
eolf-segl 
SEQUENCE LISTING 

<110> 	ADAMED 
PIECZYKOLAN Jerzy Szczepan 
PAWLAK Sebastian Dominik 
EREK Bart3omiej Maciej 

ROZGA Piotr 	Kamil 

<120> 	ANTICANCER FUSION PROTEIN 

<130> 	P070 02 PL 

<160> 	132 

<170> 	Patentln version 3.5 

<210> 	1 
<211> 	258 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	1 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val 	Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
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eolf-seql 
145 	 150 155 160 

Gly Gly Gly Ser Gly Pro Leu Gly Leu Ala Gly Arg val val Arg Gly 
165 170 175 

Arg Asp Tyr Arg Thr Cys Leu Thr Ile Val Gln Lys Leu Lys Lys met 
180 185 190 

val Asp Lys Pro Thr Gln Arg Ser Val ser Asn Ala Ala Thr Arg Val 
195 200 205 

Cys Arg Thr Gly Arg Ser Arg Trp Arg Asp val Cys Arg Asn Phe Met 
210 	 215 220 

Arg Arg Tyr Gln Ser Arg val Thr Gln Gly Leu Val Ala Gly Glu Thr 
225 	 230 235 240 

Ala Gln Gln Ile Cys Glu Asp Leu Arg Leu Cys Ile Pro Ser Thr Gly 
245 250 255 

Pro Leu 

<210> 	2 
<211> 	261 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	2 

Gly Arg Asp Tyr Arg Thr Cys Leu Thr Ile Val Gln Lys Leu Lys Lys 
1 	 5 10 15 

Met val Asp Lys Pro Thr Gln Arg ser Val Ser Asn Ala Ala Thr Arg 
20 25 30 

val Cys Arg Thr Gly Arg ser Arg Trp Arg Asp val Cys Arg Asn Phe 
35 40 45 

Met Arg Arg Tyr Gln ser Arg val Thr Gin Gly Leu val Ala Gly Glu 
50 	 55 60 

Thr Ala Gln Gln Ile Cys Glu Asp Leu Arg Leu Cys Ile Pro ser Thr 
65 	 70 75 80 

Gly Pro Leu Arg Val Val Arg Pro Leu Gly Leu Ala Gly Gly Gly Gly 
85 90 95 
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eolf-seql 

Gly ser Pro Gln Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg 
100 105 110 

Ser Asn Thr Leu ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly 
115 120 125 

Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu 
130 	 135 140 

Ser Asn Leu His Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly 
145 	 150 155 160 

Phe Tyr Tyr Ile Tyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile 
165 170 175 

Lys Glu Asn Thr Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys 
180 185 190 

Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys ser Ala Arg Asn 
195 200 205 

Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gin 
210 	 215 220 

Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser val 
225 	 230 235 240 

Thr Asn Glu His Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly 
245 250 255 

Ala Phe Leu val Gly 
260 

<210> 	3 
<211> 	186 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	3 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Page 3 



eolf-seql 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser AVI Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Pro Leu Gly Leu Ala Gly Arg Val Val Arg Lys Leu Leu Leu Arg 
165 170 175 

Leu Leu Lys Lys Leu Leu Arg Leu Leu Lys 
180 185 

<210> 	4 
<211> 	227 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	4 

Gly Leu Gly Ser Val Phe Gly Arg Leu Ala Arg Ile Leu Gly Arg val 
1 	 5 10 15 

Ile Pro Lys Val Ala Lys Lys Leu Gly Pro Lys Val Ala Lys Val Leu 
20 25 30 

Pro Lys Val Met Lys Glu Ala Ile Pro Met Ala Val Glu Met Ala Lys 
35 40 45 
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eolf-seql 
Ser Gin Glu Glu Gln Gin Pro Gln Arg Val Val Arg Pro Leu Gly Leu 

50 	 55 60 

Ala Gly Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn 
65 	 70 75 80 

Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys 
85 90 95 

Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn 
100 105 110 

Leu His Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr 
115 120 125 

Tyr Ile Tyr Ser Gin Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu 
130 	 135 140 

Asn Thr Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr 
145 	 150 155 160 

Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn ser Cys 
165 170 175 

Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gin Gly Gly 
180 185 190 

Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn 
195 200 205 

Glu His Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe 
210 215 220 

Leu Val Gly 
225 

<210> 	5 
<211> 	264 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	5 

Thr Ser Glu Glu Thr Ile Ser Thr Val Gln Glu Lys Gln Gln Asn Ile 
1 	 5 10 15 

Ser Pro Leu Val Arg Glu Arg Gly Pro Gln Arg Val Ala Ala His Ile 
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20 25 30 

Thr Gly Thr Arg Gly Arg ser Asn Thr Leu ser ser Pro Asn Ser Lys 
35 40 45 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu ser ser Arg 
50 55 60 

Ser Gly His ser Phe Leu ser Asn Leu His Leu Arg Asn Gly Glu Leu 
65 70 75 80 

Val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe 
85 90 95 

Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met 
100 105 110 

Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu 
115 120 125 

Met Lys Ser Ala Arg Asn ser cys Trp Ser Lys Asp Ala Glu Tyr Gly 
130 135 140 

Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
145 150 155 160 

Arg Ile Phe val Ser val Thr Asn Glu His Leu Ile Asp Met Asp His 
165 170 175 

Glu Ala ser Phe Phe Gly Ala Phe Leu val Gly Cys Ala Ala Cys Ala 
180 185 190 

Ala Ala cys Gly Gly Gly Pro Leu Gly Leu Ala Gly Arg Val val Arg 
195 200 205 

Gly Leu Gly Ser val Phe Gly Arg Leu Ala Arg Ile Leu Gly Arg Val 
210 215 220 

Ile Pro Lys Val Ala Lys Lys Leu Gly Pro Lys val Ala Lys Val Leu 
225 230 235 240 

Pro Lys Val Met Lys Glu Ala Ile Pro Met Ala Val Glu met Ala Lys 
245 250 255 

Ser Gln Glu Glu Gln Gln Pro Gln 
260 
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eolf-seql 
<210> 	6 
<211> 	299 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	6 

Thr Ser Glu Glu Thr Ile ser Thr Val Gln Glu Lys Gln Gln Asn Ile 
1 	 5 10 15 

Ser Pro Leu Val Arg Glu Arg Gly Pro Gln Arg Val Ala Ala His Ile 
20 25 30 

Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn ser Lys 
35 40 45 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser ser Arg 
50 	 55 60 

Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu 
65 	 70 75 80 

val 	Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe 
85 90 95 

Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gin Met 
100 105 110 

Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu 
115 120 125 

Met Lys Ser Ala Arg Asn Ser cys Trp Ser Lys Asp Ala Glu Tyr Gly 
130 	 135 140 

Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
145 	 150 155 160 

Arg Ile Phe Val 	Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His 
165 170 175 

Glu Ala ser Phe Phe Gly Ala Phe Leu Val Gly Gly Ser Gly Cys Ala 
180 185 190 

Ala Cys Ala Ala Ala Cys Pro Leu Gly Leu Ala Gly Arg Val val Arg 
195 200 205 

Gly Lys Leu Ser Cys Leu Ser Leu Ala Leu Ala Ile Ile Leu Ile Leu 
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210 	 215 220 

Ala Ile val His Ser Pro Asn Met Glu val Lys Ala Leu Ala Asp Pro 
225 	 230 235 240 

Glu Ala Asp Ala Phe Gly. Glu Ala Asn Ala Phe Gly Glu Ala Asp Ala 
245 250 255 

Phe Ala Glu Ala Asn Ala Asp val Lys Gly Met Lys Lys Ala Ile Lys 
260 265 270 

Glu Ile Leu Asp Cys val Ile Glu Lys Gly Tyr Asp Lys Leu Ala Ala 
275 280 285 

Lys Leu Lys Lys Val Ile Gln Gin Leu Trp Glu 
290 	 295 

<210> 	7 
<211> 	224 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	7 

Thr Ser Glu Glu Thr Ile Ser Thr val Gin Glu Lys Gln Gln Asn Ile 
1 	 5 10 15 

Ser Pro Leu Val Arg Glu Arg Gly Pro Gln Arg Val Ala Ala His Ile 
20 25 30 

Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys 
35 40 45 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn ser Trp Glu Ser ser Arg 
50 	 55 60 

Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu 
65 	 70 75 80 

Val Ile His Glu 
L85
ys  Gly Phe Tyr Tyr Ile

90  
Tyr Ser Gln Thr Tyr Phe 

95 

Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln met 
100 105 110 

val Gin Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu 
115 120 125 
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met 	Ser Ala Arg 
1
Lys Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly 
30 135 140  

Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
145 150 155 160 

Arg Ile Phe Val Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His 
165 170 175 

Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly Cys Ala Ala cys Ala 
180 185 190 

Ala Ala Cys Gly Gly Pro Leu Gly Leu Ala Gly Arg val val Arg Lys 
195 200 205 

Trp Cys Phe Arg Val Cys Tyr Arg Gly Ile Cys Tyr Arg Arg Cys Arg 
210 215 220 

<210> 	8 
<211> 	202 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	8 

val Arg Glu Arg Gly Pro Gin Arg val Ala Ala His Ile Thr Gly Thr 
1 	 5 10 15 

Arg Gly Arg ser Asn Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu Lys 
20 25 30 

Ala Leu Gly Arg Lys Ile Asn Trp Glu Ser Ser Arg ser Gly His 
35 

Ser
40 45 

Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu val Ile His 
50 55 60 

Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe Gln 
65 70 75 80 

Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met val Gln Tyr 
85 90 95 

Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser 
100 105 110 
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Ala Arg Asn Ser cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser 
115 120 125 

Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe 
130 135 140 

val Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His Glu Ala Ser 
145 150 155 160 

Phe Phe Gly Ala Phe Leu Val Gly Pro Leu Gly Leu Ala Gly Arg Val 
165 170 175 

val Arg Arg Arg Arg Arg Arg Arg Arg Lys Trp Cys Phe Arg Val Cys 
180 185 190 

Tyr Arg Gly Ile Cys Tyr Arg Arg Cys Arg 
195 200 

<210> 9 
<211> 243 
<212> PRT 
<213> Artificial 	Sequence 

<220> 
<223> Fusion Peptide 

<400> 9 

Gly Ile Gly Lys Phe Leu His Ser Ala Lys Lys Phe Gly Lys Ala Phe 
1 5 10 15 

val Gly Glu Ile Met Asn Ser Gly Gly Gln Arg Leu Gly Asn Gln Trp 
20 25 30 

Ala val Gly His 	Leu Met Arg Val Val Arg Pro Leu Gly Leu Ala Gly 
35 40 45 

Cys Ala Ala Ala Cys Ala Ala Cys Thr Ser Glu Glu Thr Ile Ser Thr 
50 55 60 

val 	Gin Glu Lys Gln Gln Asn Ile Ser Pro Leu val Arg Glu Arg Gly 
65 70 75 80 

Pro Gln Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn 
85 90 95 

Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys 
100 105 110 
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eo f-seql 
Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn 

115 120 125 

Leu His Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr 
130 	 135 140 

Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Giu 
145 	 150 155 160 

Asn Thr Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr 
165 170 175 

Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys 
180 185 190 

Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly 
195 200 205 

Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn 
210 	 215 220 

Glu His Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe 
225 	 230 235 240 

Leu Val 	Gly 

<210> 	10 
<211> 	196 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	10 

Gly Ile Gly Lys Phe Leu His ser Ala Lys Lys Phe Gly Lys Ala Phe 
1 	 5 10 15 

Val Gly Glu Ile Met Asn Ser Arg Val Val Arg Pro Leu Gly Leu Ala 
20 25 30 

Gly Pro Gln Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser 
35 40 45 

Asn Thr Len Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg 
50 	 55 60 

Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser 
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65 	 70 75 80 

Asn Leu His Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe 
85 90 95 

Tyr 	-y 	le Tyr Ser Gin Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys 
100 105 110 

Glu Asn Thr Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr 
115 120 125 

Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser 
130 	 135 140 

Cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gin Giy 
145 	 150 155 160 

Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr 
165 170 175 

Asn Glu His Leu Ile Asp Met Asp His Giu Ala Ser Phe Phe Gly Ala 
180 185 190 

Phe Leu val 	Gly 
195 

<210> 	11 
<211> 	202 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	11 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Giu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gin Thr Tyr Phe Arg Phe Gin Glu GM Ile Lys Glu Asn Thr 
65 	 70 75 80 
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Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp met Asp His Glu Ala ser Phe Phe Gly Ala Phe Leu val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Arg Val Val Arg Pro Leu 
165 170 175 

Gly Leu Ala Gly Arg Arg Arg Arg 
A85
rg  Arg Arg Arg Lys Leu Ala Lys 

180  1 190 

Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
195 200 

<210> 	12 
<211> 	205 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	12 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 
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Lys Asn Asp Lys Gln Met Val Gin Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 	 150 155 160 

Gly Gly Gly Ala Ser Gly cys Gly Pro Glu Gly Gly Gly Gly Pro Leu 
165 170 175 

Gly Leu Ala Gly Arg Val Val Arg Arg Arg Arg Arg Arg Arg Arg Lys 
180 185 190 

Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
195 200 205 

<210> 	13 
<211> 	228 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	fusion protein 

<400> 	13 

Thr ser Glu Glu Thr Ile Ser Thr val Gln Glu Lys Gln Gln Asn Ile 
1 	 5 10 15 

Ser Pro Leu vaT Arg Glu Arg Gly Pro Gln Arg Val Ala Ala His Ile 
20 25 30 

Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu ser ser Pro Asn Ser Lys 
35 40 45 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg 
50 	 55 60 

Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu 
65 	 70 75 80 
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Val 	Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe 

85 90 95 

Arg Phe Gin Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met 
100 105 110 

val 	Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu 
115 120 125 

Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly 
130 	 135 140 

Leu Tyr Ser tie Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
145 	 150 155 160 

Arg Ile Phe val Ser val Thr Asn Glu His Leu Ile Asp met Asp His 
165 170 175 

Glu Ala Ser Phe Phe Gly Ala Phe Leu val Gly Gly Gly Gly Gly Ser 
180 185 190 

Gly Gly Gly Gly Arg Val Val Arg Pro Leu Gly Leu Ala Gly Arg Arg 
195 200 205 

Arg Arg Arg Arg Arg Arg Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala 
210 	 215 220 

Lys Leu Ala Lys 
225 

<210> 	14 
<211> 	192 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	14 

His His His His His His 	Lys [Cu Ala Lys Leu Ala Lys Lys Leu Ala 
1 	 5 10 15 

Lys Leu Ala Lys Cys Arg Val Val Arg Pro Leu Gly Leu Ala Gly Arg 
20 25 30 

val 	Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser 
35 40 45 

Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser 
Page 15 



eolf-seql 
50 55 60 

Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu ser Asn Leu His Leu 
65 	 70 75 80 

Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr 
85 

Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys 
100 105 110 

Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro 
115 120 125 

Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp ser Lys 
130 	 135 140 

Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu 
145 	 150 155 160 

Leu Lys Glu Asn Asp Arg Ile Phe Val ser val Thr Asn Glu His Leu 
165 170 175 

Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
180 185 190 

<210> 	15 
<211> 	200 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	15 

His His His His His His Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala 
1 	 5 10 15 

Lys Leu Ala 	Cys Arg Arg 
2
Lys Arg Arg Arg Arg Arg Arg val val Arg 

30 

Arg Pro Leu Gly Leu Ala Gly Arg val Ala Ala His Ile Thr Gly Thr 
35 40 45 

Arg Gly Arg ser Asn Thr Leu ser Ser Pro Asn Ser Lys Asn Glu Lys 
50 	 55 60 

Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu ser ser Arg Ser Gly His 
65 	 70 75 80 
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Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu val Ile His 
85 90 95 

Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe Gln 
100 105 110 

Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met val Gln Tyr 
115 120 125 

Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser 
130 	 135 140 

Ala Arg Asn Ser Cys Trp Ser Lys ASp Ala Glu Tyr Gly Leu Tyr Ser 
145 	 150 155 160 

Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe 
165 170 175 

val ser Val Thr Asn Glu His Leu Ile Asp Met Asp His Glu Ala Ser 
180 185 190 

Phe Phe Gly Ala Phe Leu val Gly 
195 200 

<210> 	16 
<211> 	202 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	16 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro AS
05  
As
s
n ser Lys Asn Glu Ala Leu Gly Arg Ile Asn 
20 

Lys Lys 

Ser Trp Glu Ser Ser Arg ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 
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Lys Asn Asp Lys G
85
ln  Met Val Gln Tyr Ile

90 
Tyr Lys Tyr Thr Ser Tyr 

9 5 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala 
115 

 Glu Tyr Gly Leu Tyr
120 

Ser Ile Tyr Gin Gly 
12 

Gly Ile Phe 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 	 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val Arg Arg Arg Arg Arg Arg Arg Arg Arg Lys Ala Lys 
1 185 

Leu
190  

Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
195 200 

<210> 	17 
<211> 	208 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	17 

Lys Trp Lys Leu 	Lys Lys 
S
he Ile Gly I 

1
le Gly Ala Val Leu val 

5 0 Lys  5 

Leu Thr Thr Gly Leu Pro Ala Leu Ile Ser Arg val Val Arg Pro Leu 
20 25 30 

Gly Leu Ala Gly Glu Arg Gly Pro Gln Arg val Ala Ala His Ile Thr 
35 40 45 

Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys Asn 
50 	 55 60 

Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser 
65 	 70 75 80 
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Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu Val 

85 90 95 

Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg 
100 105 110 

Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met Val 
115 120 125 

Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Len Met 
130 	 135 140 

Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly Len 
145 	 150 155 160 

Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg 
165 170 175 

Ile Phe Val 	Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His Glu 
180 185 190 

Ala Ser Phe Phe Gly Ala Phe Leu Val Gly Pro Leu Gly Leu Ala Gly 
195 200 205 

<210> 	18 
<211> 	203 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	18 

Phe Arg Lys Ser Lys Gin Lys Ile Gly Lys Phe Phe Lys Arg Ile Val 
1 	 5 10 15 

Gln Arg Ile Phe Asp Phe Len Arg Asn Leu val Arg val val Arg Pro 
20 25 30 

Leu Gly Leu Ala Gly Glu Arg Gly Pro Gln Arg Val Ala Ala His Ile 
35 40 45 

Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys 
50 	 55 60 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg 
65 	 70 75 80 

Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu 
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85 90 95 

val 	Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe 
100 105 110 

Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met 
115 120 125 

Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu 
130 	 135 140 

Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly 
145 	 150 155 160 

Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
165 170 175 

Arg Ile Phe Val Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His 
180 185 190 

Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
195 200 

<210> 	19 
<211> 	203 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	19 

Gly Gly Leu Arg Ser Leu Gly Arg Lys Ile Leu Arg Ala Trp Lys Lys 
1 	 5 10 15 

Tyr Gly Pro Ile Ile Val 	Pro Ile Ile Arg Ile Arg val val Arg Pro 
20 25 30 

Leu Gly Leu Ala Gly Glu Arg Gly Pro Gln Arg val Ala Ala His Ile 
35 40 45 

Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys 
50 	 55 60 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg 
65 	 70 75 80 

Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu 
85 90 95 
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val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr ser Gln Thr Tyr Phe 
100 105 110 

Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met 
115 120 125 

val Gln 
130 	 5 

Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp 
140 

Pro Ile Leu Leu 

Met Lys ser Ala Arg Asn ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly 
145 	 150 155 160 

Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp 
165 170 175 

Arg Ile Phe val Ser val Thr Asn Glu His Leu Ile Asp Met Asp His 
180 185 190 

Glu Ala Ser Phe Phe Gly Ala Phe Leu val Gly 
195 200 

<210> 	20 
<211> 	200 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	20 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 
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Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val ser val Thr Asn Giu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 	 150 155 160 

Gly Gly Gly Ser Gly Gly Pro Leu Gly Leu Ala Gly Arg Val Val Arg 
165 170 175 

Gly Leo Val 	Glu Thr Leu Thr Lys Ile val Ser Tyr Gly Ile Asp Lys 
180 185 190 

Leu Ile Glu Lys Ile Leo Glu Gly 
195 200 

<210> 	21 
<211> 	200 
<212> 	Pm- 
<213> 	Artificial 	sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	21 

Arg Val 	Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu ser ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Page 22 



eolf-seql 
Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 

100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 	 150 155 160 

Gly Gly Gly Ser Gly Gly Pro Leu Gly Leu Ala Gly Arg Val Val Arg 
165 170 175 

Gly Phe Ile Ala Thr Leu Thr Lys val Leu Asp Phe Gly Ile Asp Lys 
180 185 190 

Leu Ile Gin Leu Ile Glu Asp Lys 
195 200 

<210> 	22 
<211> 	200 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	22 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
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100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Ser Gly Gly Pro Leu Gly Leu Ala Gly Arg val val Arg 
165 170 175 

Gly Phe Leu Gly Thr Leu Glu Lys Ile Leu Ser Phe Gly Val Asp Glu 
180 185 190 

Leu Val 	Lys Leu Ile Glu Asn His 
195 200 

<210> 	23 
<211> 	190 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	23 

Gly Leu Leu Glu Ala Leu Ala Glu Leu Leu Glu Gly Arg Arg Arg Arg 
1 	 5 10 15 

Arg Arg Arg Arg val Val Arg Pro Leu Gly Leu Ala Gly Arg val Ala 
20 25 30 

Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro 
35 40 45 

Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu 
50 	 55 60 

Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn 
65 	 70 75 80 

Gly Glu Leu Val 	Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gin 
85 90 95 

Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp 
100 105 110 
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Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro 
115 120 125 

Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala 
130 135 140 

Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Giu Leu Lys 
145 150 155 160 

Glu Asn Asp Arg Ile Phe val Ser Val Thr Asn Glu His Leu Ile Asp 
165 170 175 

Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
180 185 190 

<210> 24 
<211> 429 
<212> PRT 
<213> Artificial 	sequence 

<220> 
<223> Fusion Peptide 

<400> 24 

Trp Asp Gly Lys Ile Asp Gly Thr Gly Thr His Ala Met Ile Val Thr 
1 5 10 15 

Gln Gly Val 	Ser Ile Leu Glu Asn Asp Met Ser Lys Asn Glu Pro Glu 
20 25 30 

Ser Val Arg Lys Asn Leu Glu Ile Leu Lys Asp Asn Met His Glu Leu 
35 40 45 

Gln Leu Gly Ser Thr Tyr Pro Asp Tyr Asp Lys Asn Ala Tyr Asp Leu 
50 55 60 

Tyr Gln Asp His Phe Trp Asp Pro Asp Thr Asn Asn Asn Phe Ser Lys 
65 70 75 80 

Asp Asn Ser Trp Tyr Leu Ala Tyr Ser Ile Pro Asp Thr Gly Glu Ser 
85 90 95 

Gln Ile Arg Lys Phe Ser Ala Leu Ala Arg Tyr Glu Trp Gln Arg Gly 
100 105 110 

Asn Tyr Lys Gln Ala Thr Phe Tyr Leu Gly Glu Ala Met His Tyr Phe 
115 120 125 
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Gly Asp Ile Asp Thr Pro Tyr His Pro Ala Asn val Thr Ala Val Asp 
130 135 140 

Ser Ala Gly His val Lys Phe Glu Thr Phe Ala Glu Glu Arg Lys Glu 
145 150 155 160 

Gln Tyr Lys Ile Asn Thr Val Gly Cys Lys Thr Asn Glu Asp Phe Tyr 
165 170 175 

Ala Asp Ile Leu Lys Asn Lys Asp Phe Asn Ala Trp Ser Lys Glu Tyr 
180 185 190 

Ala Arg Gly Phe Ala Lys Thr Gly Lys Ser Ile Tyr Tyr Ser His Ala 
195 200 205 

Ser Met Ser His Ser Trp Asp Asp Trp Asp Tyr Ala Ala Lys Val Thr 
210 215 220 

Leu Ala Asn Ser Gln Lys Gly Thr Ala Gly Tyr Ile Tyr Arg Phe Leu 
225 230 235 240 

His Asp Val Ser Glu Gly Asn Gly Gly Gly Gly Gly Gly Ser Ala Ser 
245 250 255 

Gly Cys Gly Pro Glu Gly Gly Gly Gly Gly Gly Ser Arg Val Ala Ala 
260 265 270 

His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn 
275 280 285 

Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser 
290 295 300 

Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly 
305 310 315 320 

Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr 
325 330 335 

Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys 
340 345 350 

Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile 
355 360 365 

Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu 
370 375 380 
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Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu 
385 390 395 400 

Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His Leu Ile Asp Met 
405 410 415 

Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
420 425 

<210> 	25 
<211> 	658 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	25 

His Ala Asp Glu Ile Asp Lys Tyr 11e-Gin Gly Leu Asp Tyr Asn Lys 
1 	 5 10 15 

Asn Asn val Leu Val Tyr His Gly Asp Ala Val Thr Asn Val Pro Pro 
20 25 30 

Arg Lys Gly Tyr Lys Asp Gly Asn Glu Tyr Ile Val val Glu Lys Lys 
35 40 45 

Lys Lys Ser Ile Asn Gln Asn Asn Ala Asp Ile Gln Val val Asn Ala 
50 55 60 

Ile Ser Ser Leu Thr Tyr Pro Gly Ala Leu Val Lys Ala Asn Ser Glu 
65 70 75 80 

Leu Val Glu Asn Gin Pro Asp val Leu Pro val Lys Arg Asp Ser Leu 
85 90 95 

Thr Leu Ser Ile Asp Leu Pro Gly Met Thr Asn Gln Asp Asn Lys Ile 
100 105 110 

val Val Lys Asn Ala Thr Lys Ser Asn Val Asn Asn Ala val Asn Thr 
115 120 125 

Leu Val Glu Arg Trp Asn Glu Lys Tyr Ala Gln Ala Tyr Pro Asn val 
130 135 140 

Ser Ala Lys Ile Asp Tyr Asp Asp Glu Met Ala Tyr Ser Glu Ser Gln 
145 150 155 160 
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Leu Ile Ala Lys Phe Gly Thr Ala Phe Lys Ala val Asn Asn Ser Leu 
165 170 175 

Asn Val Asn Phe Gly Ala Ile Ser Glu Gly Lys Met Gln Glu Glu Val 
180 185 190 

Ile Ser Phe Lys Gln Ile Tyr Tyr Asn val Asn Val Asn Glu Pro Thr 
195 200 205 

Arg Pro Ser Arg Phe Phe Gly Lys Ala. val Thr Lys Glu Gin Leu Gin 
210 215 220 

Ala Leu Gly Val Asn Ala Glu Asn Pro Pro Ala Tyr Ile Ser Ser val 
225 230 235 240 

Ala Tyr Gly Arg Gin val Tyr Leu Lys Leu Ser Thr Asn Ser His Ser 
245 250 255 

Thr Lys val Lys Ala Ala Phe Asp Ala Ala val Ser Gly Lys Ser Val 
260 265 270 

Ser Gly Asp Val Glu Leu Thr Asn Ile Ile Lys Asn Ser Ser Phe Lys 
275 280 285 

Ala Val Ile Tyr Gly Gly Ser Ala Lys Asp Glu Val Gln Ile Ile Asp 
290 295 300 

Gly Asn Leu Gly Asp Leu Arg Asp Ile Leu Lys Lys Gly Ala Thr Phe 
305 310 315 320 

Asn Arg Glu Thr Pro Gly Val Pro Ile Ala Tyr Thr Thr Asn Phe Leu 
325 330 335 

Lys Asp Asn Glu Leu Ala val Ile Lys Asn Asn Ser Glu Tyr Ile Glu 
340 345 350 

Thr Thr Ser Lys Ala Tyr Thr Asp Gly Lys Ile Asn Ile Asp HiS Ser 
355 360 365 

Gly Gly Tyr Val Ala Gln Phe Asn Ile Ser Trp Asp Glu Ile Asn Tyr 
370 375 380 

Asp Pro Glu Gly Asn Glu Ile Val Gln His Lys Asn Trp Ser Glu Asn 
385 390 395 400 

Asn Lys Ser Lys Leu Ala His Phe Thr Ser Ser Ile Tyr Leu Pro Gly 
405 410 415 

Page 28 



eolf-seql 

Asn Ala Arg ASn Ile Asn val Tyr Ala Lys Glu Cys Thr Gly Leu Ala 
420 425 430 

Trp Glu Trp Trp Arg Thr Val Ile Asp Asp Arg Asn Leu Pro Leu Val 
435 440 445 

Lys Asn Arg Asn Ile Ser Ile Trp Gly Thr Thr Leu Tyr Pro Lys Tyr 
450 455 460 

Ser Asn Ser Val Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly Ser Arg 
465 470 475 480 

Lys Lys Arg Ala Ser Gly Cys Gly Pro Gly Gly Gly Gly Gly Gly 
485 

490 
495 

ser Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Mn Thr 
500 505 510 

Leu ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile 
515 520 525 

Asn Ser Trp Glu Ser Ser Arg Ser Gly HiS Ser Phe Leu Ser Asn Leu 
530 535 540 

His Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr 
545 550 555 560 

Ile Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn 
565 570 575 

Thr Lys Asn Asp Lys Gln met Val Gln Tyr Ile Tyr Lys Tyr Thr ser 
580 585 590 

Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn ser Cys Trp 
595 600 605 

s 
Asp Ala Glu Ser 

61  
Ly

0 
Tyr Gly 

615 
Leu Tyr Ser Ile Tyr 

0 
Gln Gly Gly Ile 

Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser val Thr Asn Glu 
625 630 635 640 

HiS Leu Ile Asp met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu 
645 650 655 

Val Gly 
Page 29 



eolf-seql 

<210> 	26 
<211> 	478 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	26 

Lys Phe Lys Lys val Val Leu Gly Met Cys Leu Thr Ala Ser Val Leu 
1 5 10 15 

Val Phe Pro val Thr Ile Lys Ala Ser Ala Cys Cys Asp Glu Tyr Leu 
20 25 30 

Lys Pro Pro Ala Ala Pro His Asp Ile Asp Ser Lys Leu Pro His Lys 
35 40 45 

Leu Ser Trp Ser Ala Asp Asn Pro Thr Asn Thr Asp Val Asn Thr His 
50 55 60 

Tyr Trp Leu Phe Lys Gln Ala Glu Lys Ile Leu Ala Lys Asp Val Asp 
65 70 75 80 

His Met Arg Ala Asn Leu Met Asn Glu Leu Lys Asn Phe Asp Lys Gln 
85 90 95 

Ile Ala Gln Gly Ile Tyr Asp Ala Asp His Lys Asn Pro Tyr Tyr Asp 
100 105 110 

Thr Ser Thr Phe Leu Ser His Phe Tyr Asn Pro Asp Lys Asp Asn Thr 
115 120 125 

Tyr Leu Pro Gly Phe Ala Asn Ala Lys Ile Thr Gly Ala Lys Tyr Phe 
130 135 140 

Asn Gln ser val Ala Asp Tyr Arg Glu Gly Lys Phe Asp Thr Ala Phe 
145 150 155 160 

Tyr Lys Leu Gly Leu Ala Ile His Tyr Tyr Thr Asp Ile ser Gln Pro 
165 170 175 

Met His Ala Asn Asn Phe Thr Ala Ile Ser Tyr Pro Pro Gly Tyr His 
180 185 190 

Cys Ala Tyr Glu Asn Tyr val Asp Thr Ile Lys His Asn Tyr Gln Ala 
195 200 205 
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Thr Glu Asp Met Val Val Gin Arg Phe Cys Ser Asn Asp Val Lys Glu 
210 215 220 

Trp Leu Tyr Glu Asn Ala Lys Arg Ala Lys Ala Asp Tyr Pro Lys Ile 
225 230 235 240 

val Asn Ala Lys Thr Lys Lys Ser Tyr Leu Val Gly Asn Ser Glu Trp 
245 250 255 

Lys Lys Asp Thr Val Glu Pro Thr Gly Ala Arg Leu Arg Asp Ser Gln 
260 265 270 

Gln Thr Leu Ala Gly Phe Leu Glu Phe Trp Ser Lys Lys Thr Asn Glu 
275 280 285 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly Ser Arg Lys Lys Arg Ala 
290 295 300 

Ser Gly Cys Gly Pro Glu Gly Gly Gly Gly Gly Gly Ser Arg val Ala 
305 310 315 320 

Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro 
325 330 335 

Asn ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn ser Trp Glu 
340 345 350 

Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn 
355 360 365 

Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln 
370 375 380 

Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp 
385 390 395 400 

Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr Pro Asp Pro 
405 410 415 

Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala 
420 425 430 

Glu Tyr Gly Leu Tyr Ser Ile ryr Gln Gly Gly Ile Phe Glu Leu Lys 
435 440 445 

Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His Leu Ile Asp 
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450 455 460 

Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val Gly 
465 470 475 

<210> 	27 
<211> 	361 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	27 

Ser Ala Asp val Ala Gly Ala val Ile Asp Gly Ala Ser Leu Ser Phe 
1 	 5 10 15 

Asp Ile Leu 	Thr Lys val Leu Glu Ala Leu Gly Asn val Lys Arg Lys 
0 25 3 0 

Ile Ala Val Gly Val Asp Asn Glu Ser Gly Lys Thr Trp Thr Ala Leu 
35 40 45 

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

val Pro His Gly Lys Ala Leu Leu Tyr Asn Gly Gln Lys Asp Arg Gly 
65 70 75 80 

Pro val Ala Thr Gly Ala val Gly val Leu Ala Tyr Leu met ser Asp 
85 90 95 

Gly Asn Thr Leu Ala Val Leu Phe Ser val Pro Tyr Asp Tyr Asn Trp 
100 105 110 

Tyr Ser Asn Trp Trp Asn Val Arg Ile Tyr Lys Gly Lys Arg Arg Ala 
115 120 125 

Asp Gln Arg Met Tyr Glu Glu Leu Tyr Tyr Asn Leu Ser Pro Phe Arg 
130 135 140 

Gly Asp Asn Gly Trp His Thr Arg Asn Leu Gly Tyr Gly Leu Lys Ser 
145 150 155 160 

Arg Gly Phe Met Asn Ser Ser Gly His Ala Ile Leu Glu Ile His val 
165 170 175 

Thr Lys Ala Gly Gly Gly Gly Ser Arg Lys Lys Arg Ala Ser Gly Cys 
180 185 190 
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Gly Pro Glu Gly Gly Gly Gly ser Arg val Ala Ala His Ile Thr Gly 
195 200 205 

Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu 
210 	 215 220 

Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly 
225 	 230 235 240 

His Ser Phe Leu ser Asn Leu His Leu Arg Asn Gly Glu Leu Val Ile 
245 250 255 

His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe 
260 265 270 

Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met Val Gln 
275 280 285 

Tyr Ile Tyr Lys Tyr Thr ser Tyr Pro Asp Pro Ile Leu Leu Met Lys 
290 	 295 300 

Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr 
305 	 310 315 320 

Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile 
325 330 335 

Phe val Ser val Thr Asn Glu His Leu Ile Asp Met Asp His Glu Ala 
340 345 350 

Ser Phe Phe Gly Ala Phe Leu val Gly 
355 360 

<210> 	28 
<211> 	227 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	28 

Lys ser Cys Cys Pro Asn Thr Thr Gly Arg Asn Ile Tyr Asn Ala Cys 
1 	 5 10 15 

Arg Leu Thr Gly Ala Pro Arg Pro Thr Cys Ala Lys Leu Ser Gly cys 
20 25 30 
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Lys Ile Ile Ser Gly Ser Thr Cys Pro Ser Asp Tyr Pro Lys Pro Leu 
35 40 45 

Gly Leu Ala Gly Arg val val Arg Gly Gly Ser Gly Gly Gin Arg Gly 
50 55 60 

Pro Gln Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn 
65 70 75 80 

Thr Leu Ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys 
85 90 95 

Ile Asn Ser Trp Glu Ser ser Arg ser Gly His Ser Phe Leu Ser Asn 
100 105 110 

Leu 	s Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr 
115 120 125 

Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu 
130 135 140 

Asn Thr Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr 
145 150 155 160 

Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys 
165 170 175 

Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly 
180 185 190 

Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn 
195 200 205 

Glu His Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe 
210 215 220 

Leu Val Gly 
225 

<210> 29 
<211> 224 
<212> PRT 
<213> Artificial 	Sequence 

<220> 
<223> Fusion 	Peptide 

<400> 29 
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Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Ala Leu Gly Arg Ile Asn 
20 

