
Sequence Listing 

<110> 	AC Immune 

<120> 	Humanized Antibody 

<130> 	M1967 EP S3 

<160> 	32 

<170> 	Patentln version 3.3 

<210> 	1 
<211> 	10 
<212> 	PRT 
<213> 	Mus musculus 

<220> 
<223> 	C2 HuVH AF 4 humanised heavy chain variable region (CDR1) 

<400> 	1 

Gly Phe Thr Phe Ser Ser Tyr Gly Met Ser 
1 	 5 10 

<210> 	2 
<211> 	17 
<212> 	PRT 
<213> 	Mus musculus 

<220> 
<223> 	C2 HuVH AF 4 humanised heavy chain variable region (CDR2) 

<400> 	2 

Ser Ile Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val Lys 
1 	 5 10 15 

Gly 

<210> 	3 
<211> 	3 
<212> 	PRT 
<213> 	Mus musculus 

<220> 
<223> 	C2 HuVH AF 4 humanised heavy chain variable region (CDR3) 

<400> 	3 

Gly Asp Tyr 
1 

<210> 	4 
<211> 	16 



<212> PRT 
<213> Mus musculus 

<220> 
<223> C2 HuVK 1 humanised light chain variable region (CDR1) 

<400> 4 

Arg Ser Ser Gln Ser Leu Val Tyr Ser Asn Gly Asp Thr Tyr Leu His 
1 5 10 15 

<210> 5 
<211> 7 
<212> PRT 
<213> Mus musculus 

<220> 
<223> C2 HuVK 1 humanised light chain variable region (CDR2) 

<400> 5 

Lys Val Ser Asn Arg Phe Ser 
1 5 

<210> 6 
<211> 9 
<212> PRT 
<213> Mus musculus 

<220> 
<223> C2 HuVK 1 humanised light chain variable region (CDR3) 

<400> 6 

Ser Gln Ser Thr His Val Pro Trp Thr 
1 5 

<210> 7 
<211> 6 
<212> PRT 
<213> Homo sapiens 

<220> 
<223> AI 	epitope, 	region 2 

<400> 7 

Val Phe Phe Ala Glu Asp 
1 5 

<210> 8 
<211> 5 
<212> PRT 
<213> Homo sapiens 

<220> 
<223> AB epitope, 	region 1 

2 



<400> 8 

His Gln Lys Leu Val 
1 	 5 

<210> 	9 
<211> 	6 
<212> 	PRT 
<213> 	Homo sapiens 

<220> 
<221> 	misc_feature 
<222> 	(1)..(1) 
<223> 	Xaa can be Ala, Val, Leu, norleucine, Met, Phe, or Ile 

<220> 
<221> 	misc_feature 
<222> 	(4)..(4) 
<223> 	Xaa can be Ala, Val, Leu, Ser or Ile 

<220> 
<221> 	misc_feature 
<222> 	(5)..(5) 
<223> 	Xaa can be Glu or Asp 

<220> 
<221> 	misc_feature 
<222> 	(6)..(6) 
<223> 	Xaa can be Glu or Asp 

<400> 	9 

Xaa Phe Phe Xaa Xaa Xaa 
1 	 5 

<210> 	10 
<211> 	5 
<212> 	PRT 
<213> 	Homo sapiens 

<220> 
<221> 	misc_feature 
<222> 	(1)..(1) 
<223> 	Xaa can be His, Asn, Gln Lys, or Arg 

<220> 
<221> 	misc_feature 
<222> 	(2)..(2) 
<223> 	Xaa can be Asn or Gln 

<220> 
<221> 	misc_feature 
<222> 	(5)..(5) 
<223> 	Xaa can be Ala, Val, Leu, norleucine, Met, Phe, or Ile 



<400> 10 

Xaa Xaa Lys Leu Xaa 
1 	 5 

<210> 	11 
<211> 	10 
<212> 	PRT 
<213> 	Homo sapiens 

<220> 
<221> 	misc_feature 
<222> 	(1)..(.1) 
<223> 	Xaa can be His, Asn, Gln Lys, or Arg 

