






































































                         SEQUENCE LISTING

<110>  Miyazaki, Toru
 
<120>  Therapeutic agent for a neurodegenerating disease

<130>  092953

<150>  JP2018-186759  
<151>  2018-10-01

<160>  6     

<170>  PatentIn version 3.5

<210>  1
<211>  347
<212>  PRT
<213>  Homo sapiens

<400>  1

Met Ala Leu Leu Phe Ser Leu Ile Leu Ala Ile Cys Thr Arg Pro Gly 
1               5                   10                  15      

Phe Leu Ala Ser Pro Ser Gly Val Arg Leu Val Gly Gly Leu His Arg 
            20                  25                  30          

Cys Glu Gly Arg Val Glu Val Glu Gln Lys Gly Gln Trp Gly Thr Val 
        35                  40                  45              

Cys Asp Asp Gly Trp Asp Ile Lys Asp Val Ala Val Leu Cys Arg Glu 
    50                  55                  60                  

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

Pro Pro Ala Glu Lys Glu Gln Lys Val Leu Ile Gln Ser Val Ser Cys 
                85                  90                  95      

Thr Gly Thr Glu Asp Thr Leu Ala Gln Cys Glu Gln Glu Glu Val Tyr 
            100                 105                 110         

Asp Cys Ser His Asp Glu Asp Ala Gly Ala Ser Cys Glu Asn Pro Glu 
        115                 120                 125             

Ser Ser Phe Ser Pro Val Pro Glu Gly Val Arg Leu Ala Asp Gly Pro 
    130                 135                 140                 
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Gly His Cys Lys Gly Arg Val Glu Val Lys His Gln Asn Gln Trp Tyr 
145                 150                 155                 160 

Thr Val Cys Gln Thr Gly Trp Ser Leu Arg Ala Ala Lys Val Val Cys 
                165                 170                 175     

Arg Gln Leu Gly Cys Gly Arg Ala Val Leu Thr Gln Lys Arg Cys Asn 
            180                 185                 190         

Lys His Ala Tyr Gly Arg Lys Pro Ile Trp Leu Ser Gln Met Ser Cys 
        195                 200                 205             

Ser Gly Arg Glu Ala Thr Leu Gln Asp Cys Pro Ser Gly Pro Trp Gly 
    210                 215                 220                 

Lys Asn Thr Cys Asn His Asp Glu Asp Thr Trp Val Glu Cys Glu Asp 
225                 230                 235                 240 

Pro Phe Asp Leu Arg Leu Val Gly Gly Asp Asn Leu Cys Ser Gly Arg 
                245                 250                 255     

Leu Glu Val Leu His Lys Gly Val Trp Gly Ser Val Cys Asp Asp Asn 
            260                 265                 270         

Trp Gly Glu Lys Glu Asp Gln Val Val Cys Lys Gln Leu Gly Cys Gly 
        275                 280                 285             

Lys Ser Leu Ser Pro Ser Phe Arg Asp Arg Lys Cys Tyr Gly Pro Gly 
    290                 295                 300                 

Val Gly Arg Ile Trp Leu Asp Asn Val Arg Cys Ser Gly Glu Glu Gln 
305                 310                 315                 320 

Ser Leu Glu Gln Cys Gln His Arg Phe Trp Gly Phe His Asp Cys Thr 
                325                 330                 335     

His Gln Glu Asp Val Ala Val Ile Cys Ser Gly 
            340                 345         

<210>  2
<211>  1044
<212>  DNA
<213>  Homo sapiens

<400>  2
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atggctctgc tattctcctt gatccttgcc atttgcacca gacctggatt cctagcgtct       60

