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<210>  1 
<211>  2256 
<212>  ADN 
<213>  Homo sapiens 
 
<400>  1 
atggccaagg agaggggcct aataagcccc agtgattttg cccagctgca aaaatacatg       
60 
 
gaatactcca ccaaaaaggt cagtgatgtc ctaaagctct tcgaggatgg cgagatggct      
120 
 
aaatatgtcc aaggagatgc cattgggtac gagggattcc agcaattcct gaaaatctat      
180 
 
ctcgaagtgg ataatgttcc cagacaccta agcctggcac tgtttcaatc ctttgagact      
240 
 
ggtcactgct taaatgagac aaatgtgaca aaagatgtgg tgtgtctcaa tgatgtttcc      
300 
 
tgctactttt cccttctgga gggtggtcgg ccagaagaca agttagaatt caccttcaag      
360 
 
ctgtacgaca cggacagaaa tgggatcctg gacagctcag aagtggacaa aattatccta      
420 
 
cagatgatgc gagtggctga atacctggat tgggatgtgt ctgagctgag gccgattctt      
480 
 
caggagatga tgaaagagat tgactatgat ggcagtggct ctgtctctca agctgagtgg      
540 
 
gtccgggctg gggccaccac cgtgccactg ctagtgctgc tgggtctgga gatgactctg      
600 
 
aaggacgacg gacagcacat gtggaggccc aagaggttcc ccagaccagt ctactgcaat      
660 
 
ctgtgcgagt caagcattgg tcttggcaaa cagggactga gctgtaacct ctgtaagtac      
720 



 
actgttcacg accagtgtgc catgaaagcc ctgccttgtg aagtcagcac ctatgccaag      
780 
 
tctcggaagg acattggtgt ccaatcacat gtgtgggtgc gaggaggctg tgagtccggg      
840 
 
cgctgcgacc gctgtcagaa aaagatccgg atctaccaca gtctgaccgg gctgcattgt      
900 
 
gtatggtgcc acctagagat ccacgatgac tgcctgcaag cggtgggcca tgagtgtgac      
960 
 
tgtgggctgc tccgggatca catcctgcct ccatcttcca tctatcccag tgtcctggcc     
1020 
 
tctggaccgg atcgtaaaaa tagcaaaaca agccagaaga ccatggatga tttaaatttg     
1080 
 
agcacctctg aggctctgcg gattgaccct gttcctaaca cccacccact tctcgtcttt     
1140 
 
gtcaatccta agagtggcgg gaagcagggg cagagggtgc tctggaagtt ccagtatata     
1200 
 
ttaaaccctc gacaggtgtt caacctccta aaggatggtc ctgagatagg gctccgatta     
1260 
 
ttcaaggatg ttcctgatag ccggattttg gtgtgtggtg gagacggcac agtaggctgg     
1320 
 
attctagaga ccattgacaa agctaacttg ccagttttgc ctcctgttgc tgtgttgccc     
1380 
 
ctgggtactg gaaatgatct ggctcgatgc ctaagatggg gaggaggtta tgaaggacag     
1440 
 
aatctggcaa agatcctcaa ggatttagag atgagtaaag tggtacatat ggatcgatgg     
1500 
 
tctgtggagg tgatacctca acaaactgaa gaaaaaagtg acccagtccc ctttcaaatc     
1560 
 
atcaataact acttctctat tggcgtggat gcctctattg ctcatcgatt ccacatcatg     
1620 
 
cgagagaaat atccggagaa gttcaacagc agaatgaaga acaagctatg gtacttcgaa     
1680 
 
tttgccacat ctgaatccat cttctcaaca tgcaaaaagc tggaggagtc tttgacagtt     
1740 
 
gagatctgtg ggaaaccgct ggatctgagc aacctgtccc tagaaggcat cgcagtgcta     
1800 



 
aacatcccta gcatgcatgg tggctccaac ctctggggtg ataccaggag accccatggg     
1860 
 
gatatctatg ggatcaacca ggccttaggt gctacagcta aagtcatcac cgaccctgat     
1920 
 
atcctgaaaa cctgtgtacc agacctaagt gacaagagac tggaagtggt tgggctggag     
1980 
 
ggtgcaattg agatgggcca aatctatacc aagctcaaga atgctggacg tcggctggcc     
2040 
 
aagtgctctg agatcacctt ccacaccaca aaaacccttc ccatgcaaat tgacggagaa     
2100 
 
