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<130> 	4328P/WO 

<150> 	GB1302837.8 
<151> 	2013-02-19 

<160> 	27 

<170> 	Patentln version 3.5 

<210> 	1 
<211> 	464 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	1 

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

Leu Thr Leu His Ile Thr Val Leu Arg Gly Ser Gly Ala Ala Asp Gly 
20 25 30 

Pro Asp Ala Ala Ala Gly Asn Ala Ser Gln Ala Gln Leu Gln Asn Asn 
35 40 45 

Leu Asn Val Gly Ser Asp Thr Thr Ser Glu Thr Ser Phe Ser Leu Ser 
50 55 60 

Lys Glu Ala Pro Arg Glu His Leu Asp His Gln Ala Ala HiS Gln Pro 
65 70 75 80 

Phe Pro Arg Pro Arg Phe Arg Gln Glu Thr Gly His Pro Ser Leu Gln 
85 90 95 

Arg Asp Phe Pro Arg Ser Phe Leu Leu Asp Leu Pro Asn Phe Pro Asp 
100 105 110 

Leu Ser Lys Ala Asp Ile Asn Gly Gln Asn Pro Asn Ile Gln Val Thr 
115 120 125 

Ile Glu Val Val Asp Gly Pro Asp Ser Glu Ala Asp Lys Asp Gln His 
130 135 140 

Pro Glu Asn Lys Pro Ser Trp Ser Val Pro Ser Pro Asp Trp Arg Ala 
145 150 155 160 

Trp Trp Gin Arg Ser Leu Ser Leu Ala Arg Ala Asn Ser Gly Asp Gln 
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165 170 175 

Asp Tyr Lys Tyr Asp Ser Thr Ser Asp Asp Ser Asn Phe Leu Asn Pro 
180 185 190 

Pro Arg Gly Trp Asp His Thr Ala Pro Gly His Arg Thr Phe Glu Thr 
195 200 205 

Lys Asp Gln Pro Glu Tyr Asp Ser Thr Asp Gly Glu Gly Asp Trp Ser 
210 215 220 

Leu Trp Ser Val Cys Ser Val Thr Cys Gly Asn Gly Asn Gln Lys Arg 
225 230 235 240 

Thr Arg Ser Cys Gly Tyr Ala Cys Thr Ala Thr Glu Ser Arg Thr Cys 
245 250 255 

Asp Arg Pro Asn Cys Pro Gly Ile Glu Asp Thr Phe Arg Thr Ala Ala 
260 265 270 

Thr Glu Val .  Ser Leu Leu Ala Gly Ser Glu Glu Phe Asn Ala Thr Lys 
275 280 285 

Leu Phe Glu val Asp Thr Asp Ser Cys Glu Arg Trp Met Ser Cys Lys 
290 295 300 

Ser Glu Phe Leu Lys Lys Tyr Met His Lys Val Met Asn Asp Leu Pro 
305 310 315 320 

Ser Cys Pro Cys Ser Tyr Pro Thr Glu val Ala Tyr Ser Thr Ala Asp 
325 330 335 

Ile Phe Asp Arg Ile Lys Arg Lys Asp Phe Arg Trp Lys Asp Ala Ser 
340 345 350 

Gly Pro Lys Glu Lys Leu Glu Ile Tyr Lys Pro Thr Ala Arg Tyr Cys 
355 360 365 

Ile Arg Ser Met Leu Ser Leu Glu Ser Thr Thr Leu Ala Ala Gln His 
370 375 380 

Cys Cys Tyr Gly Asp Asn Met Gln Leu Ile Thr Arg Gly Lys Gly Ala 
385 390 395 400 

Gly Thr Pro Asn Leu Ile Ser Thr Glu Phe Ser Ala Glu Leu His Tyr 
405 410 415 
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ctacatcaag cagttccaag aggccaggga atattaaaga gactgggatg aggtggagga 	1440 

cgctgcctct ggttctggag cacacacgtg ctgcactgac gtgccgactg gcgccgagac 	1500 

cttcatagct gcggtcgtg 1519 

<210> 3 
<211> 164 
<212> PRT 
<213> Homo sapiens 

<400> 3 

Leu Phe Glu val Asp Thr Asp Ser Cys Glu Arg Trp Met Ser Cys Lys 
1 5 10 15 

Ser Glu Phe Leu Lys Lys Tyr Met His Lys Val Met Asn Asp Leu Pro 
20 25 30 

Ser Cys Pro Cys Ser Tyr Pro Thr Glu Val Ala Tyr Ser Thr Ala Asp 
35 40 45 

Ile Phe Asp Arg Ile Lys Arg Lys Asp Phe Arg Trp Lys Asp Ala Ser 
50 55 60 

Gly Pro Lys Glu Lys Leu Glu Ile Tyr Lys Pro Thr Ala Arg Tyr Cys 
65 70 75 80 

Ile Arg Ser met Leu Ser Leu Glu Ser Thr Thr Leu Ala Ala Gln His 
85 90 95 

Cys Cys Tyr Gly Asp Asn Met Gln Leu Ile Thr Arg Gly Lys Gly Ala 
100 105 110 

Gly Thr Pro Asn Leu Ile Ser Thr Glu Phe Ser Ala Glu Leu His Tyr 
115 120 125 

Lys Val Asp Val Leu Pro Trp Ile Ile Cys Lys Gly Asp Trp Ser Arg 
130 135 140 

Tyr Asn Glu Ala Arg Pro Pro Asn Asn Gly Gln Lys Cys Thr Glu Ser 
145 150 155 160 

Pro Ser Asp Glu 

<210> 4 
<211> 492 
<212> DNA 
<213> Homo sapiens 
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<400> 	4 
ctgtttgaag ttgacacaga cagctgtgag cgctggatga gctgcaaaag cgagttctta 60 