ccatctggag tgcggctggt ggggggcctc caccgctgtg aagggcgggt ggaggtggaa      120

cagaaaggcc agtggggcac cgtgtgtgat gacggctggg acattaagga cgtggctgtg      180

ttgtgccggg agctgggctg tggagctgcc agcggaaccc ctagtggtat tttgtatgag      240

ccaccagcag aaaaagagca aaaggtcctc atccaatcag tcagttgcac aggaacagaa      300

gatacattgg ctcagtgtga gcaagaagaa gtttatgatt gttcacatga tgaagatgct      360

ggggcatcgt gtgagaaccc agagagctct ttctccccag tcccagaggg tgtcaggctg      420

gctgacggcc ctgggcattg caagggacgc gtggaagtga agcaccagaa ccagtggtat      480

accgtgtgcc agacaggctg gagcctccgg gccgcaaagg tggtgtgccg gcagctggga      540

tgtgggaggg ctgtactgac tcaaaaacgc tgcaacaagc atgcctatgg ccgaaaaccc      600

atctggctga gccagatgtc atgctcagga cgagaagcaa cccttcagga ttgcccttct      660

gggccttggg ggaagaacac ctgcaaccat gatgaagaca cgtgggtcga atgtgaagat      720

ccctttgact tgagactagt aggaggagac aacctctgct ctgggcgact ggaggtgctg      780

cacaagggcg tatggggctc tgtctgtgat gacaactggg gagaaaagga ggaccaggtg      840

gtatgcaagc aactgggctg tgggaagtcc ctctctccct ccttcagaga ccggaaatgc      900

tatggccctg gggttggccg catctggctg gataatgttc gttgctcagg ggaggagcag      960

tccctggagc agtgccagca cagattttgg gggtttcacg actgcaccca ccaggaagat     1020

gtggctgtca tctgctcagg atag                                            1044

<210>  3
<211>  42
<212>  PRT
<213>  Artificial

<220>
<223>  Amyloid beta 42

<400>  3

Asp Ala Glu Phe Arg His Asp Ser Gly Tyr Glu Val His His Gln Lys 
1               5                   10                  15      

Leu Val Phe Phe Ala Glu Asp Val Gly Ser Asn Lys Gly Ala Ile Ile 
            20                  25                  30          

Gly Leu Met Val Gly Gly Val Val Ile Ala 
        35                  40          
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<210>  4
<211>  352
<212>  PRT
<213>  Mus musculus

<400>  4

Met Ala Pro Leu Phe Asn Leu Met Leu Ala Ile Leu Ser Ile Phe Val 
1               5                   10                  15      

Gly Ser Cys Phe Ser Glu Ser Pro Thr Lys Val Gln Leu Val Gly Gly 
            20                  25                  30          

Ala His Arg Cys Glu Gly Arg Val Glu Val Glu His Asn Gly Gln Trp 
        35                  40                  45              

Gly Thr Val Cys Asp Asp Gly Trp Asp Arg Arg Asp Val Ala Val Val 
    50                  55                  60                  

Cys Arg Glu Leu Asn Cys Gly Ala Val Ile Gln Thr Pro Arg Gly Ala 
65                  70                  75                  80  

Ser Tyr Gln Pro Pro Ala Ser Glu Gln Arg Val Leu Ile Gln Gly Val 
                85                  90                  95      

Asp Cys Asn Gly Thr Glu Asp Thr Leu Ala Gln Cys Glu Leu Asn Tyr 
            100                 105                 110         

Asp Val Phe Asp Cys Ser His Glu Glu Asp Ala Gly Ala Gln Cys Glu 
        115                 120                 125             

Asn Pro Asp Ser Asp Leu Leu Phe Ile Pro Glu Asp Val Arg Leu Val 
    130                 135                 140                 

Asp Gly Pro Gly His Cys Gln Gly Arg Val Glu Val Leu His Gln Ser 
145                 150                 155                 160 

Gln Trp Ser Thr Val Cys Lys Ala Gly Trp Asn Leu Gln Val Ser Lys 
                165                 170                 175     

Val Val Cys Arg Gln Leu Gly Cys Gly Arg Ala Leu Leu Thr Tyr Gly 
            180                 185                 190         

Ser Cys Asn Lys Asn Thr Gln Gly Lys Gly Pro Ile Trp Met Gly Lys 
        195                 200                 205             
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Met Ser Cys Ser Gly Gln Glu Ala Asn Leu Arg Ser Cys Leu Leu Ser 
    210                 215                 220                 

Arg Leu Glu Asn Asn Cys Thr His Gly Glu Asp Thr Trp Met Glu Cys 
225                 230                 235                 240 

Glu Asp Pro Phe Glu Leu Lys Leu Val Gly Gly Asp Thr Pro Cys Ser 
                245                 250                 255     

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

Asp Asn Trp Gly Glu Lys Glu Asp Gln Val Val Cys Lys Gln Leu Gly 
        275                 280                 285             

Cys Gly Lys Ser Leu His Pro Ser Pro Lys Thr Arg Lys Ile Tyr Gly 
    290                 295                 300                 

Pro Gly Ala Gly Arg Ile Trp Leu Asp Asp Val Asn Cys Ser Gly Lys 
305                 310                 315                 320 

Glu Gln Ser Leu Glu Phe Cys Arg His Arg Leu Trp Gly Tyr His Asp 
                325                 330                 335     

Cys Thr His Lys Glu Asp Val Glu Val Ile Cys Thr Asp Phe Asp Val 
            340                 345                 350         

