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<150>  GB1608046.7
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<210>  1

<211>  1752

<212>  DNA

<213>  Homo sapiens

<400>  1

atgaagcttc ttcatgtttt cctgttattt ctgtgcttcc acttaaggtt ttgcaaggtc       60

acttatacat ctcaagagga tctggtggag aaaaagtgct tagcaaaaaa atatactcac      120

ctctcctgcg ataaagtctt ctgccagcca tggcagagat gcattgaggg cacctgtgtt      180

tgtaaactac cgtatcagtg cccaaagaat ggcactgcag tgtgtgcaac taacaggaga      240

agcttcccaa catactgtca acaaaagagt ttggaatgtc ttcatccagg gacaaagttt      300

ttaaataacg gaacatgcac agccgaagga aagtttagtg tttccttgaa gcatggaaat      360

acagattcag agggaatagt tgaagtaaaa cttgtggacc aagataagac aatgttcata      420

tgcaaaagca gctggagcat gagggaagcc aacgtggcct gccttgacct tgggtttcaa      480

caaggtgctg atactcaaag aaggtttaag ttgtctgatc tctctataaa ttccactgaa      540

tgtctacatg tgcattgccg aggattagag accagtttgg ctgaatgtac ttttactaag      600

agaagaacta tgggttacca ggatttcgct gatgtggttt gttatacaca gaaagcagat      660

tctccaatgg atgacttctt tcagtgtgtg aatgggaaat acatttctca gatgaaagcc      720

tgtgatggta tcaatgattg tggagaccaa agtgatgaac tgtgttgtaa agcatgccaa      780



ggcaaaggct tccattgcaa atcgggtgtt tgcattccaa gccagtatca atgcaatggt      840

gaggtggact gcattacagg ggaagatgaa gttggctgtg caggctttgc atctgtggct      900

caagaagaaa cagaaatttt gactgctgac atggatgcag aaagaagacg gataaaatca      960

ttattaccta aactatcttg tggagttaaa aacagaatgc acattcgaag gaaacgaatt     1020

gtgggaggaa agcgagcaca actgggagac ctcccatggc aggtggcaat taaggatgcc     1080

agtggaatca cctgtggggg aatttatatt ggtggctgtt ggattctgac tgctgcacat     1140

tgtctcagag ccagtaaaac tcatcgttac caaatatgga caacagtagt agactggata     1200

caccccgacc ttaaacgtat agtaattgaa tacgtggata gaattatttt ccatgaaaac     1260

tacaatgcag gcacttacca aaatgacatc gctttgattg aaatgaaaaa agacggaaac     1320

aaaaaagatt gtgagctgcc tcgttccatc cctgcctgtg tcccctggtc tccttaccta     1380

ttccaaccta atgatacatg catcgtttct ggctggggac gagaaaaaga taacgaaaga     1440

gtcttttcac ttcagtgggg tgaagttaaa ctaataagca actgctctaa gttttacgga     1500

aatcgtttct atgaaaaaga aatggaatgt gcaggtacat atgatggttc catcgatgcc     1560

tgtaaagggg actctggagg ccccttagtc tgtatggatg ccaacaatgt gacttatgtc     1620

tggggtgttg tgagttgggg ggaaaactgt ggaaaaccag agttcccagg tgtttacacc     1680

aaagtggcca attattttga ctggattagc taccatgtag gaaggccttt tatttctcag     1740

tacaatgtat aa                                                         1752

<210>  2

<211>  583

<212>  PRT

<213>  Homo sapiens

<400>  2

Met Lys Leu Leu His Val Phe Leu Leu Phe Leu Cys Phe His Leu Arg 

1               5                   10                  15      

Phe Cys Lys Val Thr Tyr Thr Ser Gln Glu Asp Leu Val Glu Lys Lys 

            20                  25                  30          



Cys Leu Ala Lys Lys Tyr Thr His Leu Ser Cys Asp Lys Val Phe Cys 

        35                  40                  45              

Gln Pro Trp Gln Arg Cys Ile Glu Gly Thr Cys Val Cys Lys Leu Pro 

    50                  55                  60                  

Tyr Gln Cys Pro Lys Asn Gly Thr Ala Val Cys Ala Thr Asn Arg Arg 

65                  70                  75                  80  

Ser Phe Pro Thr Tyr Cys Gln Gln Lys Ser Leu Glu Cys Leu His Pro 

                85                  90                  95      

Gly Thr Lys Phe Leu Asn Asn Gly Thr Cys Thr Ala Glu Gly Lys Phe 

            100                 105                 110         

Ser Val Ser Leu Lys His Gly Asn Thr Asp Ser Glu Gly Ile Val Glu 

        115                 120                 125             

Val Lys Leu Val Asp Gln Asp Lys Thr Met Phe Ile Cys Lys Ser Ser 

    130                 135                 140                 

Trp Ser Met Arg Glu Ala Asn Val Ala Cys Leu Asp Leu Gly Phe Gln 

