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<210>  1
<211>  261
<212>  PRT
<213>  Homo sapiens

<400>  1

Met Ile Glu Thr Tyr Asn Gln Thr Ser Pro Arg Ser Ala Ala Thr Gly 
1               5                   10                  15      

Leu Pro Ile Ser Met Lys Ile Phe Met Tyr Leu Leu Thr Val Phe Leu 
            20                  25                  30          

Ile Thr Gln Met Ile Gly Ser Ala Leu Phe Ala Val Tyr Leu His Arg 
        35                  40                  45              

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

Phe Met Lys Thr Ile Gln Arg Cys Asn Thr Gly Glu Arg Ser Leu Ser 
65                  70                  75                  80  

Leu Leu Asn Cys Glu Glu Ile Lys Ser Gln Phe Glu Gly Phe Val Lys 
                85                  90                  95      



Asp Ile Met Leu Asn Lys Glu Glu Thr Lys Lys Glu Asn Ser Phe Glu 
            100                 105                 110         

Met Gln Lys Gly Asp Gln Asn Pro Gln Ile Ala Ala His Val Ile Ser 
        115                 120                 125             

Glu Ala Ser Ser Lys Thr Thr Ser Val Leu Gln Trp Ala Glu Lys Gly 
    130                 135                 140                 

Tyr Tyr Thr Met Ser Asn Asn Leu Val Thr Leu Glu Asn Gly Lys Gln 
145                 150                 155                 160 

Leu Thr Val Lys Arg Gln Gly Leu Tyr Tyr Ile Tyr Ala Gln Val Thr 
                165                 170                 175     

Phe Cys Ser Asn Arg Glu Ala Ser Ser Gln Ala Pro Phe Ile Ala Ser 
            180                 185                 190         

Leu Cys Leu Lys Ser Pro Gly Arg Phe Glu Arg Ile Leu Leu Arg Ala 
        195                 200                 205             

Ala Asn Thr His Ser Ser Ala Lys Pro Cys Gly Gln Gln Ser Ile His 
    210                 215                 220                 

Leu Gly Gly Val Phe Glu Leu Gln Pro Gly Ala Ser Val Phe Val Asn 
225                 230                 235                 240 

Val Thr Asp Pro Ser Gln Val Ser His Gly Thr Gly Phe Thr Ser Phe 
                245                 250                 255     

Gly Leu Leu Lys Leu 
            260     

<210>  2
<211>  792
<212>  DNA
<213>  Homo sapiens



<400>  2
atgatcgaga catacaacca gacaagccct agaagcgccg ccacaggact gcctatcagc       60

atgaagatct tcatgtacct gctgaccgtg ttcctgatca cccagatgat cggcagcgcc      120

ctgtttgccg tgtacctgca cagacggctg gacaagatcg aggacgagag aaacctgcac      180

gaggacttcg tgttcatgaa gaccatccag cggtgcaaca ccggcgagag aagtctgagc      240

ctgctgaact gcgaggaaat caagagccag ttcgagggct tcgtgaagga catcatgctg      300

aacaaagagg aaacgaagaa agagaactcc ttcgagatgc agaagggcga ccagaatcct      360

cagatcgccg ctcacgtgat cagcgaggcc agcagcaaga caacaagcgt gctgcagtgg      420

gccgagaagg gctactacac catgagcaac aacctggtca ccctggagaa cggcaagcag      480

ctgacagtga agcggcaggg cctgtactac atctacgccc aagtgacctt ctgcagcaac      540

agagaggcca gctctcaggc tcctttcatc gccagcctgt gcctgaagtc tcctggcaga      600

ttcgagcgga ttctgctgag agccgccaac acacacagca gcgccaaacc ttgtggccag      660

cagtctattc acctcggcgg agtgtttgag ctgcagcctg gcgcaagcgt gttcgtgaat      720

gtgacagacc ctagccaggt gtcccacggc accggcttta catctttcgg actgctgaag      780

ctgtgatgat ag                                                          792

<210>  3
<211>  254
<212>  PRT
<213>  Homo sapiens

<400>  3

Met Glu Tyr Ala Ser Asp Ala Ser Leu Asp Pro Glu Ala Pro Trp Pro 
1               5                   10                  15      

Pro Ala Pro Arg Ala Arg Ala Cys Arg Val Leu Pro Trp Ala Leu Val 
            20                  25                  30          

Ala Gly Leu Leu Leu Leu Leu Leu Leu Ala Ala Ala Cys Ala Val Phe 
        35                  40                  45              

Leu Ala Cys Pro Trp Ala Val Ser Gly Ala Arg Ala Ser Pro Gly Ser 



    50                  55                  60                  

Ala Ala Ser Pro Arg Leu Arg Glu Gly Pro Glu Leu Ser Pro Asp Asp 
65                  70                  75                  80  

Pro Ala Gly Leu Leu Asp Leu Arg Gln Gly Met Phe Ala Gln Leu Val 
                85                  90                  95      

Ala Gln Asn Val Leu Leu Ile Asp Gly Pro Leu Ser Trp Tyr Ser Asp 
            100                 105                 110         

Pro Gly Leu Ala Gly Val Ser Leu Thr Gly Gly Leu Ser Tyr Lys Glu 
        115                 120                 125             

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

Phe Gln Leu Glu Leu Arg Arg Val Val Ala Gly Glu Gly Ser Gly Ser 
145                 150                 155                 160 

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

Ala Ala Leu Ala Leu Thr Val Asp Leu Pro Pro Ala Ser Ser Glu Ala 
            180                 185                 190         

Arg Asn Ser Ala Phe Gly Phe Gln Gly Arg Leu Leu His Leu Ser Ala 
        195                 200                 205             

Gly Gln Arg Leu Gly Val His Leu His Thr Glu Ala Arg Ala Arg His 
    210                 215                 220                 

Ala Trp Gln Leu Thr Gln Gly Ala Thr Val Leu Gly Leu Phe Arg Val 
225                 230                 235                 240 

Thr Pro Glu Ile Pro Ala Gly Leu Pro Ser Pro Arg Ser Glu 
                245                 250                 



<210>  4
<211>  768
<212>  DNA
<213>  Homo sapiens

<400>  4
atggaatacg ccagcgacgc ctctctggac cctgaagctc cttggcctcc agctcctaga       60

gccagggctt gtagagtgct gccttgggct cttgtggctg gacttctgct tctgttgctc      120

ctggctgctg cctgcgcagt gtttcttgct tgtccatggg ctgtgtcagg agccagagca      180

tctcctggat ctgccgcttc tcccagactg agagagggac ctgaactgag ccctgatgat      240

cctgctggac tgctcgacct gagacagggc atgtttgccc agctggtggc ccagaatgtg      300

ctgctgattg atggccctct gagctggtac agcgatcctg gacttgctgg cgttagcctg      360

actggaggcc tgagctacaa ggaggacacc aaagaactgg tggtggccaa ggctggcgtg      420

tactacgtgt tctttcagct ggaactgcgg agagtggtgg caggcgaagg atctggatcc      480

gtgtctctgg cactgcatct gcagcctctg agatctgctg ctggtgcagc tgccctggct      540

ctgacagttg atctgcctcc tgcctccagc gaagccagaa acagcgcctt tggcttccaa      600

ggcagactgc tgcacctgtc tgctggccag agactgggag tgcacctcca cacagaagca      660

agagcaagac acgcctggca gcttacacaa ggcgctacag tgctgggcct gttcagagtg      720

acacctgaga ttccagctgg cttgccatct cctcgcagcg agtaatga                   768


