC: WVRQAPGKGLEWI (SEQ ID NO: 180)

FR3-HEC: RATFSADTSKNTAYLOMNSLRAEDTAVYYC (SEQ ID NO: 181)

FR4-HC: WGQGTLVTVSS (SEQ ID NO: 182)

HVR1-HC: GYTFSSYWIE (SEQ ID NO: 183}

HVR2-HC: GEILPGGGDTNYNEIFKG (SEQ ID NO: 184)

HVR3-HC: TRRVPIRLDY (SEQ ID NO: 185}

CH1: ASTKGPSVFPLAPSSKSTSCOTAALGCLVKDYFPEPVTVSHNSCGALTSGVHTFPA
VLOSSCLYSLSSVVTVPSSSLGTOTYICNVNEKPSNTKVDKKVEPKSCDKTHT
(SEQ ID NO: 186)

Foe CPPCPAPELLGCGPSVFLFPPEKPKDTLMISRTPEVTCVVVDVSEEDPEVKFNWYVDGVEVHE
NAKTKPREEQYNSTYRVVSVLTVLEQDWLNGKEYKCKVSNKALPAPIEKTISKAKGOPREP
QOVYTLPPSREEMTKNOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFL
YSKILTVDKSRWOOGNVFSCSVMHEALHNHYTQKSLSLSPG (SEQ ID NO: 187)

Heavy Chain:

EVQLVESGCGLVOPGGSLRLSCAASGYTFSSYWIEWVRQAPGKGLEWIGEILPGGGDTNYNEIFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVP IRLDYWGOGTLVTIVSSASTKGPSVFPLAPSSKSTSGG
TAALGCLVKDYFPEPVTVSWNSGALTSGVETFPAVLOSSGLYSLSSVVTVPSSSLGTOTY ICNVNHKPS

NTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVEEN

WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKE YKCKVSNKALPAPTERTI SKAKGOPRE

POVYTLPPSREEMTKNQVSLTCLVKCFYPSDIAVEWESNGOPENNYRTTPPVLDSDGSFFLYSKLTVDK
SRWOOGNVFSCSVMHEALHNHYTORSLSLSPG (SEQ ID NO: 306)

HC-Variable Domaimn:
EVOLVESGGGLVOPGGSLRLSCAASGYTFSSYWIEWVRQAPGKGLEWIGEILPGGGDTNYNEIFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGQGTLVIVSS (SEQ ID NO: 189)

FIG. 16
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A. huMAT79b.v28 Light Chain

FR1-1LC: DIQLTOSPSSLSASVGDRVTITC (SEQ ID NO: 190)

FR2-LC: WYQQKPGKAPKLLIY (SEQ ID NO: 191)

FR3-LC: GVPSRFSGSGSGTDFTLTISSLOPEDFATYYC (SEQ ID NO: 192)

FR4-LC: FGOGTKVEIKR (SEQ ID NO: 193)

HVR1-LC: KASQSVDYEGDSFLN (SEQ ID NO: 194)

HVR2-LC: AASNLES (SEQ ID NO: 195)

HVR3-LC: QOSNEDPLT (SEQ ID NO: 196)

CL1: TVAAPSVFIFPPSDEQLKsGTASVVCLLNNEYDREAKVQWKVDNALQSGNSQESVTEQDS<
DSTYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEC
(SEQ ID NO: 197)

Light Chain:
DIQLTQSPSSLSASVGDRVTITCKASOSVDYEGDSFLNWYQQKPGKAPKLLIYAASNLESGVPSRESG
SGSGTDFTLTISSLOPEDFATYYCOQSNEDPLTFGOGTKVEIKRIVAAPSVFIFPPSDEQLKSGTASY
VCLLNNFYPREAKVOWKVDNALOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYERKHRKVYACEVTHOG
LSSPVTKSFNRGEC (SEQ ID NO: 307)

B. huMA79%b.v28 Heavy Chain

FR1-EC: EVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 198)

FR2-HC: WYRQAPGKGLEWI (SEQ ID NO: 199)

