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1 	<009> 

	

sue des owoH 	<ETy> 
Nato 	4373> 

9991 	<cm> 
1 	<OIZ> 

S'E uoTsaet. unueqsa 	<01,T> 

5 	<091> 

1Z-60-110Z 	<IS1> 
O'LOIZ8/II 	<OSI> 

26V-OM 9CL9Z 	<OCI> 

uoTuesegrno eiegoad zoo 	<on> 

sy eupou ri-uusw4;og '.; 	con> 

5NTIST7 3ptanO2S 



agtgcaaatc catagcacaa gataaattga gctagttaag gcaaatcagg taaaatagtc 1380 

atgattctat gtaatgtaaa ccagaaaaaa taaatgttca tgatttcaag attatatatt 1440 

aaagaaaaac tttaaaaatt attatatatt tatagcaaag ttatettaaa tatgaattct 1500 

gttgtaattt aatgactttt gaattacaga gatataaatg aagtattatc tgtaaaaatt 1560 

gttataatta gagttgtgat acagagtata tttccattca gacaatatat cataacttaa 1620 

taaatattgt attttagata tattctctaa taaaattcag aattct 1666 

<210> 	2 
<211> 	260 
<212> 	PAT 
<213> 	Homo sapiens 

<400> 	2 

Net Ser His His Trp Giy Tyr Gly Lys His Asn Gly Pro Glu His Trp 
1 	 5 10 	 15 

His Lys Asp Phe Pro Ile Ala Lys Gly Glu Arq Gln Ser Pro Val Asp 
20 25 	 30 

Ile Asp Thr His Thr Ala Lys Tyr Asp Pro Ser Lou Lys Pro Leu Ser 
35 	 40 45 

Val Ser Tyr Asp Gln Ala Thr Ser Lou Arg Ile Leu Asn Asn Gly His 
50 	 55 60 

Ala Phe Asn Val Glu Phe Asp Asp Ser Gln Asp Lys Ala Val Leu Lys 
65 	 70 75 	 80 

Gly Giy Pro Lou Asp Gly Thr Tyr Arg Leu Ile Gln Phe His Phe His 
85 90 	 95 

Trp Giy Ser Lou Asp Gly Gin Gly Ser Glu Ste Thr Val Asp Lye Lys 
100 105 	 110 

Lys Tyr Ala Ala Giu Leu His Lou Val His Trp Asn Thr Lye Tyr Gly 
115 	 120 125 

Asp Phe Gly Lys Ala Val Gln Gln Pro Asp Gly Leu Ala Val Lou Gly 
130 	 135 140 

Ile Phe Lou Lys Val Gly Ser Ala Lys Pro Gly Leu Gln Lys Val Val 
145 	 150 155 	 160 

Asp Val Lou Asp Ser Ile Lys Thr Lys Gly Lys Ser Ala Asp Phe Thr 
165 170 	 175 

Asn Phe Asp Pro Arg Gly Lou Lou Pro Glu Ser Leu Asp Tyr Trp Thr 



180 185 190 

Tyr Pro Gly Ser Leu Thr Thr Pro Pro Leu Leu Glu Cys Val Thr Trp 
195 200 205 

Ile Val Lou Lys Glu Pro Ile Ser Val Ser Ser Glu Gin Val Leu Lys 
210 	 215 220 

Phe Arg Lys Leu Asn Phe Asn Gly Glu Gly Glu Pro Glu Glu Leu Met 
225 	 230 235 240 

Val Asp Asn Trp Arg Pro Ala Gln Pro Let Lys Asn Arg Gln Ile Lys 
245 250 255 

Ala Ser Phe Lys 
260 

<210> 	3 
<211> 	260 
<212> 	PAT 
<213> 	Artificial Sequence 

<220> 
<223> 	hCAII mutant S2A 

<400> 	3 

met Ala His His Trp Gly Tyr Gly Lys His Asn Gly Pro Glu His Trp 
1 	 5 10 15 

His Lys Asp Phe Pro Ile Ala Lys Gly Glu Arg Gln Ser Pro Val Asp 
20 25 30 

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

Val Ser Tyr Asp Gln Ala Thr Ser Len Arg Ile Leu Asn Asn Gly His 
50 	 55 60 

Ala Phe Asn Val Glu Phe Asp Asp Ser Gln Asp Lye Ala Val Leu Lys 
65 	 70 75 80 

Gly Gly Pro Leu Asp Gly Thr Tyr Arg Leu Ile Gln Phe His Phe His 
85 90 95 

Trp Gly Ser Leu Asp Gly Gln Gly Ser Glu His Thr Val Asp Lys Lys 
100 105 110 

Lys Tyr Ala Ala Glu Leu His Leu Val His Trp Asn Thr Lys Tyr Gly 
115 120 125 



Asp Phe Gly Lys Ala Val Gln Gln Pro Asp Gly Leu Ala Val Leu Gly 
130 	 135 140 

tie Phe Leu Lys Val Gly Ser 
i45 	 150 

Ala Lys Pro Gly 
155 

Leu Gln Lys Val Val 
160 

Asp Val Leu Asp Ser Ile Lys Thr Lye Gly Lys Ser Aia Asp Phe Thr 
165 170 175 

Asn Phe Asp Pro Arg Gly Leu Leu Pro Glu Ser Leu Asp Tyr Trp Thr 
180 185 190 

Tyr Pro Gly Ser Len Thr Thr Pro Pro Leu Leu Glu Cys Val Thr Trp 
195 200 205 

Ile Val Lou Lys Glu Pro Ile Ser Val Ser Ser Glu Gln Val Leu Lye 
210 	 215 220 

Phe Arg Lys Leu Asn Phe Asn Gly Glu Gly Glu Pro Glu Glu Leu Met 
225 	 230 235 240 

Val Asp Asn Trp Arg Pro Ala Gln Pro Leu Lye Asn Arq Gln Ile Lys 
245 250 255 

Ala Ser Phe Lys 
260 

<210> 	4 
<211> 	22 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer 1 

<400> 	4 
ggtttagtga accgtcagat cc 22 

<210> 	5 
<211> 	22 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer 2 

<400> 	5 
aaagggcaag agtgctgact tc 22 


