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BSO-1E3 1

DVVMTQIPLSLSVSMKFQASISCRSSQSLVHSNGNTYLHWYLQKPGQSPKLLIYKVSNRFS
GVPDRFSGSGSGTDFTLKISRVEAEDLGVYFCSQSTHVPLTFGAGTKLELK (SEQ ID NO:1)

LC-CDR1: QSLVHSNGNTY (SEQID NO:19)

LC-CDR2: KVS (SEQ ID NO:20)
LC-CDRa3: SQSTHVPLT (SEQ ID NO:21)
BSO-1E3 2

NIVMTQSPKSMSMSVGERVTLSCKASENVGTYVSWYQQKPEQSPKLLIYGASNRYTGVPD
RFTGSGSATDFTLTISSVQAEDLADYHCGQGYSYPYTFGGGTKLEIK (SEQ ID NO:2)

LC-CDR1:  ENVGTY (SEQ ID NO:22)
LC-CDR2:  GAS (SEQ ID NO:23)
LC-CDR3:  GQGYSYPYT (SEQ ID NO:24)

BSO-2E5

DIQMTQSPSSLSASLGERVSLTCRASQDIGSSLNWLQQEPDGTIKRLIYATASLESGVPKRF
SGSRSGSDYSLTISRLESEDFVDYYCQQYASSPPTFGAGTKLELK (SEQ ID NO:3)

LC-CDR1:  QDIGSS (SEQ ID NO:25)
LC-CDR2:  ATA (SEQ ID NO:26)
LC-CDR3:  QQYASSPPT (SEQ ID NO:27)

BS0-4G3

DIVLTQSPASLAVSLGQSVTISCRASESVEYSGTTLMQWYQQKPGQPPKLLIYGASNVESG
VPARFSGSGSGTDFSLNIHPVEEDDIAMYFCQQSRKVPYTFGSGTKLEIK (SEQ ID NO:4)

LC-CDR1:  ESVEYSGTTL (SEQ ID NO:28)
LC-CDR2:  GAS (SEQ ID NO:23)
LC-CDR3:  QQSRKVPYT (SEQ ID NO:29)

Figure 16
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BSO-5ES
DIVMSQSPSSLPVSVGENVTMSCKSSQSLLYGSNQKNYLAWYQQKPGQSPKLLIYWASTR

ESGVPDRFTGSGSGTDFTLTISSVKAEDLAVYFCQQYYSYPRTFGGGTKLEIK (SEQ ID
NO:5)

LC-CDR1: QSLLYGSNQKNY  (SEQ ID NO:30)

LC-CDR2:  WAS (SEQ ID NO:31)
LC-CDR3:  QQYYSYPRT (SEQ ID NO:32)
BSO-7G9

DVVMTQTPLSLPVSLGDQASISCRSSQSLVHSNGNTYLHWYLQKPGQSPKLLIYKVSNRFS
GVPDRFSGSGSGTDFTLKISRVEAEDLGVYFCSQSTHVPLTFGAGTKLELK (SEQ ID NO:6)

LC-CDR1: QSLVHSNGNTY (SEQID NO:19)

LC-CDR2: KVS (SEQ ID NO:20)
LC-CDRa3: SQSTHVPLT (SEQ ID NO:21)
BSO-9A7

DIVLTQSPATLSMTPGDSVSLSCRASQSISNNLHWYQQKSHESPRLLIKYASQSISGIPSRFS
GSGSGTDFTLSFNSVETEDFGVYFCQQRYSWPLTFGAGTKLEMK (SEQ ID NO:7)

LC-CDR1: QSISNN (SEQ ID NO:33)

LC-CDR2:  YAS (SEQ ID NO:34)

LC-CDRa3: QQRYSWPLT (SEQ ID NO:35)
BSO-10D11

DIQMTQSPSSLSASLGERVSLTCRASQEISAYLSWLQQKPDGTIKRLIYSTSTLDSGVPKRF
SGSRSGSDYSLTISSLESEDFADYFCLQYASSPLTFGAGTKLELK (SEQ ID NO:8)

LC-CDR1:  QEISAY (SEQ ID NO:36)
LC-CDR2:  STS (SEQ ID NO:37)
LC-CDR3:  LQYASSPLT (SEQ ID NO:38)

