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Figure 1a

LEADER

atg aac ttc tgg ctc age ttg att tte ctt gtc ctt gtt tta aaa ggt gtc cagtgt
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< FR1 - IMGT >
1 E v K L v E s G G G L v Q P G G s L K L S c A T S G F T F
FG27_10H gaa gtg aag ctg gtg gag tct ggg gga ... ggc tta gtg cag cct gga ggg tce ctg aaa cte tec tgt gea acc tet gga tte act tte
CDR1 - IMGT < FR2 - IMGT > CDR2 S
31 H Y Y M Y w v R Q T P E K R L E W v A Y I S N D
FG27_10H ves ... ... ... agt cac tat tac atg tat tgg gtt cgc cag act cca gag aag agg ctg gag tgg gtc gca tac att agt aat gat ...
- IMGT < FR3 - IMGT
61 G D N T Y Y P D T I R G R F T I s R D N A R N T L Y L Q
FG27_10H ... ggt gat aac acc tat tat cca gac act ata agg ... ggc cga ttec acec atec tecec aga gac aat gecc agg aac acc ctg tac ctg caa

> CDR3 - IMGT
91 M S R L K S E D T A M Y Y c A R G K Y D G A W F A Y W G Q G
FG27_10H atg agc cgt ctg aag tct gag gac aca gcc atg tat tac tgt gca aga ggg aag tac gac ggg gcc tgg ttt gct tac tgg ggc caa ggg

121 T L v T v s A A T T T A ¥ 5 W v b L W B & [ 5 o T 8 & 5 g W

FG27_10H act ctg gtc act gte tct gea got awa aca aca gee cea tot gte tat cec thy gte cet gge tge agt gac aca tot gga tac tog ghtg

151 T I & < L v K G ¥ B B B b4 v T v K W N Y G B L 8 8 G v " T v

FG27_10H aca ctg gga tge ctt gte aasa gge tac tteo cot gag ceg gta act gts asa tgg aace tat gga goo otg teo age ggt gtg oge aca gto
181 8 W L o 5 G B ¥ 5 L s S L I [ H
FG27_10H tea tet gte ctg cag age ttg : ate tgo aac
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FG27_10H gta goo cat coa goo age aayg ach gay thy ate aag aga ate gay cot aga ata cee aag ooo agt ace cee cca gyt tot tea tge coa
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FG27_10H oot ggh sac ato Lhg got ggas ceca too gto tbo ate the oo oce asg ooo aay gat gea obo atyg ate too obe

acy

271 ¢ v v v D Vv & E D D P D ¥V H Vv & W F ¥V D N K E ¥ H T A W T Q
FG27_10H tgt gty gtg gtg gat gtg age gag gat gac cos gat gte cat gte age tgg ttt gtg gac aac asa gas gha cac aca goo tgy aca cag

301 ¥ B B % @ ¥ b 8 T ¥ R w v & A I ¥ I i*) H o o W M B & X B ¥ K
FG27_10H coe egt gaa got cag tac aae agt ace tte ega ghtg gte agt goe ote cow ate cag cac cag gac tgg abtg :
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FG27_10H tge sag gto asac aso aaa goo obe ©eo asa gye aga goo cag aca oot caa gta bao aco
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FG27_10H ata cee coa oot oght gaa caa abg teo aay aay aag gbt agt oty ace tge ctg gte ace aac tto tto tot gaa gee ate aghb gty gag

FG27_10H tgy gaa o ot

toa gat

oty gag
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FG27_10H act gty gat aca gac agt tgy thg cea gga gaa att tht ace tge too gty gty cat gag got oto cat aac cac oac aca cag aay aac
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FG27_10H whyg tet oge teo oot gyt aaa
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Figure 1b