Lys 
5 

Lys 
0 

Ser Trp Glu Ser Ser Arg ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gin Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Ile Phe 
115 1 20 

Gly 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly ser Gly Gly Gly Pro Leu Gly Leu Ala Gly Arg Val 
165 170 175 

val Arg Lys Ser Cys Cys Pro Asn Thr Thr Gly Arg Asn Ile Tyr Asn 
180 185 190 

Ala Cys Arg Leu Thr Gly Ala Pro Arg Pro Thr Cys Ala Lys Leu Ser 
195 200 205 

Gly Cys Lys Ile Ile Ser Gly ser Thr cys Pro Ser Asp Tyr Pro Lys 
210 215 220 

<210> 	30 
<211> 	200 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 
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<400> 30 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 5 10 15 

ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu HiS 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 150 155 160 

Gly Gly Gly Gly Gly ser Gly Ala Pro Cys His Thr Ala Ala Arg Ser 
165 170 175 

Glu Cys Lys Arg Ser His Lys Phe Va
8
l Pro Gly Ala Trp Leu Ala Gly 

180 15 190 

Glu Gly Val Asp Val Thr Ser Leu 
195 200 

<210> 31 
<211> 210 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Fusion Peptide 
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Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Arg Val Val Arg Pro Leu Gly Leu Ala 
165 170 175 

Gly Ala Pro Cys His Thr Ala Ala Ser Glu Cys Lys Arg Ser His 
180 

Ar
85  190 1
g 

Lys Phe Val Pro Gly Ala Trp Leu Ala Gly Glu Gly Val Asp Val Thr 
195 200 205 

Ser Leu 
210 

<210> 32 
<211> 436 
<212> PRT 
<213> Artificial Sequence 
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eolf-segi 
<220> 
<223> 	Fusion Peptide 

<400> 	32 

Asp Val Ile Arg Glu Tyr Leu Met Phe Asn Glu Leu Ser Ala Leu Ser 
1 5 10 15 

ser ser Pro Glu Ser val Arg Ser Arg Phe Ser Ser Ile Tyr Gly Thr 
20 25 30 

Asn Pro Asp Gly Ile Ala Leu Asn Asn Glu Thr Tyr Phe Asn Ala val 
35 40 45 

Lys Pro Pro Ile Thr Ala Gln Tyr Gly Tyr Tyr Cys Tyr Lys Asn Val 
50 55 60 

Gly Thr val Gln Tyr val Asn Arg Pro Thr Asp Ile Asn Pro Asn val 
65 70 75 80 

Ile Leu Ala Gln Asp Thr Leu Thr Asn Asn Thr Asn Glu Pro Phe Thr 
85 90 95 

Thr Thr Ile Thr Ile Thr Gly Ser Phe Thr Asn Thr Ser Thr val Thr 
100 105 110 

Ser Ser Thr Thr Thr Gly Phe Lys Phe Thr Ser Lys Leu Ser Ile Lys 
115 120 125 

Lys Val Phe Glu Ile Gly Gly Glu Val Ser Phe Ser Thr Thr Ile Gly 
130 135 140 

Thr Ser Glu Thr Thr Thr Glu Thr Ile Thr Vai Ser Lys Ser val Thr 
145 150 155 160 

Val Thr val Pro Ala Gin Ser Arg Arg Thr Ile Gin Leu Thr Ala Lys 
165 170 175 

Ile Ala Lys Glu Ser Ala Asp Phe Ser Ala Pro Ile Thr val Asp Gly 
180 185 190 

Tyr Phe Gly Ala Asn Phe Pro Lys Arg Val Gly Pro Gly Gly His Tyr 
195 200 205 

Phe Trp Phe Asn Pro Ala Arg Asp Val Leu Asn Thr Thr Ser Gly Thr 
210 215 220 

Leu Arg Gly Thr Val Thr Asn Val Ser Ser Phe Asp Phe Gin Thr Ile 
225 230 235 240 
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val Gln Pro Ala Arg ser Leu Leu Asp Glu Gln Arg val Val Arg Pro 
245 250 255 

Leu Gly Leu Ala Gly Gly ser Gly Gly Gly ser Gly Gly Gly Glu Arg 
260 265 270 

Gly Pro Gln Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser 
275 280 285 

Asn Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg 
290 	 295 300 

Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser 
305 	 310 315 320 

Asn Leu His Leu Arg Asn Gly 
3 

Glu Leu al V
330 

Ile His Glu Lys Gly 
335 

Phe 

Tyr Tyr Ile Tyr Se

25

r Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys 
340 345 350 

Glu Asn Thr Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr 
355 360 365 

Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn ser 
370 	 375 380 

Cys Trp ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly 
385 	 390 395 400 

Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser val Thr 
405 410 415 

Asn Glu His Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala 
420 425 430 

Phe Leu val Gly 
435 

<210> 	33 
<211> 	215 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	33 
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Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val ser Val Thr Asn Glu His 
130 1 35 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Cys Ala Ala Cys Ala Ala Ala Cys Gly Gly Gly Pro Leu Gly 
165 170 175 

Leu Ala Gly Arg val Val Arg Tyr Lys Trp Tyr Gly Tyr Thr Pro Gln 
180 185 190 

Asn Val Ile Gly Gly Gly Lys Leu Leu Leu Lys Leu Leu Lys Lys Leu 
195 200 205 

Leu Lys Leu Leu Lys Lys Lys 
210 215 

<210> 34 
<211> 83 
<212> PRT 
<213> Artificial Sequence 

<220> 
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<223> effector 
eolf-seql 

<300> 
<308> GenBank/AAH23576.1 
<309> 2006-07-15 
<313> (63)..(145) 

<400> 34 

Gly Arg Asp Tyr Arg Thr Cys Leu Thr val Gln Lys Leu Lys 
1 5 

lie 
0 1

Lys 
5 

Met Val Asp Lys Pro Thr Gln Arg ser Val Ser Asn Ala Ala Thr Arg 
20 25 30 

val Cys Arg Thr Gly Arg ser Arg Trp Arg Asp Val Cys Arg Asn Phe 
35 	 40 45 

Met Arg Arg Tyr Gln Ser Arg val Thr Gln Gly Leu val Ala Gly Glu 
50 55 60 

Thr Ala Gln Gln Ile Cys Glu Asp Leu Arg Leu Cys Ile Pro ser Thr 
65 70 75 80 

Gly Pro Leu 

<210> 35 
<211> 15 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> effector 

<300> 
<301> Papo N 	Shahar M, Eisenbach L, Shai Y. 
<302> A novel lytic peptide composed of DL -amino acids selectively 

kills cancer cells in culture and in mice. 
<303> 7. 	Biol. 	chem. 
<304> 278 
<305> 3 
<306> 21018-23 
<307> 2003-06-06 

<400> 35 

Lys Leu Leu Leu Arg Leu Leu Lys Lys Leu Leu Arg Leu Leu Lys 
1 5 10 15 

<210> 36 
<211> 56 
<212> PRT 
<213> Artificial Sequence 

<220> 
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eolf-seql 
<223> 	effector 

<300> 
<308> 	swiss-Prot/Q07932.1 
<309> 	2011-01-11 
<313> 	(57)..(112) 

<400> 	36 

Gly Leu Gly Ser val Phe Gly Arg Leu Ala Arg Ile Leu Gly Arg val 
1 	 5 10 15 

Ile Pro Lys Val Ala Lys Lys Leu Gly Pro Lys Val Ala Lys Val Leu 
20 25 30 

Pro Lys Val Met Lys Glu Ala Ile Pro Met Ala Val Glu Met Ala Lys 
35 	 40 

ser Gln Glu Glu Gln Gln Pro Gln 
50 	 55 

45 

<210> 	37 
<211> 	90 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<308> 	GenBank/BAF95069.1 
<309> 	2008-08-04 
<313> 	(2)—(91) 

<400> 	37 

Lys Leu Ser Cys Leu Ser Leu Ala Leu Ala Ile Ile Leu Ile Leu Ala 
1 	 5 10 15 

Ile Val His Ser Pro Asn Met Glu Val Lys Ala Leu Ala Asp Pro Glu 
20 25 30 

Ala Asp Ala Phe Gly Glu Ala Asn Ala Phe Gly Glu Ala Asp Ala Phe 
35 	 40 45 

Ala Glu Ala Asn Ala Asp val Lys Gly Met Lys Lys Ala Ile Lys Glu 
50 	 55 60 

Ile Leu Asp Cys val Ile Glu Lys Gly Tyr Lys Leu Ala Ala Lys 
65 	 7 0 Asp 

 
80 

Leu Lys Lys val Ile Gln Gln Leu Trp Glu 
85 90 
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<210> 	38 
<211> 	17 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<308> 	GenBank/AAA63538.1 
<309> 	1995-03-07 
<313> 	(24)..(40) 

<400> 	38 

Lys Trp Cys Phe Arg Val Cys Tyr Arg Gly Ile Cys Tyr Arg Arg Cys 
1 	 5 	 10 	 15 

Arg 

<210> 	39 
<211> 	38 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<301> 	Liu 5, Yang H, Wan L, Cai HW, Li SF, Li YP, Cheng JQ, 
<302> 	Enhancement of cytotoxicity of antimicrobial peptide 

in tumor cells by bombesin-targeted delivery 

Lu XF. 
magainin II 

<303> 	Acta PharMaC01. Sin. 
<304> 	32 
<305> 	1 
<306> 	79-88 
<307> 	2011-01-01 

<400> 	39 

Gly Ile Gly Lys Phe Leu Hi5 Ser Ala Lys Lys Phe Gly Lys Ala Phe 
1 	 5 	 10 	 15 

Val Gly Glu Ile Met Asn Ser Gly Gly Gln Arg Leu Gly Asn Gln Trp 
20 	 25 	 30 

Ala Val Gly His Leu Met 
35 

<210> 	40 
<211> 	23 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 
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<300> 
<308> 	Swiss-Prot/P11006.1 
<309> 	2010-11-30 
<313> 	(83)..(105) 

<400> 	40 

Gly Ile Gly Lys Phe Leu His Ser Ala Lys Lys Phe Gly Lys Ala Phe 
1 	 5 	 10 	 15 

Val Gly Glu Ile Met Asn Ser 
20 

<210> 	41 
<211> 	14 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	avadpour MM, Juban MM, Lo WC, Bishop SM, Alberty 78, Cowell SM, 

Becker CL, McLaughlin ML 
<302> 	De novo antimicrobial Peptides with low mammalian cell toxicity 
<303> 	J. Med. Chem. 
<304> 	39 
<305> 	16 
<306> 	3107-13 
<307> 	1996-08-02 

<400> 	41 

Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
1 	 5 	 10 

<210> 	42 
<211> 	26 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<301> 	m., Velasco, M., 	J., Diaz-Guerra, 	P., Diaz-Achirica, D., Andreu, 

L., 	Rivas and L., 	Bosca, 
<302> 	Macrophage triggering with cecropin A and melittin-derived 

peptides induces type II nitric oxide synthase expression 
<303> 	The Journal of Immunology 
<304> 	158 
<305> 	9 
<306> 	4437-4443 
<307> 	1997-09-13 

<400> 	42 

Lys Trp Lys Leu Phe Lys Lys Ile Gly Ile Gly Ala val Leu Lys val 
1 	 5 	 10 	 15 
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Leu Thr Thr Gly Leu Pro Ala Leu Ile Ser 
20 	 25 

<210> 	43 
<211> 	27 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	1st:1gal 	E. 
<302> 	Antimicrobial and Lipopolysaccharide-Binding Activities of 

C-Terminal Domain of Human CAP18 Peptides to Genus Leptospira 
<303> 	The Journal of Applied Research 
<304> 	4 
<305> 	1 
<306> 	180-185 
<307> 	2004-12-01 

<400> 	43 

Phe Arg Lys Ser Lys Glu Lys Ile Gly Lys Phe Phe Lys Arg Ile val 
1 	 5 	 10 	 15 

Gln Arg Ile Phe Asp Phe Leu Arg Asn Leu val 
20 	 25 

<210> 	44 
<211> 	27 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	Risso A, Braidot E, sordano MC!  Vianello A, Macr? F, Skerlavaj B, 

Zanetti M, Gennaro R, Bernardi P. 
<302> 	MAP-28, an antibiotic oeptide of innate immunity, induces cell 

death through opening of the mitochondrial permeability 
transition pore. 

<303> 	Mol. Cell. 	Biol. 
<304> 	22 
<305> 	6 
<306> 	1926-35 
<307> 	2002-03 

<400> 	44 

Gly Gly Leu Arg Ser Leu Gly Arg Lys 	Leu Arg Ala Trp 	Lys Ile 	 Lys 
1 	 5 	 0 	 5 

Tyr Gly Pro Ile Ile val Pro Ile Ile Arg Ile 
20 	 25 
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<210> 	45 
<211> 	24 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	Andra 3, Berninghausen 0, W0lfken 3, Leippe M. 
<302> 	Shortened amoebapore analogs with enhanced antibacterial 

cytolytic activity. 
and 

<303> 	FEBS Lett. 
<304> 	385 
<305> 	12 
<306> 	96-100 
<307> 	1996-04-29 

<400> 	45 

Gly Leu Val Glu Thr Leu Thr Lys Ile val Ser Tyr Gly Ile Asp Lys 
1 	 5 	 10 	 15 

Leu Ile Glu Lys Ile Leu Glu Gly 
20 

<210> 	46 
<211> 	24 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	Andra 3, Berninghausen 0, Wulfken 3, Leippe M. 
<302> 	shortened amoebapore analogs with enhanced antibacterial 

cytolytic activity. 
and 

<303> 	FEBS Lett. 
<304> 	385 
<305> 	1 
<306> 	96-100 
<307> 	1996-04-29 

<400> 	46 

Gly Phe Ile Ala Thr Leu Thr Lys Val Leu Asp Phe Gly Ile Asp Lys 
1 	 5 	 10 	 15 

Leu Ile Gln Leu Ile Glu Asp Lys 
20 

<210> 	47 
<211> 	24 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
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eolf-seql 
<223> 	effector 

<300> 
<301> 	Andra J, Berninghausen 0, WOlfken J, Leippe M. 
<302> 	Shortened amoebapore analogs with enhanced antibacterial and 

cytolytic activity. 
<303> 	FEBS Lett. 
<304> 	385 
<305> 	1 
<306> 	96-100 
<307> 	1996-04-29 

<400> 	47 

Gly Phe Leu Gly Thr Leu Glu Lys Ile Leu ser Phe Gly Val Asp Glu 
1 	 5 	 10 	 15 

Leu val Lys Leu Ile Glu Asn His 
20 

<210> 	48 
<211> 	12 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<301> 	Ines Neundorf, Robert Rennert, Jan Hoyer, Franziska Schramm, 

Kristin LObner Igor Kitanovic 	and Stefan welfl 
<302> 	Fusion of a Short HA2-Derived Peptide Sequence to 

Cell-Penetrating Peptides Improves Cytosolic uptake, but Enhances 
Cytotoxic Activity. 

<303> 	Pharmaceuticals 
<304> 	2 
<305> 	2 
<306> 	49-65 
<307> 	2009 

<400> 	48 

Gly Leu Leu Glu Ala Leu Ala Glu Leu Leu Glu Gly 
1 	 5 10 

<210> 	49 
<211> 	247 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<308> 	GenBank/AAP15462.1 
<309> 	2003-04-27 
<313> 	(1)..(247) 

<400> 49 
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Trp Asp Gly Lys Ile Asp Gly Thr Gly His Ala Met Ile Val Thr 
1 

Thr
10 15  

Gln Gly val Ser Ile Leu Glu Asn Asp Met Ser Lys Asn Glu Pro Glu 
20 25 30 

Ser val Arg Lys Asn Leu Glu Ile Leu Lys Asp Asn Met His Glu Leu 
35 40 45 

Gln Leu Gly Ser Thr Tyr Pro Asp ryr Asp Lys Asn Ala ryr Asp Leu 
50 55 60 

Tyr Gln Asp His Phe Trp Asp Pro Asp Thr Asn Asn Asn Phe Ser Lys 
70 75 80 

Asp Asn Ser Trp Tyr Leu Ala Tyr Ser Ile Pro Asp Thr Gly Glu Ser 
85 90 95 

Gln Ile Arg Lys Phe Ser Ala Leu Ala Arg Tyr Glu Trp Gln Arg Gly 
100 105 110 

Asn Tyr Lys Gln Ala Thr Phe Tyr Leu Gly Glu Ala Met His Tyr Phe 
115 120 125 

Gly Asp Ile Asp Thr Pro Tyr His Pro Ala Asn Val Thr Ala val Asp 
130 135 140 

Ser Ala Gly His Val Lys Phe Glu Thr Phe Ala Glu Glu Arg Lys Glu 
145 150 155 160 

Gln Tyr Lys Ile Asn Thr Val Gly Cys Lys Thr Asn Glu Asp Phe Tyr 
165 170 175 

Ala Asp Ile Leu Lys Asn Lys Asp Phe Asn Ala Trp ser Lys Glu Tyr 
180 185 190 

Ala Arg 	ly Phe Ala Lys Thr Gly Lys Ser Ile Tyr Ser His Ala 
195 200 

Tyr
5  20 

Ser Met Ser His ser Trp Asp Asp Trp Asp Tyr Ala Ala Lys val Thr 
210 215 220 

Leu Ala Asn Ser Gln Gly Thr Ala Gly Tyr Ile Ty r Arg Phe Leu 
225 

Lys
30  2 235 240 

His Asp Val Ser Glu Gly Asn 
245 
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<210> 50 
<211> 468 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> effector 

<300> 
<308> GenBank/AAS85208.1 
<309> 2008-08-26 
<313> (57)..(524) 