aagaagtaca tgcacaaggt gatgaatgac ctgcccagct gcccctgctc ctaccccact 120 

gaggtggcct acagcacggc cgacatcttc gaccgcatca agcgcaagga cttccgctgg 180 

aaggacgcca gcgggcccaa ggagaagctg gagatctaca agcccactgc ccggtactgc 240 

atccgctcca tgctgtccct ggagagcacc acgctggcgg cacagcactg ctgctacggc 300 

gacaacatgc agctcatcac caggggcaag ggggcgggca cgcccaacct catcagcacc 360 

gagttctccg cggagctcca ctacaaggtg gacgtcctgc cctggattat ctgcaagggt 420 

gactggagca ggtataacga ggcccggcct cccaacaacg gacagaagtg cacagagagc 480 

ccctcggacg ag 492 

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

<220> 
<223> 	RKD peptide 

<400> 	5 

Cys Arg Lys Asp Cys 
1 	 5 

<210> 	6 
<211> 	654 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	6 

Met Lys Leu Ser Leu val Ala Ala Met Leu Leu Leu Leu Ser Ala Ala 
1 	 5 10 15 

Arg Ala Glu Glu Glu Asp Lys Lys Glu Asp Val Gly Thr val val Gly 
20 25 30 

Ile Asp Leu Gly Thr Thr Tyr Ser Cys Val Gly Val Phe Lys Asn Gly 
35 40 45 

Arg val Glu Ile Ile Ala Asn Asp Gln Gly Asn Arg Ile Thr Pro ser 
50 55 60 

Tyr Val Ala Phe Thr Pro Glu Gly Glu Arg Leu Ile Gly Asp Ala Ala 
65 	 70 75 80 

Lys Asn Gln Leu Thr Ser Asn Pro Glu Asn Thr val Phe Asp Ala Lys 
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85 90 95 

Arg Leu Ile Gly Arg Thr Trp Asn Asp Pro Ser Val Gln Gln Asp Ile 
100 105 110 

Lys Phe Leu Pro Phe Lys Val Val Glu Lys Lys Thr Lys Pro Tyr Ile 
115 120 125 

Gln val Asp Ile Gly Gly Gly Gln Thr Lys Thr Phe Ala Pro Glu Glu 
130 135 140 

Ile Ser Ala Met Val Leu Thr Lys Met Lys Glu Thr Ala Glu Ala Tyr 
145 150 155 160 

Leu Gly Lys Lys Val Thr His Ala val val Thr Val Pro Ala Tyr Phe 
165 170 175 

Asn Asp Ala Gln Arg Gln Ala Thr Lys Asp Ala Gly Thr Ile Ala Gly 
180 185 190 

Leu Asn Val Met Arg Ile Ile Asn Glu Pro Thr Ala Ala Ala Ile Ala 
195 200 205 

Tyr Gly Leu Asp Lys Arg Glu Gly Glu Lys Asn Ile Leu Val Phe Asp 
210 215 220 

Leu Gly Gly Gly Thr Phe Asp val Ser Leu Leu Thr Ile Asp Asn Gly 
225 230 235 240 

val Phe Glu Val val Ala Thr Asn Gly Asp Thr His Leu Gly Gly Glu 
245 250 255 

Asp Phe Asp Gln Arg Val Met Glu His Phe Ile Lys Leu Tyr Lys Lys 
260 265 270 

Lys Thr Gly Lys Asp val Arg Lys Asp Asn Arg Ala Val Gln Lys Leu 
275 280 285 

Arg Arg Glu Val Glu Lys Ala Lys Arg Ala Leu Ser Ser Gln His Gln 
290 295 300 

Ala Arg Ile Glu Ile Glu Ser Phe Tyr Glu Gly Glu Asp Phe Ser Glu 
305 310 315 320 

Thr Leu Thr Arg Ala Lys Phe Glu Glu Leu Asn Met Asp Leu Phe Arg 
325 330 335 
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Ser Thr Met Lys Pro Val Gln Lys Val Leu Glu Asp Ser Asp Leu Lys 

340 345 350 

Lys Ser Asp Ile Asp Glu Ile val Leu Val Gly Gly Ser Thr Arg Ile 
355 360 365 

Pro Lys Ile Gln Gln Leu val Lys Glu Phe Phe Asn Gly Lys Glu Pro 
370 375 380 

Ser Arg Gly Ile Asn Pro Asp Glu Ala Val Ala Tyr Gly Ala Ala val 
385 390 395 400 

Gin Ala Gly val Leu Ser Gly Asp Gin Asp Thr Gly Asp Leu Val Leu 
405 410 415 

Leu Asp Val Cys Pro Leu Thr Leu Gly Ile Glu Thr Val Gly Gly val 
420 425 430 

Met Thr Lys Leu Ile Pro Arg Asn Thr Val Val Pro Thr Lys Lys Ser 
435 440 445 

Gln Ile Phe Ser Thr Ala Ser Asp Asn Gin Pro Thr Val Thr Ile Lys 
450 455 460 

Val Tyr Glu Gly Glu Arg Pro Leu Thr Lys Asp Asn His Leu Leu Gly 
465 470 475 480 

Thr Phe Asp Leu Thr Gly Ile Pro Pro Ala Pro Arg Gly val Pro Gln 
485 490 495 

Ile Glu Val Thr Phe Glu Ile Asp Val Asn Gly Ile Leu Arg Val Thr 
500 505 510 

Ala Glu Asp Lys Gly Thr Gly Asn Lys Asn Lys Ile Thr Ile Thr Asn 
515 520 525 

Asp Gin Asn Arg Leu Thr Pro Glu Glu Ile Glu Arg Met Val Asn Asp 
530 535 540 

Ala Glu Lys Phe Ala Glu Glu Asp Lys Lys Leu Lys Glu Arg Ile Asp 
545 550 555 560 

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

Gly Asp Lys Glu Lys Leu Gly Gly Lys Leu Ser Ser Glu Asp Lys Glu 
580 585 590 
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Thr Met Glu Lys Ala Val Glu Glu Lys Ile Glu Trp Leu Glu Ser His 
595 	 600 	 605 

Gln Asp Ala Asp Ile Glu Asp Phe Lys Ala Lys Lys Lys Glu Leu Glu 
610 	 615 	 620 

Glu Ile val Gln Pro Ile Ile Ser Lys Leu Tyr Gly Ser Ala Gly Pro 
625 	 630 	 635 	 640 