LEADER

atg aac ttc tgg ctc age ttg att tte ctt gte ctt gtt tta aaa ggt gtc cagtgt
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< FR1 - IMGT >
1 E v K L v E S G G G L v Q P G G S L K L S c A T S G F T F
FG27_18H gaa gtg aag ctg gtg gag tct ggg gga ... ggc tta gtg cag cct gga ggg tcc ctg aaa ctec tce tgt gea ace tet gga tte act tte
CDR1 - IMGT < FR2 - IMGT > CDR2 S
31 H Y Y M Y w v R Q T P E K R L E W v A Y I s N D
FG27_18H +ve. ... ... ... agt cac tat tac atg tat tgg gtt cgc cag act cca gag aag agg ctg gag tgg gtc gca tac att agt aat gat ...
- IMGT < FR3 - IMGT -——----————-————-
61 G D N T Y Y P D T I R G R F T I S R D N A R N T L Y L Q
FG27_18H ... ggt gat aac acc tat tat cca gac act ata agg ... ggc cga ttc acc atc tcc aga gac aat gcc agg aac acc ctg tac ctg caa
> CDR3 - IMGT

91 M s R L K s E D T A M Y Y c A R G K Y D G A W F A Y W G Q G
FG27_18H atg age cgt ctg aag tct gag gac aca gec atg tat tac tgt geca aga ggg aag tac gac ggg gec tgg ttt get tac tgg gge caa ggg

121 T L v T v S A A K T T P P 8 v ¥ P L A P G 8 A A f+] T N < o v
FG27_18H act ctg gtc act gtc tct gea guo ass acg acs coo opa tet ghe tat ooa
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FG27_18H ace oty gga tge oty gte aag gge tat tto cob gag cea gty aca gty ace tgy aac tot gya teo ety toe age ggt gty cac ace hto
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FG27_18H cea got gte oty gag tot gac ote tac act cby age age tea gty act gte coo too age oot ogy coe age gag ace gho age tge aac
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FG27_18H gtt gee cac cog geo age age ace aag gtg gac gtg coe agg gat tgt ggt tgt aag cot tge ata tgt aca gto cos gas
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FG27_18H gta tea tet gte tte ate tte coo coa aag coe aag gabt gtg obte ace att act otg act cet asg gte acg tgb gttt gty gta gaw ato
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FG27_18H age aag gat gat coo gayg gte cag tte age tgg ttt gta gat gat gty gag gty cac aca got cayg aog caa oo agy gayg gayg cay tto
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FG27_18H aac age act tte ege toa gtc agt gaa cbt coc ate atg cac cag gac tgg cte aat gge aag gag tto aas tge agg gte aac agt goa

331 & ¥ B A b4 I E ® T I 5 ® T X G B B K A P i) v w T T B B B K E

FG27_18H goet tte cot goe coe ato gag asa ace ato bow aaa ace ass ggo age oog asg goet cea cag gtg tae ace ath coa ool ooo aag gag
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FG27_18H cag abg goe aag gat aaa gto atg ata sea gae tbe tte ecot gas gae att act gty gag tgg cag tgy sat ggy cag
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FG27_18H coa gey gag aac tae aag aac ack cag ccc ate atyg aac acy aat gge tet tae the gte tac age aag cto aat gbty cag aay age aac
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FG27_18H tgy gag goa gga aat act the aco tge tet gty tta cat gag cac cat act gayg aag age cte tee cac tet cot ggt
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Figure 1c
LEADER
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atg aag ttg cct gtt agg ctg ttg gtg ctg atg ttec tgg att cct get teec atcagt
< FR1 - IMGT >

1 D v L M T Q T P L S L P v S L G D Q A S I S c R S S Q I I v
FG27_10K gat gtt ttg atg acc caa act cca ctc tcec ctg cct gtc agt ctt gga gat caa gcc tecc atc tet tge aga tct agt cag atc att gta
CDR1 - IMGT < FR2 - IMGT > CDR2

31 H T N G N T Y L E w Y L Q K P G Q s P N L L I Y K v

FG27_10K cat act ... aat gga aac acc tat tta gaa tgg tac ctg cag aaa cca ggc cag tct cca aac ctc ctg ate tac aaa gtt