Figure 16 (Cont.)
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BSO-13B10

DIVMTQSQKFMSTSVGDRVSVTCKASQNVGSNVAWYQQKAGQSPKALIYSASYRYSGVP
DRFTGSGSGTDFTLTISNVQSEDLAEYFCQQYNSYPLTFGAGTKLELK (SEQ ID NO:9)

LC-CDR1:  QNVGSN (SEQ ID NO:39)
LC-CDR2:  SAS (SEQ ID NO:40)
LC-CDR3:  QQYNSYPLT (SEQ ID NO:41)

Figure 16 (Cont.)
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BSO-1E3 1

QVQLQQPGAELVTPGASVKLSCKASGFTFTNNWMHWVKQRPGQGLEWIGMIHPNSGITNI
NEKFKNKATVTVDKSSSTVYIQLSSLTSEDSAVYYCRSDGTYEGYFDYWGQGTPLTVSS
(SEQ ID NO:10)

HC-CDR1:  GFTFTNNW (SEQ ID NO:42)

HC-CDR2:  IHPNSGIT (SEQ ID NO:43)

HC-CDR3: RSDGTYEGYFDY (SEQ ID NO:44)
BSO-1E3 2

QVQLQQSGPELVKPGASVKISCKASGYNFNDYYINWVNQRPGQGLEWIGWIFPGRITYYN
EKFKGKATLTVDTSSNTAYMLLSSLTSEDSAVYFCARGVGEGFDYWGQGTTLTVSS (SEQ
ID NO:11)

HC-CDR1:  GYNFNDYY (SEQ ID NO:45)

HC-CDR2:  IFPGRIIT (SEQ ID NO:46)

HC-CDR3:  ARGVGEGFDY (SEQ ID NO:47)
BSO-2E5

QGQVQQSGAELVKPGASVKLSCKTSGFTFSTSYISWLKQKPRQSLEWIAWIYAGTGSTSYN
QKFTGKAQLTVDTSSSTAYMQLSSLTSEDSAIYYCARHWAYWGQGTLVTVSA (SEQ ID
NO:12)

HC-CDR1:  GFTFSTSY (SEQ ID NO:48)

HC-CDR2:  IYAGTGST (SEQ ID NO:49)

HC-CDR3:  ARHWAY (SEQ ID NO:50)
BS0-4G3

EVQLVESGGGLVKPGGSLKLSCAASGFTFSTYAMSWVRQTPEKRLEWVAAIKSNGGSTYY
PDTVKDRFTISRDNAKNTLYLQMSSLRPEDTALYYCAHGLLFAHWGQGTLVTVSA (SEQ ID
NO:13)

HC-CDR1:  GFTFSTYA (SEQ ID NO:51)
HC-CDR2:  IKSNGGST (SEQ ID NO:52)
HC-CDR3:  AHGLLFAH (SEQ ID NO:53)

Figure 17



35/61

BSO-5ES

DVQLQESGPGLVKPSQSLSLTCSVTGYSITSDYYWNWIRQFPGNKLEWMGYISYDSSNNY
NPSLKNRISITRDTSKNQFFLKLNSVTTEDTATYYCASVGYYYVSDWYFDVWGTGTTVTVS
S (SEQ ID NO:14)

HC-CDR1:  GYSITSDYY (SEQ ID NO:54)
HC-CDR2:  ISYDSSN (SEQ ID NO:55)
HC-CDR3:  ASVGYYYVSDWYFDV (SEQ ID NO:56)

BSO-7G9
QVQLQQPGAELVKPGASVRLSCKASGYTFTSYWMHWVKQRPGQGLEWIGMIHPNSGYTN

YNEKFKIKATLTVDKSSSTAHMQLSSLTSEDSAVYHCARGGYDGSYGPWFAYWGQGTLVT
VSA (SEQ ID NO:15)

HC-CDR1:  GYTFTSYW (SEQ ID NO:57)
HC-CDR2:  IHPNSGYT (SEQ ID NO:58)
HC-CDR3: ARGGYDGSYGPWFAY (SEQ ID NO:59)

BSO-9A7
QVQLQQPGAELVRPGSSVKLSCKASGYTFTNYWMHWLKQRPVQGLEWIGNIGPSDSKTH

YNQKFKDKATLTVDKSSSTAYMQLNSLTSEDSAVYYCARGDYVLFTYWGQGTLVTVSA
(SEQ ID NO:16)

HC-CDR1:  GYTFTNYW (SEQ ID NO:60)