Pro Pro Thr Gly Glu Glu Asp Thr Ala Glu Lys Asp Glu Leu 
645 650 

<210> 	7 
<211> 	1965 
<212> 	DNA 
<213> 	Homo sapiens 

<400> 	7 
atgaagctct ccctggtggc cgcgatgctg ctgctgctca gcgcggcgcg ggccgaggag 60 

gaggacaaga aggaggacgt gggcacggtg gtcggcatcg acctggggac cacctactcc 120 

tgcgtcggcg tgttcaagaa cggccgcgtg gagatcatcg ccaacgatca gggcaaccgc 180 

atcacgccgt cctatgtcgc cttcactcct gaaggggaac gtctgattgg cgatgccgcc 240 

aagaaccagc tcacctccaa ccccgagaac acggtctttg acgccaagcg gctcatcggc 300 

cgcacgtgga atgacccgtc tgtgcagcag gacatcaagt tcttgccgtt caaggtggtt 360 

gaaaagaaaa ctaaaccata cattcaagtt gatattggag gtgggcaaac aaagacattt 420 

gctcctgaag aaatttctgc catggttctc actaaaatga aagaaaccgc tgaggcttat 480 

ttgggaaaga aggttaccca tgcagttgtt actgtaccag cctattttaa tgatgcccaa 540 

cgccaagcaa ccaaagacgc tggaactatt gctggcctaa atgttatgag gatcatcaac 600 

gagcctacgg cagctgctat tgcttatggc ctggataaga gggaggggga gaagaacatc 660 

ctggtgtttg acctgggtgg cggaaccttc gatgtgtctc ttctcaccat tgacaatggt 720 

gtcttcgaag ttgtggccac taatggagat actcatctgg gtggagaaga ctttgaccag 780 

cgtgtcatgg aacacttcat caaactgtac aaaaagaaga cgggcaaaga tgtcaggaaa 840 

gacaatagag ctgtgcagaa actccggcgc gaggtagaaa aggccaaacg ggccctgtct 900 

tctcagcatc aagcaagaat tgaaattgag tccttctatg aaggagaaga cttttctgag 960 

accctgactc gggccaaatt tgaagagctc aacatggatc tgttccggtc tactatgaag 1020 

cccgtccaga aagtgttgga agattctgat ttgaagaagt ctgatattga tgaaattgtt 1080 

cttgttggtg gctcgactcg aattccaaag attcagcaac tggttaaaga gttcttcaat 1140 

ggcaaggaac catcccgtgg cataaaccca gatgaagctg tagcgtatgg tgctgctgtc 1200 

Page 8 



PCT/SG2014/000062 

4328PGB_ST25 
caggctggtg tgctctctgg tgatcaagat acaggtgacc tggtactgct tgatgtatgt 1260 

ccccttacac ttggtattga aactgtggga ggtgtcatga ccaaactgat tccaaggaac 1320 

acagtggtgc ctaccaagaa gtctcagatc ttttctacag cttctgataa tcaaccaact 1380 

gttacaatca aggtctatga aggtgaaaga cccctgacaa aagacaatca tcttctgggt 1440 

acatttgatc tgactggaat tcctcctgct cctcgtgggg tcccacagat tgaagtcacc 1500 

tttgagatag atgtgaatgg tattcttcga gtgacagctg aagacaaggg tacagggaac 1560 

aaaaataaga tcacaatcac caatgaccag aatcgcctga cacctgaaga aatcgaaagg 1620 

atggttaatg atgctgagaa gtttgctgag gaagacaaaa agctcaagga gcgcattgat 1680 

actagaaatg agttggaaag ctatgcctat tctctaaaga atcagattgg agataaagaa 1740 

aagctgggag gtaaactttc ctctgaagat aaggagacca tggaaaaagc tgtagaagaa 1800 

aagattgaat ggctggaaag ccaccaagat gctgacattg aagacttcaa agctaagaag 1860 

aaggaactgg aagaaattgt tcaaccaatt atcagcaaac tctatggaag tgcaggccct 1920 

cccccaactg gtgaagagga tacagcagaa aaagatgagt tgtag 1965 

<210> 	8 
<211> 	1048 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	8 

Met Ala Phe Pro Pro Arg Arg Arg Leu Arg Leu Gly Pro Arg Gly Leu 
1 	 5 10 15 

Pro Leu Leu Leu Ser Gly Leu Leu Leu Pro Leu Cys Arg Ala Phe Asn 
20 25 30 

Leu Asp Val Asp Ser Pro Ala Glu Tyr Ser Gly Pro Glu Gly Ser Tyr 
35 40 45 

Phe Gly Phe Ala val Asp Phe Phe Val Pro Ser Ala Ser Ser Arg Met 
50 55 60 

Phe Leu Leu val Gly Ala Pro Lys Ala Asn Thr Thr Gln Pro Gly Ile 
65 	 70 75 80 

Val Glu Gly Gly Gln val Leu Lys Cys Asp Trp Ser Ser Thr Arg Arg 
85 90 95 

Cys Gln Pro Ile Glu Phe Asp Ala Thr Gly Asn Arg Asp Tyr Ala Lys 
100 105 110 

Asp Asp Pro Leu Glu Phe Lys Ser His Gln Trp Phe Gly Ala Ser Val 
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115 120 125 

Arg Ser Lys Gln Asp Lys Ile Leu Ala Cys Ala Pro Leu Tyr His Trp 
130 135 140 

Arg Thr Glu Met Lys Gin Glu Arg Glu Pro Val Gly Thr Cys Phe Leu 
145 150 155 160 

Gln Asp Gly Thr Lys Thr Val Glu Tyr Ala Pro Cys Arg Ser Gln Asp 
165 170 175 

Ile Asp Ala Asp Gly Gln Gly Phe Cys Gln Gly Gly Phe Ser Ile Asp 
180 185 190 

Phe Thr Lys Ala Asp Arg Val Leu Leu Gly Gly Pro Gly Ser Phe Tyr 
195 200 205 

Trp Gln Gly Gln Leu Ile Ser Asp Gln Val Ala Glu Ile Val Ser Lys 
210 215 220 

Tyr Asp Pro Asn Val Tyr Ser Ile Lys Tyr Asn Asn Gln Leu Ala Thr 
225 230 235 240 

Arg Thr Ala Gln Ala Ile Phe Asp Asp Ser Tyr Leu Gly Tyr Ser Val 
245 250 255 

Ala Val Gly Asp Phe Asn Gly Asp Gly Ile Asp Asp Phe Val Ser Gly 
260 265 270 

Val Pro Arg Ala Ala Arg Thr Leu Gly Met Val Tyr Ile Tyr Asp Gly 
275 280 285 

Lys Asn Met Ser Ser Leu Tyr Asn Phe Thr Gly Glu Gln Met Ala Ala 
290 295 300 

Tyr Phe Gly Phe Ser val Ala Ala Thr Asp Ile Asn Gly Asp Asp Tyr 
305 310 315 320 

Ala Asp Val Phe Ile Gly Ala Pro Leu Phe Met Asp Arg Gly Ser Asp 
325 330 335 

Gly Lys Leu Gln Glu val Gly Gln val Ser Val Ser Leu Gln Arg Ala 
340 345 350 

Ser Gly Asp Phe Gln Thr Thr Lys Leu Asn Gly Phe Glu Val Phe Ala 
355 360 365 
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Arg Phe Gly Ser Ala Ile Ala Pro Leu Gly Asp Leu Asp Gln Asp Gly 