145                 150                 155                 160 

Gln Gly Ala Asp Thr Gln Arg Arg Phe Lys Leu Ser Asp Leu Ser Ile 

                165                 170                 175     

Asn Ser Thr Glu Cys Leu His Val His Cys Arg Gly Leu Glu Thr Ser 

            180                 185                 190         

Leu Ala Glu Cys Thr Phe Thr Lys Arg Arg Thr Met Gly Tyr Gln Asp 

        195                 200                 205             

Phe Ala Asp Val Val Cys Tyr Thr Gln Lys Ala Asp Ser Pro Met Asp 

    210                 215                 220                 

Asp Phe Phe Gln Cys Val Asn Gly Lys Tyr Ile Ser Gln Met Lys Ala 

225                 230                 235                 240 



Cys Asp Gly Ile Asn Asp Cys Gly Asp Gln Ser Asp Glu Leu Cys Cys 

                245                 250                 255     

Lys Ala Cys Gln Gly Lys Gly Phe His Cys Lys Ser Gly Val Cys Ile 

            260                 265                 270         

Pro Ser Gln Tyr Gln Cys Asn Gly Glu Val Asp Cys Ile Thr Gly Glu 

        275                 280                 285             

Asp Glu Val Gly Cys Ala Gly Phe Ala Ser Val Ala Gln Glu Glu Thr 

    290                 295                 300                 

Glu Ile Leu Thr Ala Asp Met Asp Ala Glu Arg Arg Arg Ile Lys Ser 

305                 310                 315                 320 

Leu Leu Pro Lys Leu Ser Cys Gly Val Lys Asn Arg Met His Ile Arg 

                325                 330                 335     

Arg Lys Arg Ile Val Gly Gly Lys Arg Ala Gln Leu Gly Asp Leu Pro 

            340                 345                 350         

Trp Gln Val Ala Ile Lys Asp Ala Ser Gly Ile Thr Cys Gly Gly Ile 

        355                 360                 365             

Tyr Ile Gly Gly Cys Trp Ile Leu Thr Ala Ala His Cys Leu Arg Ala 

    370                 375                 380                 

Ser Lys Thr His Arg Tyr Gln Ile Trp Thr Thr Val Val Asp Trp Ile 

385                 390                 395                 400 

His Pro Asp Leu Lys Arg Ile Val Ile Glu Tyr Val Asp Arg Ile Ile 

                405                 410                 415     

Phe His Glu Asn Tyr Asn Ala Gly Thr Tyr Gln Asn Asp Ile Ala Leu 

            420                 425                 430         



Ile Glu Met Lys Lys Asp Gly Asn Lys Lys Asp Cys Glu Leu Pro Arg 

        435                 440                 445             

Ser Ile Pro Ala Cys Val Pro Trp Ser Pro Tyr Leu Phe Gln Pro Asn 

    450                 455                 460                 

Asp Thr Cys Ile Val Ser Gly Trp Gly Arg Glu Lys Asp Asn Glu Arg 

465                 470                 475                 480 

Val Phe Ser Leu Gln Trp Gly Glu Val Lys Leu Ile Ser Asn Cys Ser 

                485                 490                 495     

Lys Phe Tyr Gly Asn Arg Phe Tyr Glu Lys Glu Met Glu Cys Ala Gly 

            500                 505                 510         

Thr Tyr Asp Gly Ser Ile Asp Ala Cys Lys Gly Asp Ser Gly Gly Pro 

        515                 520                 525             

Leu Val Cys Met Asp Ala Asn Asn Val Thr Tyr Val Trp Gly Val Val 

    530                 535                 540                 

Ser Trp Gly Glu Asn Cys Gly Lys Pro Glu Phe Pro Gly Val Tyr Thr 

545                 550                 555                 560 

Lys Val Ala Asn Tyr Phe Asp Trp Ile Ser Tyr His Val Gly Arg Pro 

                565                 570                 575     

Phe Ile Ser Gln Tyr Asn Val 

            580             

<210>  3

<211>  1698

<212>  DNA

<213>  Homo sapiens

<400>  3

aaggtcactt atacatctca agaggatctg gtggagaaaa agtgcttagc aaaaaaatat       60

actcacctct cctgcgataa agtcttctgc cagccatggc agagatgcat tgagggcacc      120