<400> 50 

His Ala Asp Glu Ile Asp Lys Tyr Ile G 
1
l
0 

Gly Leu Asp 
15

n Tyr Asn Lys 

Asn Asn val Leu Val Tyr His Gly Asp Ala val Thr Asn Val Pro Pro 
20 25 30 

Arg Lys Gly Tyr Lys Asp Gly Asn Glu Tyr Ile Val Val Glu Lys Lys 
35 40 45 

Lys Lys Ser Ile Asn Gln Asn Asn Ala Asp Ile Gln val Val Asn Ala 
50 55 60 

Ile Ser Ser Leu Thr Tyr Pro Gly Ala Leu Val Lys Ala Asn Ser Glu 
65 70 75 80 

Leu val Glu Asn Gln Pro Asp val Leu Pro Val Lys Arg Asp Ser Leu 
85 90 95 

Thr Leu Ser Ile Asp Leu Pro Gly Met Thr Asn Gln Asp Asn Lys Ile 
100 105 110 

val val Lys Asn Ala Thr Lys Ser Asn Val Asn Asn Ala Val Asn Thr 
115 120 125 

Leu val Glu Arg Trp Asn Glu Lys Tyr Ala Gln Ala Tyr Pro Asn val 
130 135 140 

Ser Ala Lys Ile Asp Tyr Asp Asp Glu Met Ala Tyr Ser Glu Ser Gln 
145 150 155 160 

Leu Ile Ala Lys Phe Gly Thr Ala Phe Lys Ala Val Asn Asn Ser Leu 
165 170 175 

Asn val Asn Phe Gly Ala Ile Ser Glu Gly Lys Met Gln Glu Glu val 
180 185 190 
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Ile Ser Phe Lys Gin Ile Tyr Tyr Asn Val Asn Val Asn Glu Pro Thr 
195 200 205 

Arg Pro Ser Arg Phe Phe Gly Lys Ala Val Thr Lys Glu Gln Leu Gln 
210 215 220 

Ala Leu Gly Val Asn Ala Glu Asn Pro Pro Ala Tyr Ile Ser Ser Val 
225 230 235 240 

Ala Tyr Gly Arg Gln Val Tyr Leu Lys Leu Ser Thr Asn Ser His Ser 
245 250 255 

Thr Lys Val Lys Ala Ala Phe Asp Ala Ala Val Ser Gly Lys Ser Val 
260 265 270 

Ser Gly Asp Val Glu Leu Thr Asn Ile Ile Lys Asn Ser Ser Phe Lys 
275 280 285 

Ala val Ile Tyr Gly Gly Ser Ala Lys Asp Glu Val Gln Ile Ile Asp 
290 295 300 

Gly Asn Leu Gly Asp Leu Arg Asp Ile Leu Lys Lys Gly Ala Thr Phe 
305 310 315 320 

Asn Arg Glu Thr Pro Gly Val Pro Ile Ala Tyr Thr Thr Asn Phe Leu 
325 330 335 

Lys Asp Asn Glu Leu Ala val Ile Lys Asn Asn Ser Glu Tyr Ile Glu 
340 345 350 

Thr hr Ser Lys Ala Tyr Thr Asp Gly Lys Ile Asn Ile Asp His Ser 
355 360 365 

Gly Gly Tyr val Ala Gin Phe Asn Ile Ser Trp Asp Glu Ile Asn Tyr 
370 375 380 

Asp Pro Glu Gly Asn Glu Ile Val Gln His Lys Asn Trp Ser Glu Asn 
385 390 395 400 

Asn Lys Ser Lys Leu Ala His Phe Thr Ser Ser Ile Tyr Leu Pro Gly 
405 410 415 

Asn Ala Arg Asn Ile Asn Val Tyr Ala Lys Glu Cys Thr Gly Leu Ala 
420 425 430 

Trp Glu Trp Trp Arg Thr Val Ile Asp Asp Arg Asn Leu Pro Leu Val 
435 440 445 
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Lys Asn Arg Asn Ile Ser 
tie  
e Trp Gly Thr Thr Leu Tyr Pro Lys Tyr 

450 460 

Ser Asn Ser Val 
465 

<210> 51 
<211> 289 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> effector 

<300> 
<308> genbank/ABG57041.1 
<309> 2011-05-06 
<313> (5)..(292) 

<400> 51 

Lys Phe Lys Lys val Val Leu Gly Met Cys Leu Thr Ala Ser Val Leu 
1 5 10 15 

Val Phe Pro Val Thr Ile Lys Ala Ser Ala Cys Cys Asp Glu Tyr Leu 
20 25 30 

Lys Pro Pro Ala Ala Pro His Asp Ile Asp Ser Lys Leu Pro His Lys 
35 40 45 

Leu Ser Trp Ser Ala Asp Asn Pro Thr Asn Thr Asp val Asn Thr His 
50 55 60 

Tyr Trp Leu Phe Lys Gln Ala Glu Lys Ile Leu Ala Lys Asp Val Asp 
65 70 75 80 

His Met Arg Ala Asn Leu Met Asn Glu Leu Lys Asn Phe Asp Lys Gln 
85 90 95 

Ile Ala Gln Gly Ile Tyr Asp Ala Asp His Lys Asn Pro Tyr Tyr Asp 
100 105 110 

Thr Ser Thr Phe Leu Ser His Phe Tyr Asn Pro Asp Lys Asp Asn Thr 
115 120 125 

Tyr Leu Pro Gly Phe Ala Asn Ala Lys Ile Thr Gly Ala Lys Tyr Phe 
130 135 140 

Asn Gln Ser val Ala Asp Tyr Arg Glu Gly Lys Phe Asp Thr Ala Phe 
145 150 155 160 
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Tyr Lys Leu Gly Leu Ala Ile His Tyr Tyr Thr Asp Ile ser Gln Pro 
165 170 175 

Met His Ala Asn Asn Phe Thr Ala Ile Ser Tyr Pro Pro Gly Tyr His 
180 185 190 

Cys Ala Tyr
5 
 Glu Asn Tyr Val 

19 
Asp 
20 0 

Thr Ile Lys His 205  Tyr Gln Ala 

Thr Glu Asp Met Val Val Gln Arg Phe Cys ser Asn Asp Val Lys Glu 
210 	 215 220 

Trp Leu Tyr Glu Asn Ala Lys Arg Ala Lys Ala Asp Tyr Pro Lys Ile 
225 	 230 235 240 

Val Asn Ala Lys Thr Lys Lys Ser Tyr Leu Val Gly Asn Ser Glu Trp 
245 250 255 

Lys Lys Asp Thr Val Glu Pro Thr Gly Ala Arg Leu Arg Asp Ser Gln 
260 265 270 

Gln Thr Leu Ala Gly Phe Leu Glu Phe Trp Ser Lys Lys Thr Asn Glu 
275 280 285 

Gly 

<210> 	52 
<211> 	179 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<308> 	PDBAKD6_A 
<309> 	2009-07-10 
<313> 	(1)..(179) 

<400> 	52 

Ser Ala Asp val Ala Gly Ala Val Ile Asp Gly Ala Ser Leu Ser Phe 
1 	 5 10 15 

Asp Ile Leu Lys Thr Val Leu Glu Ala Leu Gly Asn Val Lys Arg Lys 
20 25 30 

Ile Ala val Gly val Asp Asn Glu Ser Gly Lys Thr Trp Thr Ala Leu 
35 40 45 
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Asn Thr Tyr Phe Arg Ser Gly Thr Ser Asp Ile Val Leu Pro His Lys 
50 55 60 

Val 	Pro His Gly Lys Ala Leu Leu Tyr Asn Gly Gln Lys Asp Arg Gly 
65 70 75 80 

Pro val Ala Thr Gly Ala val Gly Val Leu Ala Tyr Leu Met Ser Asp 
85 90 95 

Gly Asn Thr Leu Ala Val Leu Phe Ser Val Pro Tyr Asp Tyr Asn Trp 
100 105 110 

Tyr Ser Asn Trp Trp Asn val Arg Ile Tyr Lys Gly Lys Arg Arg Ala 
115 120 125 

Asp Gln Arg Met Tyr Glu Glu Leu Tyr Tyr Asn Leu Ser Pro Phe Arg 
130 135 140 

Gly Asp Asn Gly Trp His Thr Arg Asn Leu Gly Tyr Gly Leu Lys Ser 
145 150 155 160 

Arg Gly Phe Met Asn Ser Ser Gly His Ala Ile [Cu Glu Ile His val 
165 170 175 

Thr Lys Ala 

<210> 53 
<211> 46 
<212> PRT 
<213> Artificial 	Sequence 

<220> 
<223> effector 

<300> 
<308> Swiss-Prot/P01538.2 
<309> 2011-05-31 
<313> (27)..(72) 

<400> 53 

Lys ser cys cys Pro Asn Thr Thr Gly Arg Asn Ile Tyr Asn Ala Cys 
1 5 10 15 

Arg Leu Thr Gly Ala Pro Arg Pro Thr Cys Ala Lys Leu Ser Gly Cys 
20 25 30 

Lys Ile Ile Ser Gly Ser Thr Cys Pro Ser Asp Tyr Pro Lys 
35 40 45 
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<210> 	54 
<211> 	33 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<308> 	GenBank/CAA31612.1 
<309> 	2008-10-07 
<313> 	(21)—(53) 

<400> 	54 

Ala Pro Cys His Thr Ala Ala Arg Ser Glu Cys Lys Arg ser His Lys 
1 	 5 10 15 

Phe val Pro Gly Ala Trp Leu Ala Gly Glu Gly Val Asp val Thr ser 
20 25 30 

Leu 

<210> 	55 
<211> 	251 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	effector 

<300> 
<308> 	PPB/2zTB_A 
<309> 	2009-03-27 
<313> 	(2)..(251) 

<400> 	55 

Asp val Ile Arg Glu Tyr Leu met Phe Asn Glu Leu ser Ala Leu Ser 
1 	 5 10 15 

ser ser Pro Glu ser val Arg Ser Arg Phe Ser Ser Ile Tyr Gly Thr 
20 25 30 

Asn Pro Asp Gly Ile Ala Leu Asn Asn Glu Thr Tyr Phe Asn Ala val 
35 40 45 

Lys Pro Pro Ile Thr Ala Gln Tyr Gly Tyr Tyr Cys Tyr Lys Asn val 
50 	 55 60 

Gly Thr Val Gln Tyr val Asn Arg Pro Thr Asp Ile Asn Pro Asn val 
65 	 70 75 80 
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eolf-seql 

Ile Leu Ala Gln Asp Thr Leu Thr Asn Asn Thr Asn Glu Pro Phe Thr 
85 90 95 

Thr Thr Ile Thr Ile Thr Gly Ser Phe Thr Asn Thr Ser Thr val Thr 
100 105 110 

Ser ser Thr Thr Thr Gly Phe Lys Phe Thr Ser Lys Leu ser Ile Lys 
115 120 125 

Lys 

	

	
3 13

Val Phe Glu Ile Gly Gly 
0 	 15 

Glu val ser Phe Ser 
140 

Thr Thr Ile Gly 

Thr Ser Glu Thr Thr Thr Glu Thr Ile Thr val Ser Lys Ser Val Thr 
145 	 150 155 160 

val Thr val Pro Ala Gln Ser Arg Arg Thr Ile Gln Leu Thr Ala Lys 
165 170 175 

Ile Ala Lys Glu ser Ala Asp Phe Ser Ala Pro Ile Thr val Asp Gly 
180 185 190 

Tyr Phe Gly Ala Asn Phe Pro Lys Arg val Gly Pro Gly Gly His Tyr 
195 200 205 

Phe Trp Phe Asn Pro Ala Arg Asp val Leu Asn Thr Thr Ser Gly Thr 
210 	 215 220 

Leu Arg Gly Thr Val Thr Asn Val Ser Ser Phe Asp Phe Gln Thr Ile 
225 	 230 235 240 

Val Gln Pro Ala Arg Ser Leu Leu Asp Glu Gln 
245 250 

<210> 	56 
<211> 	32 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	effector 

<300> 
<302> 	SELECTIVE ANTICANCER CHIMERIC PEPTIDE 
<310> 	W02010064207 
<311> 	2009-12-03 
<312> 	2010-06-10 

<400> 	56 

Tyr Lys Trp Tyr Gly Tyr Thr Pro Gln Asn val Ile Gly Gly Gly Lys 
1 	 5 10 15 
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95 abed 

09E 	3ee6))36e) 6e64»ule e36e46)466 46»)E3663 unneup 6e3611636) 

00E 	6E363346E4 6646646646 6366E36643 1666436)34 634464461.6 364363)466 

OtZ 	33E3603)1 4246464346 364)4E62E6 46424E6E36 neponeee 64663)6446 

08T 	6234666en 3E446463)6 e6e3;en63 46362E1443 ee46346442 64E6463661 

OZT 	46))6E4634 66)3E46346 1.44616)ne nonften 6814636e46 362773P6DD 

09 	eene66466 4eveeeee64 3eee6e)446 43e»26434 63.33e3634e 34E616)466 

	

85 	<004> 

	

appdad uol.snd 	<EZZ> 
<OZZ> 

aptianbas 1.2P644JE 	<ETZ> 
VW 	<ZTZ> 
E8L 	<TTZ> 
85 	<OTZ> 

I'LL 	 6436 33466)3236 263)44E464 6;34636434 e6ee646444 e6n6ne36 

OZL 	33eee64663 )644664)45 66E332446 46336E6E34 en.634636; e3;31ee163 

099 	4644464E64 6366;46336 236346633E,  1634614464 63)3en6n 642236E446 

009 	36E46)6E33 326332E24E 664663EEee E.E264)eee6 8)62644e» e64)461)32 

etc 	;63;23u6l. 6)46636)44 6146463466 E366434666 4363346636 2466166466 

0817 	4466))414E )646644444 436E0368E6 3E34E664E4 0442643e 3re63eene 

Oar 	64636E6464 1144n633e 63Eeee6Eee 617204344 4n662666E 31e434n6e 

09E 	1E46433664 nee6e363.e ftee36064 46436E4E24 63E3636rn 0304362) 

00E 	44E6334E66 3342436e33 neuenn nele46n6 4664eenee neoueeee 

OtZ 	ne3eeee6e eeneee6ee 66E3444363 41.4124»E6 2736E2E413 ezazzellaz 

08T 	366eeeep64 e34le61.661. 3ee64661ee 26361.31.2)6 431ee36264 341436ne3 

OZT 	46636e4633 6236E2E666 436neene 2223634666 4DD36EEEPE 63eeeen6e 

09 	ue6333623 6e64333e4e 236246)466 4633323663 3ellelne) 6E36446163 

	

LS 	<OOP> 

	

aPPEIEd uol.snd 	<EZZ> 
<OZZ> 

apuanbas Lepw.l...iv 	<ETZ> 
VW <M> 
I'LL 	<FEZ> 
LS 	<OTZ> 

OE OZ 
sAl ski sAl nal nal ski nal nal

SZ  
sAl sAl nal nal sAl nal nal nal 

Lbas-lioa 



LS efied 
0172 42E4624644 6626444E46 6»2412424 e76E361363 6446624662 3266637677 

081 4642461464 6462467762 46E42E62E6 ee»6eeeee 466422E644 6E466426» 

OZT 442E462E6e 2261E4462e 26»614146 Eee»66462 Ee60x46664 4222222E46 

09 4262226»4 3E44646446 6644342464 2466444644 6644414646 2466644466 
09 	<004> 

aPPdad uoprIA 	<EZZ> 
<OZZ> 

aDuanbas L2I-DIAPJV 	<ETZ> 
sit40 	<ZTZ> 
189 	<TTZ> 

09 	<01Z> 

855 eee63763 376761.7e33 

04S 222228644e 4446464464 4644222464 4464461644 6624664446 6644647466 

084 146644144e 4646644114 44624462E6 42)4266423 2614E6442e 422648244e 

RV 6164626163 111224642e 64882E622e 6442264122 4246646662 44E144E46E 

09E 4216444661 242E62464e 6222462664 4644624E24 6424646222 2642644644 

00E 14E6444266 773X376E73 24248224E4 4424246E46 3662222322 21E642E22e 

042 4424222262 2E4422E62e 66E4344464 4144E44426 2446222444 21E44E1444 

08T 4662222264 2444264664 4226266422 46464442)6 4442246E64 n1446E424 

OZT 466462464) 6246222666 446E42214e 2224644666 4.3336EEEEP 642222E46e 

09 4226444624 6E6444424e 2462464466 16777066) 7E43XZE7E7 6246446464 
6S 	<00V> 

avldad uoprIA 	<EZZ> 
<OZZ> 

ajuanbas LEI-DIA-P-1V 	<ETZ> 
VW 	<ZTZ> 
8SS 	<T1Z> 
6S 	<OTZ> 

ESL 366 

08L 146644444e 4646624114 446E446E26 4242266424 26240131E 3EE6282432 

OZL 64646E6461 3343236332 fterreftee 6332261313. 3236636662 332134236e 

099 4246444661 21226E463e 6222462664 4644622224 64E464622e 2642634644 

009 14E6441E66 4442446E44 2424222424 44E4246E46 4664268462 24264E2E2e 

OS 4421E22E62 peaueefte 6E24444364 4144E144E6 244624E44a 2424424444 

0817 3662222263 2444264664 422636642e 4646343246 4442E46264 4141462424 

OZ17 46676E4644 6246222666 3)62322222 2E24644666 442462222e 6422E2E46E 
Lbas-Roa 



85 a6ed 
apudad uopnd 	<EZZ> 

<OZZ> 

aDuanbag lel-DWI...iv 	<ETZ> 
YNO 	<ZIZ> 
L68 	<FEZ> 
Z9 	<OTZ> 

Z6L 6e 76776276e7 

081 	ee6ee6eeDD 6eeeee3661 eee6146776 62e67713ee 76ee6eee62 ealftee6DD 

OZL 	61.7146eeep 36616eee67 7166617eee eeee76216e ee67714e14 616716662D 

099 	41e167e766 3736736614 411676e266 6171.661.632 2612646746 6e76647266 

009 	6276773661 6636641e) 6736e361.61 e362363.614 6612662311 1.236266111 

OVS 	41.1.D6eDD6e e6De71e661 elefilzefilD lepeefileep DeftfiDfiefil fialaplepfip 

084 	zeopreeefie ee617ee641 113e766466  6e73e173e7 6e4e4.62736 64eape6e76 

OZ4 	2e6e2ea6e6 61.161.36ele e167e7676e eee61e61D6 zplaefipple 66771e176r 

09E 	apeleleeep ellaezelbe 761.664eee7 eee4e63eve ee37epeeee fieeeneeefi 

00E 	ee6ee33143 6D1414e177 e6epp6e1e1 73ele14e4) 11D66eee6e 6)2)442646 

OPZ 	617ee64662 eelfiDfizne Dfilneepfie 647144a6e1 e7466D6elfi apfieDfieeefi 

08T 	661.76e3pe1 leeeeD6346 664))36We eefteeeeep 6222E6=6 Y36E61.7772 

oat 	1ee)6e1.632 6616) e)6 6)Delleze7 e)6e)61464 636e767716 6167ee6163 

09 	21664D6D7I. fiellezeefie DfieDeeeeefi eE711677E7 fielanDeee 6ee6D6e77e 
19 	<OOP> 

aPpdad uol.snd 	<Ezz> 
<OZZ> 

apuadbas LePW4JV 	<EIZ> 
VNO 	<ZIZ> 
Z6L 	<FEZ> 
19 	<OTZ> 

189 ; 6664664314 1E36466411 

099 	1117623362 e61e71e663 e3e671e617 le7ee67ee7 7261E06E32 6411D1E767 

009 	Wefizteeefie ee6176e614 171eD66466 fienellleD 6e1e363716 6leleefieD6 

0175 	le6eee76e6 62461.36R1e e167e7676e eee63e6436 232126333e 66)D42436e 

0817 	Dpeleleeep e1122De262 761661eee7 eeelefoleee eeppelteee 6eeelle6e6 

Oa, 	eefieeplalp 671.1.11E1DD efienfielel nelellell 22D66eeeve  61.e3142616 

091 	617ee62664 ee4676234e 76173ee76e 61341.476e1 2326636246 376e36eee6 

00E 	661.3622227 3eeee76716 6627e76eee eefteeeeep 6e4re67776 epfiefilDne 

Lbas-4loa 



65 abed 
099 	1e446441.24 663631e236 1116163311 164661eeel 6333.61461.6 )366e36613 

009 	4666436333 664663.6ln 6336e)6461 e36e361.611 6611.661314 1e36166131. 