ccctggatgc agacgccctg tacaatcaag atcacccaca agaaccagat gcccatgctc     
2160 
 
atgggcccac ccccccgctc caccaatttc tttggcttct tgagcggatc ctcggagaca     
2220 
 
gtgcggtttc agggacacca ccaccatcac cactga                               
2256 
 
 
<210>  2 
<211>  751 
<212>  PRT 
<213>  Homo sapiens 
 
<400>  2 
 
Met Ala Lys Glu Arg Gly Leu Ile Ser Pro Ser Asp Phe Ala Gln Leu  
1               5                   10                  15       
 
 
Gln Lys Tyr Met Glu Tyr Ser Thr Lys Lys Val Ser Asp Val Leu Lys  
            20                  25                  30           
 
 
Leu Phe Glu Asp Gly Glu Met Ala Lys Tyr Val Gln Gly Asp Ala Ile  
        35                  40                  45               
 
 
Gly Tyr Glu Gly Phe Gln Gln Phe Leu Lys Ile Tyr Leu Glu Val Asp  
    50                  55                  60                   
 
 
Asn Val Pro Arg His Leu Ser Leu Ala Leu Phe Gln Ser Phe Glu Thr  
65                  70                  75                  80   
 
 
Gly His Cys Leu Asn Glu Thr Asn Val Thr Lys Asp Val Val Cys Leu  



                85                  90                  95       
 
 
Asn Asp Val Ser Cys Tyr Phe Ser Leu Leu Glu Gly Gly Arg Pro Glu  
            100                 105                 110          
 
 
Asp Lys Leu Glu Phe Thr Phe Lys Leu Tyr Asp Thr Asp Arg Asn Gly  
        115                 120                 125              
 
 
Ile Leu Asp Ser Ser Glu Val Asp Lys Ile Ile Leu Gln Met Met Arg  
    130                 135                 140                  
 
 
Val Ala Glu Tyr Leu Asp Trp Asp Val Ser Glu Leu Arg Pro Ile Leu  
145                 150                 155                 160  
 
 
Gln Glu Met Met Lys Glu Ile Asp Tyr Asp Gly Ser Gly Ser Val Ser  
                165                 170                 175      
 
 
Gln Ala Glu Trp Val Arg Ala Gly Ala Thr Thr Val Pro Leu Leu Val  
            180                 185                 190          
 
 
Leu Leu Gly Leu Glu Met Thr Leu Lys Asp Asp Gly Gln His Met Trp  
        195                 200                 205              
 
 
Arg Pro Lys Arg Phe Pro Arg Pro Val Tyr Cys Asn Leu Cys Glu Ser  
    210                 215                 220                  
 
 
Ser Ile Gly Leu Gly Lys Gln Gly Leu Ser Cys Asn Leu Cys Lys Tyr  
225                 230                 235                 240  
 
 
Thr Val His Asp Gln Cys Ala Met Lys Ala Leu Pro Cys Glu Val Ser  
                245                 250                 255      
 
 
Thr Tyr Ala Lys Ser Arg Lys Asp Ile Gly Val Gln Ser His Val Trp  
            260                 265                 270          
 
 
Val Arg Gly Gly Cys Glu Ser Gly Arg Cys Asp Arg Cys Gln Lys Lys  
        275                 280                 285              
 
 
Ile Arg Ile Tyr His Ser Leu Thr Gly Leu His Cys Val Trp Cys His  
    290                 295                 300                  
 