tgtgtttgta aactaccgta tcagtgccca aagaatggca ctgcagtgtg tgcaactaac      180

aggagaagct tcccaacata ctgtcaacaa aagagtttgg aatgtcttca tccagggaca      240

aagtttttaa ataacggaac atgcacagcc gaaggaaagt ttagtgtttc cttgaagcat      300

ggaaatacag attcagaggg aatagttgaa gtaaaacttg tggaccaaga taagacaatg      360

ttcatatgca aaagcagctg gagcatgagg gaagccaacg tggcctgcct tgaccttggg      420

tttcaacaag gtgctgatac tcaaagaagg tttaagttgt ctgatctctc tataaattcc      480

actgaatgtc tacatgtgca ttgccgagga ttagagacca gtttggctga atgtactttt      540

actaagagaa gaactatggg ttaccaggat ttcgctgatg tggtttgtta tacacagaaa      600

gcagattctc caatggatga cttctttcag tgtgtgaatg ggaaatacat ttctcagatg      660

aaagcctgtg atggtatcaa tgattgtgga gaccaaagtg atgaactgtg ttgtaaagca      720

tgccaaggca aaggcttcca ttgcaaatcg ggtgtttgca ttccaagcca gtatcaatgc      780

aatggtgagg tggactgcat tacaggggaa gatgaagttg gctgtgcagg ctttgcatct      840

gtggctcaag aagaaacaga aattttgact gctgacatgg atgcagaaag aagacggata      900

aaatcattat tacctaaact atcttgtgga gttaaaaaca gaatgcacat tcgaaggaaa      960

cgaattgtgg gaggaaagcg agcacaactg ggagacctcc catggcaggt ggcaattaag     1020

gatgccagtg gaatcacctg tgggggaatt tatattggtg gctgttggat tctgactgct     1080

gcacattgtc tcagagccag taaaactcat cgttaccaaa tatggacaac agtagtagac     1140

tggatacacc ccgaccttaa acgtatagta attgaatacg tggatagaat tattttccat     1200

gaaaactaca atgcaggcac ttaccaaaat gacatcgctt tgattgaaat gaaaaaagac     1260

ggaaacaaaa aagattgtga gctgcctcgt tccatccctg cctgtgtccc ctggtctcct     1320

tacctattcc aacctaatga tacatgcatc gtttctggct ggggacgaga aaaagataac     1380

gaaagagtct tttcacttca gtggggtgaa gttaaactaa taagcaactg ctctaagttt     1440

tacggaaatc gtttctatga aaaagaaatg gaatgtgcag gtacatatga tggttccatc     1500

gatgcctgta aaggggactc tggaggcccc ttagtctgta tggatgccaa caatgtgact     1560

tatgtctggg gtgttgtgag ttggggggaa aactgtggaa aaccagagtt cccaggtgtt     1620



tacaccaaag tggccaatta ttttgactgg attagctacc atgtaggaag gccttttatt     1680

tctcagtaca atgtataa                                                   1698

<210>  4

<211>  565

<212>  PRT

<213>  Homo sapiens

<400>  4

Lys Val Thr Tyr Thr Ser Gln Glu Asp Leu Val Glu Lys Lys Cys Leu 

1               5                   10                  15      

Ala Lys Lys Tyr Thr His Leu Ser Cys Asp Lys Val Phe Cys Gln Pro 

            20                  25                  30          

Trp Gln Arg Cys Ile Glu Gly Thr Cys Val Cys Lys Leu Pro Tyr Gln 

        35                  40                  45              

Cys Pro Lys Asn Gly Thr Ala Val Cys Ala Thr Asn Arg Arg Ser Phe 

    50                  55                  60                  

Pro Thr Tyr Cys Gln Gln Lys Ser Leu Glu Cys Leu His Pro Gly Thr 

65                  70                  75                  80  

Lys Phe Leu Asn Asn Gly Thr Cys Thr Ala Glu Gly Lys Phe Ser Val 

                85                  90                  95      

Ser Leu Lys His Gly Asn Thr Asp Ser Glu Gly Ile Val Glu Val Lys 

            100                 105                 110         

Leu Val Asp Gln Asp Lys Thr Met Phe Ile Cys Lys Ser Ser Trp Ser 

        115                 120                 125             

Met Arg Glu Ala Asn Val Ala Cys Leu Asp Leu Gly Phe Gln Gln Gly 

    130                 135                 140                 

Ala Asp Thr Gln Arg Arg Phe Lys Leu Ser Asp Leu Ser Ile Asn Ser 

145                 150                 155                 160 



Thr Glu Cys Leu His Val His Cys Arg Gly Leu Glu Thr Ser Leu Ala 

                165                 170                 175     

Glu Cys Thr Phe Thr Lys Arg Arg Thr Met Gly Tyr Gln Asp Phe Ala 

            180                 185                 190         

Asp Val Val Cys Tyr Thr Gln Lys Ala Asp Ser Pro Met Asp Asp Phe 

        195                 200                 205             