- IMGT < FR3 - IMGT --—---—-—-——-——-———
61 S N R F S G v P D R F S G S G S G T D F T L K
FG27_10K tcec aac cga ttt tet ggg gtec cca . gac agg ttc agt ggc agt gga tca ggg aca gat ttc aca ctc aag
> CDR3 - IMGT
91 1 s R v E A E D L G v Y Y c F Q G s H v P F T F G S G T K L
FG27_10K atc agc aga gtg gag gect gag gat ctg gga gtt tat tac tge ttt caa ggt tca cat gtt cca tte acg tte gge teg ggg aca aag ttg
121 E I K R A ) A A ? T v 8 I ¥ B B 8 5 B il L T 5 & G A 5 v v o
FG27_10K gaa ata aaa cgg got gat got goa oea act gta tee ate tte cea cea too agt gag cag thta aca tot ggs ggbt gee tea ghbe gty tgoe
151 # L n n ¥ k4 ¥ K ] I N v K W K I o G 8 B B @ u <] W L u 8 W T
FG27_10K tte ttg sac aac tte tae cee asa gae ate aat gte sag tgg aag att gat gge agt gaa cga eaa aat gge gte eotg aae agt tgg act
181 o o g X o 8 T ¥ 5 M 8 s T L T L T ® o E ¥ B 13 H W 1 Y T o
FG27_10K gat cay » tao age aty age age ace ote acy tty ace aag gac gay tat gaa ega cat aac age tat aco tgt
211 E A T H K T S T 8 ¥ I v e 8 ¥ N B N B o4
FG27_10K gag gec act cac aag aca toa act tea coc att gt aag age tte aac agg aat gag tgt



Figure 2a
LEADER
atg aac ttc tgg ctc age ttg att tte ctt gtc ctt gtt tta aaa ggt gtc cagtgt
-19 M N F w L S L I F L v L v L K G v Q c
< FR1 - IMGT >
1 E v K L v E s G G G L v Q P G G s L K L S c A T S G F T F
Ch27_10H gaa gtg aag ctg gtg gag tct ggg gga ... ggc tta gtg cag cect gga ggg tec ctg aaa cte tee tgt gea ace tet gga tte act tte
CDR1 - IMGT < FR2 - IMGT > CDR2 S
31 H Y Y M Y w v R Q T P E K R L E W v A Y I S N D
Ch27_10H agt cac tat tac atg tat tgg gtt cgc cag act cca gag aag agg ctg gag tgg gtc gca tac att agt aat gat ...
- IMGT < FR3 - IMGT
61 G D N T Y Y P D T I R G R F T I s R D N A R N T L Y L Q
Ch27_10H . ggt gat aac acc tat tat cca gac act ata agg ... ggc cga ttec acec atec tece aga gac aat gecec agg aac acc ctg tac ctg caa
> CDR3 - IMGT

91 M S R L K S E D T A M Y Y c A R G K Y D G A W F A Y W G Q G
Ch27_10H atg agc cgt ctg aag tct gag gac aca gcc atg tat tac tgt gca aga ggg aag tac gac ggg gcc tgg ttt gct tac tgg ggc caa ggg
121 T L v T v s s EY 8 & & T A
Ch27_10H act ctg gte act gte Y aca goy
151 & I & < L v K o ¥ B 4 B k4 v T v $ W w 8 G A L T 8 G v H T E
Ch27_10H gao oty gge tge oty gto aag gac tae tte cco gas cog gty acyg gty teg tgyg aac tea gge goo oty aco age gge gty cac ace tto