<220> 
<221> 	misc_feature 
<222> 	(2)..(2) 
<223> 	Xaa can be Asn or Gln 

<220> 
<221> 	misc_feature 
<222> 	(5)..(5) 
<223> 	Xaa can be Ala, Val, 	Leu, norleucine, 	Met, 	Phe, or Ile 

<220> 
<221> 	misc_feature 
<222> 	(8)..(8) 

<223> 	Xaa can be Ala, Val, 	Leu, 	Ser or Ile 

<220> 
<221> 	misc_feature 
<222> 	(9)..(9) 
<223> 	Xaa can be Glu or Asp 

<220> 
<221> 	misc_feature 
<222> 	(10)—(10) 
<223> 	Xaa can be Glu or Asp 

<400> 	11 

Xaa Xaa Lys Leu Xaa Phe Phe Xaa Xaa Xaa 
1 	 5 	 10 

<210> 	12 
<211> 	112 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	artificial humanized C2 HuVF 1 variable light chain 

<400> 	12 	 4 



Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly 
1 5 10 15 

Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser 
20 25 30 

Asn Gly Asp Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gin Ser 
35 40 45 

Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro 
50 55 60 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile 
65 70 75 80 

Ser Arg Val Glu Ala Giu Asp Val Gly Val Tyr Tyr Cys Ser Gln Ser 
85 90 95 

Thr His Val Pro Trp Thr Phe Gly Gln Gly Thr Lys Vai Glu Ile Lys 
100 105 110 

<210> 13 
<211> 219 
<212> PRT 
<213> artificial sequence 

<220> 
<223> artificial humanized C2 light chain 

<400> 13 

Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly 
2 5 10 15 

Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser 
20 25 30 

Asn Gly Asp Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gin Ser 
35 40 45 

Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn. Arg Phe Ser Giy Val Pro 
50 55 60 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile 
65 70 75 80 

Set Arg Val Glu Ala Giu Asp Val Gly Val Tyr Tyr Cys Ser Gin Ser 
85 90 95 



Thr His Val Pro Trp Thr Phe Gly Gin Gly Thr Lys Val Glu Ile Lys 
100 105 110 

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
115 120 125 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
130 135 140 

Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp Asn Ala Leu Gln 
145 150 155 160 

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
165 170 175 

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
180 185 190 

Lys His Lys Val Tyr Ala Cys Gin Val Thr His Gln Gly Len Ser Ser 
195 200 205 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
210 215 

<210> 	14 
<211> 	107 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	artificial humanized C2 light chain constant region 

<400> 	14 

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
1 	 5 10 15 

Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn. Phe 
20 25 30 

Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp Asn Ala Leu Gln 
35 40 45 

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gin. Asp Ser Lys Asp Ser 
50 55 60 

Thr Tyr Ser Len Ser Ser Thr Len Thr Leu Ser Lys Ala Asp Tyr Glu 



65 	 70 75 80 

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
85 	 90 95 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
100 	 105 

<210> 	15 
<211> 	112 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	artificial humanized C2 HuVH AF 4 variable heavy chain 

<400> 	15 

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly 
1 	 5 	 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 	 25 30 

Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Giy Leu Glu Leu Val 
35 	 40 	 45 

Ala Ser Ile Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val 
50 	 55 	 60 

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 
65 	 70 	 75 80 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 	 90 95 

Ala Ser Gly Asp Tyr Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
100 	 105 110 

<210> 	16 
<211> 	439 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	artificial humanized C2 heavy chain 

<400> 	16 

Glu Vai Gln Leu Val Glu Ser Gly Gly Giy Leu Val Gin Pro Gly Gly 
1 	 5 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Leu Val 
35 40 45 

Ala Ser Ile Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 
65 70 75 80 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Ser Gly Asp Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 
100 105 110 

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg 
115 120 125 

Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 
130 135 140 

Phe Pro Glu Prd Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 
145 150 155 160 

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 
165 170 175 

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr 
180 185 190 

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys 
195 200 205 

Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro 
210 215 220 

Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
225 230 235 240 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val 
245 250 255 