Phe Gln Cys Val Asn Gly Lys Tyr Ile Ser Gln Met Lys Ala Cys Asp 

    210                 215                 220                 

Gly Ile Asn Asp Cys Gly Asp Gln Ser Asp Glu Leu Cys Cys Lys Ala 

225                 230                 235                 240 

Cys Gln Gly Lys Gly Phe His Cys Lys Ser Gly Val Cys Ile Pro Ser 

                245                 250                 255     

Gln Tyr Gln Cys Asn Gly Glu Val Asp Cys Ile Thr Gly Glu Asp Glu 

            260                 265                 270         

Val Gly Cys Ala Gly Phe Ala Ser Val Ala Gln Glu Glu Thr Glu Ile 

        275                 280                 285             

Leu Thr Ala Asp Met Asp Ala Glu Arg Arg Arg Ile Lys Ser Leu Leu 

    290                 295                 300                 

Pro Lys Leu Ser Cys Gly Val Lys Asn Arg Met His Ile Arg Arg Lys 

305                 310                 315                 320 

Arg Ile Val Gly Gly Lys Arg Ala Gln Leu Gly Asp Leu Pro Trp Gln 

                325                 330                 335     

Val Ala Ile Lys Asp Ala Ser Gly Ile Thr Cys Gly Gly Ile Tyr Ile 

            340                 345                 350         



Gly Gly Cys Trp Ile Leu Thr Ala Ala His Cys Leu Arg Ala Ser Lys 

        355                 360                 365             

Thr His Arg Tyr Gln Ile Trp Thr Thr Val Val Asp Trp Ile His Pro 

    370                 375                 380                 

Asp Leu Lys Arg Ile Val Ile Glu Tyr Val Asp Arg Ile Ile Phe His 

385                 390                 395                 400 

Glu Asn Tyr Asn Ala Gly Thr Tyr Gln Asn Asp Ile Ala Leu Ile Glu 

                405                 410                 415     

Met Lys Lys Asp Gly Asn Lys Lys Asp Cys Glu Leu Pro Arg Ser Ile 

            420                 425                 430         

Pro Ala Cys Val Pro Trp Ser Pro Tyr Leu Phe Gln Pro Asn Asp Thr 

        435                 440                 445             

Cys Ile Val Ser Gly Trp Gly Arg Glu Lys Asp Asn Glu Arg Val Phe 

    450                 455                 460                 

Ser Leu Gln Trp Gly Glu Val Lys Leu Ile Ser Asn Cys Ser Lys Phe 

465                 470                 475                 480 

Tyr Gly Asn Arg Phe Tyr Glu Lys Glu Met Glu Cys Ala Gly Thr Tyr 

                485                 490                 495     

Asp Gly Ser Ile Asp Ala Cys Lys Gly Asp Ser Gly Gly Pro Leu Val 

            500                 505                 510         

Cys Met Asp Ala Asn Asn Val Thr Tyr Val Trp Gly Val Val Ser Trp 

        515                 520                 525             

Gly Glu Asn Cys Gly Lys Pro Glu Phe Pro Gly Val Tyr Thr Lys Val 

    530                 535                 540                 

Ala Asn Tyr Phe Asp Trp Ile Ser Tyr His Val Gly Arg Pro Phe Ile 

545                 550                 555                 560 



Ser Gln Tyr Asn Val 

                565 

<210>  5

<211>  27

<212>  DNA

<213>  Artificial

<220>

<223>  Primer sequence: FI-AAV-F

<400>  5

tctagaggat ccgccaccat gaagctc                                           27

<210>  6

<211>  47

<212>  DNA

<213>  Artificial

<220>

<223>  Primer sequence: FI-AAV-R

<400>  6

aagcttggcg gccgctcaga cattgtgttg agaaacaaga gaccttc                     47

<210>  7

<211>  1752

<212>  DNA

<213>  Homo sapiens

<400>  7

atgaagctgc tgcatgtctt tctgctgttt ctgtgcttcc atctgcggtt ctgtaaagtg       60

acctatacta gccaggagga tctggtggag aagaagtgtc tggccaagaa gtacacacac      120

ctgagctgcg acaaggtgtt ctgtcagcct tggcagcggt gcatcgaggg cacctgcgtg      180

tgcaagctgc cttaccagtg cccaaagaac ggcaccgccg tgtgcgccac aaatcggaga      240

tcttttccaa catattgcca gcagaagagc ctggagtgtc tgcaccccgg caccaagttc      300