181 ¥ A v L Q S i & L k4 s L k- 8

Ch27_10H ceg get gte cta cag tec tea gga cte tae too ete age age
211w W H B K ¥ & N T R W o ® R v B ¥ i 5 o i) K T H T [ P B o ¥
Ch27_10H aae gty aat Cac aag Coo age ase aor asg gty gae aag sas gttt gag cow aaa tebt tgt gae asa act cae acas tge ooa oog tgo oca
241 » ¥ B L L G & B s W ¥ L ¥ ¥ ¥ B 4 K ) T L M I g B T ¥ B L T
Ch27_10H gea oot gea obo oty gug gya ooy toa ghe tto ebo the oo oca asa coo aay gace ace obo aty ato acs
271« A v v D W S H E 4 B B v K ¥ N W ¥ v I & v B v H w A X T K
Ch27_10H tge gty gtg gtg gac gtg age cac gaa gae cot gag ghe aag tte asc tgg tac gtg gac gge gty gag gtg cat aat gee aag aca aag
301 ¥® B B E [*3 k4 u & T Y R v v & W L T v L H o o W L B G ® B ¥ K
Ch27_10H oy ogy gag gag cag tace sac age aeg tac egt gtg gte age oty eac cag gae tgg ctg aat gge aag gag tac asg
331 ¢C ¥ b 8 W K A L ¥ A ¥ I E K T I 8 K A ® G @ P R E ¥ i#] v ¥ T
Ch27_10H tge aayg gte toeo aac aaa geo ote ooa goo oo abo gag aaa ace ato too aaa goeo aaa ggy cayg oo oga gaa oea cag gty tao ace
361 B B g R o B L T ® N [+] v 8 L T o L v " & ¥ ¥ B 8 o T £ v B
Ch27_10H oty coe cea tae egy gat gag oty ace aay ase cag gte age oby ace tge oty gte aaa gge tto tat coo age gae ate goo gty gag
391 w B 8 N & @ B B " N v K T T b4 P v L ) 8 4] G B F E L ¥ 8 K L
Ch27_10H gag & ace ang cot o gac tee gae gge teo tte tte cte tac age sag cto
421 7T v o e s B W =} 4] & N v F 8 4 E: v M H E A L H n H ¥ T @ K b
Ch27_10H ace gtg gac smag age agg tgg ©Rg cag ggg sac gto tte tea tge cat gag get ctg : tac acg oag aag age
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Ch27_10H ate tes ety tot ceg gyt asa




Figure 2b
LEADER
-19 M K L P v R L L v L M F w I P A S I S
atg aag ttg cct gtt agg ctg ttg gtg ctg atg ttc tgg att cct get tee ate agt
< FR1 - IMGT >
1D v L M T Q T P L s L P v s L G D Q A s I S c R s S Q I I v
Ch27_10K gat gtt ttg atg acc caa act cca ctc tcec ctg cct gtc agt ctt gga gat caa gecc tecc ate tet tge aga tet agt cag ate att gta
CDR1 - IMGT < FR2 - IMGT > CDR2
31 H T N G N T Y L E w Y L Q K P G Q s P N L L I Y K v
Ch27_10K cat act aat gga aac acc tat tta gaa tgg tac ctg cag aaa cca ggec cag tct cca aac cte ctg ate tac aaa gtt
- IMGT < FR3 - IMGT --—-----———————-
61 S N R F S G v P D R F s G s G s G T D F T L K
Ch27_10K tcec aac cga ttt tet ggg gtc cca gac agg ttc agt ggc agt gga tca ggg aca gat ttc aca ctc aag
> CDR3 - IMGT
91 1 s R v E A E D L G v Y Y [+ F Q G s H v P F T F G S G T K L
Ch27_10K atc age aga gtg gag gct gag gat ctg gga gtt tat tac tge ttt caa ggt teca cat gtt cca tte acg tte gge teg ggg aca aag ttg
A A ¥ 5 v ¥ I ) ¥ ¥ g ] B o L B 5 & T A 5 v v o
Ch27_10K gog gee cea tot gte the ate tte cog cea teb gat gag cag ttg aasa tet gga act goo tet gtt gty tge
151 L n n ¥ k4 B B B A ® v Q W K v n N A L Q 8 (=2 w 8 o E 8 v T
Ch27_10K chty oty aat asc tte tat coe aga gag goo aas gta cag tgy asy gty gat aac goe cte caa tog ggt aac tee cag gag agt gte aca
181 = *] T 8§ K 4] & T ¥ 8 i 5 k) T L T L 8 X A o ¥ B K H K v v A [
Ch27_10K gag cay gac age asyg gao age ace tac age cote age age ace oty acg oty agoe aaa gea gac btac gay aaa cae aaa gto tae goo tgo
211 B W T H [+3 G I & s B v T K 5 ¥ n B G B <
Ch27_10K cat vag gge otg age teg coe gte aca asg age tte asc agg gge gag tgt
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Figure 3a