OVS 	113362336E e61ene662 e2e61101.3 3epee63ee3 3e61636e61 613111e367  

084 	3e61eeee6e ve63yee611 1112366166 62)22444e) 6e2e162316 62e1es6eD6 

OZV 	3e6eee36a6 6146136eze e16DeD6D6e eeefte6236 4341.e61D1e 66331.e436e 

09£ 	Daeleaeeez ezzlepelbe 361663eee3 eeezefteee eeppepeeee 6eeezleee6 

00£ 	ee6ee3311D 63321.1.21.D3 e6e3D6eze1 11E1e11E11 34366eeeee 63eD44.2646 

OVZ 	613e261.664 ee4636131e D6131ee36e 61.D34136e2 e346636e1.6 Dp6eD6eee6 

081 	66436ezee1 3eeeeD631.6 661)e)6eee eefteeeee) 6e1ee63336 e36e62333e 

OZI 	3eeD6e1634 6646D33e36 6D3e11eleD eD6e361464 6362163316 64632e626) 

09 	2466436)31 6e31ezee6e 36eDeeeee6 ER344633E3 6elleneee 6ee636ene 

	

£9 	<00V> 

	

appdad uotsnj 	<EZZ> 
<OZZ> 

aDuanbas LE1-4412-w 	<EIZ> 
VW 	<ZIZ> 
ZL9 	<FEZ> 
£9 	<OIZ> 

L68 	 ee6663.6 336e36e331 ealbeeeeee 61.3eee336e 36613eeele 61.e1366eee 

048 	6-004e6463 6342661.311 eee6eee13e Dp6eeeeee6 42466eee11 61e6e)64ee 

08L 	336ee6n61. 346364.e633 62E6366144 3363eeeD6e 86266341.23 64e6eD6ee6 

OZL 	6331e6e366 laeofteeal 62e664ezee 6DDD6e3e31 161.4ee3664. 311e61314e 

099 	alee36633e 3661336861 3161.36e63.3 eee1661634 421546336 6e366131.66 

009 	61.3633461.2 36336e361.6 1e36e36161 466)6e1661 6614661314 12363.66341 

OPS 	143)62)36e e61e31e664 e2e631e613 lepeeopeep 3e62636e1.4 611131e363 

084 	1e61eeee6e re6136e631 133e3663.66 6e31e331e3 6e1e161316 63e2ee6e36 

OZV 	3e6eeeD6e6 61461.36ele 2463E3636e eree3e61D6 1334e6331.2 66331e336e 

09£ 	DDeleleeep ealaelelte D61664eee3 eeeze61eee ee33e4eeee fteeneee6 

00£ 	ee6eeD314, 6DD424e133 efien6ele1 33e1e43e13 41366eeeee 64e333e646 

OVZ 	643ee64662 ee46D6431e )61.33ev36e 64342436e1 eD46636e46 336e36eee6 

081 	66436e1.ee3 leeee36346 6643eD6eee ee62eeeee3 6elee63336 e36e61333r 

OZI 	3ee36e4634 6616333236 63aelleleD 2a6e364461 636E36D346 6363ee6163 

09 	3166436D3I. 6elaelee6e D6epeeeee6 eeplatapea 6e44e3eee 6eere6e33e 
Z9 	<004> 

Lbas-Jioa 



09 abed 

04S 	4266334243 6e33e1e3ee 232334E1E4 6°616642e 232224262e 222233232e 

Oft 	2262223122 26E262E333 4363343423 33262.33623 2234212.332 33433662e2 

OZ4 	n632323E6 4663322646 61E2163633 3236131223 6263314436 2423366362 

09E 	4633623622 2666436E4e 2)3222E363 4666132362 2222642222 236222E633 

00E 	3623626433 322206236 336626333e 3663321222 023623614 6463623633 

04Z 	4664632264 6311661363 346234E12e 623623222e 26E2344633 236E31E33e 

Ogi 	2262E636e) 3E163.376E3 6464236236 236464366e 3663336663 3633463146 

OZT 	11616362E6 4312336641 6836663623 2224666434 6362346636 6362322642 

09 	3222263666 261342362e 236633422e 2823363621 2363332222 236631E366 
S9 	<004> 

aPPdad unsnd 	<EZZ> 
<OZZ> 

apuanbas Lepmaav 	<ETZ> 
vim 	<ZTZ> 
6ZL 	<ITZ> 

S9 	<OTZ> 

909 363363 

009 	• 	4633634232 6144246636 312316134 36)4113616 63E2246336 3163363463 

04S 	3634634636 4614616346 6236613266 6436331663 3664331423 6466224134 

084 	362)362262 2332663242 6112613423 2264223326 4636261634 2342363226 

0Z4 	3222262226 4)22643314 2366266623 321442)624 2163346632 4226236126 

09E 	2223626633 6436E2E246 323636222e 6326436134 4263342663 332436233e 

00E 	3248E24E33 4232268363 66222E3E2e 3264222223 3242222622 2132226626 

04Z 	2E34343633 144213326e 3362121112 1E41E31133 662E22E64e 3412616643 

021 	2e616612E1 6361312361 3422362643 11336E4231 6636216336 2362226663 

OZT 	3624223482 2236316664 3236822826 428222)621 2E63336236 264333E32e 

09 	3621633664 6)3)2)66)) 2232323236 2363463636 2363326626 3226263346 
49 	<004> 

anadad unsnd 	<EZZ> 
<OZZ> 

awanbas 1.21.34PJE 	<ETZ> 
vma 	<ZTZ> 
909 	<TR> 

49 	<OTZ> 

ZL9 36 3364363463 

Lbas-4109 



19 abed 
084 	146613414e 3646612122 136e776ee6 1e71e66124 2641.e6431.2 opeozeeDDe 

OZt 	64636e6464 4114e7673e 6leeee6eee 63.Dee63321 2e3661666e 7lezzaeD6e 

095 	1E46431661 e3ee6e361e 6eee76e664 16436eleea 67e3636eee e61e64361.3 

00E 	1.2e6371.866 D73e336eDD ezeueepez 1lele16eD6 4661eeeDee elefteeeee 

OVZ 	77eDee226e eellEeP6Ere 6227143763 1113E177E6 eDD6e2e311 elezaelala 

081 	766ereee61 E731E61.661 7ee64661ve 2636473e76 471ee76e64 7114)62423 

OZT 	1.5676e1.677 6e76eee666 1.36e3eene eee7673666 zpeafteeee 64eeeee76e 

09 	1ee6DD76eD 6e64777e1e e76e167166 46)77e766) 7e11212327 6e36146163 

	

L9 	<00t> 

	

aNadad uomd 	<EU> 
<OZZ> 

	

apuanbas 12PW44JV 	<ETZ> 

	

vNa 	<ZTZ> 
909 	<ETZ> 
L9 	<OTZ> 

995 36661664 3244E36166 Z1123106E3 362E61E34e 664E3E644e 

0E5 	6131E32E64 22)3262676 264614444e 7673e61eee eftee647ee 61.12142766 

084 	2666e31e14 3e76e4e161 71.661ezee6 e763e6eee7 6e66416276 eleel67e76 

OZt 	76eeee63e6 4D63.73le63 7IX66771e4 AnDEDE/e pele434epe 268364664E 

095 	2E3E2E4E61 2eeee33242 eee6eeezle ee66e6een 143631414e 1.7)26E776R 

00E 	12144E1E11 E1111.366eE EEE64E344e 646647ee64 661E246361 34e36434ee 

OVZ 	36E6434443 6E4E346636 246776E36e ee666476e4 ee33eeee76 736661.7e36 

08T 	eeerefteee eeD6elee6D DDernfiefilD D7eleeD6e4 6726646773 e766Dae11e 

On 	4RDE76E762 261676e367 726683664.3 3.666136731 6714622616 776ezee63e 

09 	lleee67666 16111e76ee ea66113eee 2E273636E1 e3613143ee e76641e466 

	

99 	<004> 

	

anadEd uotsnd 	<EZZ> 
<OZZ> 

	

aDuanbas 12PW4112 	<ETZ> 

	

vNa 	<ZTZ> 
885 	<TTZ> 
99 	<OTZ> 

6ZL 466616643 

0ZL 	424E364662 4114436E33 6ee64e3486 61E4E631E6 134epee67e e73e61636e 

099 	1464117123 634e62EPPE 6eeP623626 241D2e7662 666e34e414 e76eze361.7 

009 	3663e1ee6e 7612622236 e66226476e leel67e367 6eeee64e61 761.344e6DD 
Lbas-moa 



eolf-seql 

ggtggtggtg gcggtagcgg tggtggtggt cgtgttgttc gtccgctggg tctggcaggt 540 

cgtcgtcgtc gccgtcgtcg gcgtaaactg gcaaaactgg ccaaaaaact ggcgaaactg 600 

gctaaa 606 

<210> 	68 
<211> 	615 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	68 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaatagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgctttcaag aagaaattaa agaaaacacc 240 

aaaaatgata aacaaatggt gcagtatatc tacaaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggtctgtat 360 

agcatttatc agggtggcat ttttgaactg aaagaaaatg atcgcatttt tgtgagcgtg 420 

accaatgaac atctgattga tatggatcat gaagccagct tttttggtgc atttctggtt 480 

ggtggtggtg caagcggttg tggtccggaa ggtggtggtg gtccgctggg tctggcaggt 540 

cgtgttgttc gtcgtcgtcg tcgccgtcgc cgtaaactgg caaaactggc caaaaaactg 600 

gcgaaactgg ctaaa 615 

<210> 	69 
<211> 	684 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	69 
accagcgaag aaaccattag caccgttcag gaaaaacagc agaatattag tccgctggtt 60 

cgtgaacgtg gtccgcagcg tgttgcagca catattaccg gcacccgtgg tcgtagcaat 120 

accctgagca gcccgaatag caaaaatgaa aaagcactgg gtcgcaaaat taatagctgg 180 

gaaagcagcc gtagcggtca tagctttctg agcaatctgc atctgcgtaa tggtgaactg 240 

gtgattcatg aaaaaggctt ttattatatt tatagccaga cctattttcg ctttcaggaa 300 

gaaattaaag aaaataccaa aaatgataaa caaatggtgc agtatatcta taaatacacc 360 

agctatccgg atccgattct gctgatgaaa agcgcacgta atagctgttg gagcaaagat 420 
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(9 abed 

OZV 	644440,4» 266444E446 24424earee 4e444ele46 e461.663eee peeele64ee 

09E 	22e44e4eee e6eeel4e6e 6886.224444 4641411E44 426E44624e 444ezealea 

00E 	144466eeee E64e414e61 66442E6466 lee4646444 e76171eE76 04444446e 

OVZ 	4E446646E3 6446e46Eee 666146E1E2 44e2224644 666342462e 22e642eeee 

081 	AVIXPEIDDD 6e46e64777 eaee46.2464 46646»424 66»eale4e 7E76E76316 

OZT 	1641.662466 1416664467 4164146446 1671.671.676 631.636746 4464464464 

09 	2224466142 22646617ee eeee»6644 e2E2466342 224244e44e 44e44E44e7 

	

IL 	<00> 

	

amadad ucqsnd 	<EZZ> 
<OZZ> 

awanbaS Le1.31-41-4JV 	<FEZ> 
VNO 	<ZIZ> 
009 	<IIZ> 
IL 	<OTZ> 

9LS 466616 614111E461 6614111446 24462E64e) 

OVS 	4E664E4264 426444e4ee 642e44E646 4624461144 424644264e 22E622261.4 

084 	62641144e4 664666244e 1412)62424 6444664e1e E6e464e6ee E462661164 

RV 	46E3ee464e 4646222264 264464444e 6DD7E66DD4 E446E44E42 4e224e4442 

09E 	4246E46466 3eve4eve3e 61eeeee77e 4222262224 426E622622 3141767314 

00E 	4244426277 6e1e444E4E 4424444466 eeeee6le44 4264664422 636642e164 

OVZ 	6441246444 2246264712 136e1e4466 46246446e) 6222666446 2422442e22 

081 	464466644e 46veeee63e 2222462422 6)73623626 1)44242246 2644.66164 

oat 	44e46633e1 1e4e4e4624 6446464466 '2466443666 4464426744 6346464464 

09 	2221466142 22646644E2 22224)6614 eeee46644e 22)2342332 41e44e44e4 

	

OL 	<00b> 

	

appdad uo1sE3 	<EZZ> 
<OZZ> 

	

a4uanbES LePt4PAV 	<ETZ> 

	

vNa 	<VIZ> 
9LS 	<TIZ> 

OL 	<OIZ> 

489 peel 46644E2E64 6617Eeeeee 

099 	4)6644222e 46644E2246 4464464262 4644644644 67166E7664 71.666476D7 

009 	1641261461 6)46646636 646646E466 4661661664 6644664444 42)6466441 

ObS 	41146E»62 264E72E661 24E614E644 424EE64824 4264646264 611111E464 

085 	426422226e 2E64422611 4442466466 62)42114E4 6e4e464446 64E4E26246 
jbas-Loa 



49 a6ed 

OZV 6444266444 244624424e 122242244e 4246246466 422242222e 6422222442 

09E leeeefteel 422E66262e 4241464114 1247)26273 6PZEll4ne 4421314766 

00E 222E262244 2E6466442e 6466422264 6171e)6134 2246264434 4462424466 

OVZ 4624677624 62226664)6 2422442222 46446664)e 46E222264e 222246242e 

08T 6774624626 4774222246 e264466464 77e76677e3 4242424624 6446464624 

OZT 677466464e 2646624664 4466644677 4674464464 6446222E62 4246477634 

09 466»e77e6 4444622E64 4126446366 442466442e 2222244464 4222664E2e 

	

EL 	<00V> 

	

aPPdad uopni 	<EZZ> 
<OZZ> 

	

apuanbas 1.2Pg.PJV 	<ETZ> 

	

vnIO 	<ZTZ> 
VZ9 	<TTZ> 

EL 	<0W> 

909 222446 

009 6442226)66 4422222244 6624222246 6442224644 64464E6246 4464464464 

OVS 4662466244 6664464426 4446426464 2664664664 6646246646 6466466466 

084 446644444e 7616634114 1762776226 4244E66424 264426444e 422642E44e 

WV 6464626464 211424644e 642222622e 644E261411 224661666e 4424242462 

09E 2246444664 242262461e 62E2462662 4644624224 64E4646E2e 2642644644 

00E 4426444266 4442446244 2424222424 4424E46E46 26642E242e 242642222e 

OVZ 442422226e ee33eee622 66E7144767 1214244426 2446242444 2121121422 

08T 46622E2264 2434261664 422626642e 4646442246 2412246264 4444462424 

OZT 4664624644 6246222666 2462422442 2224644666 37P76REEEE 642222E46e 

09 4226444624 626444424e 2462264266 4644424664 4244212424 6246246464 

	