ctgaacaatg gcacctgcac agccgagggc aagttttctg tgagcctgaa gcacggcaac      360

acagatagcg agggcatcgt ggaggtgaag ctggtggacc aggataagac catgttcatc      420



tgtaagagct cctggtccat gagggaggca aacgtggcat gcctggatct gggattccag      480

cagggagcag acacacagag gcgctttaag ctgtccgacc tgtctatcaa tagcaccgag      540

tgcctgcacg tgcactgtag gggcctggag acatccctgg cagagtgcac cttcacaaag      600

cggagaacca tgggctacca ggactttgcc gacgtggtgt gctataccca gaaggccgat      660

agccccatgg acgatttctt tcagtgcgtg aacggcaagt atatctccca gatgaaggcc      720

tgcgacggca tcaatgactg tggcgatcag tctgacgagc tgtgctgtaa ggcctgtcag      780

ggcaagggct tccactgcaa gagcggcgtg tgcatccctt cccagtacca gtgcaacggc      840

gaggtggatt gtatcacagg agaggacgaa gtgggatgcg caggatttgc atctgtggca      900

caggaggaga cagagatcct gacagccgac atggatgccg agaggcgccg gatcaagtct      960

ctgctgccta agctgagctg tggcgtgaag aatcggatgc acatcagaag gaagcgcatc     1020

gtgggaggca agagggcaca gctgggcgat ctgccatggc aggtggccat caaggacgcc     1080

tctggcatca cctgcggcgg catctacatc ggaggatgtt ggatcctgac cgcagcacac     1140

tgcctgagag caagcaagac acacaggtat cagatctgga ccacagtggt ggattggatc     1200

cacccagacc tgaagagaat cgtgatcgag tacgtggata ggatcatctt tcacgagaac     1260

tacaatgccg gcacatatca gaacgacatc gccctgatcg agatgaagaa ggatggcaat     1320

aagaaggact gtgagctgcc cagatccatc cctgcatgcg tgccatggag cccctatctg     1380

ttccagccca acgatacctg catcgtgtcc ggatggggaa gggagaagga caatgagcgg     1440

gtgttttctc tgcagtgggg cgaggtgaag ctgatctcca actgttctaa gttctacggc     1500

aataggtttt atgagaagga gatggagtgc gccggcacct acgatggcag catcgacgcc     1560

tgtaagggcg attccggagg accactggtg tgcatggacg caaacaatgt gacatacgtg     1620

tggggagtgg tgtcctgggg agagaactgc ggcaagccag agttccccgg cgtatatacc     1680

aaggtggcca attattttga ttggatttcc taccacgtcg gcaggccctt tatttcccag     1740

tataatgtct aa                                                         1752

<210>  8

<211>  251

<212>  DNA



<213>  Artificial

<220>

<223>  HLP liver-specific promoter sequence

<400>  8

tgtttgctgc ttgcaatgtt tgcccatttt agggtggaca caggacgctg tggtttctga       60

gccagggggc gactcagatc ccagccagtg gacttagccc ctgtttgctc ctccgataac      120

tggggtgacc ttggttaata ttcaccagca gcctcccccg ttgcccctct ggatccactg      180

cttaaatacg gacgaggaca gggccctgtc tcctcagctt caggcaccac cactgacctg      240

ggacagtgaa t                                                           251

<210>  9

<211>  447

<212>  DNA

<213>  Artificial

<220>

<223>  LP1 liver-specific promoter sequence

<400>  9

ccctaaaatg ggcaaacatt gcaagcagca aacagcaaac acacagccct ccctgcctgc       60

tgaccttgga gctggggcag aggtcagaga cctctctggg cccatgccac ctccaacatc      120

cactcgaccc cttggaattt cggtggagag gagcagaggt tgtcctggcg tggtttaggt      180

agtgtgagag gggaatgact cctttcggta agtgcagtgg aagctgtaca ctgcccaggc      240

aaagcgtccg ggcagcgtag gcgggcgact cagatcccag ccagtggact tagcccctgt      300

ttgctcctcc gataactggg gtgaccttgg ttaatattca ccagcagcct cccccgttgc      360

ccctctggat ccactgctta aatacggacg aggacagggc cctgtctcct cagcttcagg      420

caccaccact gacctgggac agtgaat                                          447

<210>  10

<211>  354

<212>  DNA

<213>  Artificial

<220>

<223>  HLP2 liver-specific promoter sequence



<400>  10

ccctaaaatg ggcaaacatt gcaagcagca aacagcaaac acacagccct ccctgcctgc       60

tgaccttgga gctggggcag aggtcagaca cctctctggg cccatgccac ctccaactgg      120

acacaggacg ctgtggtttc tgagccaggg ggcgactcag atcccagcca gtggacttag      180

cccctgtttg ctcctccgat aactggggtg accttggtta atattcacca gcagcctccc      240

ccgttgcccc tctggatcca ctgcttaaat acggacgagg acagggccct gtctcctcag      300

cttcaggcac caccactgac ctgggacagt gaatgatccc cctgatctgc ggcc            354

<210>  11

<211>  736

<212>  PRT

<213>  Artificial

<220>

<223>  MutC capsid protein sequence

<400>  11