 
Leu Glu Ile His Asp Asp Cys Leu Gln Ala Val Gly His Glu Cys Asp  
305                 310                 315                 320  
 
 
Cys Gly Leu Leu Arg Asp His Ile Leu Pro Pro Ser Ser Ile Tyr Pro  
                325                 330                 335      
 
 
Ser Val Leu Ala Ser Gly Pro Asp Arg Lys Asn Ser Lys Thr Ser Gln  
            340                 345                 350          
 
 
Lys Thr Met Asp Asp Leu Asn Leu Ser Thr Ser Glu Ala Leu Arg Ile  
        355                 360                 365              
 
 
Asp Pro Val Pro Asn Thr His Pro Leu Leu Val Phe Val Asn Pro Lys  
    370                 375                 380                  
 
 
Ser Gly Gly Lys Gln Gly Gln Arg Val Leu Trp Lys Phe Gln Tyr Ile  
385                 390                 395                 400  
 
 
Leu Asn Pro Arg Gln Val Phe Asn Leu Leu Lys Asp Gly Pro Glu Ile  
                405                 410                 415      
 
 
Gly Leu Arg Leu Phe Lys Asp Val Pro Asp Ser Arg Ile Leu Val Cys  
            420                 425                 430          
 
 
Gly Gly Asp Gly Thr Val Gly Trp Ile Leu Glu Thr Ile Asp Lys Ala  
        435                 440                 445              
 
 
Asn Leu Pro Val Leu Pro Pro Val Ala Val Leu Pro Leu Gly Thr Gly  
    450                 455                 460                  
 
 
Asn Asp Leu Ala Arg Cys Leu Arg Trp Gly Gly Gly Tyr Glu Gly Gln  
465                 470                 475                 480  
 
 
Asn Leu Ala Lys Ile Leu Lys Asp Leu Glu Met Ser Lys Val Val His  
                485                 490                 495      
 
 
Met Asp Arg Trp Ser Val Glu Val Ile Pro Gln Gln Thr Glu Glu Lys  
            500                 505                 510          
 
 
Ser Asp Pro Val Pro Phe Gln Ile Ile Asn Asn Tyr Phe Ser Ile Gly  



        515                 520                 525              
 
 
Val Asp Ala Ser Ile Ala His Arg Phe His Ile Met Arg Glu Lys Tyr  
    530                 535                 540                  
 
 
Pro Glu Lys Phe Asn Ser Arg Met Lys Asn Lys Leu Trp Tyr Phe Glu  
545                 550                 555                 560  
 
 
Phe Ala Thr Ser Glu Ser Ile Phe Ser Thr Cys Lys Lys Leu Glu Glu  
                565                 570                 575      
 
 
Ser Leu Thr Val Glu Ile Cys Gly Lys Pro Leu Asp Leu Ser Asn Leu  
            580                 585                 590          
 
 
Ser Leu Glu Gly Ile Ala Val Leu Asn Ile Pro Ser Met His Gly Gly  
        595                 600                 605              
 
 
Ser Asn Leu Trp Gly Asp Thr Arg Arg Pro His Gly Asp Ile Tyr Gly  
    610                 615                 620                  
 
 
Ile Asn Gln Ala Leu Gly Ala Thr Ala Lys Val Ile Thr Asp Pro Asp  
625                 630                 635                 640  
 
 
Ile Leu Lys Thr Cys Val Pro Asp Leu Ser Asp Lys Arg Leu Glu Val  
                645                 650                 655      
 
 
Val Gly Leu Glu Gly Ala Ile Glu Met Gly Gln Ile Tyr Thr Lys Leu  
            660                 665                 670          
 
 
Lys Asn Ala Gly Arg Arg Leu Ala Lys Cys Ser Glu Ile Thr Phe His  
        675                 680                 685              
 
 
Thr Thr Lys Thr Leu Pro Met Gln Ile Asp Gly Glu Pro Trp Met Gln  
    690                 695                 700                  
 