ZL 	<00V> 

	

aPPdad uopnd 	<EZZ> 
<OZZ> 

a4uanbas L2PW-4Jv 	<ETZ> 
VW 	<ZTZ> 
909 	<TR> 

ZL 	<OTZ> 

009 4666466342 2224646621 1422462476 2E64244266 4222642264 4124226422 

OVS 4426464624 4644444246 442612E226 2226446E64 1442246626 662442444e 

084 4624226444 6642422624 642622246e 6644647624 E2467E3636 222264E614 

Lbas-moa 



eolf-seql 
attctgctga tgaaaagcgc acgtaatagc tgttggagca aagatgcaga atatggtctg 480 

tatagcattt atcagggtgg catttttgaa ctgaaagaaa atgatcgcat ttttgtgagc 540 

gtgaccaatg aacatctgat tgatatggat catgaagcca gcttttttgg tgcatttctg 600 

gttggtccgc tgggcctggc tggt 624 

<210> 	74 
<211> 	609 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	74 
tttcgcaaaa gcaaagaaaa aattggcaaa ttttttaaac gcattgtgca gcgcattttt 60 

gattttctgc gtaatctggt tcgtgttgtt cgtccgctgg gtctggcagg cgaacgtggt 120 

ccgcagcgtg ttgcagcaca tattaccggc acccgtggtc gtagcaatac cctgagcagc 180 

ccgaatagca aaaatgaaaa agcactgggt cgcaaaatta atagctggga aagcagccgt 240 

agcggtcata gctttctgag caatctgcat ctgcgtaatg gtgaactggt gattcatgaa 300 

aaaggctttt attatattta tagccagacc tattttcgct ttcaagagga aattaaagaa 360 

aataccaaaa atgataaaca aatggtgcag tatatctata aatataccag ctatccggat 420 

ccgattctgc tgatgaaaag cgcacgtaat agctgttgga gcaaagatgc agaatatggt 480 

ctgtatagca tttatcaggg tggcattttt gaactgaaag aaaatgatcg catttttgtg 540 

agcgtgacca atgaacatct gattgatatg gatcatgaag ccagcttttt tggtgcattt 600 

ctggttggt 609 

<210> 	75 
<211> 	609 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	75 
ggtggtctgc gtagcctggg tcgtaaaatt ctgcgtgcat ggaaaaaata tggtccgatt 60 

attgtgccga ttattcgtat tcgtgttgtt cgtccgctgg gtctggcagg cgaacgtggt 120 

ccgcagcgtg ttgcagcaca tattaccggc acccgtggtc gtagcaatac cctgagcagc 180 

ccgaatagca aaaatgaaaa agcactgggt cgcaaaatta atagctggga aagcagccgt 240 

agcggtcata gctttctgag caatctgcat ctgcgtaatg gtgaactggt gattcatgaa 300 

aaaggctttt attatattta tagccagacc tattttcgct ttcaagagga aattaaagaa 360 

aataccaaaa atgataaaca aatggtgcag tatatctata aatataccag ctatccggat 420 
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eolf-seql 

ccgattctgc tgatgaaaag cgcacgtaat agctgttgga gcaaagatgc agaatatggt 480 

ctgtatagca tttatcaggg tggcattttt gaactgaaag aaaatgatcg catttttgtg 540 

agcgtgacca atgaacatct gattgatatg gatcatgaag ccagcttttt tggtgcattt 600 

ctggttggt 609 

<210> 	76 
<211> 	600 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	76 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaatagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgctttcagg aagaaattaa agaaaatacc 240 

aaaaatgata agcagatggt gcagtatatc tataaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggtctgtat 360 

agcatttatc agggtggcat ttttgaactg aaagaaaatg atcgcatttt tgtgagcgtg 420 

accaatgaac atctgattga tatggatcat gaagccagct tttttggtgc atttctggtt 480 

ggtggtggta gcggtggtcc gctgggtctg gcaggtcgtg ttgttcgtgg tctggttgaa 540 

accctgacca aaattgttag ctatggtatt gataaactga ttgaaaaaat tctggaaggt 600 

<210> 	77 
<211> 	600 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	77 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaatagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgctttcagg aagaaattaa agaaaatacc 240 

aaaaatgata agcagatggt gcagtatatc tataaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggtctgtat 360 

agcatttatc agggtggcat ttttgaactg aaagaaaatg atcgcatttt tgtgagcgtg 420 
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L9 a6ed 
OVS 	ee61231.266 le3261.4e64 plepeeftee 3De61.6D6e6 4614114e36 31e61eeer6 

084 	eee613ee61 41.44eD6616 66ene111e D6e1a16431. 661elee6e3 64e6epea6e 

OZV 	66446436e1 ee46).23636 eeee64864a 64311x6n2 e66D31e336 enepezeee 

09E 	1e4Dule46 ea61661xer 3eeele6Dee epenepeee eftaalyeaa 6ee66epall 

00E 	76J1111e1J 3a6aDD6e2e alaelenel 222366eeee e61e314261. 6633ee6166 

OtZ 	leel6D6131 eD64p1eeD6 861D111)6e leD166)681 6n6rp6eee 6661D6elee 

08T 	13aeeea631 6662Dea6ee eeefteeeee 36e2ee6333 6236E613n eleeD6e4.6D 

OZT 	266163apea 66)Dealele DeD6e363.16 3.63266aD66 1.346664D6D 3163146145 

09 	1602636631 6D2631.6326 366D466ee6 643613ep6e 36643236ee 662364D366 

	

6L 	<00V> 

	

appdad uopnd 	<EZZ> 
<OZZ> 

aptianbaS 1.21- 34PJV 	<ETZ> 
VNO 	<ZIZ> 
OLS 	<HZ> 

6L 	<OTZ> 

009 	4234E2E04 1.264Deeell 001Dee64E6 146466421D 6e61D11eee eee661333e 

OVS 	36661.)4214 664631161.4 616)466236 64316664D6 3D46646636 e166166266 

084 	140630414E 3646612111 3)6eneee6 leple661el e64104)1e DPOIXEODU 

OZ17 	61.636e6464 4144.6.36fle 61eeve6eye 643ee64441 1:n661.666e )12144E36e 

09E 	18161.D4663 elae6ep61e 6eaeD6e661 26136elee1 63.23636eee e6101.D613 

00E 	41x6334e66 pazezDoen elazaenez pzele46236 1.661.26236e 24264aeree 

OVZ 	neleeeeft eelleee6ee 66e3111363 11.13nne6 app6ele11a ele1481444 

08T 	D66eeeee62 enze61.662 Dee64664ee 16)61.31236 331ee36e64 141.4D6ezeD 

OZT 	16636.22633 6e362e2666 1.36eleelze eeeD6D1666 zpeD6veeee 64eeepeD6e 

09 	1ee6D336e3 6261a33eze ea6e463466 163330663 DelanepeD 6eD61161.6D 

	

81 	<004> 

	

appdad uoisnd 	<EZZ> 
<OZZ> 

apuanbas Lepi.ip.iv 	<ETZ> 
VNO 	<ZTZ> 
009 	<CU> 

8L 	<OTZ> 

009 	eeele6ee61 1e6136e311 e6zpeeele6 11e4661144. P663)126ee FDDE61.D33E 

OVS 	ea633e1144 661.6314631 61.63266e36 61346661)6 n16616636 e466466266 

084 	446613414e 3616611.141. 3.36e3D6ee6 zene664e1 e62286133e Daeoleene 
ibas-;Loa 



89 abed 

aDuanbas L2PW-1-le 	<ETZ> 
VW 	<ZTZ> 
VL6T 	<TTZ> 
18 	<01Z> 

L8TE 4661466 4)1222)646 6441122362 

09Z1 	4468E63E71 2664242621 2647124226 4224326463 6264644444 2363426422 

00Zi 	226222644e 2644444236 6466627424 4427624246 4746642422 6236126222 

OKI 	3626644647 6242246424 6362222612 6446171426 331e66334E 4)62)32424 

0801 	2224247124 2162464664 2627622326 3222223)24 2222622241 2226226224 

OZOI 	4117671111 E17726E776 2424442121 424141)662 2222612744 2646647226 

096 	4661224676 4742)64442 2)6264)434 7624234664 6216336246 2226664462 

006 	1221422223 6746664323 6222226122 2224624226 4336236262 4432422462 

048 	26416646)) 32)6633222 24242)6236 4264672344 6646646646 6166366226 

08L 	6474664644 664622)636 2466166)66 4664664661 22166226)6 261642642) 

OZL 	6141414641 2241212416 6246442)66 2226247621 2283662374 2146222246 

099 	2361244266 6412642666 4)68423362 6223622364 2336242242 4142)62222 

009 	4664422222 7644446616 42)6424226 222441664) 7642213442 6222422222 

ovs 	643)42426) 3612414142 6226122442 222)64)666 4634212244 2222424624 

0817 	22622E76)2 2622637614 4))2226444 2222161234 6624646222 6146246342 

OZe 	1461222766 433e33E16) 3732126142 301661214 ellepften 6226366647 

09E 	4242147322 3662422212 412226616) 6276642264 2446323664 4236462414 

001 	22246)4486 2476222646 67321866)) 1423624224 4664)42466 1)62422426 

OVZ 	228)624443 223223E23) 2426637426 6614341234 2662342464 )426424776 

08T 	4222221264 241266)312 43)2)62166 6476236432 2642364242 2126222643 

Ott 	44222664)1 2222246364 6762226644 226422222) 6264242642 2226644442 

09 	7624464666 23)3241644 26422)6123 772)663)23 6642644222 2466126664 
08 	<004> 

appdad uopnd 	<Ezz> 
<OZZ> 

aDuanbas 1.2PW-4JV 	<El?> 
VW 	<ZTZ> 
gat 	<TiZ> 
08 	<OTZ> 

OLS 3661366373 1423646634 4441362346 

Lbas-moa 



69 abed 
008T 	63e61361D3 2e6aDve66) D223)6Epae 3ezepele2D 3e2e36eD62 66226eD6ee 

Oft 	ae63reeeeD oeueee6ee eneee6ee6 6eD212D6D1 1.1121D3262 Da6e4e274e 

089T 	1211.21411D 66eeeee622 D312646623 pe64663en 6D62D3eD63 D1eep6e61.) 

OZ91 	141.D6e4ea1 66D6P1.6n6 ea6eee6661. D6euezue ee1.631.6663 Deafteeee6 

09ST 	3eepeeD621. We6D)76276 eftD)DEUE D6n6D2661. 6aneD66» eflezepeD6 

00ST 	eD61461.6DD 6e3.661.66D6 6266D661.66 R266)31.661. 6146636eep 61.6Deeeeee 

OVVT 	1.63E31466D 66464616 636e4661.66 46366346D 6eleep6eye 3ege6n4e2 

08E1 	61.nyea3ep 6666144eD6 e33ezeeD63 neeee61.66 1ADD63Dze e26D1e63e6 

OZET 	44B446Dpez 6D661.66zee 6664eD662D 1.66Dan61e efteenfte ;6263eezze 

09ZT 	3ee36Deaft 222666D)63 D3e133eD6E 36eppe3122 enD662DEE ED6ETEEZPP 

0OZ1 	3eeee6D6e6 614eeeeeze D6eD61.614e ee63era662 266333e63e zueneee6 

OTT 	1e6664.36.0. 3ezer1446e DDD661.61EZ D66266D6e1 ep3x61.1eze eneeeeD66 

080T 	Teppelele AVEE)60D eppeee642e 3eue6D6e1 eeleeema e61.6n663) 

OZOT 	eeftene6e ee62D1141e eppepaevez eD633e6DD1 364666)Dep eee626opee 

096 	124Dpeep64 66eeeeee62 p31eze6a6D 62D1.02666 3p1ee16612 643e1426eD 

006 	626pe61e6e eepp6D6e1.6 61.6622214e 61.6Dp6pee1 24D6eDalle eeen3e22e 

048 	UPDDR61DE e61461e616 6D6e21.6p6e eee1.66D6e3 46ep6ep63e 6421.2D6eD6 

08L 	eeellbeeep peo621x3D6 PIXEDDEDEIE 64.3eve64D1. e111.66e31.6 D4663e1pD6 

OZL 	216D6pep31 3e3ezeD66D D3ap3eeee6 ep63ee1261. 6662DeD66e a61D6epee6 

099 	eeepae24.62 o6eee26622 1.1121.6D36e 63D1.6DDDe6 Dpee642261. 61.2261.6Dee 

009 	1enelple6 ep6ee21.2)6 221.2246ee6 ee662361xe EED66E0D6 e33epp61.66 

OVS 	n33ee6463. ee63pp6ne 23er1363)6 pee4342)6) DeD661.11Ee erp61403.D 

084 	62»6eee6D 621.21.663 eee61e63e6 3n3e613eE een6D6e62 61e26)D3el 

RP 	eD66eDeD63 e3eee6e63e e661)6Dee6 62661.poDe3 pe446DD63e euellbue 

09E 	36eeeeDDeD 364epeee63 661.623eeee 3ve3e662)3 eeppe61.21.6 63ope1a1e6 

00E 	33eD6264D) aeo1op6e1e 646Deen16 63D61.D2162 e66D36eau eee61.4661.) 

OVZ 	ee6D6euee D6eee14663 DeD63666D3 1E1)32610D 62D6B442E3 64e264616 

08T 	6rp13e3x63 Dfteenreft neep3en4 eeeeeeeeee ee6e661.614 64224nee6 

OZT 	22e366226e eezela66ee e36D6DDepD 1.464eepae3 46n61e61.6 61eD2e1.626 

09 	62D6263eep eeeeneeze 1.2063D366 6eD33e3ele eezeozleee 63e63D64e3 
18 	<OOP> 

appdad uoisnd 	<EZZ> 
<OZZ> 

Lbas-jioa 



OL a6ed 

08E1 	2E62222226 2626262611 422E262226 22E226E2E6 43E26414)1 2266266623 

OZET 	2222222622 2464326622 2226226226 2223626622 6236222246 3E3626222E 

09ZT 	6226426222 426224E662 222226E232 2242221242 2222262262 6622622622 

0OZT 	2262222227 22422226E2 22222262E6 6E32222672 2222232E62 2262222222 

OtTT 	4222222222 6622222622 2222626622 2262664222 6764322362 742E762613 

080T 	22426E2E22 6626226776 2262226662 26E22E24E2 2226226664 2226222E26 

OZOT 	2222222622 2263776276 264373E422 76E3633664 6313E36673 222E2E3E26 

096 	2262162677 6216626626 6266266266 2266222662 6226626222 6462222222 

006 	16336E3663 6626626626 6222266266 2664662262 222222E22e 226E662241 

0178 	22664)2411 6622662222 2622622262 1264626122 6222626627 2622226226 

08L 	2722262222 2266222626 2422266626 6422222622 2E2E2222E2 2226422226 

OZL 	3422226331 2132633622 2E26263222 3262222262 2262266222 6222226226 

099 	4222622621 242626E222 622662E226 22622E2266 222E22E242 2222432222 

009 	2266262222 2222622222 6262223222 4666371331 2436234223 6322222222 

OVS 	1222264226 4262262226 2422126222 2241242272 2222662226 6622222222 

0817 	1313363321 26222E2226 6226763222 2263362262 6E6E22E221 22E4222236 

OZt 	36633E4122 2227632233 6111166222  6222222222 2242622222 6622222222 

09E 	1121222626 3341133236 E77240423 1216))4222 2222222622 62262e2422 

00E 	7666E33361 2262362222 6222222222 623E262E26 2E6222E2E2 6263642222 

OtZ 	2262462262 2222664221 2222226226 62)2222216 4366422222 3)22222626 

081 	22622222E2 2E6224E22E 6226222662 2626222222 2262262222 2262226242 

OZT 	4263276372 3623667737 2222622224 e264262622 622)626222 62E22223)E 

09 	4166222244 2662244626 2236222622 4626224666 4262662622 222E222E22 
Z8 	<00t> 

aPPdad uopnd 	<EZZ> 
<0ZZ> 

a2uanbaS LEPW411V 	<m> 
VW 	<ZTZ> 

PM <TTZ> 
Z8 	<OTZ> 

*L61 	 2662 2662224227 6266422142 2622262264 2212662222 6442623422 

OZ6T 	22622232E6 2626262642 222E262226 4222262226 2222622422 2266266622 

0981 	1211323622 2162226622 2226226226 222)626622 6476242226 2226362222 

Lbas-}Loa 



IL abed 
OZT 	3614424621 6646244.214 2222464766 )626442222 4616444264 4464444246 

09 	1664)26144 644614464.2 2421312122 3641.664424 424226)446 1164462222 
48 	<00V> 

appdad ucqsnd 	<EZZ> 
<OZZ> 

eouanbas 1.2PW-1JV 	<ETZ> 
VNG 	<ZTZ> 
189 	<ITZ> 
48 	<OTZ> 

1801 466 

0801 	61664.44442 4646641124 4)62446226 4244266421 2641264432 4226422442 

OZOT 	6264624461 44712)6)1E 6322226222 044626131) 1276646662 4424442462 

096 	1246144661 2422624642 6222462664. 1644624E24 6424646222 2642644644 

006 	4326DD1266 443e376233 2724222424 4424216246 46642224e2 2426422222 

048 	4424.222262 2244222622 6224444)6) 4434214)26 2446242244 2324423)34 

08L 	4662222261 2712264661 4226166122 46461.44246 4442246264 7111362224 

OZL 	46646246)4 62)6222666 4462482)42 222)644666 442)62222e 6422222462 

099 	3226444623 6264)44242 2)6216)366 1647424664 4244242)24 6276446464 

009 	2411667664 6616622664 4166164466 4622)63642 2222216446 2166366166 

OS 	4.664462224 7234612444 222663)142 246324466) 6246212263 2411466464 

084 	4622226344 6642116663 342246444e 4246644661 2E12646646 4441644462 

OZV 	6447221244 2164422622 6124632464 6244262764 6446422216 6222121442 

09E 	3646464226 6466412246 2421664422 1211263246 77146)6241 3644446276 

00E 	61»421221 6612616261 2644321246 614146461 1644646677 2446116677 

OVZ 	3662673262 2262446642 2422634624 2)62224661 2)6444462e 24246)4634 

08T 	3461423264 62)32)6676 2464144123 7723226142 363)2663)3 2222366462 

OZT 	2264223266 364666362) 6142222464 2226463224 6664774622 664.4446772 

09 	22261)4324 2644446264 44622)6466 4263124.462 4646677644 6126246462 
18 	<004> 

app.dad uo!.snd 	<EZZ> 
<OZZ> 

aDuanbas lel-DI-11JY 	<ETZ> 
vNa 	<ZIZ> 

£901 	<TIP. 
ES 	<OTZ> 

VEVE 	 4664 4661)3418) 6366344422 7627762263 2432664248 644e6444e3 
ibas-moa 



ZL abed 
appdad uo1sn3 	<up 

<OZZ> 

aDuanbas LeM41.4JV 	<ETZ> 
VNO 	<ZTZ> 
009 	<FEZ> 

ZL9 

98 	<OW> 

ee e6))4e2286 

099 	)6e633464D De76e46676 e11e1leeee 4644663626 2Dee22)626 27)262746) 