Met Ala Ala Asp Gly Tyr Leu Pro Asp Trp Leu Glu Asp Asn Leu Ser 

1               5                   10                  15      

Glu Gly Ile Arg Glu Trp Trp Ala Leu Lys Pro Gly Ala Pro Lys Pro 

            20                  25                  30          

Lys Ala Asn Gln Gln Lys Gln Asp Asp Gly Arg Gly Leu Val Leu Pro 

        35                  40                  45              

Gly Tyr Lys Tyr Leu Gly Pro Phe Asn Gly Leu Asp Lys Gly Glu Pro 

    50                  55                  60                  

Val Asn Ala Ala Asp Ala Ala Ala Leu Glu His Asp Lys Ala Tyr Asp 

65                  70                  75                  80  

Gln Gln Leu Gln Ala Gly Asp Asn Pro Tyr Leu Arg Tyr Asn His Ala 

                85                  90                  95      

Asp Ala Glu Phe Gln Glu Arg Leu Gln Glu Asp Thr Ser Phe Gly Gly 



            100                 105                 110         

Asn Leu Gly Arg Ala Val Phe Gln Ala Lys Lys Arg Val Leu Glu Pro 

        115                 120                 125             

Leu Gly Leu Val Glu Glu Gly Ala Lys Thr Ala Pro Gly Lys Lys Arg 

    130                 135                 140                 

Pro Val Asp Gln Ser Pro Gln Glu Pro Asp Ser Ser Ser Gly Val Gly 

145                 150                 155                 160 

Lys Ser Gly Lys Gln Pro Ala Arg Lys Arg Leu Asn Phe Gly Gln Thr 

                165                 170                 175     

Gly Asp Ser Glu Ser Val Pro Asp Pro Gln Pro Leu Gly Glu Pro Pro 

            180                 185                 190         

Ala Ala Pro Thr Ser Leu Gly Ser Asn Thr Met Ala Ser Gly Gly Gly 

        195                 200                 205             

Ala Pro Met Ala Asp Asn Asn Glu Gly Ala Asp Gly Val Gly Asn Ser 

    210                 215                 220                 

Ser Gly Asn Trp His Cys Asp Ser Gln Trp Leu Gly Asp Arg Val Ile 

225                 230                 235                 240 

Thr Thr Ser Thr Arg Thr Trp Ala Leu Pro Thr Tyr Asn Asn His Leu 

                245                 250                 255     

Tyr Lys Gln Ile Ser Ser Gln Ser Gly Ala Ser Asn Asp Asn His Tyr 

            260                 265                 270         

Phe Gly Tyr Ser Thr Pro Trp Gly Tyr Phe Asp Phe Asn Arg Phe His 

        275                 280                 285             

Cys His Phe Ser Pro Arg Asp Trp Gln Arg Leu Ile Asn Asn Asn Trp 

    290                 295                 300                 



Gly Phe Arg Pro Lys Lys Leu Ser Phe Lys Leu Phe Asn Ile Gln Val 

305                 310                 315                 320 

Lys Glu Val Thr Gln Asn Asp Gly Thr Thr Thr Ile Ala Asn Asn Leu 

                325                 330                 335     

Thr Ser Thr Val Gln Val Phe Thr Asp Ser Glu Tyr Gln Leu Pro Tyr 

            340                 345                 350         

Val Leu Gly Ser Ala His Gln Gly Cys Leu Pro Pro Phe Pro Ala Asp 

        355                 360                 365             

Val Phe Met Val Pro Gln Tyr Gly Tyr Leu Thr Leu Asn Asn Gly Ser 

    370                 375                 380                 

Gln Ala Val Gly Arg Ser Ser Phe Tyr Cys Leu Glu Tyr Phe Pro Ser 

385                 390                 395                 400 

Gln Met Leu Arg Thr Gly Asn Asn Phe Gln Phe Ser Tyr Thr Phe Glu 

                405                 410                 415     

Asp Val Pro Phe His Ser Ser Tyr Ala His Ser Gln Ser Leu Asp Arg 

            420                 425                 430         

Leu Met Asn Pro Leu Ile Asp Gln Tyr Leu Tyr Tyr Leu Asn Arg Thr 

        435                 440                 445             

Gln Gly Thr Thr Ser Gly Thr Thr Asn Gln Ser Arg Leu Leu Phe Ser 

    450                 455                 460                 