FR3-BEC: RATFSADTSKNTAYLOMNSLRAEDTAVYYC (SEQ ID NO: 200)

FR4-HC: WGQGTLVTVSS (SEQ ID NO: 201)

HVR1-HC: GYTFSSYWIE (SEQ ID NO: 202)

HVR2-HC: CGEILPCGCDTNYNEIFKG (SEQ ID NO: 203)

HVR3~-HC: TRRVPIRLDY (SEQ ID NO: 204)

CH1: ASTKGPSVFPLAPSSKSTSCGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLETQTYICNVNEKPSNTRKVDKKVEPKSCDKTHT
(SEQ ID NO: 205)

Fc: CPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOPREP
QVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWOOGNVFSCSVMHEALHNHYTOKSLSLSPG (SEQ ID NO: 206)

Heavy Chain:

EVOLVESGGGLVOPGGSLRLSCAASCYTFSSYWI EWVRQAPGKGLEWIGEILPGGGDTNYNEIFKGRA
TFSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGOGTLVTVSSASTKGPSVFPLAPSSKSETS
GGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLETOQTYICNVNE
KPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPRKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVENAKTKPREEQYNSTYRVVSVLTVLHEODWLNGKEYKCKVSNKALPAPTEKTISKAK
GOPREPOVYTLPPSREEMTKNOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFELYS
KLTVDKSRWOQGNVFSCSVMEEALHNHYTOKSLSLSPG (SEQ ID NO: 308)

FIG. 17
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A. huMA78b.v32 Light Chain

FR1-LC: DIOLTQOSPSSLSASVGDRVTITC (SEQ ID NO: 209)

FR2-LC: WYQQKPGKAPKLFIY (SEQ ID NO: 210)

FR3-LC: GVPSRFSGSGSGTDFTLTISSLOPEDFATYYC (SEQ ID NO: 211)

FR4~LC: FGQOGTKVEIKR {SEQ ID NO: 212)

HVR1-LC: KASQSVDYSGDSFLN (SEQ ID NO: 213)

HVR2-LC: AASNLES (SEQ ID NO: 214)

HVR3~-LC: OQQSNEDPLT (SEQ ID NO: 215)

CLi: TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALOSGNSQESVTEQDSK
DSTYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEC (SEQ ID NO: 216)

Light Chain:
DIQLTOSPSSLSASVGDRVTITCKASQSVDYSGDSFLNWYQQOKPGKAPKLFIYAASNLESGVPSRESGS
GSGTDFTLTISSLOPEDFATYYCQQOSNEDPLTFGOGTKVEIXKRTVAAPSVFIFPPSDEQLRKSGTASVVC
LLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYERHKVYACEVTHOGLSS
PVTKSFNRGEC (SEQ ID NO: 309)

LC-Variable Domain:
DIQLTOSPSSLSASVGDRVTITCKASQSVDYSGDSFLNWYQOKPGKAPKLFIYAASNLESGVPSRFSGS
GSGTDFTLTISSLOPEDFATYYCOOSNEDPLTFGOGTKVEIKR (SEQ ID NO: 226)

8. huMA79b.v32 Heavy Chain

FR1-HC: EVOLVESGGGLVOPGGSLRLSCAAS (SEQ ID NO: 217)

FR2-HC: WVRQAPGKGLEWI (SEQ ID NO: 218)

PR3-HEC: RATFSADTSKNTAYLOMNSLRAEDTAVYYC (SEQ ID NO: 219)

FR4-HC: WGQGTLVIVSS (SEQ ID NO: 220)

HVR1-HC: GYTFSSYWIE {(SEQ ID NO: 221)

HVR2-HEC: GEILPGGGDTNYNEIFKG (SEQ ID NO: 222)

HVR3-HEC: TRRVPIRLDY (SEQ ID NO: 223)

CH1: ASTKCPSVFPLAPSSKSTSGCGTAALCCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLETOTYICNVNHKPSNTKVDKKVEPKSCDKTHT
(SEQ ID NO: 224)