HC-CDR2:  IGPSDSKT (SEQ ID NO:61)

HC-CDR3:  ARGDYVLFTY (SEQ ID NO:62)
BSO-10D11

QVQLQQSGTELVRPGTSVKMSCKAAGYTFTDYWIGWIKQRPGHGLEWIGDIFPGGDYTKC
SERFKGKAKLTADTSSSTAYMQLSRLTSEDSAIYYCARRSTTIRFGAMDNWGQGTSVTVSS
(SEQ ID NO:17)

HC-CDR1:  GYTFTDYW (SEQ ID NO:63)
HC-CDR2:  IFPGGDYT (SEQ ID NO:64)
HC-CDR3:  ARRSTTIRFGAMDN (SEQ ID NO:65)

Figure 17 (Cont.)
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BSO-13B10

QVQLKESGPGLVAPSQSLSITCTVSGFESLTSFSISWVRQPPGKGLEWLGGIWTGGGTNYN
SALKPRLSISKDNSKSQVFLKMNSLQTDDTARYYCARNSNYPSGFAYWGQGTLVTVSA

(SEQ ID NO:18)

HC-CDR1:  GFSLTSFS (SEQ ID NO:66)
HC-CDR2:  IWTGGGT (SEQ ID NO:67)
HC-CDR3: ARNSNYPSGFAY (SEQ ID NO:68)

Figure 17 (Cont.)
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Clone | CDR 1 | CDR 2 CDR 3
Light Chain
BSO-1E3_1 QSLVHSNGNTY (SEQID [ KVS (SEQID SQSTHVPLT (SEQ ID NO:21)
NO:19) NO:20)
BSO-1E3_2 ENVGTY (SEQID NO:22) | GAS (SEQID GQGYSYPYT (SEQ ID NO:24)
NO:23)
BSO-2E5 QDIGSS (SEQID NO:25) | ATA(SEQID QQYASSPPT (SEQ ID NO:27)
NO:26)
BS0-4G3 ESVEYSGTTL (SEQ ID GAS (SEQID QQSRKVPYT (SEQ ID NO:29)
NO:28) NO:23)
BSO-5E5 QSLLYGSNQKNY (SEQID | WAS (SEQ ID QQYYSYPRT (SEQ ID NO:32)
NO:30) NO:31)
BSO-7G9 QSLVHSNGNTY (SEQID | KVS (SEQID SQSTHVPLT (SEQ ID NO:21)
NO:19) NO:20)
BSO-9A7 QSISNN (SEQID NO:33) | YAS (SEQID QQRYSWPLT (SEQ ID NO:35)
NO:34)
BSO-10D11 QEISAY (SEQIDNO:36) | STS(SEQID LQYASSPLT (SEQ ID NO:38)
NO:37)
BSO-13B10 QNVGSN (SEQ ID NO:39) | SAS (SEQID QQYNSYPLT (SEQ ID NO:41)
NO:40)
Figure 18
Clone CDR 1 | CDR 2 CDR 3
Heavy Chain
BSO-1E3_1 [ GFTFTNNW (SEQ ID NO:42) [ IHPNSGIT (SEQ | RSDGTYEGYFDY (SEQ ID
ID NO:43) NO:44)
BSO-1E3_2 | GYNFNDYY (SEQ ID NO:45) | IFPGRIIT (SEQID | ARGVGEGFDY (SEQ ID
NO:46) NO:47)
BSO-2E5 GFTFSTSY (SEQID NO:48) | IYAGTGST (SEQ | ARHWAY (SEQ ID NO:50)
ID NO:49)
BS0-4G3 GFTFSTYA (SEQID NO:51) | IKSNGGST (SEQ | AHGLLFAH (SEQ ID NO:53)
ID NO:52)
BSO-5E5 GYSITSDYY (SEQID ISYDSSN (SEQ ID | ASVGYYYVSDWYFDV (SEQ ID
NO:54) NO:55) NO:56)
BSO-7G9 GYTFTSYW (SEQID NO:57) | IHPNSGYT (SEQ | ARGGYDGSYGPWFAY (SEQ
ID NO:58) ID NO:59)
BSO-9A7 GYTFTNYW (SEQ ID NO:60) | IGPSDSKT (SEQ | ARGDYVLFTY (SEQ ID NO:62)
ID NO:61)
BSO-10D11 | GYTFTDYW (SEQ ID NO:63) | IFPGGDYT (SEQ | ARRSTTIRFGAMDN (SEQ ID
ID NO:64) NO:65)
BSO-13B10 | GFSLTSFS (SEQID NO:66) | IWTGGGT (SEQ | ARNSNYPSGFAY (SEQ ID
ID NO:67) NO:68)