Gln Ala Gly Pro Gln Ser Met Ser Leu Gln Ala Arg Asn Trp Leu Pro 

465                 470                 475                 480 

Gly Pro Cys Tyr Arg Gln Gln Arg Leu Ser Lys Thr Ala Asn Asp Asn 

                485                 490                 495     

Asn Asn Ser Asn Phe Pro Trp Thr Ala Ala Ser Lys Tyr His Leu Asn 



            500                 505                 510         

Gly Arg Asp Ser Leu Val Asn Pro Gly Pro Ala Met Ala Ser His Lys 

        515                 520                 525             

Asp Asp Glu Glu Lys Phe Phe Pro Met His Gly Asn Leu Ile Phe Gly 

    530                 535                 540                 

Lys Glu Gly Thr Thr Ala Ser Asn Ala Glu Leu Asp Asn Val Met Ile 

545                 550                 555                 560 

Thr Asp Glu Glu Glu Ile Arg Thr Thr Asn Pro Val Ala Thr Glu Gln 

                565                 570                 575     

Tyr Gly Thr Val Ala Asn Asn Leu Gln Ser Ser Asn Thr Ala Pro Thr 

            580                 585                 590         

Thr Arg Thr Val Asn Asp Gln Gly Ala Leu Pro Gly Met Val Trp Gln 

        595                 600                 605             

Asp Arg Asp Val Tyr Leu Gln Gly Pro Ile Trp Ala Lys Ile Pro His 

    610                 615                 620                 

Thr Asp Gly His Phe His Pro Ser Pro Leu Met Gly Gly Phe Gly Leu 

625                 630                 635                 640 

Lys His Pro Pro Pro Gln Ile Met Ile Lys Asn Thr Pro Val Pro Ala 

                645                 650                 655     

Asn Pro Pro Thr Thr Phe Ser Pro Ala Lys Phe Ala Ser Phe Ile Thr 

            660                 665                 670         

Gln Tyr Ser Thr Gly Gln Val Ser Val Glu Ile Glu Trp Glu Leu Gln 

        675                 680                 685             

Lys Glu Asn Ser Lys Arg Trp Asn Pro Glu Ile Gln Tyr Thr Ser Asn 

    690                 695                 700                 



Tyr Asn Lys Ser Val Asn Val Asp Phe Thr Val Asp Thr Asn Gly Val 

705                 710                 715                 720 

Tyr Ser Glu Pro Arg Pro Ile Gly Thr Arg Tyr Leu Thr Arg Asn Leu 

                725                 730                 735     

<210>  12

<211>  736

<212>  PRT

<213>  Artificial

<220>

<223>  LK03 capsid protein sequence

<400>  12

Met Ala Ala Asp Gly Tyr Leu Pro Asp Trp Leu Glu Asp Asn Leu Ser 

1               5                   10                  15      

Glu Gly Ile Arg Glu Trp Trp Ala Leu Gln Pro Gly Ala Pro Lys Pro 

            20                  25                  30          

Lys Ala Asn Gln Gln His Gln Asp Asn Ala Arg Gly Leu Val Leu Pro 

        35                  40                  45              

Gly Tyr Lys Tyr Leu Gly Pro Gly Asn Gly Leu Asp Lys Gly Glu Pro 

    50                  55                  60                  

Val Asn Ala Ala Asp Ala Ala Ala Leu Glu His Asp Lys Ala Tyr Asp 

65                  70                  75                  80  

Gln Gln Leu Lys Ala Gly Asp Asn Pro Tyr Leu Lys Tyr Asn His Ala 

                85                  90                  95      

Asp Ala Glu Phe Gln Glu Arg Leu Lys Glu Asp Thr Ser Phe Gly Gly 

            100                 105                 110         

Asn Leu Gly Arg Ala Val Phe Gln Ala Lys Lys Arg Leu Leu Glu Pro 

        115                 120                 125             



Leu Gly Leu Val Glu Glu Ala Ala Lys Thr Ala Pro Gly Lys Lys Arg 

    130                 135                 140                 

Pro Val Asp Gln Ser Pro Gln Glu Pro Asp Ser Ser Ser Gly Val Gly 

145                 150                 155                 160 

Lys Ser Gly Lys Gln Pro Ala Arg Lys Arg Leu Asn Phe Gly Gln Thr 