370 375 380 

Phe Asn Asp Ile Ala Ile Ala Ala Pro Tyr Gly Gly Glu Asp Lys Lys 
385 390 395 400 

Gly Ile val Tyr Ile Phe Asn Gly Arg Ser Thr Gly Leu Asn Ala val 
405 410 415 

Pro Ser Gln Ile Leu Glu Gly Gln Trp Ala Ala Arg Ser Met Pro Pro 
420 425 430 

Ser Phe Gly Tyr Ser Met Lys Gly Ala Thr Asp Ile Asp Lys ASI1 Gly 
435 440 445 

Tyr Pro Asp Leu Ile Val Gly Ala Phe Gly val Asp Arg Ala Ile Leu 
450 455 460 

Tyr Arg Ala Arg Pro Val Ile Thr Val Asn Ala Gly Leu Glu val Tyr 
465 470 475 480 

Pro Ser Ile Leu Asn Gin Asp Asn Lys Thr Cys Ser Leu Pro Gly Thr 
485 490 495 

Ala Leu Lys Val Ser Cys Phe Asn Val Arg Phe Cys Leu Lys Ala Asp 
500 505 510 

Gly Lys Gly Val Leu Pro Arg Lys Leu Asn Phe Gin Val Glu Leu Leu 
515 520 525 

Leu Asp Lys Leu Lys Gln Lys Gly Ala Ile Arg Arg Ala Leu Phe Leu 
530 535 540 

Tyr Ser Arg Ser Pro Ser His Ser Lys Asn Met Thr Ile Ser Arg Gly 
545 550 555 560 

Gly Leu Met Gln Cys Glu Glu Leu Ile Ala Tyr Leu Arg Asp Glu Ser 
565 570 575 

Glu Phe Arg Asp Lys Leu Thr Pro Ile Thr Ile Phe Met Glu Tyr Arg 
580 585 590 

Leu Asp Tyr Arg Thr Ala Ala Asp Thr Thr Gly Leu Gln Pro Ile Leu 
595 600 605 

Asn Gln Phe Thr Pro Ala Asn Ile Ser Arg Gln Ala His Ile Leu Leu 
610 615 620 
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Asp Cys Gly Glu Asp Asn Val Cys Lys Pro Lys Leu Glu val ser val 
625 630 635 640 

Asp Ser Asp Gln Lys Lys Ile Tyr Ile Gly Asp Asp Asn Pro Leu Thr 
645 650 655 

Leu Ile val Lys Ala Gln Asn Gln Gly Glu Gly Ala Tyr Glu Ala Glu 
660 665 670 

Leu Ile val Ser Ile Pro Leu Gln Ala Asp Phe Ile Gly val val Arg 
675 680 685 

Asn Asn Glu Ala Leu Ala Arg Leu Ser Cys Ala Phe Lys Thr Glu Asn 
690 695 700 

Gln Thr Arg Gln val Val Cys Asp Leu Gly Asn Pro Met Lys Ala Gly 
705 710 715 720 

Thr Gln Leu Leu Ala Gly Leu Arg Phe Ser Val His Gln Gln Ser Glu 
725 730 735 

Met Asp Thr Ser val Lys Phe Asp Leu Gln Ile Gln Ser Ser Asn Leu 
740 745 750 

Phe Asp Lys val ser Pro Val val Ser His Lys Val Asp Leu Ala val 
755 760 765 

Leu Ala Ala val Glu Ile Arg Gly val Ser Ser Pro Asp His Ile Phe 
770 775 780 

Leu Pro Ile Pro Asn Trp Glu His Lys Glu Asn Pro Glu Thr Glu Glu 
785 790 795 800 

Asp val Gly Pro val val Gln His Ile Tyr Glu Leu Arg Asn Asn Gly 
805 810 815 

Pro Ser Ser Phe Ser Lys Ala Met Leu His Leu Gln Trp Pro Tyr Lys 
820 825 830 

Tyr Asn Asn Asn Thr Leu Leu Tyr Ile Leu His Tyr Asp Ile Asp Gly 
835 840 845 

Pro Met Asn Arg Thr Ser Asp Met Glu Ile Asn Pro Leu Arg Ile Lys 
850 855 860 

Ile Ser Ser Leu Gln Thr Thr Glu Lys Asn Asp Thr val Ala Gly Gln 
865 870 875 880 
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Gly Glu Arg Asp His Leu Ile Thr Lys Arg Asp Leu Ala Leu Ser Glu 
885 	 890 	 895 

Gly Asp Ile His Thr Leu Gly Cys Gly Val Ala Gln Cys Leu Lys Ile 
900 	 905 	 910 

Val Cys Gln Val Gly Arg Leu Asp Arg Gly Lys Ser Ala Ile Leu Tyr 
915 	 920 	 925 

val Lys Ser Leu Leu Trp Thr Glu Thr Phe Met Asn Lys Glu Asn Gln 
930 	 935 	 940 

Asn His Ser Tyr Ser Leu Lys Ser Ser Ala Ser Phe Asn Val Ile Glu 
945 	 950 	 955 	 960 

Phe Pro Tyr Lys Asn Leu Pro Ile Glu Asp Ile Thr Asn Ser Thr Leu 
965 	 970 	 975 

Val Thr Thr Asn val Thr Trp Gly Ile Gln Pro Ala Pro Met Pro val 
980 	 985 	 990 

Pro Val Trp val Ile Ile Leu Ala Val Leu Ala Gly Leu Leu Leu Leu 
995 	 1000 	 1005 