FG27 RHA (DNA Sequence)
CAGGTCCAGCTGGTCGAATCAGGGGGAGGCGTCGTGCAGCCCGGAAGGTCACTGAGACTGTCATGTGCCGCATC
AGGGTTTACTTTCTCACACTACTATATGTACTGGGTGCGACAGGCTCCAGGCAAGGGACTGGAGTGGGTCGCATA
TATCAGCAACGACGGCGATAATACTTACTATCCTGACACCATCCGGGGGAGATTCACAATCTCTAGAGATAACAG
TAAGAACACTCTGTACCTGCAGATGAACTCTCTGAGGGCAGAAGACACCGCCGTGTACTATTGCGCCCGCGGGAA
ATACGATGGAGCCTGGTTTGCTTATTGGGGACAGGGCACCCTGGTGACAGTCAGCTCC

FG27 RHA (Protein Sequence)

CDR1 CDR2

QVQLVESGGGVVQPGRSLRLSCAAJGFTFSHYYMYWVRQAPGKGLEWVAYISNDGDNTYYPDTIRGRFTISRDNSKN
TLYLOMNSLRAEDTAVYYCARGKYDGAWFAYWGQQTLVTVSS

CDR3

CONSTANT REGION SEQUENCES

DNA SEQUENCE- HuG1
GCCTCCACCAAGGGCCCTTCCGTGTTCCCTCTGGCCCCTTCCTCCAAGTCCACCTCCGGC
GGCACCGCCGCTCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAGCCTGTGACCGTGTCC
TGGAACTCTGGCGCCCTGACCAGCGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCC
GGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCCAGACC
TACATCTGCAACGTGAACCACAAGCCTTCCAACACCAAGGTGGACAAGAAGGTGGAGCCT
AAGTCCTGCGACAAGACCCACACGTGCCCTCCATGCCCAGCTCCCGAGCTGCTGGGCGGA
CCAAGCGTGTTTCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGGACCCCT
GAGGTGACGTGCGTGGTGGTGGACGTGTCCCACGAGGACCCAGAGGTGAAGTTCAATTGG
TACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCAAGCCTCGGGAGGAACAGTACAAC
TCCACCTACCGGGTGGTGTCTGTGCTGACCGTGCTGCACCAGGACTGGCTGAACGGCAAG
GAATACAAGTGCAAAGTCTCCAACAAGGCCCTGCCTGCCCCCATCGAAAAGACCATCTCC
AAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCAAGCAGGGAGGAA
ATGACCAAGAACCAGGTGTCCCTGACCTGTCTGGTGAAGGGCTTCTACCCTTCCGATATC
GCCGTGGAGTGGGAGTCCAACGGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTG
CTGGACTCCGACGGCTCCTTCTTCCTGTACTCCAAGCTGACCGTGGACAAGTCCCGGTGG
CAGCAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACC
CAGAAGAGCCTCTCCCTGTCCCCGGGTAAA

PROTEIN SEQUENCE- HuG1
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSS
GLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG
PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREE
MTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK
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Figure 3b

FG27 RKC (DNA Sequence)
ATGGAAGCCCCAGCGCAGCTTCTCTTCCTCCTGCTACTCTGGCTCCCTGATACCACCGGAGACGTCGTGATGACCC
AGAGCCCACTGAGCCTGCCTGTGACACCCGGCGAGCCCGCAAGTATTTCCTGTAGAAGTTCCCAGATTATCGTGC
ACACTAACGGGAATACCTACCTGGAGTGGTATCTGCAGAAGCCCGGCCAGAGTCCTCAGCTGCTGATCTACAAAG
TGAGTAACCGGTTCTCAGGAGTCCCAGACCGGTTCAGCGGCTCCGGGTCTGGAACCGATTTCACACTGAAGATTA
GCAGGGTGGAGGCCGAAGACGTGGGAGTCTACTATTGCTTTCAGGGCTCCCATGTCCCCTTCACATTTGGCCAGG
GGACCAAGCTGGAAATCAAA

FG27 RKC (Protein Sequence)