Asp Val Ser Gin Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp 
260 265 270 

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Phe 
275 280 285 

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp 
290 295 300 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu 
305 310 315 320 

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gin Pro Arg 
325 330 335 

Giu Pro Gin Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys 
340 345 350 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
355 360 365 

Ile Ala Val Glu Trp Giu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
370 375 380 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
385 390 395 400 

Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser 
405 410 415 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
420 425 430 

Leu Ser Leu Ser Leu Gly Lys 
435 

<210> 17 
<211> 326 
<212> PRT 
<213> Homo sapiens 

<220> 
<223> IG GAMMA -4 CHAIN C REGION - modified 

<400> 17 

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg 
1 5 10 15 



Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 
20 25 30 

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 
35 40 45 

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 
50 55 60 

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr 
65 70 75 80 

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys 
85 90 95 

Arg Val•Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro 
100 105 110 

Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
115 120 125 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val 
130 135 140 

Asp Val Ser Gin Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp 
145 - 150 155 160 

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe 
165 170 175 

Asn Ser Thr Tyr Arg vai Val Ser Val Leu Thr Val Leu His Gln Asp 
180 185 190 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Sex Asn Lys Gly Leu 
195 200 205 

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gin Pro Arg 
210 215 220 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys 
225 230 235 240 

Asn Gln Val Sex Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
245 250 255 

10 



Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
260 	 265 	 270 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
275 	 280 	 285 

Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser 
290 	 295 	 300 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
305 	 310 	 315 	 320 

Leu Ser Leu Ser Leu Gly 
325 

<210> 	18 
<211> 	51 
<212> 	DNA 
<213> 	Mus musculus 

<220> 
<223> C2 HuVH AF 4 humanised heavy chain variable region 	(CDR2) 

<400> 	18 
agcatcaaza gtaatggtgg tagcacctat tatccagaca gtgtgaaggg c 51 

<210> 	19 
<211> 	9 
<212> 	DNA 
<213> 	Mus musculus 

<220> 
<223> 	C2 HuVH AF 4 humanised heavy chain variable region 	(CDR3) 

<400> 	19 
ggtgactac 9 

<210> 	20 
<211> 	49 
<212> 	DNA 
<213> 	Mus musculus 

<220> 
<223> 	C2 HuVK 1 humanised light chain variable region 	(CDR1) 