Fo: CPPCPAPELLGGPSVFLFPPKPRKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLEQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
OVYTLPPSREEMTKNOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWOOGNVFSCSYMHEALHNHYTOKSLSLSPG (SEQ ID NO: 225)

Heavy Chain:

EVOLVESGGGLVOPGGSLRLSCAASGYTFSSYWIEWVRQAPGKGLEWIGE ILPGGGDTNYNEIFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGOGTLVTVSSASTKGPSVFPLAPSSKSTSGGE
TAALGCLVKDYFPEPVTVSWNSGALTSGVETFPAVLOSSGLY SLSSVVTVPSSSLGTOTY ICNVNHKPS
NTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIERKTI SKAKGOPRE
POVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGOPENNYRTTPPVLDSDGSFFLYSKLTVDK
SRWOOGNVFSCSVMHEALHNHYTOKSLSLSPG (SEQ ID NO: 310)

HC-Variable Domain:
EVOLVESGGGLVOPGGSLRLSCAASGYTFSSYWI EWVRQAPGKGLEWIGE ILPGGGDTNYNETFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGQGTLVTVSS (SEQ ID NO: 227)

FiG. 18
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Anti-CD73%b A118C huMA79b.v17 Cysteine Engineered Heavy Chain ThioMAb

A. Light Chain Sequence
Thio-huMA79b.v17-HC-A118C (LC)

DIQLTQSPSSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKAPKLLIYAASNLESGVPSRFSGS
GSGTDFTLTISSLOPEDFATYYCQOQSNEDPLTFGOGTRVEIKRTVAAPSVFIFPPSDEQLRKSGTASVVC
LLNNFYPREAKVOWKVDNALOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKEKVYACEVTHOGLSS
PUYTKSFNRGEC (SEQ ID NO: 229)

B. Heavy Chain Sequence
Thio-huMA73b.v17-HC-A118C (HC)

EVQLVESGGGLVOPGGSLRLSCAASGYTFSSYWIEWVRQAPGKGLEWIGEILPGGGDTNYNEIFKGRATFSAD
TSKNTAYLOMNSLRAEDTAVYYCTRRVPVYFDYWGOGTLVTVSSCSTKGPSVFPLAPSSKSTSGGTAALGCLY
KDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVIVPSSSLGTOTY ICNVNHKPSNTRVDKKVEPKS
CDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPR
EEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIERTISKAKGOPREPQVYTLPPSREEMTRNOVSL
TCLVKGFYPSDIAVEWESNGOPENNY KTTPPVLDSDGSFELYSKLTVDKS RWOOGNVE SCSVMHEALENHY TORSLSLSPG

(SEQ ID NO: 228)
FIG. 24

Anti-CD79b A118C huMA79b.v18 Cysteine Engineered Heavy Chain ThioMAb

A. Light Chain Sequence
Thio-huMA79b.vi8-HC-A118C {LC)

DIOLTOSPSSLSASVGDRVTITCKASQSVDYDGDSFLNWYQQKPGKAPKLLIYAASNLESGVPSRESGS
GSGTDFTLTISSLOPEDFATYYCOQSNEDPLTFGOGTRVEIKREVAAPSVFIFPPSDEQLKSGTASVVC
LLNNFYPREAKVOWKVDNALOSGNSOESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHOGLSS
PVTKSFNRGEC (SEQ ID NG: 231)

B. Heavy Chain Sequence
Thio-huMA73b.v18-HC-A118C {(HC)

EVOLVESGGCLVQPCGSLRLSCAASGYTFSSYWI EWVRQAPGKGLEWIGE ILPGGGDTNYNE IFRKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGOGTLVTIVSSCSTRKGPSVFPLAPSSKSTSGE
TAALGCLVKDYFPEPVTVSWNSGALTSGVETFPAVLOSSGLYSLSSVVTVPSSSLGTOTY ICNVNHKPS
NTRVDKKVEPKSCDKTHT CPPCPAPELLGGPSVFLFPPRKPKDTLMISRIPEVICVVYDVSHEDPEVKEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLITVLHQDWLNGKEYKCKVSNKALPAPTEKTTSKARGOPRE
POVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFLYSKLTVDK
SRWOQGNVFSCSVMHEALHNHYTOKSLSLSPG (SEQ ID NO: 230)