Figure 19




Clone(s) LC-CDR1 Sequence Family Consensus
family
BSO-9A7 QSISNN (SEQ ID NO:33) LC-CDR1-1 QX1 X2X3X4Xs (SEQ ID
BSO-10D11 | QEISAY (SEQ ID NO:36) NO:69)
BSO-13B10 | QNVGSN (SEQ ID NO:39) _
BSO-2E5 QDIGSS (SEQ ID NO:25) 2 N :\'C’)rs\’,E orD
Xz=Gor$S
Xs=S,NorA
Xs = N, YorS
BSO-5E5 QSLLYGSNQKNY (SEQ ID NO:30) | LC-CDR1-2 QSLXsX7XsSNXoX10X11Y
BSO-1E3_1, | QSLVHSNGNTY (SEQ ID NO:19) (SEQ ID NO:70)
BSO-7G9
Xe = Absent or L
Xz=VorY
Xe=HorG
Xe=GorQ
Xio=NorK
X11=TorN
BSO-4G3 ESVEYSGTTL (SEQ ID NO:28) LC-CDR1-3 ESVEYSGTTL (SEQ ID
NO:28)
BSO-1E3_2 ENVGTY (SEQ ID NO:22) LC-CDR1-4 ENVGTY (SEQ ID NO:22)
Figure 20A
Clone(s) LC-CDR2 Sequence Family Consensus
family
BS0-4G3, GAS (SEQ ID NO:23) LC-CDR2-1 X12AS (SEQ ID
BSO-1E3_2 NO:71)
BSO-5E5 WAS (SEQ ID NO:31)
BSO-9A7 YAS (SEQ ID NO:34) Xi2=G, W, YorS
BSO-13B10 SAS (SEQ ID NO:40)
BSO-10D11 STS (SEQ ID NO:37) LC-CDR2-2 X13X14S (SEQ ID
BSO-1E3_1, KVS (SEQ ID NO:20) NO:72)
BSO-7G9
Xiz3=SorK
Xiu=TorV
BSO-2E5 ATA (SEQ ID NO:26) LC-CDR2-3 ATA (SEQ ID NO:26)

Figure 20B
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Clone(s) Sequence Family Consensus
family
BSO-1E3_1, SQSTHVPLT (SEQ ID NO:21) LC-CDR3-1 X15QX16X17X18X19PX20T
BSO-7G9 (SEQ ID NO:73)
BSO-1E3_2 GQGYSYPYT (SEQ ID NO:24) _
BSO-2E5 QQYASSPPT (SEQ ID NO:27) QZ Vb
BS0-4G3 QQSRKVPYT (SEQ ID NO:29) Xi7=Y. A T NorR
BSO-5E5 QQYYSYPRT (SEQ ID NO:32) X1s=8,HorK
BSO-9A7 QQRYSWPLT (SEQ ID NO:35) X19=V,Y,SorW
BSO-10D11 LQYASSPLT (SEQ ID NO:38) Xo=L,Y,RorP
BSO-13B10 QQYNSYPLT (SEQ ID NO:41)
Figure 20C
Clone(s) Sequence Family Consensus
family
BSO-7G9 GYTFTSYW (SEQ ID NO:57) HC-CDR1-1 GYTFTX21YW (SEQID
BSO-9A7 GYTFTNYW (SEQ ID NO:60) NO:74)
BSO-10D11 GYTFTDYW (SEQ ID NO:63) Xs1= S, NorD
BSO-2E5 GFTFSTSY (SEQ ID NO:48) HC-CDR1-2 GFTFX22X23X24X25
BS0-4G3 GFTFSTYA (SEQ ID NO:51) (SEQ ID NO:75)
BSO-1E3_1 GFTFTNNW (SEQ ID NO:42) Xor= S Or T
X2s=TorN
X24 = S, Y orN
Xos=Y,AorW
BSO-5E5 GYSITSDYY (SEQ ID NO:54) HC-CDR1-3 GYX26X27X28X20DYY
BSO-1E3_2 GYNFNDYY (SEQ ID NO:45) (SEQID NO:76)
X =S orN
Xor=lorF
Xos=TorN
X20 = Absent or S
BSO-13B10 GFSLTSFS (SEQ ID NO:66) HC-CDR1-4 GFSLTSFS (SEQ ID