<400> 	20 
agatctagtc agagccttgt atatagtaat ggagacacct atttacatt 49 

<210> 	21 
<211> 	635 
<212> 	DNA 

11 



<213> artificial sequence 

<220> 
<223> 	artificial humanized C2 Hu VK 1 variable light chain 

<400> 	21 
gatattgtga tgacccaatc tccactctcc ctgcctgtca ctcctggtga gcctgcctcc 60 

atctcttgca gatctagtca gagccttgta tatagtaatg gagacaccta tttacattgg 120 

tacctgcaga agccaggcca gtctccacag ctcctgatct acaaagtttc caaccgattt 180 

tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagatc 240 

agcagagtgg aggctgagga tgtgggagtt tattactgct ctcaaagtac acatgttcct 300 

tggacgttcg gccaaggcac caaggtggaa atcaaa 

<210> 	22 
<211> 	657 
<212> 	DNA 
<213> 	artificial sequence 

<220> 
<223> 	artificial humanized C2 light chain 

<400> 	22 
gatattgtga tgacccaatc tccactctcc ctgcctgtca ctcctggtga gcctgcctcc 

336 

60 

atctcttgca gatctagtca gagccttgta tatagtaatg gagacaccta tttacattgg 120 

tacctgcaga agccaggcca gtctccacag ctcctgatct acaaagtttc caaccgattt 180 

tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagatc 240 

agcagagtgg aggctgagga tgtgggagtt tattactgct ctcaaagtac acatgttcct 300 

tggacgttcg gccaaggcac caaggtggaa atcaaaagga ctgtggctgc accatctgtc 360 

ttcatottcc cgccatctga tgagcagttg aaatctggaa ctgcctctgt tgtgtgcctg 420 

ctgaataact tctatcccag agaggccaaa gtacagtgga aggtggataa cgccctccaa 480 

tcgggtaact cccaggagag tgtcacagag caggacagca aggacagcac ctacagcctc 540 

agcagcaccc tgacgctgag caaagcagac tacgagaaac acaaagtcta cgcctgcgaa 600 

gtcacccatc agggcctgag ctcgcccgtc acaaagagct tcaacagggg agagtgt 

<210> 	23 
<211> 	321 
<212> 	DNA 
<213> 	Homo sapiens 

<220> 
<223> artificial humanized C2 light chain constant region 

657 

12 
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gggcagcccc gagagccaca ggtgtacacc ctgcccccat cccaggagga gatgaccaag 720 

aaccaggtca gcctgacctg cctggtcaaa ggcttctacc ccagcgacat cgccgtggag 780 

tgggagagca atgggcagcc ggagaacaac tacaagacca cgcctcccgt cctcgattcc 840 

gacggctcct tcttcctcta cagcaggcta accgtggaca agagcaggtg gcaggagggg 900 

aatgtcttct catgctccgt gatgcatgag gctctgcaca accactacac acagaagagc 960 

ctctccctgt ctctgggtaa a 981 

<210> 	27 
<211> 	112 
<212> 	PRT 
<213> 	Mus musculus 

<400> 	27 

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Pro Val Ser Leu Gly 
1 	 5 10 15 

Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser 
20 25 30 

Asn Gly Asp Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser 
35 	 40 45 

Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro 
50 	 55 60 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile 
65 	 70 75 80 

Ser Arg Val Giu Ala Glu Asp Leu Gly Val Tyr Phe Cys Ser Gln Ser 
85 90 95 

Thr His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 110 

<210> 	28 
<211> 	112 
<212> 	PRT 
<213> 	Mus musculus 

<400> 	28 

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly 
1 	 5 10 15 

Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 

15 



20 
	

25 
	

30 

Gly Met Ser Trp Val Arg Gln Thr Pro Asp Lys Arg Leu Glu Leu Val 
35 40 45 

Ala Ser Ile Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val 
50 55 60 

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Leu Tyr 
65 70 	 75 80 

Leu Gln Met Ser Ser Leu Lys Ser Glu Asp Thr Ala Met Tyr Tyr Cys 
85 	 90 95 

Ala Ser Gly Asp Tyr Trp Gly Gln Gly Ser Thr Leu Thr Val Ser Ser.  
100 	 105 110 

<210> 	29 
<211> 	336 
<212> 	DNA 
<213> 	Mus musculus 

<400> 	29 
gatgttgtga tgacccaaac tccactctcc ctgcctgtca gtcttggaga tcaagcctcc 60 

atctcttgca gatctagtca gagccttgta tatagtaatg gagacaccta tttacattgg 120 

tacctgcaga agccaggcca gtctccaaag ctcctgatct acaaagtttc caaccgattt 180 

tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagatc 240 

agcagagtgg aggctgagga tctgggagtt tatttctgct ctcaaagtac acatgttcct 300 

tggacgttcg gtggaggcac caagctagaa atcaaa 336 

<210> 	30 
<211> 	417 
<212> 	DNA 
<213> 	Mus musculus 

<400> 	30 
atgaagttgc ctgttaggct gttggtgctg atgttctgga ttcctgcttc cagcagtgat 60 

gttgtgatga cccaaactcc actctccctg cctgtcagtc ttggagatca agcctccatc 120 

tcttgcagat ctagtcagag ccttgtatat agtaatggag acacctattt acattggtac 180 

ctgcagaagc caggccagtc tccaaagctc ctgatctaca aagtttccaa ccgattttct 240 

ggggtcccag acaggttcag tggcagtgga tcagggacag atttcacact caagatcagc 300 

agagtggagg ctgaggatct gggagtttat ttctgctctc aaagtacaca tgttccttgg 360 

acgttcggtg gaggcaccaa gctagaaatc aaacgggctg atgctgcacc aactgta 41 7 
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