CDR1

MEAPAQLLFLLLLWLPDTTGDVVMTQSPLSLPVTPGEPASISCRSSQIVHTNGNTYLEWYLQKPGQSPQLLIY
KVSNRFSIGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYJFQGSHVPFTFGQGTKLEIK

CDR2 CDR3

DNA SEQUENCE- HuK
AGAACTGTGGCAGCACCAAGCGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCT
GGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAG
TGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGAC
AGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAG
AAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAG
AGCTTCAACAGGGGAGAGTGT

PROTEIN SEQUENCE- HuK
RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQD
SKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
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Figure 4
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Figure 6
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Figure 7
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Figure 8

M: Marker
1. AGS: PM
2. AGS:L
3. HCT15: PM
4. HCT15:L
5. OVCAR3: PM
6. OVCARS3:L
7. MCF7: PM
8. MCF7:L
9. H322: PM
10. H322: L
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Figure 11a
Anti-tumour activity of FG27 in a CL70HM2 bioluminescence mouse model
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Figure 12a
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Figure 15a
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Figure 15¢

Percentage Killing (P! uptake) of C170 Cells
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Figure 17a
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Figure 17b

FG27 induced lysis of MCF7 cells
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Figure 17d

Percentage Killing of AGS cells
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Figure 18

Structurally important residues are highlighted: Proline residues are outlined in White, Cysteine residues outlined in m, and Asparagine residues in @
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Figure 19

Cysteine residues are outlined in White
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Figure 23

Figure 24
X72449

Closest V-REGIONs (evaluated from the V-REGION first nucleotide to the 2nd-CYS codon
plus 15 nt of the CDR3-IMGT)

X72449
Closest V-REGIONSs (evaluated from the V-REGION first nucleotide to the 2nd-CYS codon plus 15 nt of the
CDR3-IMGT)
Score Identity
X63397 Homsap IGKV2-28%01 F 1447 99,32% (292/294 nt)
X12691 Homsap IGKV2D-28%01 F 1447 99,32% (292/294 nt)
X59314 Homsap IGKV2-40%01 F 1213 90,14% (265/294 nt)
X59311 Homsap IGKV2D-40%01 F 1213 90,14% (265/294 nt)
X63400 Homsap IGKV2-18%01 P 1177 88,78% (261/294 nt)
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Figure 26
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Legend: Comparison of antibody binding to LewisY-HSA antigen for combinations of antibody expressed as LewRHA
with LewRKA, LewRKB, LewRKC or LewRKD and LewRHB with LewRKA, LewRKB, LewRKC or LewRKD, including cFG27
positive control antibody and c1210 negative control antibody.
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Figure 28

9000
8000
7000
6000
5000
4000
3000
2000
1000

Thermal Shift Analysis of Lewis Y FG27
humanised variants

w1 @WAB

.,..‘,,.,hLewAC

g NLewAD

hLewBC

cFG28
e

25

45 65 85
Temperture (°C)




WO 2021/019095 PCT/EP2020/071725

36/40
Figure 29
1790 - Lewis y binding
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Figure 30
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Figure 31
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Figure 32
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Figure 33 27 antibody sequences

27 Light chain DNA sequence (variable region + Kappa contant)
atgaagtipccigtioggoigtigetigcigateticiggaticctgcticeatcapigalgtitipatgaccraaacticcacictooctgoctgtagt
ctiggagatcaagoctocatetctigeagatctagtcagatcatigtacatactaatggaaacacctatitagaatggtacclgeagaaaccagee
cagtctccaaacctcotgatctacaaagtitccaaccgatiticiggggtcccagacagpticagtggragtegateagegacagatitcacacte
aagalcagcagagtggagectgaggatcigggagtitatiactgetttcaaggticacatgitccattcacgttcggetcggggacaaagtigga
aataaaacgtacgegtageggooocatetgtoticateticecgecatatgatgagragtigaaatciggaactgoctetgitgtgtgoctgetgaat
aactictatcccagagaggoraaagtacagtggaaggtggataacgecctecaatoggetaacicccaggagagtgtcacagageaggacage
sagpacagcacctacagectcageageaccctgacgotgageasagragactacgagaaacacaaagiciacgectgogaagteacceatea
ggecctpgagetegoccgtcacaaagapcticaactagggeagagigt