NO:66)

Figure 21A
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Clone(s) HC-CDR2 Sequence Family Consensus
family
BSO-1E3_1 IHPNSGIT (SEQ ID NO:43) HC-CDR2-1 [X30X31X32X33GX34T (SEQ ID
BS0-4G3 IKSNGGST (SEQ ID NO:52) NO:77)
BSO-2E5 IYAGTGST (SEQ ID NO:49) Xao= H K or Y
30 = I,
BSO-7G9 IHPNSGYT (SEQ ID NO:58) Xs1=P. Sor A
Xz2=NorG
X3=8,GorT
Xaa = S, lorY
BSO-1E3_2 IFPGRIIT (SEQ ID NO:46) HC-CDR2-2 IFPGX35X36X37T (SEQ ID
BSO-10D11 IFPGGDYT (SEQ ID NO:64) NO:78)
Xss=RorG
Xs=1lorD
Xaz=lorY
BSO-5E5 ISYDSSN (SEQ ID NO:55) HC-CDR2-3 ISYDSSN (SEQ ID NO:55)
BSO-9A7 IGPSDSKT (SEQ ID NO:61) | HC-CDR2-4 IGPSDSKT (SEQ ID NO:61)
BS0O-13B10 IWTGGGT (SEQ ID NO:67) HC-CDR2-5 IWTGGGT (SEQ ID NO:67)
Figure 21B
Clone(s) HC-CDR3 Sequence Family Consensus
family
BSO-7G9 ARGGYDGSYGPWFAY HC-CDR3-1 | ARGX3sX39X40X41X42X43X44X45X46F X47Y
(SEQ ID NO:59) (SEQID NO:79)
BSO-1E3_2 | ARGVGEGFDY (SEQ ID
NO:47) Xszs = Absent, D or G
Xag = Absent or Y
BSO-9A7 ARGDYVLFTY (SEQ ID Xs0=VorD
NO:62) Xu=GorlL
X2 = Absent, E or S
X43 = Absent or Y
X44 = Absent or G
X45 = Absent or P
X46 = Absent or W
Xe7=D, TorA
BSO-5E5 ASVGYYYVSDWYFDV HC-CDR3-2 | ASVGYYYVSDWYFDV (SEQ ID
(SEQ ID NO:56) NO:56)
BSO-2E5 ARHWAY (SEQ ID NO:50) | HC-CDR3-3 | ARHWAY (SEQ ID NO:50)
BS0-4G3 AHGLLFAH (SEQ ID HC-CDR3-4 | AHGLLFAH (SEQ ID NO:53)
NO:53)
BSO-1E3_1 | RSDGTYEGYFDY (SEQ HC-CDR3-5 | RSDGTYEGYFDY (SEQ ID NO:44)
ID NO:44)
BSO-13B10 | ARNSNYPSGFAY (SEQ HC-CDR3-6 | ARNSNYPSGFAY (SEQ ID NO:68)
ID NO:68)
BSO-10D11 | ARRSTTIRFGAMDN (SEQ | HC-CDR3-7 | ARRSTTIRFGAMDN (SEQ ID NO:65)

ID NO:65)

Figure 21C
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BSO-1E3 1

GATGTTGTGATGACCCAAATTCCACTCTCCCTGTCTGTCAGTATGAAGTTCCAAGCCTC

CATCTCTTGCAGATCTAGTCAGAGCCTTGTACACAGTAATGGAAACACCTATTTACATTG
GTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGAT
TTTCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAA

GATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTTCTGCTCTCAAAGTACACATG
TTCCGCTCACGTTCGGTGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO:80)

BSO-1E3 2

AACATTGTAATGACCCAATCTCCCAAATCCATGTCCATGTCAGTAGGAGAGAGGGTCAC
CTTGAGCTGCAAGGCCAGTGAGAATGTGGGTACTTATGTATCCTGGTATCAACAGAAAC
CAGAGCAGTCTCCTAAACTGCTGATATACGGGGCATCCAACCGGTACACTGGGGTCCC
CGATCGCTTCACAGGCAGTGGATCTGCAACAGATTTCACTCTGACCATCAGCAGTGTG
CAGGCTGAAGACCTTGCAGATTATCACTGTGGACAGGGTTACAGCTATCCGTACACGTT
CGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO:81)