 
Thr Pro Cys Thr Ile Lys Ile Thr His Lys Asn Gln Met Pro Met Leu  
705                 710                 715                 720  
 
 
Met Gly Pro Pro Pro Arg Ser Thr Asn Phe Phe Gly Phe Leu Ser Gly  
                725                 730                 735      
 



 
Ser Ser Glu Thr Val Arg Phe Gln Gly His His His His His His  
            740                 745                 750      
 
 
<210>  3 
<211>  2838 
<212>  ADN 
<213>  Homo sapiens 
 
<400>  3 
atggagccgc gggacggtag ccccgaggcc cggagcagcg actccgagtc ggcttccgcc       
60 
 
tcgtccagcg gctccgagcg cgacgccggt cccgagccgg acaaggcgcc gcggcgactc      
120 
 
aacaagcggc gcttcccggg gctgcggctc ttcgggcaca ggaaagccat cacgaagtcg      
180 
 
ggcctccagc acctggcccc ccctccgccc acccctgggg ccccgtgcag cgagtcagag      
240 
 
cggcagatcc ggagtacagt ggactggagc gagtcagcga catatgggga gcacatctgg      
300 
 
ttcgagacca acgtgtccgg ggacttctgc tacgttgggg agcagtactg tgtagccagg      
360 
 
atgctgcaga agtcagtgtc tcgaagaaag tgcgcagcct gcaagattgt ggtgcacacg      
420 
 
ccctgcatcg agcagctgga gaagataaat ttccgctgta agccgtcctt ccgtgaatca      
480 
 
ggctccagga atgtccgcga gccaaccttt gtacggcacc actgggtaca cagacgacgc      
540 
 
caggacggca agtgtcggca ctgtgggaag ggattccagc agaagttcac cttccacagc      
600 
 
aaggagattg tggccatcag ctgctcgtgg tgcaagcagg cataccacag caaggtgtcc      
660 
 
tgcttcatgc tgcagcagat cgaggagccg tgctcgctgg gggtccacgc agccgtggtc      
720 
 
atcccgccca cctggatcct ccgcgcccgg aggccccaga atactctgaa agcaagcaag      
780 
 
aagaagaaga gggcatcctt caagaggaag tccagcaaga aagggcctga ggagggccgc      
840 
 



tggagaccct tcatcatcag gcccaccccc tccccgctca tgaagcccct gctggtgttt      
900 
 
gtgaacccca agagtggggg caaccagggt gcaaagatca tccagtcttt cctctggtat      
960 
 
ctcaatcccc gacaagtctt cgacctgagc cagggagggc ccaaggaggc gctggagatg     
1020 
 
taccgcaaag tgcacaacct gcggatcctg gcgtgcgggg gcgacggcac ggtgggctgg     
1080 
 
atcctctcca ccctggacca gctacgcctg aagccgccac cccctgttgc catcctgccc     
1140 
 
ctgggtactg gcaacgactt ggcccgaacc ctcaactggg gtgggggcta cacagatgag     
1200 
 
cctgtgtcca agatcctctc ccacgtggag gaggggaacg tggtacagct ggaccgctgg     
1260 
 
gacctccacg ctgagcccaa ccccgaggca gggcctgagg accgagatga aggcgccacc     
1320 
 
gaccggttgc ccctggatgt cttcaacaac tacttcagcc tgggctttga cgcccacgtc     
1380 
 
accctggagt tccacgagtc tcgagaggcc aacccagaga aattcaacag ccgctttcgg     
1440 
 
aataagatgt tctacgccgg gacagctttc tctgacttcc tgatgggcag ctccaaggac     
1500 
 
ctggccaagc acatccgagt ggtgtgtgat ggaatggact tgactcccaa gatccaggac     
1560 
 
ctgaaacccc agtgtgttgt tttcctgaac atccccaggt actgtgcggg caccatgccc     
1620 
 
tggggccacc ctggggagca ccacgacttt gagccccagc ggcatgacga cggctacctc     
1680 
 
gaggtcattg gcttcaccat gacgtcgttg gccgcgctgc aggtgggcgg acacggcgag     
1740 
 