FIG. 25
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Anti-CD79b A118C huMA79b.v28 Cysteine Engineered Heavy Chain ThioMAb

A. Light Chain Sequence
Thio-huMA79b.v28-HC-A118C (LC)

DIQLTQSPSSLSASVGDRVTITCKASQSVDYEGDSFLNWYQOKPGKAPKLLIYAASNLESGVPSREFSGS
GSGTDFTLTISSLOPEDFATYYCOQSNEDPLTFGOGTKVEIRRIVAAPSVFIFPPSDEQLKSGTASVVC
LLNNFYPREAKVOWKVDNALOSGNSQESVIEQDSKDSTYSLSSTLTLSKADYERHKVYACEVTHOGLSS
PVYTKSFNRGEC (SEQ ID NO: 233)

B. Heavy Chain Sequence
Thio-huMA79b.v28-HC-A118C (HC)

EVOLVESGGCGLVQPGGSLRLSCAASGYTFSSYWIEWVRQAPCKGLEWIGEILPGGGDTNYNEIFKGRAT
FSADTSKNTAYLOMNSLRAEDTAVYYCTRRVPIRLDYWGOGTLVTVSSCSTRGPSVFPLAPSSKSTEGE
TAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTOTYICNVNHKPS
NTKVDKKVEPKSCDKTHT CPPCPAPELLGGPSVFLFPPRPKDTLMISRTPEVTCVVVDVSHEDPEVREN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGRKEYKCKVSNKALPAPTEKTTSKAKGOPRE
POVYTLPPSREEMTRNQVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFELYSKLTVDK
SRWOQGNVFSCSVMHEALHNHYTQRSLSLSPG {SEQ ID NO: 232)

FIiG. 26

Anti-CD78b V205C chMA78b Cysteine Engineered Light Chain ThioMAb

A. Light Chain Sequence
Thic chMA738b-LC-V205C (LC)

DIVLTOSPASLAVSLGORATISCKASOSVDYDGDSFLNWYQOKPGOPPKLFIYAASNLESGIPARFSGS
GSGTDFTLNIHPVEEEDAATYYCOOSNEDPLTFGAGTELELKRTVAAPSVF IFPPSDEQLKSGTASVVC
LLNNFYPREAKVOWKVDNALOSGNSOESVTEQDSKDSTYSLS STLTLSKADYEKHKVYACEVTHOGLSS
PCTKSFNRGEC (SEQ ID NO: 235)

B. Heavy Chain Sequence
Thic chMA78b-LC-V205C (HC)

EVOLOQOSGAELMKPGASVKISCKATGYTFSSYWIEWVKORPGHGLEWIGE ILPGGGDTNYNEIFKGKAT
FTADTSSNTAYMOLSSLTSEDSAVYYCTRRVPVYFDYWGQGTSVTVSSASTRKGPSVEPLAPSSKSTSGE
TAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSCLYSLSSVVTVPSSSLGTOTY ICNVNHKPS
NTRVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPRDTLMISRTPEVICVYVDVSHEDPEVRKEN
WYVDGVEVHNAKTKPREEQYNS TYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIERTISKAKGOPRE
POVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDK
SRWOOGNVFSCSVMHEALHNHYTQKSLSLSPG (SEQ ID NO: 234)

FiG. 27
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Anti-CD79b A118C chMA79b Cysteine Engineered Heavy Chain ThioMAb

A. Light Chain Sequence
Thio chMA78b-HC-A118C (LC)

DIVLTOSPASLAVSLGORATISCKASOSVDYDGDSFLNWYQQKPGOPPKLFIYAASNLESGIPARFSGS
CSCTDFTLNIHPVEEEDAATYYCOOSNEDPLTFGAGTELELKRTVAAPSVFIFPPSDEQLKSGTASVVC
LLNNFYPREAKVOWKVDNALOSGNSOESVTEQDSKDSTYSLS STLTLSKADYERKHKVYACEVTHOGLSS
PVTKSFNRGEC (SEQ ID NO: 237)