009 	4))2)6466) De64D46D1.6 1eD63e2)2) 242222)6)4 6673eD3e4e e6D3262461 

OtS 	Dbeeee2672 2622626746 6e76643266 6276774664 6646676246 6266466266 

084 	4166474242 )616611122 4D6eDD6e26 2272266422 264426274e DeefteeDDE 

OZt 	646D6e6462 4412e7673e 64eeee6eee 61Det61242 2e)6626662 7424442)62 

09E 	4e46274662 24226e762e 6yeeD6e664 464D6e4e24 63236D6eee 264e64D617 

00E 	44E63)4866 D74e4D62)) 2424222424 71e3e16e36 4664eeepee e3ebaeeeee 

OVZ 	DDEIXEEE62 2e44222622 66e)224767 141.4E1nE6 23D6E3E41.4 e1e41e4144 

08T 	)662e22262 e344e64662 Dee6166422 46764742)6 2DleeD6e64 D422)6e4eD 

OZT 	166D6e46D3 62)6e2e666 4)6242e44e eeeD672666 2DeD622e22 642e222D6e 

09 	4Ee6=6ED 6262)Dyele eD6e26)466 46)Dpe766) )243222DeD 6eD644646D 

	

S8 	<00P> 

	

apudad ucqsnd 	<up 
<OZZ> 

aDuanbas LePW.4-1V 	<m> 
VNO 	<ZIZ> 
ZL9 	<UTZ> 
58 	<OTZ> 

T89 D 6662664321 4E46466442 

099 	141D6EDAP E64244E664 ele644e64) leDeefteeD 4E64646E64 641444E46) 

009 	1e6leyee6E 2E6)2E614 442E466466 6eD2e422e) 62424623)6 62eue6e36 

OPS 	1e6eee4626 6446446e2e e26DeD6D6e 22262262)6 472426774F 667D424D6e 

084 	epeze16eE4 elplele462 )62664262D 6ee3e61eee eeDDeleeee 622elleee6 

OZ4 	ee66e)414D 602412e4D3 e6eDD6e4e2 44E4844244 44466epeee 62E224E626 

09E 	644ee64664 Ee2646442E )64442E46E 6424442624 v416646E46 446E462E26 

00£ 	66426e4EE4 2yeee46446 6644)46eee ele61eeeve) 6e4eE64446 226261744e 

Ova 	3ee)6246)4 664644)2)6 6)4e44e4e) E46E464464 646E464)26 6462E86266 

081 	466)6E4662 6646)24644 6462466E46 64)4666446 47eee6242E 44E646E6)4 
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eolf-seql 

<400> 	86 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa atcaatagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgctttcaag aagagattaa agaaaatacc 240 

aaaaatgata aacaaatggt gcagtacatc tataaatata ccagctatcc ggacccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggtctgtat 360 

agcatttatc agggtggcat ctttgagctg aaagaaaatg atcgcatctt tgttagcgtg 420 

accaacgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtt 480 

ggtggtggtg gcggtagcgg agcaccgtgt cataccgcag cacgtagcga atgtaaacgt 540 

agccataaat ttgttccggg tgcatggctg gcaggcgaag gtgttgatgt taccagcctg 600 

<210> 	87 
<211> 	630 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	87 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa atcaatagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgctttcaag aagagattaa agaaaatacc 240 

aaaaatgata aacaaatggt gcagtacatc tataaatata ccagctatcc ggacccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggtctgtat 360 

agcatttatc agggtggcat ctttgagctg aaagaaaatg atcgcatctt tgttagcgtg 420 

accaacgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtt 480 

ggtggtggtg gcggtagcgg tcgtgttgtt cgtccgctgg gtctggctgg cgcaccgtgt 540 

cataccgcag cacgtagcga atgtaaacgt agccataaat ttgttccggg tgcatggctg 600 

gcaggcgaag gtgttgatgt taccagcctg 630 

<210> 	88 
<211> 	1308 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Fusion Peptide 
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<400> 	88 
gatgtgattc gcgaatatct gatgtttaat gaactgagcg cactgagcag cagtccggaa 60 

agcgttcgta gccgttttag cagcatttat ggcaccaatc cggatggtat tgcactgaat 120 

aatgaaacct atttcaatgc cgtgaaacct ccgattaccg cacagtatgg ttattattgc 180 

tacaaaaatg ttggcaccgt gcagtatgtt aatcgtccga ccgatattaa tccgaatgtt 240 

attctggcac aggataccct gaccaataat accaatgaac cgtttaccac caccattacc 300 

attaccggta gctttaccaa taccagcacc gttaccagca gcaccaccac cggtttcaaa 360 

tttaccagca aactgagcat caaaaaagtg tttgaaattg gtggcgaagt gagctttagc 420 

accaccattg gcaccagcga aaccaccacc gaaaccatta ccgtgagcaa aagcgttacc 480 

gttaccgttc cggcacagag ccgtcgtacc attcagctga ccgcaaaaat tgcaaaagaa 540 

agcgcagatt ttagcgcacc gattaccgtt gatggttatt ttggtgcaaa ttttccgaaa 600 

cgtgttggtc cgggtggtca ttacttttgg tttaatccgg cacgtgatgt gctgaatacc 660 

accagtggca ccctgcgtgg tacagttacc aatgtttcta gctttgattt tcagaccatt 720 

gttcagcctg cacgtagcct gctggatgaa cagcgtgttg ttcgtccgct gggtctggca 780 

ggcggtagcg gtggtggttc aggtggtggt gaacgtggtc cgcagcgtgt tgcagcacat 840 

attaccggca cccgtggtcg tagcaatacc ctgagcagcc cgaatagcaa aaatgaaaaa 900 

gcactgggtc gcaaaatcaa tagctgggaa agcagccgta gcggtcatag ctttctgagc 960 

aatctgcatc tgcgtaatgg tgaactggtg attcatgaaa aaggcttcta ctatatttac 1020 

agccagacct attttcgctt tcaggaagaa attaaagaaa ataccaaaaa tgataaacaa 1080 

atggtgcagt atatctataa atacaccagc tatccggatc cgattctgct gatgaaaagc 1140 

gcacgtaata gctgttggag caaagatgca gaatatggcc tgtatagcat ttatcagggt 1200 

ggcatttttg aactgaaaga aaatgatcgc atttttgtga gcgtgaccaa tgaacatctg 1260 

attgatatgg atcatgaagc aagtttcttt ggtgcatttc tggtgggc 1308 

<210> 	89 
<211> 	645 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Fusion Peptide 

<400> 	89 
cgtgtggcgg cgcatattac cggcacccgt ggccgtagca acaccctgag cagcccgaac 60 

agcaaaaacg aaaaagcgct gggccgtaaa attaacagct gggaaagcag ccgtagcggc 120 

catagctttc tgagcaacct gcatctgcgt aacggcgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgttttcagg aagaaattaa agaaaacacc 240 
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aaaaacgata aacagatggt gcagtatatt tataaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcgcg taacagctgc tggagcaaag atgcggaata tggcctgtat 360 

agcatttatc agggcggcat ttttgaactg aaagaaaacg atcgtatttt tgtgagcgtg 420 

accaacgaac atctgattga tatggatcat gaagcgagct tttttggcgc gtttctggtg 480 

ggcggctgcg cggcgtgcgc ggcggcgtgc ggcggcggcc cgctgggcct ggcgggccgt 540 

gtggtgcgtt ataaatggta tggctatacc ccgcagaacg tgattggcgg cggcaaactg 600 

ctgctgaaac tgctgaaaaa actgctgaaa ctgctgaaaa aaaaa 645 

<210> 	90 
<211> 	281 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	90 

Met Ala Met Met Glu val Gln Gly Gly Pro Ser Leu Gly Gln Thr Cys 
1 	 5 10 	 15 

Val Leu Ile Val Ile Phe Thr val Leu Leu Gln Ser Leu Cys Val Ala 
20 	 25 30 

Val Thr Tyr Val Tyr Phe Thr Asn Glu Leu Lys Gln Met Gln Asp Lys 
35 	 40 45 

Leu Lys Glu Asp Asp Ser Tyr Tyr Ser Lys Ser Gly Ile Al
5
a Cys Phe 

50 	 5 60 

Trp Asp Pro Asn Asp Glu Glu Ser Met Asn Ser Pro Cys Trp Gln Val 
65 	 70 75 	 80 

Lys Trp Gln Leu Arg Gln Leu val Arg Lys Met Ile Leu Arg Thr Ser 
85 90 	 95 

Glu Glu Thr Ile Ser Thr val Gln Glu Lys Gln Gln Asn Ile Ser Pro 
100 	 105 110 

Leu val Arg Glu Arg Gly Pro Gln Arg val Ala Ala His Ile Thr Gly 
115 	 120 125 

Thr Arg Gly Arg Ser Asn Thr Leu Ser ser Pro Asn Ser Lys Asn Glu 
130 	 135 140 

Lys Ala Leu Gly Arg Lys Ile Asn ser Trp Glu Ser Ser Arg Ser Gly 
145 	 150 155 	 160 

His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu val Ile 
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165 170 175 

His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser Gln Thr Tyr Phe Arg Phe 
180 185 190 

Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn Asp Lys Gln Met val Gln 
195 200 205 

Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys 
210 	 215 220 

Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr 
225 	 230 235 240 

Ser Ile Tyr Gin Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile 
245 250 255 

Phe val ser val Thr Asn Glu His Leu Ile Asp Met Asp His Glu Ala 
260 265 270 

Ser Phe Phe Gly Ala Phe Leu Val Gly 
275 280 

<210> 	91 
<211> 	223 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	91 

Lys Leu Leu Leu Lys Leu Leu Lys Lys Leu Leu Lys Leu Leu Lys Lys 
1 	 5 10 15 

Lys Gly Gly Gly Tyr Gly Arg Pro Arg Gln Ser Gly Lys Lys Arg Lys 
20 25 30 

Arg Lys Arg Leu Lys Pro Thr Arg Val Val Arg Pro Leu Gly Leu Ala 
35 40 45 

Gly Gly Gly Cys Ala Ala Ala Cys Ala Ala Cys Ser Gly Gly Arg val 
50 	 55 60 

Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu Ser Ser 
65 	 70 75 80 

Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn ser Trp 
85 90 95 
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Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg 
100 105 110 

Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser 
115 120 125 

Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr Lys Asn 
130 	 135 140 

Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp 
145 	 150 155 160 

Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp 
165 170 175 

Ala Glu Tyr Gly Leu Tyr ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu 
180 185 190 

Lys Glu Asn Asp Arg Ile Phe val Ser val Thr Asn Glu His Leu Ile 
195 200 205 

Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val Gly 
210 215 220 

<210> 	92 
<211> 	223 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	92 

Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys Arg Arg 
1 	 5 10 15 

Arg Arg Arg Arg Arg Arg Lys Lys Arg Gly Gly Gly Cys Ala Ala Ala 
20 25 30 

Cys Ala Ala Cys Thr Ser Glu Glu Thr Ile ser Thr val Gin Glu Lys 
35 40 45 

Gln Gln Asn Ile ser Pro Leu val Arg Glu Arg Gly Pro Gln Arg val 
50 	 55 60 

Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser 
65 	 70 75 80 

Page 77 



eolf-seql 

Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Trp 
85 90 95 

Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg 
100 105 110 

Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile Tyr Ser 
115 120 125 

Gln Thr Tyr Phe Arg Phe Gin Glu Glu Ile Lys Glu Asn Thr Lys Asn 
130 135 140 

Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp 
145 150 155 160 

Pro Ile Len Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp 
165 170 175 

Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe Glu Leu 
180 185 190 

Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Gln His Leu Ile 
195 200 205 

Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
210 215 220 

<210> 93 
<211> 232 
<212> PRT 
<213> Artificial 	sequence 

<220> 
<223> - 

<400> 93 

Lys Leu Ala Lys Leu Ala Lys Lys Len Ala Lys Leu Ala Lys Arg Arg 
1 5 10 15 

Arg Arg Arg Arg Arg Arg Lys Lys Arg His Arg Gin Pro Arg Gly Trp 
20 25 30 

Gin Gin Gly Gly Gly Cys Ala Ala Ala Cys Ala Ala Cys Thr Ser Glu 
35 40 45 

Glu Thr Ile Ser Thr Val Gln Glu Lys Gin Gln Asn Ile Ser Pro Leu 
50 55 60 
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Val Arg Giu Arg Gly Pro Gln Arg Val Ala Ala His Ile Thr Gly Thr 
65 	 70 75 80 

Arg Gly Arg ser Asn Thr Leu ser ser Pro Asn ser Lys Asn Glu Lys 
85 90 95 

Ala Leu Gly Arg Lys Ile Asn Ser Trp Glu Ser Ser Arg Ser Gly His 
100 105 110 

Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly Glu Leu Val Ile His 
115 120 125 

Glu Lys Gly Phe Tyr Tyr Ile Tyr ser Gln Thr Tyr Phe Arg Phe Gln 
130 	 135 140 

Glu Glu Ile Lys Giu Asn Thr Lys Asn Asp Lys Gln Met val Gin Tyr 
145 	 150 155 160 

Ile Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro Ile Leu Leu Met Lys Ser 
165 170 175 

Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu Tyr Gly Leu Tyr Ser 
180 185 190 

Ile Tyr Gln Gly Gly Ile Phe Glu Leu Lys Glu Asn Asp Arg Ile Phe 
195 200 205 

Val 	Ser Val Thr Asn Glu His Leu Ile Asp Met Asp His Giu Ala Ser 
210 	 215 220 

Phe Phe Gly Ala Phe Leu Val Gly 
225 	 230 

<210> 	94 
<211> 	207 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	- 

<400> 	94 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
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35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys ser Ala Arg Asn ser Cys Trp ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly Gly ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val Val Arg Tyr Ala Arg Ala Ala Ala Arg Gln Ala Arg Ala Gly 
180 185 190 

Gly Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
195 200 205 

<210> 	95 
<211> 	218 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	95 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile ASn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 
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Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn ASp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val ser val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val Arg Tyr Ala Arg Ala Ala Ala Arg Gln Ala Arg Ala Gly 
180 185 190 

Gly Arg Trp Gly Lys Trp Phe Lys Lys Ala Thr His Val Gly Lys His 
195 200 205 

val Gly Lys Ala Ala Leu Thr Ala Tyr Leu 
210 215 

<210> 96 
<211> 219 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> - 

<400> 96 

Arg val Ala Ala HiS Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 
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Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys 
6
Gly Phe Tyr Tyr Ile 

5 	 55 0  

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys 	Met Val Gin Gln Tyr I 
9
le Tyr Lys Tyr Thr Ser Tyr 
0 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly Gly ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val Val Arg Tyr Ala Arg Ala Ala Ala Arg Gln Ala Arg Ala Gly 
180 185 190 

Gly Gly Arg Arg Lys Arg Lys Trp Leu Arg Arg Ile Gly Lys Gly Val 
195 200 205 

Lys Ile Ile Gly Gly Ala Ala Leu Asp His Leu 
210 215 

<210> 	97 
<211> 	212 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	97 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 	 5 10 15 
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Glu Lys Ala Leu Gly Arg Lys Ile Asn ser Ser Pro Asn

0 	
Ser Lys Asn 
20 25 3 

Ser Trp Glu Ser Ser Arg ser Gly His ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val Val Arg Thr His Arg Pro Pro Met Trp Ser Pro Val Trp Pro 
180 185 190 

Gly Gly Gly Lys Leu Leu Leu Lys Leu Leu Lys Lys Leu Leu Lys Leu 
195 200 205 

Leu Lys Lys Lys 
210 

<210> 	98 
<211> 	207 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	98 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
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1 	 5 10 15 

Ser Ser Pro ASn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg ASn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln. Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val 	Tyr Gly Arg 
1
Arg Lys Arg Arg Gln Arg Arg Arg Gly 
80 

Lys 
8 190 

Gly Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu Ala Lys 
195 200 205 

<210> 	99 
<211> 	211 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	99 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 
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Ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu ser ser Arg ser Gly His ser Phe Leu ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 	 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu met Lys ser Ala Arg Asn ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 12S 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val ser val Thr Asn Glu His 
130 	 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 	 150 155 160 

Gly Gly Gly Gly Gly ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val Arg Gly Arg Phe Lys Arg Phe Arg Lys Lys Phe Lys Lys 
180 185 190 

Leu Phe Lys Lys Leu Ser Gln Arg Leu Gly Asn Gln Trp Ala val Gly 
195 200 205 

His Leu Met 
210 

<210> 	100 
<211> 	210 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	100 
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Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
SO 55 60 

T7yyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
70 75 80 

Lys ASP ASp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val Val Arg Tyr Gly Arg Lys Lys Arg Arg Gln Arg Arg Arg Gly 
180 185 190 

Gly Arg Phe Lys Arg Phe Arg LyS Lys Phe Lys Lys Leu Phe Lys Lys 
195 200 205 

Leu Ser 
210 

<210> 101 
<211> 211 
<212> PRT 
<213> Artificial sequence 

<220> 
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eolf-seql 
<223> - 

<400> 101 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro 	ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
2
Asn

0 25 3 0 

ser Trp Glu ser ser Arg ser Gly His Ser Phe Leu ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp ser 
100 105 110 

Lys Asp Glu Tyr Gly Ala 
115 

Leu y
0  12 

T Ser Ile Tyr 
1

r Gln Gly Gly Ile Phe 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 150 155 160 

Gly Gly Gly Gly 	Ser 
1
Gly Gly Gly Gly 

1
Gly Pro Leu Gly Leu A la Gly 

65 7 

Arg val val Arg Gly Gly Leu Arg Ser Leu Gly Arg Lys Ile Leu Arg 
180 185 190 

Ala Trp Lys Lys Tyr Gly Gln Arg Leu Gly Asn Gln Trp Ala Val Gly 
195 200 205 

His Leu Met 
210 

<210> 102 
<211> 234 
<212> PRT 	• 
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<213> 	Artificial Sequence 

<220> 
<223> - 

<400> 102 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile S
o
rg

5 
 

60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met Val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile. Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val Arg Gly Gly Gly Ile Gly Ala Arg Leu Lys Val Leu Thr 
180 185 190 

Thr Gly 
Leu 

Pro Arg Ile Ser Trp Ile Lys Arg Lys Arg Gln Gln Gly 
195 200 205 

Gly Gly Gly Ser Lys Leu Ala Lys Leu Ala Lys Lys Leu Ala Lys Leu 
210 215 220 
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Ala Lys Arg Arg Arg A rg Arg Arg Arg Arg 
225 230 