Ala Val Leu Val Phe val Met Tyr Arg Met Gly Phe Phe Lys Arg 
1010 	 1015 	 1020 

Val Arg Pro Pro Gln Glu Glu Gln Glu Arg Glu Gln Leu Gln Pro 
1025 	 1030 	 1035 

His Glu 	Asn Gly Glu 
1040 

<210> 	9 
<211> 	3147 
<212> 	DNA 
<213> 	Homo sapiens 

<400> 	9 

Gly Asn 	Ser 
1045 

Glu Thr 

atggcttttc cgccgcggcg acggctgcgc ctcggtcccc gcggcctccc gcttcttctc 60 

tcgggactcc tgctacctct gtgccgtgcc ttcaacctag acgtggacag tcctgccgag 120 

tactctggcc ccgagggaag ttacttcggc ttcgccgtgg atttcttcgt gcccagcgcg 180 

tcttcccgga tgtttcttct cgtgggagct cccaaagcaa acaccaccca gcctgggatt 240 

gtggaaggag ggcaggtcct caaatgtgac tggtcttcta cccgccggtg ccagccaatt 300 

gaatttgatg caacaggcaa tagagattat gccaaggatg atccattgga 
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098T 1D66pDp6D1 6p11uppplp 61DDEopp11 6pDppp11p1 1rpDpppD61 1D66pDpEop 

008T 1p61D61D6p DET6p1p11p 661166D1p1 EE661E1111 Telppllepp DIOPD4DPPP 

OVLT Dv6p6p111p e6131ep6lp 666361D1p1 6D6e1p611P P66P61626e A1e61De66 

089T 66666peD11 lu1pu61uDe U6PEDDZOPD 16peDD)D16 6eD6eDelpl )111.61DpD6 

OZ9T p6Dr6p11pp D6p666peup APPDaDPPP 1p66111apa 1opp66.66p Dpalluplap 

09ST ppp66pDpp1 app16p66pp up661p6pD6 6upp11p61p 1166e1.161r ulaaa61.)D1 

00ST 116Pupp1p1 Apapp661D D61DeD1)61 DDPPMETO PETVD1PPP4 111ED6P/DD 

OVVT DE1616pp61 1)1661)61p PP161.DPD1P 116PDDP6P7 D666PDPIX1 1p1u1D6r6) 

08E1 1E6E161661 411D6p66p1 611pp11op6 PDD1P1P661 PPUPPDP6P1 P1PEIPDPDA 

OZET p66epr61pp )11p1)661.1 106PPDDPDD 61pD6rE6D1 D61D66626E D666pu61.1) 

09ZT D1PPPD1D4P DpD16PADP P613066PDP PD1U6PP661 PPDaapaPaP 111611EE66 

0OZT PPPPPP1P6P E61666661E 1ppD1D61D6 11ppD611p1 p61ppD4116 61e66pDDE6 

OVTT 61D1p6p666 111op1D6p1 ppD616pD66 41.166Dp)61 11p166p611 1p661pr610 

0801 6pppDp6Dp6 ppD11Dp6p6 6po11o6p6p 6pDp2D1D16 16pD1D166p D6666166p6 

OZOT UPDDIOPUPD 661r61D136 616D1p661p 311313133E D6p6611e11 16161p6p36 

096 1P11P61P6P 661eP11PDP 61peD361D6 Pabapalale 66DIalulPD 613661e6eD 

006 EIPE0661DU1 111PPDP1P1 4DDIOD161P DPE6PP6661 P61P111e1P 111661EE66 

OV8 6111DP66PP DEIPAP6PPD D116P66PD1 1161113e61 p6p1uD661p 61661Pep11 

08L aP6v66D161 D66461D11P 1.1666141e1 Appe61r61 1111P1D6pp DpD61op66D 

OZL loppAplap PDDPP1PPIX 1.6ppp1eD6p Du11161epp DDDP6DPIPP P1D1P1Eo1P 

099 pp6pD661.6p pplp66p111 P11p6pD166 ppD6611r11 11o6p1661D D16616611D 

009 11pP16e6e) p61D6epPlo E1111E611E AuD11P66P 66PPD16141 1P666pDp66 

0iS 1p61D61e61 1P1UE0PEDPD 1P6P161PDD 1A1P16P61 1.61DPOPPPD 2P661P6UPD 

08V 113111D64p DPp661.1.61D D6p6u6D6p6 6pDpup61p6 p61Dpp6r66 alupDp1611. 

OZV pDDDD6161D D661114PPP P1PE6PDPPP E0165P6161 DIXD6P661.1 310616PDIT) 

szls—aDdszEv 

Z90000/VTOZ9S4Dd 
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gtgaaatttg acttacaaat ccaaagctca aatctatttg acaaagtaag cccagttgta 2280 

tctcacaaag ttgatcttgc tgttttagct gcagttgaga taagaggagt ctcgagtcct 2340 

gatcatgtct ttcttccgat tccaaactgg gagcacaagg agaaccctga gactgaagaa 2400 

gatgttgggc cagttgttca gcacatctat gagctgagaa acaatggtcc aagttcattc 2460 

agcaaggcaa tgctccatct tcagtggcct tacaaatata ataataacac tctgttgtat 2520 

atccttcatt atgatattga tggaccaatg aactgcactt cagatatgga gatcaaccct 2580 

ttgagaatta agatctcatc tttgcaaaca actgaaaaga atgacacggt tgccgggcaa 2640 

ggtgagcggg accatctcat cactaagcgg gatcttgccc tcagtgaagg agatattcac 2700 

actttgggtt gtggagttgc tcagtgcttg aagattgtct gccaagttgg gagattagac 2760 

agaggaaaga gtgcaatctt gtacgtaaag tcattactgt ggactgagac ttttatgaat 2820 

aaagaaaatc agaatcattc ctattctctg aagtcgtctg cttcatttaa tgtcatagag 2880 

tttccttata agaatcttcc aattgaggat atcaccaact ccacattggt taccactaat 2940 

gtcacctggg gcattcagcc agcgcccatg cctgtgcctg tgtgggtgat cattttagca 3000 

gttctagcag gattgttgct actggctgtt ttggtatttg taatgtacag gatgggcttt 3060 

tttaaacggg tccggccacc tcaagaagaa caagaaaggg agcagcttca acctcatgaa 3120 

aatggtgaag gaaactcaga aacttaa 3147 

<210> 	10 
<211> 	799 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	10 

Met Pro Arg Ala Pro Ala Pro Leu Tyr Ala Cys Leu Leu Gly Leu Cys 
1 	 5 	 10 15 

Ala Leu Leu Pro Arg Leu Ala Gly Leu Asn Ile Cys Thr Ser Gly Ser 
20 	 25 30 

Ala Thr Ser Cys Glu Glu Cys Leu Leu Ile His Pro Lys Cys Ala Trp 
35 	 40 45 

Cys Ser Lys Glu Asp Phe Gly Ser Pro Arg Ser Ile Thr Ser Arg Cys 
50 	 55 60 

Asp Leu Arg Ala Asn Leu Val Lys Asn Gly Cys Gly Gly Glu Ile Glu 
65 	 70 	 75 80 

Ser Pro Ala Ser Ser Phe His Val Leu Arg Ser Leu Pro Leu Ser Ser 
85 90 95 
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Lys Gly Ser Gly Ser Ala Gly.  Trp Asp val Ile Gln Met Thr Pro Gln 
100 105 110 