<210>  5
<211>  1059
<212>  DNA
<213>  Mus musculus

<400>  5
atggctccat tgttcaactt gatgctggcc atcttgagca tttttgttgg atcgtgtttt       60

tcagagtctc caaccaaagt gcagctagtg ggaggtgccc accgctgtga agggcgagtg      120

gaggtggaac acaatggcca gtgggggact gtgtgtgatg atggctggga ccggcgtgat      180

gtggctgtgg tgtgccgaga gctcaattgt ggagcagtca tccaaacccc gcgtggcgca      240

tcatatcagc caccagcatc agagcaaaga gttcttattc aaggggttga ctgcaacgga      300

acggaagaca cgttggctca atgtgagcta aattacgatg tttttgactg ctcacatgaa      360

gaagatgctg gggcacagtg tgagaaccca gacagtgacc tcctcttcat tccagaggat      420
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gtgcgtctag tagatggccc ggggcactgc cagggtcgag tggaggtgct ccaccagtcc      480

cagtggagca ctgtgtgtaa agcaggctgg aacttacagg tctcaaaggt ggtgtgcagg      540

cagctcgggt gtgggcgggc attactgacc tacggaagct gcaacaagaa tactcagggc      600

aaaggaccca tctggatggg caagatgtcg tgttctggac aagaagcaaa ccttcggtct      660

tgccttttga gtcgtttgga gaacaactgt acccatggcg aggacacatg gatggaatgt      720

gaagatcctt ttgagctgaa gctggtggga ggagacaccc cctgctctgg gaggttggag      780

gtgctgcaca agggttcctg gggctccgtc tgtgatgaca actggggaga aaaggaggac      840

caagtggtct gcaagcaact gggttgtggg aagtccctcc atccatcccc caaaacccgg      900

aaaatctatg ggcctggggc aggccgcatc tggctggatg acgtcaactg ctcagggaag      960

gaacagtctc tggagttctg ccggcacagg ttgtgggggt accacgactg tacccacaag     1020

gaagatgtgg aggtgatctg cacagacttt gatgtgtga                            1059

<210>  6
<211>  1497
<212>  DNA
<213>  artificial sequence

<220>
<223>  Human PDGF-B promoter sequence (Xba I - Hind III)

<400>  6
tctagaggat ccacagtctc ctgagtagct gggactacag gagcttgtta ccacacccag       60

ctccagttta taaattcatc tccagtttat aaaggaggaa accgaggtac tgagaggtta      120

aaaaaccttc ctgcagacac ttgtccagca agtggccact ccaggatttg gaccaaggtg      180

atgtgtcttc aggctgtgtc tctgccactg tgccacgctg ctgggtggta ggcagcagtg      240

ggtgggtgcc tgcagtggtc tgtaaagacc acctgagatg tccttcctcc tctgttccac      300

cctgtccagg tccaagaaga cagtctatga agagagagca ggtgtgactc tctcagtgtg      360

ctcctctgtg agaagcaggc tgacatccca aagggaaggg cggataacag agacagtgca      420

agcggaggag atgagggtgc ctcaaagccg ggaggctggg tgatgcagga gcctgcgtgt      480

cccgaggggg gtgctgggcc cagtgtgagt acgtgtgact gtgactgaga cagtgtgact      540

gctgaaggca gggacacagc agctccctga ctgggggcag aaggcgttaa ctgtgtgaag      600

gctggttgtg ggtgggtggg ctctgggcct cgaacccggg ggctgaggga gatagtaaac      660

agcagggtga ctgacgggaa gatcatgttg gtagccctgc gaagatgctg cagggctgtg      720

ggggtttgtg tgactttgca gttcaacaaa ttcaaattca gccaacgctg gcagggcctg      780
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ttgtgccagg caaccagcta ggaggaggag actcggaccc agcttgcagc tgaagggcgc      840

tggctgccgg gttctgtggg ttcaccttgc ggtgtcttcc cttgctaaca ctgagtcctt      900

acaatagccc catctccagg ttgaggctag atggagggga cagagggaag tgacttgccc      960

aaggtgaccc aaactcccga gtgccagggc aggatctgaa ttcaggctct cagactgcag     1020

agcctgagtc cctccctgcc atgcctgtgc cagggtggaa atgtctggtc ctggagggga     1080

gcgtggactc ctggccttgg ctctggagac atccccctag accacgtggg ctcctaacct     1140

gtccatggtc actgtgctga ggggcgggac ggtgggtcac ccctagttct tttttcccca     1200

gggccagatt catggactga agggttgctc ggctctcaga gaccccctaa gcgccccgcc     1260

ctggccccaa gccctccccc agctcccgcg tcccccccct cctggcgctg actccgggcc     1320

agaagaggaa aggctgtctc cacccacctc tcgcactctc ccttctcctt tataaaggcc     1380

ggaacagctg aaagggtggc aacttctcct cctgcagccg ggagcggcct gcctgcctcc     1440

ctgcgcaccc gcagcctccc ccgctgcctc cctagagtcg acctgcagcc caagctt        1497
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