<210> 	103 
<211> 	205 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	103 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 23 30 

Ser Trp Glu ser ser Arg ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 43 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Glu Tyr Lys Asp Ala 
115 

Gly Leu Tyr
0  1 

Ser Ile Tyr Gln 
1
G ly 
25 

Gly Ile Phe 

Glu Leu Lys Glu Asn Asp Arg I

2 

le Phe val ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala ser Phe Phe Gly Ala Phe Leu val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val val Arg Gly Ile Gly Ala Arg Leu Lys Val Leu Thr Thr Gly 
180 185 190 

Leu Pro Arg Ile Ser Trp Ile Lys Arg Lys Arg Gln Gin 
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195 200 205 

<210> 	104 
<211> 	215 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	104 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn Ser Ser Pro Asn
0 	

Ser Lys 
2 0 25 3 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu  S
o
rg Asn Gly Glu Leu Val 

55 
Ile His Glu Lys Gly

60  
Phe Tyr Tyr Ile 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 	 70 75 80 

Lys Asn Asp Lys Gln met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 	 150 155 160 

Gly Gly Gly Gly 	Ser 
1
Gly
65  

Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
170 175 

Arg Val Val Arg Arg Arg Arg Arg Arg Arg Arg Arg Gly Gly Ile 
180 185 190 

 
 

Gly Ala Arg Leu Lys Val Leu Thr Thr Gly Leu Pro Arg Ile Ser Trp 
195 200 205 
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Ile Lys Arg Lys Arg Gln Gln 
210 215 

<210> 	105 
<211> 	215 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	105 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu  S
o
rg Asn Gly Giu Leu al Ile v

5  5 
His Giu Lys Gly

60  
Phe Tyr Tyr Ile 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu met Lys Ser Ala Arg Asn Ser Cys Trp ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Ser Ile Tyr Gln Gly Gly Ile Phe 
115  

Leu Tyr
120 1 25 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val Ser val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg Val Val Arg Gly Gly Gly Ile Gly Ala Arg Leu Lys Val Leu Thr 
180 185 190 
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Thr Gly Leu Pro Arg Ile Ser Trp Ile Lys Arg Lys Arg Gln Gln Arg 
195 2 20 5 

Arg A 	Arg Arg Arg rg Arg Arg 
210 215 

<210> 	106 
<211> 	203 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	106 

Arg val Ala Ala His Ile Thr Gly Thr Arg Gly Arg ser Asn Thr Leu 
1 	 5 10 15 

Ser Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
20 25 30 

Ser Trp Glu Ser Ser Arg Ser Gly His ser Phe Leu Ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe val ser Val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 
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Arg val val Arg Arg Arg Arg Arg Arg Arg Arg Arg Lys Leu Leu Leu 

180 185 190 

Arg Leu Leu Lys Lys Leu Leu Arg Leu Leu Lys 
195 200 

<210> 107 
<211> 208 
<212> PRT 
<213> 	Artificial Sequence 

<220> 
<223> - 

<400> 107 

Arg Val Ala Ala His Ile Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu 
1 5 10 15 

Ser Ser Pro Asn
0 	

Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys Ile Asn 
25 1 30 

Ser Trp Glu Ser Ser Arg ser Gly His Ser Phe Leu ser Asn Leu His 
35 40 45 

Leu Arg Asn Gly Glu Leu Val Ile His Glu Lys Gly Phe Tyr Tyr Ile 
50 55 60 

Tyr Ser Gln Thr Tyr Phe Arg Phe Gln Glu Glu Ile Lys Glu Asn Thr 
65 70 75 80 

Lys Asn Asp Lys Gln Met val Gln Tyr Ile Tyr Lys Tyr Thr Ser Tyr 
85 90 95 

Pro Asp Pro Ile Leu Leu Met Lys Ser Ala Arg Asn ser Cys Trp Ser 
100 105 110 

Lys Asp Ala Glu Tyr Gly Leu Tyr Ser Ile Tyr Gln Gly Gly Ile Phe 
115 120 125 

Glu Leu Lys Glu Asn Asp Arg Ile Phe Val Ser val Thr Asn Glu His 
130 135 140 

Leu Ile Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val 
145 150 155 160 

Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Pro Leu Gly Leu Ala Gly 
165 170 175 

Arg val val Arg Tyr Gly Arg Lys Lys Arg Arg Gln Arg Arg Arg Gly 
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eolf-seql 

aaaaacgata aacagatggt gcagtatatt tataaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcgcg taacagctgc tggagcaaag atgcggaata tggcctgtat 360 

agcatttatc agggcggcat ttttgaactg aaagaaaacg atcgtatttt tgtgagcgtg 420 

accaacgaac atctgattga tatggatcat gaagcgagct tttttggcgc gtttctggtg 480 

ggcggcggcg gcggcagcgg cggcggcggc ccgctgggcc tggcgggccg tgtggtgcgt 540 

tatgcgcgtg cggcggcgcg tcaggcgcgt gcgggcggcg gccgtcgtaa acgtaaatgg 600 

ctgcgtcgta ttggcaaagg cgtgaaaatt attggcggcg cggcgctgga tcatctg 657 

<210> 	114 
<211> 	636 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	114 
cgtgtggcgg cgcatattac cggcacccgt ggccgtagca acaccctgag cagcccgaac 60 

agcaaaaacg aaaaagcgct gggccgtaaa attaacagct gggaaagcag ccgtagcggc 120 

catagctttc tgagcaacct gcatctgcgt aacggcgaac tggtgattca tgaaaaaggc 180 

ttttattata tttatagcca gacctatttt cgttttcagg aagaaattaa agaaaacacc 240 

aaaaacgata aacagatggt gcagtatatt tataaatata ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcgcg taacagctgc tggagcaaag atgcggaata tggcctgtat 360 

agcatttatc agggcggcat ttttgaactg aaagaaaacg atcgtatttt tgtgagcgtg 420 

accaacgaac atctgattga tatggatcat gaagcgagct tttttggcgc gtttctggtg 480 

ggcggcggcg gcggcagcgg cggcggcggc ccgctgggcc tggcgggccg tgtggtgcgt 540 

acccatcgtc cgccgatgtg gagcccggtg tggccgggcg gcggcaaact gctgctgaaa 600 

ctgctgaaaa aactgctgaa actgctgaaa aaaaaa 636 

<210> 	115 
<211> 	621 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	115 
cgcgtggcgg cgcatattac cggcacccgc ggccgcagca acaccctgag cagcccgaac 60 

agcaaaaacg aaaaagcgct gggccgcaaa attaacagct gggaaagcag ccgcagcggc 120 

catagctttc tgagcaacct gcatctgcgc aacggcgaac tggtgattca tgaaaaaggc 180 
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ananbas LeplA44.1v 	<m> 
VNO 	<ZTZ> 
EE9 	<EU> 

TZ9 e 

9TT 	<OTZ> 

PE636643PE e6)662)eee 

009 E226)664pe 226)664)22 e)66)6636) 36»636e» 67)6).222E2 E)6»661E4 

OtS 36)6466463 6»6663664 3366623633 D663663663 6636e36636 6366366366 

084 61664)1146 )6)6641414 1)6e6)6e.e6 le)4e664E4 861486434e ope6pee))2 

OZV 64636E6161 144106)1e 6)22226E2e 6172E64444 42)66)6662 )42244E)62 

09E 1E4643)664 elee66)64e 6E2E)6E664 )61)6E3Ee3 6)63636eee E64E64)643 

00E 13e6331.E66 334E3.36E3D eleuee4e4 44e4E46E)6 4661e6epee PIX6DPEEPE 

OPZ DDEDREVP6V re33eee622 6627144)6) 434424»26 e336242444 R1.21421.133 
Lbas-moa 



66 abed 

OZT 46646e1634 6246822666 446242244e e224644666 4424622222 642282246e 

09 1eE6333623 6E64444E4e 2468464466 16333E3663 3el4e4e4e4 6e46446164 
6TT 	<0017> 

- 	<EZZ> 
<OZZ> 

aDuanbas Lepg44JV 	<ETZ> 
VNG 	<ZTZ> 
ZOL 	<T1Z> 
6TT 	<OTZ> 

1E9 64e 6444e41661 46E4666462 3422466613 

009 4646244664 e1eee6ee66 4e46464644 44eeee164e 6664446846 4644466466 

045 1641163464 6316624661 4466644443 4664664664 6616246646 6466466466 

084 6466444442 4646644441 1462446ee6 4244e664e4 e641e6444e 3ee6422442 

Oa4 64646e6464 444484644e 6Deeeeftee 6142e64444 424664666e 44E444E46E 

09E 1.246443664 242262464e 62e2362664 4614624221 64246462E2 8642643644 

00E 41e6444e66 D31E1D6E3D eyeleee4e4 34e4e46e46 1661eeeDee e4e63eee2E 

017Z 44e3eeee6e 22448686ee 6ee4444464 1444e44426 E336E3E131 2421424414 

081 466eeeee64 2441864664 422646642e 1646444246 144ee36e64 441246e1e4 

OZT 46646e4644 6e46eee666 146e3ee43e 8884641666 44e46eeeee 64.2eeeeD6e 

09 42E6DDA2D 6264444242 2468464466 4644424664 4E442424ED 6246416464 
8T1 	<004> 

- 	<EZZ> 
<OZZ> 

aDuanbaS leM1P-IY 	<ETZ> 
VNO 	<ZTZ> 
EE9 	<EU> 
8TT 	<OTZ> 

0E9 462644222e 2244464422 2228444228 

009 eee4644141 64eee14416 31.661.66463 1631636234 63163EPEee 24631661e4 

0175 1642264464 6416624664 4466644443 4664664663 6646246646 6466466166 

0817 6466444448 4616641414 4462446226 4244266124 e641e6444e 488648844e 

OZt 6164626463 1141e1642e 6482826222 613ee64414 42)6646662 442414246e 

09E 4246444664 elee6e4648 6222362664 4613624224 6)2364622e 864e614644 

00E 4426444266 3442446244 2424222424 4424246246 4664222422 2126422282 

OVZ 442488226e ee1486e6ee 6ee4444463 4444244326 8446E48444 2424424344 

Lbas-gloa 



eolf-seql 
catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgc 540 

ggaggtggta ttggtgcacg tctgaaagtt ctgaccaccg gtctgcctcg tattagctgg 600 

attaaacgta aacgtcagca gggtgggggt ggtagcaaac tggcaaaact ggcgaaaaaa 660 

ctggctaaac tggccaaacg tcgtcgtcgc cgtcgtcggc gt 702 

<210> 	120 
<211> 	615 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	120 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaacagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgt 540 

ggtattggtg cacgtctgaa agttctgacc accggtctgc ctcgtattag ctggattaaa 600 

cgtaaacgtc agcag 615 

<210> 	121 
<211> 	645 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	121 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 
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agcaaaaatg aaaaagcact gggtcgcaaa attaacagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgt 540 

cgtcgtcgcc gtcggcgtcg tcgcggtggt ggaattggtg cacgtctgaa agttctgacc 600 

accggtctgc ctcgtattag ctggattaaa cgtaaacgtc agcag 645 

<210> 	122 
<211> 	645 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<400> 	122 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaacagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgc 540 

ggaggtggta ttggtgcacg tctgaaagtt ctgaccaccg gtctgcctcg tattagctgg 600 

attaaacgta aacgtcagca gcgtcgtcgt cgccgtcgtc ggcgt 645 

<210> 	123 
<211> 	609 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	123 
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cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaacagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgt 540 

cgtcgtcgcc gtcggcgtcg tcgtaaactg ctgctgcgtc tgctgaaaaa actgctgcgc 600 

ctgctgaaa 609 

<210> 	124 
<211> 	624 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<400> 	124 
cgtgttgcag cacatattac cggcacccgt ggtcgtagca ataccctgag cagcccgaat 60 

agcaaaaatg aaaaagcact gggtcgcaaa attaacagct gggaaagcag ccgtagcggt 120 

catagctttc tgagcaatct gcatctgcgt aatggtgaac tggtgattca tgaaaaaggc 180 

ttctactata tctacagcca gacctatttt cgcttccaag aagagattaa agaaaacacc 240 

aaaaacgata aacaaatggt gcagtacatc tataaataca ccagctatcc ggatccgatt 300 

ctgctgatga aaagcgcacg taatagctgt tggagcaaag atgcagaata tggcctgtat 360 

agcatttatc agggtggcat ctttgaactg aaagaaaacg atcgtatttt cgtgagcgtg 420 

accaatgaac atctgatcga tatggatcat gaagccagct tttttggtgc atttctggtg 480 

ggtggtggtg gcggtagtgg cggtggtggt cctctgggtc tggcaggtcg tgttgttcgt 540 

tatggtcgta aaaaacgtcg tcagcgtcgt cgtggtggta aactgctgct gcgtctgctg 600 

aaaaaactgc tgcgcctgct gaaa 624 

<210> 	125 
<211> 	39 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 
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<400> 125 

Lys Leu Leu Leu Lys Leu Leu Lys Lys Leu Leu Lys Leu Leu Lys Lys 
1 5 	 10 	 15 

Lys Gly Gly Gly Tyr Gly Arg Pro Arg Gln Ser Gly Lys Lys Arg Lys 
20 	 25 	 30 

Arg Lys Arg Leu Lys Pro Thr 
35 

<210> 126 
<211> 25 
<212> PRT 
<213> Pleuronectes americanus 

<300> 
<301> Hilchie AL, Doucette CD, Pinto DM, Patrzykat A, Douglas S, Hoskin 

OW. 
<302> Pleurocidin-family cationic antimicrobial peptides are cytolytic 

for breast carcinoma cells and prevent growth of tumor xenografts 
<303> Breast Cancer Res. 
<304> 13 
<305> 5 
<306> 8102 
<307> 2011-10-24 

<400> 126 

Arg Trp Gly Lys Trp Phe Lys Lys Ala Thr His Val Gly Lys His Val 
1 5 	 10 	 15 

Gly Lys Ala Ala Leu Thr Ala Tyr Leu 
20 	 25 

<210> 127 
<211> 26 
<212> PRT 
<213> Pleuronectes americanus 

<300> 
<301> Hilchie AL, Doucette CD, Pinto DM, Patrzykat A, Douglas S, Hoskin 

DW. 
<302> Pleurocidin-family cationic antimicrobial peptides are cytolytic 

for breast carcinoma cells and prevent growth of tumor 
xenografts. 

<303> Breast Cancer Res. 
<304> 13 
<305> 5 
<306> 8102 
<307> 2011-10-24 

<400> 127 

Gly Arg Arg Lys Arg Lys Trp Leu Arg Arg Ile Gly Lys Gly Val Lys 
1 5 	 10 	 15 
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Ile Ile Gly Gly Ala Ala Leu Asp His Leu 

20 	 25 

<210> 	128 
<211> 	17 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<300> 
<301> 	Papo N, shai Y. 
<302> 	New lytic peptides based on the D,L-amphipathic helix motif 

preferentially kill tumor cells compared to normal cells. 
<303> 	Biochemistry 
<304> 	42 
<305> 	31 
<306> 	9346-54 
<307> 	2003-08-12 

<400> 	128 

Lys Leu Leu Leu Lys Leu Leu Lys Lys 
Leu 

 Leu Lys Leu Leu 	Lys 
Lys 5 	 5 

Lys 

<210> 	129 
<211> 	31 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<300> 
<301> 	Cai H, Yang H, Xiang B, Li S, Liu S, Wan L, Zhang 3, Li Y, Cheng 

3, 	Lu x. 
<302> 	Selective apoptotic killing of solid and hematologic tumor 

by bombesin-targeted delivery of mitochondria-disrupting 
peptides. 

cells 

<303> 	Molecular Pharmacology 
<304> 	7 
<305> 	2 
<306> 	586-96 
<307> 	2010-04-05 

<400> 	129 

Gly Arg Phe Lys Arg Phe Arg Lys Lys Phe Lys Lys Leu Phe Lys Lys 
1 	 5 	 10 	 15 

Leu Ser Gln Arg Leu Gly Asn Gln Trp Ala Val Gly His Leu Met 
20 	 25 	 30 

<210> 	130 
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<211> 	17 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	- 

<300> 
<301> 	Cai H, Yang H, Xiang B, Li S, Liu 5, Wan L, Zhang 3, Li Y, Cheng 

3, 	Lu X. 
<302> 	Selective apoptotic killing of solid and hematologic tumor 

by bombesin-targeted delivery of mitochondria-disrupting 
peptides. 

cells 

<303> 	Molecular Pharmacology 
<304> 	7 
<305> 	2 
<306> 	586-96 
<307> 	2010-04-05 

<400> 	130 

Arg Phe Lys Arg Phe Arg Lys Lys Phe Lys Lys Leu Phe Lys Lys Leu 
1 	 5 	 10 	 15 

Ser 

<210> 	131 
<211> 	29 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	- 

<300> 
<301> 	Cai H, Yang H. Xiang B, Li 5, Liu 5, Wan L, Zhang 3, Li Y, Cheng 

3, 	Lu X. 
<302> 	Selective apoptotic killing of solid and hematologic tumor 

by bombesin-targeted delivery of mitochondria-disrupting 
peptides. 

cells 

<303> 	Molecular Pharmacology 
<304> 	7 
<305> 	2 
<306> 	586-96 
<307> 	2010-04-05 

<400> 	131 

Leu Arg Ser Leu Gly Arg Lys Ile Leu Arg Ala Trp Lys Lys Tyr Gly 
1 	 5 	 10 	 15 

Gln Arg Leu Gly Asn Gln Trp Ala val Gly His Leu Met 
20 	 25 

<210> 	132 
<211> 	25 
<212> 	PRT 
<213> 	Apis mellifera 

Page 105 



eolf-seql 

<300> 
<308> genbank/AAU87881 
<309> 2004-10-04 
<313> (1)..(25) 

<400> 132 

Gly Ile Gly Ala Arg Leu Lys Val Len Thr Thr Gly Len Pro Arg Ile 
1 5 10 15 

Ser Trp Ile Lys Arg Lys Arg Gln Gln 
20 25 
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