Glu Ile Ala val Asn Leu Arg Pro Gly Asp Lys Thr Thr Phe Gln Leu 
115 120 125 

Gln Val Arg Gln val Glu Asp Tyr Pro Val Asp Leu Tyr Tyr Leu Met 
130 135 140 

Asp Leu Ser Leu Ser Met Lys Asp Asp Leu Asp Asn Ile Arg Ser Leu 
145 150 155 160 

Gly Thr Lys Leu Ala Glu Glu Met Arg Lys Leu Thr Ser Asn Phe Arg 
165 170 175 

Leu Gly Phe Gly Ser Phe val Asp Lys Asp Ile Ser Pro Phe Ser Tyr 
180 185 190 

Thr Ala Pro Arg Tyr Gln Thr Asn Pro Cys Ile Gly Tyr Lys Leu Phe 
195 200 205 

Pro Asn Cys Val Pro Ser Phe Gly Phe Arg His Leu Leu Pro Leu Thr 
210 215 220 

Asp Arg Val Asp Ser Phe Asn Glu Glu Val Arg Lys Gln Arg Val Ser 
225 230 235 240 

Arg Asn Arg Asp Ala Pro Glu Gly Gly Phe Asp Ala Val Leu Gln Ala 
245 250 255 

Ala Val Cys Lys Glu Lys Ile Gly Trp Arg Lys Asp Ala Leu His Leu 
260 265 270 

Leu val Phe Thr Thr Asp ASp val Pro His Ile Ala Leu Asp Gly Lys 
275 280 285 

Leu Gly Gly Leu val Gln Pro His Asp Gly Gln Cys His Leu Asn Glu 
290 295 300 

Ala Asn Glu Tyr Thr Ala Ser Asn Gln Met Asp Tyr Pro Ser Leu Ala 
305 310 315 320 

Leu Leu Gly Glu Lys Leu Ala Glu Asn Asn Ile Asn Leu Ile Phe Ala 
325 330 335 

Val Thr Lys Asn His Tyr Met Leu Tyr Lys Asn Phe Thr Ala Leu Ile 
340 345 350 
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Pro Gly Thr Thr Val Glu Ile Leu Asp Gly Asp Ser Lys Asn Ile Ile 
355 360 365 

Gln Leu Ile Ile Asn Ala Tyr Asn Ser Ile Arg Ser Lys Val Glu Leu 
370 375 380 

Ser Val Trp Asp Gln Pro Glu Asp Leu Asn Leu Phe Phe Thr Ala Thr 
385 390 395 400 

Cys Gln Asp Gly Val Ser Tyr Pro Gly Gln Arg Lys Cys Glu Gly Leu 
405 410 415 

Lys Ile Gly Asp Thr Ala Ser Phe Glu Val Ser Leu Glu Ala Arg Ser 
420 425 430 

Cys Pro Ser Arg His Thr Glu His Val Phe Ala Leu Arg Pro Val Gly 
435 440 445 

Phe Arg Asp Ser Leu Glu val Gly Val Thr Tyr Asn Cys Thr Cys Gly 
450 455 460 

Cys Ser Val Gly Leu Glu Pro Asn Ser Ala Arg Cys Asn Gly Ser Gly 
465 470 475 480 

Thr Tyr Val Cys Gly Leu Cys Glu Cys Ser Pro Gly Tyr Leu Gly Thr 
485 490 495 

Arg Cys Glu Cys Gln Asp Gly Glu Asn Gln Ser Val Tyr Gln Asn Leu 
500 505 510 

Cys Arg Glu Ala Glu Gly Lys Pro Leu Cys Ser Gly Arg Gly Asp Cys 
515 520 525 

Ser Cys Asn Gln Cys Ser Cys Phe Glu Ser Glu Phe Gly Lys Ile Tyr 
530 535 540 

Gly Pro Phe Cys Glu Cys Asp Asn Phe Ser Cys Ala Arg Asn Lys Gly 
545 550 555 560 

val Leu Cys Ser Gly His Gly Glu Cys His Cys Gly Glu Cys Lys Cys 
565 570 575 

His Ala Gly Tyr Ile Gly Asp Asn Cys Asn Cys Ser Thr Asp Ile Ser 
580 585 590 

Thr Cys Arg Gly Arg Asp Gly Gln Ile Cys Ser Glu Arg Gly His Cys 
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595 600 605 

Leu Cys Gly Gln Cys Gln Cys Thr Glu Pro Gly Ala Phe Gly Glu Met 
610 615 620 

Cys Glu Lys Cys Pro Thr Cys Pro Asp Ala Cys Ser Thr Lys Arg Asp 
625 630 	 635 640 

Cys Val Glu Cys Leu Leu Leu His Ser Gly Lys Pro Asp Asn Gln Thr 
645 650 655 

Cys His Ser Leu Cys Arg Asp Glu Val Ile Thr Trp Val Asp Thr Ile 
660 665 670 

val Lys Asp Asp Gln Glu Ala val Leu Cys Phe Tyr Lys Thr Ala Lys 
675 680 685 

Asp Cys Val Met Met Phe Thr Tyr Val Glu Leu Pro Ser Gly Lys Ser 
690 695 700 

Asn Leu Thr Val Leu Arg Glu Pro Glu Cys Gly Asn Thr Pro Asn Ala 
705 710 	 715 720 