BSO-2ES

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAG
TCTCACTTGTCGGGCAAGTCAGGACATTGGTAGTAGCTTAAACTGGCTTCAGCAGGAAC
CAGATGGAACTATTAAACGCCTGATCTACGCCACAGCCAGTTTAGAATCTGGTGTCCCC
AAAAGGTTCAGTGGCAGTAGGTCTGGGTCAGACTATTCTCTCACCATCAGCAGACTTGA
GTCTGAAGATTTTGTAGACTATTACTGTCAACAATATGCTAGCTCTCCTCCCACGTTCGG
TGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO:82)

BS0O-4G3

GACATTGTGCTCACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGTGTCAC
CATCTCCTGCAGAGCCAGTGAAAGTGTTGAATATTCTGGCACTACTTTAATGCAGTGGT

ACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATGGTGCATCCAACGTAGAA
TCTGGGGTCCCTGCCAGGTTTAGTGGCAGTGGGTCTGGGACAGACTTCAGCCTCAACA
TCCATCCTGTGGAGGAGGATGATATTGCAATGTATTTCTGTCAGCAAAGTAGGAAGGTT

CCGTATACGTTCGGATCGGGGACCAAGCTGGAAATAAAA (SEQ ID NO:83)

Figure 22A
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BSO-5ES

GACATTGTGATGTCACAGTCTCCATCCTCCCTACCTGTGTCAGTTGGAGAGAATGTTAC
TATGAGCTGCAAGTCCAGTCAGAGCCTTTTATATGGTAGCAATCAAAAGAACTACTTGG
CCTGGTACCAGCAGAAACCAGGGCAGTCTCCTAAACTGCTGATTTACTGGGCATCCAC
TAGGGAATCTGGGGTCCCTGATCGCTTCACAGGCAGTGGATCTGGGACAGATTTCACT
CTCACCATCAGCAGTGTGAAGGCTGAAGACCTGGCAGTTTATTTCTGTCAGCAATATTA
TAGCTATCCTCGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO:84)

BSO-7G9

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTC
CATCTCTTGCAGATCTAGTCAGAGCCTTGTACACAGTAATGGAAACACCTATTTACATTG
GTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGAT
TTTCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAA

GATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTTCTGCTCTCAAAGTACACATG
TTCCGCTCACGTTCGGTGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO:85)

BSO-9A7

GATATTGTGCTAACTCAGTCTCCAGCCACCCTGTCTATGACTCCAGGAGATAGCGTCAG
TCTTTCCTGCAGGGCCAGCCAAAGTATTAGCAACAACCTACACTGGTATCAACAAAAAT
CACATGAGTCTCCAAGGCTTCTCATCAAGTATGCTTCCCAGTCCATCTCTGGGATCCCC
TCCAGGTTCAGTGGCAGTGGATCGGGGACAGATTTCACTCTCAGTTTCAACAGTGTGG
AGACTGAAGATTTTGGAGTGTATTTCTGTCAACAGAGATACAGCTGGCCTCTCACGTTC
GGTGCTGGGACCAAGCTGGAAATGAAA (SEQ ID NO:86)

BSO-10D11

GACATCCAGATGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAGTCAG
TCTCACTTGTCGGGCAAGTCAGGAAATTAGTGCTTACTTAAGCTGGCTTCAGCAGAAAC
CAGATGGAACTATTAAACGCCTGATCTACAGCACATCCACTTTAGATTCTGGTGTCCCA

AAAAGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGA
GTCTGAAGATTTTGCAGACTATTTCTGTCTCCAATATGCTAGTTCTCCGCTCACGTTCGG
TGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO:87)

Figure 22A (Cont.)
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BSO-13B10

GACATTGTGATGACCCAGTCTCAAAAATTCATGTCCACATCAGTAGGAGACAGGGTCAG
CGTCACCTGCAAGGCCAGTCAGAATGTGGGTAGTAATGTAGCCTGGTATCAACAGAAA

GCAGGGCAATCTCCTAAAGCACTGATTTACTCGGCATCCTACCGGTACAGTGGAGTCC

CTGATCGCTTCACAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAATGTG
CAGTCTGAAGACTTGGCAGAGTATTTCTGTCAGCAATATAACAGCTATCCGCTCACGTT

CGGTGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO:88)

Figure 22A (Cont.)
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BSO-1E3 1

CAGGTCCAACTGCAGCAGCCTGGGGCTGAACTGGTCACGCCTGGGGCTTCAGTGAAG
TTGTCCTGCAAGGCTTCTGGCTTCACTTTCACCAACAACTGGATGCACTGGGTGAAGCA
GAGACCTGGACAAGGCCTTGAGTGGATTGGAATGATTCATCCTAATAGTGGGATTACTA
ACATCAATGAGAAGTTCAAGAACAAGGCCACAGTGACTGTAGACAAATCCTCCAGCACA
GTCTACATACAACTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTCGCTC
CGATGGTACCTACGAGGGCTACTTTGACTACTGGGGCCAAGGCACCCCTCTCACAGTC
TCCTCA (SEQ ID NO:89)

BSO-1E3 2

CAGGTCCAACTACAGCAGTCTGGACCTGAACTGGTGAAGCCTGGGGCTTCAGTGAAGA
TATCCTGCAAGGCTTCTGGCTACAATTTCAATGACTACTATATAAACTGGGTGAACCAGA
GGCCTGGACAGGGACTTGAGTGGATTGGATGGATTTTTCCTGGAAGAATTATTACTTAC
TACAATGAGAAATTCAAGGGCAAGGCCACACTTACTGTAGACACATCCTCCAACACAGC
CTACATGTTGCTCAGCAGCCTGACCTCTGAGGACTCTGCGGTCTATTTCTGTGCAAGAG
GGGTAGGAGAGGGCTTTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA
(SEQ ID NO:90)

BSO-2E5

CAGGGTCAGGTGCAGCAGTCTGGAGCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAG
CTGTCCTGCAAGACTTCTGGCTTCACCTTCAGTACTAGTTATATAAGTTGGTTGAAGCA
GAAGCCTCGACAGAGTCTTGAGTGGATTGCATGGATTTATGCTGGAACTGGTAGTACTA
GCTATAATCAGAAATTCACAGGCAAGGCCCAACTGACTGTAGACACATCCTCCAGCACA
GCCTACATGCAACTCAGCAGCCTGACATCTGAGGACTCTGCCATCTATTACTGTGCAAG
ACACTGGGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO:91)

BS0-4G3

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTGAAGCCTGGCGGGTCCCTGAAA
CTCTCCTGTGCAGCCTCTGGATTCACTTTCAGTACCTATGCCATGTCTTGGGTTCGCCA
GACTCCAGAGAAGAGGCTGGAGTGGGTCGCAGCCATTAAAAGTAATGGTGGTAGCACC
TACTATCCAGACACTGTGAAGGACCGATTCACCATTTCCAGAGACAATGCCAAGAACAC
CCTGTACCTGCAAATGAGCAGTCTGAGGCCTGAGGACACAGCCTTGTATTACTGTGCA
CATGGTCTCCTGTTTGCTCACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ
ID NO:92)

Figure 22B
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BSO-5ES

GATGTACAGCTTCAGGAGTCAGGACCTGGCCTCGTGAAACCTTCTCAGTCTCTGTCTCT
CACCTGCTCTGTCACTGGCTACTCCATCACCAGTGATTATTACTGGAACTGGATCCGGC
AGTTTCCAGGAAACAAACTGGAATGGATGGGCTACATAAGCTACGATAGTAGCAATAAC
TACAACCCATCTCTCAAAAATCGAATCTCCATCACTCGTGACACATCTAAGAACCAGTTT
TTCCTGAAGTTGAATTCTGTGACTACTGAGGACACAGCCACATATTACTGTGCTTCAGT

GGGTTATTACTACGTTAGTGACTGGTACTTCGATGTCTGGGGCACAGGGACCACGNTC

ACCGTCTCCTCA (SEQ ID NO:93)

BSO-7G9

CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAGG

TTGTCCTGCAAGGCTTCTGGCTACACTTTCACCAGCTACTGGATGCACTGGGTGAAGCA
GAGGCCTGGACAAGGCCTTGAGTGGATTGGAATGATTCATCCTAATAGTGGTTATACTA
ATTACAATGAGAAGTTCAAGATCAAGGCCACACTGACTGTAGACAAATCCTCCAGCACA
GCCCACATGCAACTCAGCAGCCTGACATCTGAGGATTCTGCGGTCTATCACTGTGCAA