B. Heavy Chain Sequence
Thio chMA78b-HC-A118C (HC)

EVOLOQSGAELMKPGASVKISCKATGYTFSSYWIEWVKORPGHGLEWIGEILPGGGDTNYNEIFKGKAT
FTADTSSNTAYMQLSSLTSEDSAVYYCTRRVPVYFDYWGQGTSVIVSSCSTRGPSVEPLAPSSKSTSGE
TAALGCLVKDYFPEPVTVSWNSGALTSGVETFPAVLOSSCLYSLESVVIVPSSSLGTOTY ICNVNHKPS
NTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVRKEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVL TVLHODWLNGKE YKCKVSNKALPAPTEKTISKARGOPRE
POVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDK
SRWOQOGNVFSCSVMHEALHNHYTORKSLSLSPG {SEQ ID NO: 236)

FIG. 28
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<p1t.cynoCD73b

TCATGGTGATGGTGATGATGACCGGTACGCGTAGAATCGAGACCGAGGAGAGGGTTAGGGATAGG
CTTACCTTCCAACCGCGGGCCCTCTAGACTCGAGCGGCCGCCACTCTGCTGGATATCTGCAGAAT
TGCCCTTGGCCGACAGAGCAGTGACCATGGCCAGGCTGGCGTTGTCTCCTCTGTCCAGCCACTGEC
TGGTGGCGTTGCTGCTGCTGCTCTCAGCAGCTGAGCCAGTGCCAGCAGCCARATCAGAGGACCTG
TACCCGAATCCCAAAGGTAGTGCTTGTTCTCGGATCTGGCAGACGCCCACGTTTCATAGCCAGGAA
ACGGGGCTTCACGGTCAAAATGCACTGCTACGTGACCAACAGCACCTTCAGCATCCTGAGCTGGC
TCCGGAAGCGGGAGACGGACAAGGAGCCCCAACAGGTCAACCTGGAGCAGGCCCACATGCATCAG
ACCCAAAACAGCTCTGTCACCACCCTCATCATCCAAGACATCCGCTTTCAGCGACAACGGCATCTA
CTTCTGTCAGCAGGAGTGCAGCAAGACCTCGGAGGTCTACCGGGGCTGCGGCACGCGAGCTGCGAG
TCATGGGGTTCAGCACCTTGGCACAGCTGAAGCAGAGCAACACGCTGAAGGATGGCATCATCATG
ATCCAGACGCTGCTGATCATCCTCTTCATCATCGTGCCCATCTTCCTGCTGCTGGACAAGGATGA
CAGCAAGGCCGCCATCGAGCAAGATCACACCTACCGAGCGGCCTGGACATTCACCAGACGGCCACCT
ACGAGGACATAGTGACGCTGCGGACAGGGGAAGTGAAGTGGTCTGCTGCGTGAGCACCCAGGTCAG
GAGIGAGAGCCAGGACCTCCCCACGGCLCTGGETGCAGGCTCCCCAGCC
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<pl.cynoCD78b
DNA548455

MARLALSPVSSHWLVALLLLLSAAEPVPAAKSEDLYPNPKGSACSRIWQSPRFIARKRGFT
VEKMHCYVTNSTFSIVSWLRKRETDKEPQOVNLEQGHMHOTONSSVTTLIIQDIRFEDNGIY
FCOQECSKTSEVYRGCGTELRVMGFSTLAQLRKORNTLEKDGIIMIQTLLIILFIIVPIFLLL
DKDDSKAGMEEDHTYEGLDIDOTATYEDIVTLRTGEVKWSVGEHPGOE

Signal sequence.
amino acids 1-26.

Transmembrane domain.
amino acids 161-181.

Immunoglobulin domain.
amino acids 59-126.