cggctgacgc agtgtcgcga ggtggtgctc accacatcca aggccatccc ggtgcaggtg     
1800 
 
gatggcgagc cctgcaagct tgcagcctca cgcatccgca tcgccctgcg caaccaggcc     
1860 
 
accatggtgc agaaggccaa gcggcggagc gccgcccccc tgcacagcga ccagcagccg     
1920 
 



gtgccagagc agttgcgcat ccaggtgagt cgcgtcagca tgcacgacta tgaggccctg     
1980 
 
cactacgaca aggagcagct caaggaggcc tctgtgccgc tgggcactgt ggtggtccca     
2040 
 
ggagacagtg acctagagct ctgccgtgcc cacattgaga gactccagca ggagcccgat     
2100 
 
ggtgctggag ccaagtcccc gacatgccag aaactgtccc ccaagtggtg cttcctggac     
2160 
 
gccaccactg ccagccgctt ctacaggatc gaccgagccc aggagcacct caactatgtg     
2220 
 
actgagatcg cacaggatga gatttatatc ctggaccctg agctgctggg ggcatcggcc     
2280 
 
cggcctgacc tcccaacccc cacttcccct ctccccacct caccctgctc acccacgccc     
2340 
 
cggtcactgc aaggggatgc tgcaccccct caaggtgaag agctgattga ggctgccaag     
2400 
 
aggaacgact tctgtaagct ccaggagctg caccgagctg ggggcgacct catgcaccga     
2460 
 
gacgagcaga gtcgcacgct cctgcaccac gcagtcagca ctggcagcaa ggatgtggtc     
2520 
 
cgctacctgc tggaccacgc ccccccagag atccttgatg cggtggagga aaacggggag     
2580 
 
acctgtttgc accaagcagc ggccctgggc cagcgcacca tctgccacta catcgtggag     
2640 
 
gccggggcct cgctcatgaa gacagaccag cagggcgaca ctccccggca gcgggctgag     
2700 
 
aaggctcagg acaccgagct ggccgcctac ctggagaacc ggcagcacta ccagatgatc     
2760 
 
cagcgggagg accaggagac ggctgtggga tcctcggaga cagtgcggtt tcagggacac     
2820 
 
caccaccatc accactga                                                   
2838 
 
 
<210>  4 
<211>  945 
<212>  PRT 
<213>  Homo sapiens 
 



<400>  4 
 
Met Glu Pro Arg Asp Gly Ser Pro Glu Ala Arg Ser Ser Asp Ser Glu  
1               5                   10                  15       
 
 
Ser Ala Ser Ala Ser Ser Ser Gly Ser Glu Arg Asp Ala Gly Pro Glu  
            20                  25                  30           
 
 
Pro Asp Lys Ala Pro Arg Arg Leu Asn Lys Arg Arg Phe Pro Gly Leu  
        35                  40                  45               
 
 
Arg Leu Phe Gly His Arg Lys Ala Ile Thr Lys Ser Gly Leu Gln His  
    50                  55                  60                   
 
 
Leu Ala Pro Pro Pro Pro Thr Pro Gly Ala Pro Cys Ser Glu Ser Glu  
65                  70                  75                  80   
 
 
Arg Gln Ile Arg Ser Thr Val Asp Trp Ser Glu Ser Ala Thr Tyr Gly  
                85                  90                  95       
 
 
Glu His Ile Trp Phe Glu Thr Asn Val Ser Gly Asp Phe Cys Tyr Val  
            100                 105                 110          
 
 
Gly Glu Gln Tyr Cys Val Ala Arg Met Leu Gln Lys Ser Val Ser Arg  
        115                 120                 125              
 
 
Arg Lys Cys Ala Ala Cys Lys Ile Val Val His Thr Pro Cys Ile Glu  
    130                 135                 140                  
 