GAGGGGGGTATGATGGTTCCTACGGGCCCTGGTTTGCTTACTGGGGCCAAGGGACTC

TGGTCACTGTCTCTGCA (SEQ ID NO:94)

BSO-9A7

CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTGGTGAGGCCTGGGTCTTCAGTGAAG
CTGTCCTGCAAGGCTTCTGGCTACACCTTCACCAACTACTGGATGCATTGGTTGAAGCA
GAGGCCTGTACAAGGCCTTGAGTGGATTGGTAACATTGGCCCTTCTGATAGTAAAACTC
ACTACAATCAAAAATTCAAGGACAAGGCCACATTGACTGTAGACAAATCCTCCAGCACA
GCCTACATGCAACTCAACAGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTGCAAG
GGGTGATTACGTCCTGTTTACTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA

(SEQ ID NO:95)

BSO-10D11

CAGGTCCAGCTGCAGCAGTCTGGAACTGAGCTGGTAAGGCCTGGGACTTCAGTGAAGA
TGTCCTGCAAGGCTGCTGGATACACCTTCACTGACTACTGGATAGGTTGGATAAAGCAG
AGGCCTGGACATGGCCTTGAGTGGATTGGAGATATTTTCCCTGGAGGTGATTATACTAA
GTGCAGTGAGAGGTTCAAGGGCAAGGCCAAACTGACTGCAGACACATCCTCCAGCACT
GCCTACATGCAGCTCAGCAGACTGACATCTGAGGACTCTGCCATCTATTACTGTGCAAG
AAGGAGTACTACGATACGCTTCGGGGCTATGGACAACTGGGGTCAAGGAACCTCAGTC
ACCGTCTCCTCA (SEQ ID NO:96)

Figure 22B (Cont.)
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BSO-13B10

CAGGTGCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCC
ATCACATGCACTGTCTCTGGGTTCTCATTAACCAGCTTTTCTATAAGCTGGGTTCGCCA
GCCACCAGGAAAGGGTCTGGAGTGGCTTGGAGGAATATGGACTGGTGGAGGCACAAA
TTATAATTCAGCTCTCAAACCCAGACTGAGCATCAGCAAAGACAACTCCAAGAGTCAAG
TTTTCTTAAAAATGAACAGTCTGCAAACTGATGACACAGCCAGGTACTACTGTGCCAGA
AATAGTAACTACCCTTCCGGGTTTGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTC

TGCA (SEQ ID NO:97)

Figure 22B (Cont.)
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ID Clone
RA1 BSO-1E3
RA2 BSO-2C1
RA3 BSO-2E5
RA4 BSO-4G3
RA5 BSO-5E5
RAG6 BSO-7G9
RA7 BSO-9A7
RAS8 BSO-10D11
RA9 BSO-13B10

RA10 BSW-1D3
RA11 BSW-1F6
RA12 BSW-4G5
RA13 BSW-6H3
RA14 BSW-7E9
RA15 BSW-7G8
RA16 BSW-7H8
RA17 BSW-8B7

Figure 23
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Mouse IL11RA abs on mouse atrial fibroblasts
Industry standard: 1.44
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Antibody Human IL11 Mouse IL11 Trans IL11
Candidate activated fibroblasts (norm.)  activated fibroblasts (norm.) MMP2 (norm.)

Unstimulated
Stimulated
Industry Standard
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incubated on
cells transfected with

~_ pB1iL11-humFL
flow cytometry (Attunes)

Results of subcloning

No | Clone GMFI % positive isotype
2 BS0O-2C1 44127 140% lgG1/kappa
3 BSO-2E5 9545 30% IgG2b/kappa
4 BS0-4G3 9302 30% lgG1/kappa
5 BSO-5E5 8780 28% IgG1/lgG2b/kappa
6 BSO-7G9 18649 59% IgG2a&2c /kappa
7 BSO-9A7 34771 111% lgG1/kappa
8 BSO-10D11 13139 42% IgG1/kappa
9 BSO-13B10 10931 35% lgG1/kappa
positive control 31429 - 100%
negative .
Figure 34A
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Collagen Histology
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Human liver samples
NHL ALD PSC PBC NASH

Figure 38
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Collagen per tissue mass (ug/mg)
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