Immunoreceptor tyrosine-based activation motif.
amino acids 195-215.

Immunogliobulin V-set domain.
amino acids 44-145.

N-glyceosylation site.

amino acids 70-73, 103-106.

cAMP~ and cGMP-dependent protein kinase phosphorylation site.
amino acids 81-84.

Protein kinase C phosphorylation site.

amino acids 50~52, 61-63, 84~86, 158~160, 214~216.

Casein kinase II phosphorylation site.

amino acids 22-25, 84-87, 158-161, 208-211, 223-226.
Tyrosine kinase phosphorylation site.

amino acids 115-122.

N-myristoylation site.
amino acids 41-46, 120-125.

FIG




CHIMERIC ANTI-CYNO CD79b (ch10D10) LIGHT CHAIN

ACCTCGGTTC
AGCAACTGCA
TGTGTCTCTA
TGGCAARAACT
CTATCGTGTA
GACAGACTTC
TCAGCAAAGT
GACCGTGGCT
AACTGCCTCT
GAAGGTGGAT
CAAGGACAGC
ACACAAAGTC
CTTCAACAGG
TAATGGTTAC

CHIMERIC ANTI-CYNO CD739b {ch10D10) LIGHT CHAIN

TATCGATTGA
ACTGGAGTAC
GGGCAGAGGG
TTTATGCACT
TCCRACCTAG
ACCCTCACCA
AATGAGGATC
GCACCATCTG
GTTGTGTGCC
AACGCCCTCC
ACCTACAGCC
TACGCCTGCG
GGAGAGTGT

41744

ATTCCACCAT GGGATGGTCA

ATTCAGATAT
CCACCATATC
GGCACCAGCA
ARATCTGGGAT
TTAATCCTGT
CGTTCACGTT
TCTTCATCTT
TGCTGAATAA
AATCGGGTAA
TCAGCAGCAC
AAGTCACCCA
AAGCTTGGCC

AAATAARMGCA

CGTGCTGACC
CTGCAGAGCC
GAAACCAGGA
CCCTGCCAGG
GGAGGCTGAT
CGGTGGAGGC
CCCGCCATCT
CTTCTATCCC
CTCCCAGGAG
CCTGACGCTG
TCAGGGCCTG
GCCATGGCCC

FIG. 44

TGTATCATCC
CAATCTCCAC
AGTGAAAGTG
CAGCCACCCA
TTCAGTGGCA
GATGTTGCAA
ACCRAAGCTGG
GATGAGCAGT
AGAGAGGCCA
AGTGTCACAG
AGCAAAGCAG
AGCTCCCCCG
AACTTGTTTA

TTTTTCTAGT
CCTCTTTGGC
TTGATAGTTA
AACTCCTCAT
GTGGGTCAAG
CCTATTACTG
AAATCABAACG
TGARATCTGG
AAGTACAGTG
AGCAGGACAG
ACTACGAGAA
TCACAAAGAG
TTGCAGCTTA

DIVLTQOSPPSLAVSLGORATISCRASESVDSYGKTFMHWHQOKPGOPPKLLIYRVSNLESGIPAR
FSGSGSRTDFTLTINPVEADDVATYYCOQOSNEDPFTFGGCTKLEIKRTVAAPSVFIFPPSDEQLK
SGTASVVCLLNNFYPREAKVOWKVDNALOSGNSOESVTEQODSKDSTYSLSSTLTLSKADYERKHKV

YACEVTHOGLSSPVTKSFNRGEC




CACCTCGGTT
TAGCAACTGC
TGAAACCTTC
ATTATGCCTG
TATGGTACAG
GAGACACATC
CCACATATTA
CAGCCTCCAC
GGGGCACAGC
CGTGGAACTC
CAGGACTCTA
CCTACATCTG
CCAAATCTTG
GACCGTCAGT
CTGAGGTCAC
GGTACGTGGA
ACAGCACGTA
AGGAGTACAA
CCAAAGCCAA
AGATGACCAA
TCGCCGTGGA
TGCTGGACTC
GGCAGCAGGG
CGCAGAAGAG
CAGAAGCTTG