 
Gln Leu Glu Lys Ile Asn Phe Arg Cys Lys Pro Ser Phe Arg Glu Ser  
145                 150                 155                 160  
 
 
Gly Ser Arg Asn Val Arg Glu Pro Thr Phe Val Arg His His Trp Val  
                165                 170                 175      
 
 
His Arg Arg Arg Gln Asp Gly Lys Cys Arg His Cys Gly Lys Gly Phe  
            180                 185                 190          
 
 
Gln Gln Lys Phe Thr Phe His Ser Lys Glu Ile Val Ala Ile Ser Cys  
        195                 200                 205              
 
 



Ser Trp Cys Lys Gln Ala Tyr His Ser Lys Val Ser Cys Phe Met Leu  
    210                 215                 220                  
 
 
Gln Gln Ile Glu Glu Pro Cys Ser Leu Gly Val His Ala Ala Val Val  
225                 230                 235                 240  
 
 
Ile Pro Pro Thr Trp Ile Leu Arg Ala Arg Arg Pro Gln Asn Thr Leu  
                245                 250                 255      
 
 
Lys Ala Ser Lys Lys Lys Lys Arg Ala Ser Phe Lys Arg Lys Ser Ser  
            260                 265                 270          
 
 
Lys Lys Gly Pro Glu Glu Gly Arg Trp Arg Pro Phe Ile Ile Arg Pro  
        275                 280                 285              
 
 
Thr Pro Ser Pro Leu Met Lys Pro Leu Leu Val Phe Val Asn Pro Lys  
    290                 295                 300                  
 
 
Ser Gly Gly Asn Gln Gly Ala Lys Ile Ile Gln Ser Phe Leu Trp Tyr  
305                 310                 315                 320  
 
 
Leu Asn Pro Arg Gln Val Phe Asp Leu Ser Gln Gly Gly Pro Lys Glu  
                325                 330                 335      
 
 
Ala Leu Glu Met Tyr Arg Lys Val His Asn Leu Arg Ile Leu Ala Cys  
            340                 345                 350          
 
 
Gly Gly Asp Gly Thr Val Gly Trp Ile Leu Ser Thr Leu Asp Gln Leu  
        355                 360                 365              
 
 
Arg Leu Lys Pro Pro Pro Pro Val Ala Ile Leu Pro Leu Gly Thr Gly  
    370                 375                 380                  
 
 
Asn Asp Leu Ala Arg Thr Leu Asn Trp Gly Gly Gly Tyr Thr Asp Glu  
385                 390                 395                 400  
 
 
Pro Val Ser Lys Ile Leu Ser His Val Glu Glu Gly Asn Val Val Gln  
                405                 410                 415      
 
 
Leu Asp Arg Trp Asp Leu His Ala Glu Pro Asn Pro Glu Ala Gly Pro  
            420                 425                 430          



 
 
Glu Asp Arg Asp Glu Gly Ala Thr Asp Arg Leu Pro Leu Asp Val Phe  
        435                 440                 445              
 
 
Asn Asn Tyr Phe Ser Leu Gly Phe Asp Ala His Val Thr Leu Glu Phe  
    450                 455                 460                  
 
 
His Glu Ser Arg Glu Ala Asn Pro Glu Lys Phe Asn Ser Arg Phe Arg  
465                 470                 475                 480  
 
 
Asn Lys Met Phe Tyr Ala Gly Thr Ala Phe Ser Asp Phe Leu Met Gly  
                485                 490                 495      
 
 
Ser Ser Lys Asp Leu Ala Lys His Ile Arg Val Val Cys Asp Gly Met  
            500                 505                 510          
 
 
Asp Leu Thr Pro Lys Ile Gln Asp Leu Lys Pro Gln Cys Val Val Phe  
        515                 520                 525              
 
 
Leu Asn Ile Pro Arg Tyr Cys Ala Gly Thr Met Pro Trp Gly His Pro  
    530                 535                 540                  
 