Met Thr Ile Leu Leu Ala Val Val Gly Ser Ile Leu Leu Val Gly Leu 
725 730 735 

Ala Leu Leu Ala Ile Trp Lys Leu Leu Val Thr Ile His Asp Arg Arg 
( 	 740 745 750 

Glu Phe Ala Lys Phe Gin Ser Glu Arg Ser Arg Ala Arg Tyr Glu Met 
755 760 765 

Ala Ser Asn Pro Leu Tyr Arg Lys Pro Ile Ser Thr His Thr Val Asp 
770 775 780 

Phe Thr Phe Asn Lys Phe Asn Lys Ser Tyr Asn Gly Thr val Asp 
785 790 	 795 

<210> 	11 
<211> 	2400 
<212> 	DNA 
<213> 	Homo sapiens 

<400> 	11 
atgccgcggg ccccggcgcc gctgtacgcc tgcctcctgg ggctctgcgc gctcctgccc 60 

cggctcgcag gtctcaacat atgcactagt ggaagtgcca cctcatgtga agaatgtctg 120 

ctaatccacc caaaatgtgc ctggtgctcc aaagaggact tcggaagccc acggtccatc 180 
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61 a6Pd 
OOTZ 	DDDD1D6p66 ableaDDpDa 16126apDa6 D6lDp66ppD D6DDPEPPDP apaaa6apaD 

OtOZ 	6161D66p66 PDDPEaPEIPP P616DIXDDE Dp6616661p DpDap6a66p 61p666pD61 

0861 	P1DD6PDPDD EaDDP6PDDP PDP61DDPPP 666aDappoD aD61D6aDD6 16p6D16D61 

OZ6T 	ap6p6p6ppD 3P36P361PD 61X6E0)361 3DP3DDD616 pp6p6a6161 p6p666611.1 

098T 	DD66666DD6 p66DpD6app DD6a6pD666 16aDaD161D pD666a6D6p 6D6ED6.D 

008T 	6pDD661p6p ETDE0666DD6 1PDPD6PDIX DE6PDP6D1D 6apppl62pp pDp6666Dap 

OVLT 	Dpaa66pD61 pDD616ppD6 app6666D61 DpD1616p6D 661pDD66pD aD6aDaDD16 

089T 	p666ppDpp6 6pDD6161DD apaapppDp6 D616p6161D alaDD6661p aDap6ppD66 

OZ9T 	Daa6p6D6p6 p6DalD61DD aD616pDppe D61D6pD6aD p6666a6D66 6D6pD6161D 

09ST 	pDD6ppD666 p6pD66p666 DD6161DDpp ETDDP1616D 6P6PDDPE6P 66661P66PD 

OOST 	D616p6D616 6PDDPD6661 DDE1D66DDD D6PD616P6a 61.61DD66D6 aD151.P1DDE 

OVVT 	666D6p666D PPD6166EDD 616PDPPDDD EE66106666 16D6PD6/D6 6D616DPD61 

HET 	DPPDP1DDP) 166666166p 661DD6pDp6 66DDlap666 166DD66D61 DDD6111616 

OZET 	apD6p66DpD PDPETAPDD DlEaDETP6D DD6E0P6611P DaP16PPEal laDapD66Dp 

09ZT 	Dp66661ap6 pp6aD1666p 61616EE66E 6pD1661DD1 papple1666 61p6ppDD61 

00Z1 	DDP1D61DP1 1.1D11D1D1P P11D1P66P6 13D6PD1E66 51)16PD161 16E6616EEE 

OtTT 	aD166DDapa 6P1PPDP1PD 6appaaPaaP 61DPPD12P1 1PlEPPPPDD app6p661p6 

0801 	plaalp6p66 466Dppypp6 61DDpap6aD DD6pDplaal up6ppDpa6a D6aplul4pD 

OZOT 	DPUPPPPDP6 16PD6114D1 PD1DDPPD1P DPPDPP6PET D661appp6p 6p66a1D611 

096 	DD6aaDDDap Dpapapp661 P6P7DPEOD1 PD61DEDE16 PEIDPEOD66P 6DEPE013DPD 

006 	D616PDD661 PE0PDPD6P D616610D66 E56611EEEE 661X6611PD 6D1PDEDDD) 

0178 	6a6ap6ap6e DppDPDa161 661D611aPD 61DpD61p66 ppp6D661D6 611E6EE6E6 

08L 	6peD6aDa6D D6pD66pDpa Dpa6pD61p6 alaD666666 p6aDDDD6ap 6p6DDpp66D 

OZL 	DD161666p6 pDpep66Daa 6pp66p6app DaaD6pDp66 16p6pDp6pD pDaDaDD61D 

099 	6aDappD6DD 116661a1DD aDDDD16D6a appppDaaa6 al6ppDpal6 611pD6a6DD 

009 	1PPDDPETDD P166P6DDPD 66DPDP1DD1 DIalDD1D1) 1PDP66PPIT 6116141/D1 

OVS 	666111e666 1166DDlapp PD6PD3P313 EIPP66P61P6 p66e66D6D1 DUPPDDE066 

0817 	6aDD6p66DD apappDp661 aDp6ap66pp 6appDa6aDD DaDaDDp661 p6aDDpapPa 

OZt 	6aDDp66161 DDapaDp66p 66166pDD6D 1166PDPaD6 PDDalDDPDD p6ppDp6166 

09E 	DDA6DD1D) PP6460D611 P6P66PDPD) PDP61P6PD1 aPDa6Dp666 aD66pD6aDa 

00E 	D666D14666 PPAPD6PD4 DDDDEI1D)6P 65P61)D161 ppDalD6pD6 PDDE0PDDD6P 

OVZ 	6P6P1P6P61 65 66161D5 6apepppDa6 laDDPppp66 6E5 	p616 a66DaDaDDP 
szis—aDdgzEt 

Z90000/17' OZ DVIDd 
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agtgggaagt ccaacctgac cgtcctcagg gagccagagt gtggaaacac ccccaacgcc 2160 

atgaccatcc tcctggctgt ggtcggtagc atcctccttg ttgggcttgc actcctggct 2220 

atctggaagc tgcttgtcac catccacgac cggagggagt ttgcaaagtt tcagagcgag 2280 

cgatccaggg cccgctatga aatggcttca aatccattat acagaaagcc tatctccacg 2340 

cacactgtgg acttcacctt caacaagttc aacaaatcct acaatggcac tgtggaatga 2400 

<210> 	12 
<211> 	24 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Primer Forward ISM F59 