CTATCGATTG
AACTGGAGTA
TCAGTCTCTG
GAACTGGATC
TGGTAGCACT
CAAGAACCAG
CTGTTCAAGA
CAAGGGCCCA
GGCCCTGGGC
AGGCGCCCTG
CTCCCTCAGC
CAACGTGAAT
TGACAAAACT
CTTCCTCTTC
ATGCGTGGTG
CGGCGTGGAG
CCGTGTCGETC
GTGCAAGGTC
AGGGCAGCCC
GAACCAGGTC
GTGGGAGAGC
CGACGGCTCC
GAACGTCTTC
CCTPCTCCCTG
GCCGCCATGG
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CHIMERIC ANTI-CYNO CD78b (ch10D10) HEAVY CHAIN

AATTCCACCA TGGGATGGTC

CATTCAGAAG
TCCCTCACCT
CGGCAGTTTC
ACCTACAACC
TTCTTCCTGC
ATGGACTTCT
TCGGTCTTCC
TGCCTGGTCA
ACCAGCGGCG
AGCGTGGTGA
CACAAGCCCA
CACACATGCC
CCCCCAAAAC
GTGGACGTGA
GTGCATAATG
AGCGTCCTCA
TCCAACAAAG
CGAGAACCAC
AGCCTGACCT
AATGGGCAGC
TTCTTCCTCT
TCATGCTCCG
TCTCCGGGETA
CCCAACTTGT

TTCAGCTGCA
GCACTGTCAC
CAGGAAACAA
CATCTCTCRA
AGTTGAATTC
GGGGTCAAGG
CCCTGGCACC
AGGACTACTT
TGCACACCTT
CTGTGCCCTC
GCAACACCAA
CACCGTGCCC
CCAAGGACAC
GCCACGAAGA
CCAAGACAAA
CCGTCCTGCA
CCCTCCCAGE
AGGTGTACAC
GCCTGGTCAA
CGGAGAACAA
ACAGCAAGCT
PGATGCATGA
AATGAGTGCG
TTATTGCAGC

FIG. 46

ATGTATCATC
GGAGTCGGGA
TGGCTACTCA
ACTGGAGTGG
AAGTCGAATC
TGTGACTTCT
CACCACTCTC
CTCCTCCAAG
CCCCGAACCG
CCCGGLCTGTC
TAGCAGCTTG
GGTGGACAAG
AGCACCTGAA
CCTCATGATC
CCCTGAGGTC
GCCGCGGGAG
CCAGGACTGG
CCCCATCGAG
CCTGCCCCCA
AGGCTTCTAT
CTACAAGACC
CACCGTGGAC
GGCTCTGCAC
ACGGCCCTAG
TTATAATGGT

CHIMERIC ANTI-CYNO CD79b (ch10D10) HEAVY CHAIN

EVOLOESGPGLVKPSOSLSLTCTVIGYSITSDYAWNWIROFPGNKLEWMGNIWYSGSTTYNPSLK
SRISITRDTSKNQFFLOLNSVTSEDTATYYCSRMDFWGOGTTLTVSSASTRKGEPSVEPLAPSSKST
SGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVI.OSSGLYSLSSVVTVPSSSLGTQTYIC

CTTTTTCTAG
CCTGGCLCTGG
ATCACCAGTG
ATGGGCAACA
TCTATCACTC
GAGGACACAG
ACAGTCTCCT
AGCACCTCTG
GTGACGETGT
CTACAGTCCT
GGCACCCAGA
AARGTTGAGC
CTCCTGGGGE
TCCCGGACCC
AAGTTCAACT
GAGCAGTACA
CTGAATGGCA
AARACCATCT
TCCCGGGAAG
CCCAGCGACA
ACGCCTCCCG
AAGAGCAGGT
AACCACTACA
AGTCGACCTG
TACAAATAAA

NVNHKPSNTRVDRKRVEPRKSCDKTHTCPPCPAPELLGGPSVFLFPPRKPKDTLMISRTPEVTICVVVD

VSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVETVLHODWLNGKEYKCKVSNKALPA