 
Gly Glu His His Asp Phe Glu Pro Gln Arg His Asp Asp Gly Tyr Leu  
545                 550                 555                 560  
 
 
Glu Val Ile Gly Phe Thr Met Thr Ser Leu Ala Ala Leu Gln Val Gly  
                565                 570                 575      
 
 
Gly His Gly Glu Arg Leu Thr Gln Cys Arg Glu Val Val Leu Thr Thr  
            580                 585                 590          
 
 
Ser Lys Ala Ile Pro Val Gln Val Asp Gly Glu Pro Cys Lys Leu Ala  
        595                 600                 605              
 
 
Ala Ser Arg Ile Arg Ile Ala Leu Arg Asn Gln Ala Thr Met Val Gln  
    610                 615                 620                  
 
 
Lys Ala Lys Arg Arg Ser Ala Ala Pro Leu His Ser Asp Gln Gln Pro  
625                 630                 635                 640  
 
 



Val Pro Glu Gln Leu Arg Ile Gln Val Ser Arg Val Ser Met His Asp  
                645                 650                 655      
 
 
Tyr Glu Ala Leu His Tyr Asp Lys Glu Gln Leu Lys Glu Ala Ser Val  
            660                 665                 670          
 
 
Pro Leu Gly Thr Val Val Val Pro Gly Asp Ser Asp Leu Glu Leu Cys  
        675                 680                 685              
 
 
Arg Ala His Ile Glu Arg Leu Gln Gln Glu Pro Asp Gly Ala Gly Ala  
    690                 695                 700                  
 
 
Lys Ser Pro Thr Cys Gln Lys Leu Ser Pro Lys Trp Cys Phe Leu Asp  
705                 710                 715                 720  
 
 
Ala Thr Thr Ala Ser Arg Phe Tyr Arg Ile Asp Arg Ala Gln Glu His  
                725                 730                 735      
 
 
Leu Asn Tyr Val Thr Glu Ile Ala Gln Asp Glu Ile Tyr Ile Leu Asp  
            740                 745                 750          
 
 
Pro Glu Leu Leu Gly Ala Ser Ala Arg Pro Asp Leu Pro Thr Pro Thr  
        755                 760                 765              
 
 
Ser Pro Leu Pro Thr Ser Pro Cys Ser Pro Thr Pro Arg Ser Leu Gln  
    770                 775                 780                  
 
 
Gly Asp Ala Ala Pro Pro Gln Gly Glu Glu Leu Ile Glu Ala Ala Lys  
785                 790                 795                 800  
 
 
Arg Asn Asp Phe Cys Lys Leu Gln Glu Leu His Arg Ala Gly Gly Asp  
                805                 810                 815      
 
 
Leu Met His Arg Asp Glu Gln Ser Arg Thr Leu Leu His His Ala Val  
            820                 825                 830          
 
 
Ser Thr Gly Ser Lys Asp Val Val Arg Tyr Leu Leu Asp His Ala Pro  
        835                 840                 845              
 
 
Pro Glu Ile Leu Asp Ala Val Glu Glu Asn Gly Glu Thr Cys Leu His  
    850                 855                 860                  



 
 
Gln Ala Ala Ala Leu Gly Gln Arg Thr Ile Cys His Tyr Ile Val Glu  
865                 870                 875                 880  
 
 
Ala Gly Ala Ser Leu Met Lys Thr Asp Gln Gln Gly Asp Thr Pro Arg  
                885                 890                 895      
 
 
Gln Arg Ala Glu Lys Ala Gln Asp Thr Glu Leu Ala Ala Tyr Leu Glu  
            900                 905                 910          
 
 
Asn Arg Gln His Tyr Gln Met Ile Gln Arg Glu Asp Gln Glu Thr Ala  
        915                 920                 925              
 
 
Val Gly Ser Ser Glu Thr Val Arg Phe Gln Gly His His His His His  
    930                 935                 940                  
 
 
His  
945  
 
 