27 Light chain protein sequence (variable region + Kappa contant)
MELPVRLLVLMEWI PASISTVIMTCTPLELEPVELGDOARTSCRESOIIVHTHGNTY LEWY L
OEPEOSENLLT SNBESGVPIRESGEGECTDETLELSRVEREDLGVYYCEQESHVPETE
CECTRLEIRRTV R P SV E I PP PR LR ST AV L LNNE Y PRELAFVOWEVINALOSENS
ESVITEDSRDSTY S LS TL T L e FADYEEHRVY ACEVTHOC LS SEVTESENEGED

Heavy chain DNA sequence of i27v1 (variable + ‘improved’ v1 constant
region)
atgaactictggctcagcttgattiticctigtecttgititagaaggtgtccagtgtoaagtgaagcigetegagiciggpggagecitagtogcagt
ctggagggtccctgaaactetectgtgeaacctctggaticactitcagtcactattacatgtatigggticgecagactccagagaagaggeteg
agtgegicgeatacattagtaatgatggtgataacacctattatecagaractataaggggocgaticaccatctccagagacaatgoraggaa
caccctgtacctgeaaatgageogictgaagtetgaggacacagocatgtattacigigeaagagegaagtacgacgggecctggtitgettact
gegpcraagggactctgeteactgtctetagegcttccaccaagggcocatoggtcttccoccigecacoctectcaagagiacctrtgggger
acagcggccctgggctgoctgptcadggactacticoocgaaccggtgacggtgtogtggaactcaggegecctgaccagegegcgtecacacct
toocggctptcctacagtoctcaggactctacteccicageagogtggtgaccgipecctecageagetigggeacceagacctacatcigeaacy
tgaatcacasgrocagraacaccaaggliggacaagasagtigagoocaaatcttgtgacaaaacticacacatgoorancgigoccagracotg
aactcctggggegaccgtoagicticcteitcccccecaaaacccaaggaca ccatcatgatcttccgga cccctgaggtecacatgoglggteetg
gacgtgagccacgaagacccigagetcaagticaactgglacgigeacggcgiggagetgcatacageciggacacagoccegigaagagca
gtacadcagtacctaccgagtggtcagtgtcctcaccgtectigraccaggactigectgaatgpraaggagtacaagigcaaggtciccaacaaa
gocctcccageccocatcgagaasaccatctccagaticaaaggasgagoccagacacctcaagtatacaccatacocciacctcgteaacaa
atgtccaagaagaaggttagicigaccigectggtcaccaactictictctgaagocatcagtgiggagteggagagraatgggragocggaga
acaactacaagaccacgoctcccptgetggactorgacgeetccticttectctacageaagetcaccgtggacaagagraggtggcagcagee
gaacgtcticteatgetecgigatgeatgagecictgracaaccactacacgeagaagagectctoectgtctcegggtaaa

Heavy chain Protein sequence of i27v1 (variable + ‘improved’ vl constant

region)

MNEWLELIFLVLVLECVOCEVELVES G5 LVOPGEELELECATERF TESHY YMYWVEQTE
ERRLEWVAY ISNDEDN Y Y DD T IECRFT IS RDNARN TLY LOMERLESEDTAMY YCARZEY
DGAWFAYWEOGTLIVTVAS
ASTHEPSVEPLAPSSES TS BGTARLGULVRDY FPEPVIVEWNSGALTIGVETFPAVT.OSS
SLY ALV VTR S S S LT T Y IOV P SN TV DR VEPK S DETETC P PCPAPEL LG
PEVFLFPPEPRDTIMISRTPEVTICOVVVIVEH PEVErNWIVDGEVEVHTEZNTOPREEQYN
ATV VLTV LD L NG R E Y R OV ONR AT DA PIER T I SRPRGRAQT DOVYTICEERED
MERFRVELTCIVINE PR ER T SVEWESNCOPENNYRTTPFVL DS DGEFFLYSRLTVIESRW
OCNVESCSVMHEALHNHY TORKSLELEDGK