PIEKTISKAKGOPREPOVYTLPPSREEMTKNOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPE

PVLDSDGSFFLYSKLTVDKSRWOOGNVESCSVMHEALHNHYTORSLSLSPEG

Fi
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Anti-cyno CD78b ch10D10 A118C Cysteine Engineered Heavy Chain ThioMAb

A. Light Chain Sequence
Thio-anti-cyno CD78b (ch10D10)-HC-A118C (LC)

DIVLTQSPPSLAVSLGORATISCRASESVDSYGKTEMHWHCOKPGOPPKLLIYRVSNLESGIPAR
FSGSGSRTDFTLTINPVEADDVATYYCQOSNEDPFTFGGGTKLEIKRTIVAAPSVEIFPPSDECLK
SGTASVVCLLNNFYPREAKVOWKVDNALOSGNSOESVIEQDSKDSTY SLSSTLTLSKADYERHKY
YACEVTHOGLSSEVTKSFNRGEC (SEQ ID NO: 245)

8. Heavy Chain Sequence
Thio-anti-cyno CD738b {ch10D10)-HC-A118C (HC)

[VOLOESGPGLVKPSQSLSLTCTVTGYSITSDYAWNWIRQFPGNKLEWMGN INYSGSTTYNPSLK
SRISITRDTSKNQFFLOLNSVTSEDTATYYCSRMDE Ww,GT”'TVSSCS”KGPQEFVLAPSCKnT
SGGTAALGCLVKDYFPEPVIVSWNSGALT SGVHTFPAVLOSSGLYSLSSVVIVESSSLGTQTYIC
NVNHKPSNTKVDKKVEPKSCDKTHT CPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVYVD
VSHEDPEVKENHYVDGVEVHNAKTK EREEQYNS TYRVYSYL TV LHQDHLNGKE YKCKVSNKALPA
L DIAVEWE
p—

7
PIEKTISKAKGOPREPOVYTLPPSREEMTKNQVSLT SNGOPENNYRTTP
PVLDSD GSFFLYS’AT TVDKSRWQQGNVESCSVMHEA

(SEQ ID NO: 244)
FIG. 48

Anti-cyno CD79b ch10D10 V205C Cysteine Engineered Light Chain ThioMAb

A. Light Chain Sequence

Thio-anti-cyno CD78b (ch10D10)-HC-V205C (LC)
DIVLTQSPPSLAVSLGQORATISCRASESVDSYGKTEFMHWHOCKPGOFPPRKLLIYR
FSGSGSRTDFTLTINPVEADDVATY Y QV'\]FDPFTF\;G?T.J.J-E_LKR".“\/’?-\APS\/" LEP]

SGTASVVCT L\II‘”JV PREAKVOWKVDNALQOSGNSQESVTEODSKDSTYSTL.8STLTL!
YACEVTHOGL TKSFNRGEC (SEQ ID NO: 300)

B. Heavy Chain Sequence
Thio-anti-cyno CD738b {ch10D10)-HC-V205C (HC)

@VQLCQQG“GL"FP“QJLQLT”“"""V(‘ TSDYAWNWIRQFPGNKLEWMGNIWYSGSTTYNPSLK
SRISITRDTSKNQFFLOLNSVTSEDTATYYCSRMDEWGQGTTLTVSSASTKGESVEPLAPSSKST
SGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHETEFPAVIL.OSSGLY SLESVVTVPSSSLGTOTYIC
NVNHKPSNTRVDKRVEPKSCDKTHT CPPCPAPELLGGPSVEL ”PBK"KT"/’LMIS‘?”’P_r]‘./"l"’CV'\/'VD
VSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWINGKEYKCKVSNEKALPA
PIEKTTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCL T"’”U’be‘" \WEWESNGQPENNYKTTE
PYLDSDGSFFLYSKLTVDRSRWQOGNVESCSVMHEALENHYTOKSLSLSPG (SEQ ID NO: 299)
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