<400> 	12 
taaagccgcg cgtctcaaaa ggat 24 

<210> 	13 
<211> 	25 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Primer Reverse ISM 81577 

<400> 	13 
cacgaccgca gctatgaagg tctcg 25 

<210> 	14 
<211> 	25 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Primer Forward GRP78 

<400> 	14 
tctcgagatg aagctctccc tggtg 25 

<210> 	15 
<211> 	30 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Primer reverse GRP78 

<400> 	15 
ctggtaccgc tacaactcat ctttttctgc 30 

<210> 	16 
<211> 	31 
<212> 	DNA 
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<213> 	Artificial sequence 

<220> 
<223> 	Primer forward ITGAV 

<400> 	16 
cgaggcggcc gccatggctt ttccgccgcg g 31 

<210> 	17 
<211> 	28 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Primer reverse ITGAV 

<400> 	17 
ctggtaccgt taagtttctg agtttcct 28 

<210> 	18 
<211> 	27 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Primer Forward ITGB5 

<400> 	18 
tccaagctta tgccgcgggc cccggcg 27 

<210> 	19 
<211> 	30 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Primer Reverse ITGB5 

<400> 	19 
ccgggcggcc gctcattcca cagtgccatt 30 

<210> 	20 
<211> 	435 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	20 

Ala Asp Gly Pro Asp Ala Ala Ala Gly Asn Ala Ser Gln Ala Gln Leu 
1 	 5 10 15 

Gln Asn Asn Leu Asn Val Gly Ser Asp Thr Thr Ser Glu Thr Ser Phe 
20 25 	 30 

Ser Leu Ser Lys Glu Ala Pro Arg Glu His Leu Asp His Gln Ala Ala 
35 	 40 45 
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His Gln Pro Phe Pro Arg Pro Arg Phe Arg Gln Glu Thr Gly His Pro 
50 55 60 

Ser Leu Gln Arg Asp Phe Pro Arg Ser Phe Leu Leu Asp Leu Pro Asn 
65 70 75 80 

Phe Pro Asp Leu Ser Lys Ala Asp Ile Asn Gly Gin Asn Pro Asn Ile 
85 90 95 

Gln Val Thr Ile Glu val Val Asp Gly Pro Asp Ser Glu Ala Asp Lys 
100 105 110 

Asp Gln His Pro Glu Asn Lys Pro Ser Trp Ser val Pro Ser Pro Asp 
115 120 125 

Trp Arg Ala Trp Trp Gln Arg Ser Leu Ser Leu Ala Arg Ala Asn Ser 
130 135 140 

Gly Asp Gln Asp Tyr Lys Tyr Asp Ser Thr Ser Asp Asp Ser Asn Phe 
145 150 155 160 

Leu Asn Pro Pro Arg Gly Trp Asp His Thr Ala Pro Gly His Arg Thr 
165 170 175 

Phe Glu Thr Lys Asp Gln Pro Glu Tyr Asp Ser Thr Asp Gly Glu Gly 
180 185 190 

Asp Trp Ser Leu Trp Ser Val Cys Ser val Thr Cys Gly Asn Gly Asn 
195 200 205 

Gln Lys Arg Thr Arg Ser Cys Gly Tyr Ala Cys Thr Ala Thr Glu Ser 
210 215 220 

Arg Thr Cys Asp Arg Pro Asn Cys Pro Gly Ile Glu Asp Thr Phe Arg 
225 230 235 240 

Thr Ala Ala Thr Glu val Ser Leu Leu Ala Gly Ser Glu Glu Phe Asn 
245 250 255 

Ala Thr Lys Leu Phe Glu Val Asp Thr Asp Ser Cys Glu Arg Trp Met 
260 265 270 

Ser Cys Lys Ser Glu Phe Leu Lys Lys Tyr Met His Lys Val Met Asn 
275 280 285 

Asp Leu Pro Ser Cys Pro Cys Ser Tyr Pro Thr Glu Val Ala Tyr Ser 
290 295 300 
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Thr Ala Asp Ile Phe Asp Arg Ile Lys Arg Lys Asp Phe Arg Trp Lys 
305 310 315 320 

Asp Ala Ser Gly Pro Lys Glu Lys Leu Glu Ile Tyr Lys Pro Thr Ala 
325 330 335 

Arg Tyr Cys Ile Arg Ser Met Leu Ser Leu Glu Ser Thr Thr Leu Ala 
340 345 350 

Ala Gln His Cys Cys Tyr Gly Asp Asn Met Gln Leu Ile Thr Arg Gly 
355 360 365 

Lys Gly Ala Gly Thr Pro Asn Leu Ile Ser Thr Glu Phe Ser Ala Glu 
370 375 380 

Leu His Tyr Lys Val Asp val Leu Pro Trp Ile Ile Cys Lys Gly Asp 
385 390 395 400 

Trp Ser Arg Tyr Asn Glu Ala Arg Pro Pro Asn Asn Gly Gln Lys Cys 
405 410 415 

Thr Glu Ser Pro Ser Asp Glu Asp Tyr Ile Lys Gln Phe Gln Glu Ala 
420 425 430 

Arg Glu Tyr 
435 

<210> 	21 
<211> 	5 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	21 

Cys Arg Ala Ala Cys 
1 	 5 

<210> 	22 
<211> 	7 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	22 

Cys Lys Arg Lys Asp Phe Cys 
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1 	 5 

<210> 	23 
<211> 	14 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	23 

Cys Asp Arg Ile 	Arg Lys Asp Phe Trp Lys Asp Cys Lys 
1 1

A0rg  

<210> 	24 
<211> 	5 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	24 

Cys Ala Lys Asp Cys 
1 	 5 

<210> 	25 
<211> 	5 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	25 

Cys Arg Ala Asp Cys 
1 	 5 

<210> 	26 
<211> 	5 
<212> 	PRT 
<213> 	artificial sequence 

<220> 
<223> 	Peptide 

<400> 	26 

Cys Arg Lys Ala Cys 
1 	 5 

<210> 	27 
<211> 	5 
<212> 	PRT 
<213> 	artificial sequence 
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<220> 
<223> Cilengitide 

<220> 
<221> Phe 
<222> (4)..(4) 
<223> D-Phe 

<220> 
<221> val 
<222> (5)..(5) 
<223> (NMe)val 

<400> 27 

Arg Gly Asp Phe val 
1 5 
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