                165                 170                 175     

Gly Asp Ser Glu Ser Val Pro Asp Pro Gln Pro Leu Gly Glu Pro Pro 

            180                 185                 190         

Ala Ala Pro Thr Ser Leu Gly Ser Asn Thr Met Ala Ser Gly Gly Gly 

        195                 200                 205             

Ala Pro Met Ala Asp Asn Asn Glu Gly Ala Asp Gly Val Gly Asn Ser 

    210                 215                 220                 

Ser Gly Asn Trp His Cys Asp Ser Gln Trp Leu Gly Asp Arg Val Ile 

225                 230                 235                 240 

Thr Thr Ser Thr Arg Thr Trp Ala Leu Pro Thr Tyr Asn Asn His Leu 

                245                 250                 255     

Tyr Lys Gln Ile Ser Ser Gln Ser Gly Ala Ser Asn Asp Asn His Tyr 

            260                 265                 270         

Phe Gly Tyr Ser Thr Pro Trp Gly Tyr Phe Asp Phe Asn Arg Phe His 

        275                 280                 285             

Cys His Phe Ser Pro Arg Asp Trp Gln Arg Leu Ile Asn Asn Asn Trp 

    290                 295                 300                 

Gly Phe Arg Pro Lys Lys Leu Ser Phe Lys Leu Phe Asn Ile Gln Val 

305                 310                 315                 320 

Lys Glu Val Thr Gln Asn Asp Gly Thr Thr Thr Ile Ala Asn Asn Leu 



                325                 330                 335     

Thr Ser Thr Val Gln Val Phe Thr Asp Ser Glu Tyr Gln Leu Pro Tyr 

            340                 345                 350         

Val Leu Gly Ser Ala His Gln Gly Cys Leu Pro Pro Phe Pro Ala Asp 

        355                 360                 365             

Val Phe Met Val Pro Gln Tyr Gly Tyr Leu Thr Leu Asn Asn Gly Ser 

    370                 375                 380                 

Gln Ala Val Gly Arg Ser Ser Phe Tyr Cys Leu Glu Tyr Phe Pro Ser 

385                 390                 395                 400 

Gln Met Leu Arg Thr Gly Asn Asn Phe Gln Phe Ser Tyr Thr Phe Glu 

                405                 410                 415     

Asp Val Pro Phe His Ser Ser Tyr Ala His Ser Gln Ser Leu Asp Arg 

            420                 425                 430         

Leu Met Asn Pro Leu Ile Asp Gln Tyr Leu Tyr Tyr Leu Asn Arg Thr 

        435                 440                 445             

Gln Gly Thr Thr Ser Gly Thr Thr Asn Gln Ser Arg Leu Leu Phe Ser 

    450                 455                 460                 

Gln Ala Gly Pro Gln Ser Met Ser Leu Gln Ala Arg Asn Trp Leu Pro 

465                 470                 475                 480 

Gly Pro Cys Tyr Arg Gln Gln Arg Leu Ser Lys Thr Ala Asn Asp Asn 

                485                 490                 495     

Asn Asn Ser Asn Phe Pro Trp Thr Ala Ala Ser Lys Tyr His Leu Asn 

            500                 505                 510         

Gly Arg Asp Ser Leu Val Asn Pro Gly Pro Ala Met Ala Ser His Lys 

        515                 520                 525             



Asp Asp Glu Glu Lys Phe Phe Pro Met His Gly Asn Leu Ile Phe Gly 

    530                 535                 540                 

Lys Glu Gly Thr Thr Ala Ser Asn Ala Glu Leu Asp Asn Val Met Ile 

545                 550                 555                 560 

Thr Asp Glu Glu Glu Ile Arg Thr Thr Asn Pro Val Ala Thr Glu Gln 

                565                 570                 575     

Tyr Gly Thr Val Ala Asn Asn Leu Gln Ser Ser Asn Thr Ala Pro Thr 

            580                 585                 590         

Thr Arg Thr Val Asn Asp Gln Gly Ala Leu Pro Gly Met Val Trp Gln 

        595                 600                 605             

Asp Arg Asp Val Tyr Leu Gln Gly Pro Ile Trp Ala Lys Ile Pro His 

    610                 615                 620                 

Thr Asp Gly His Phe His Pro Ser Pro Leu Met Gly Gly Phe Gly Leu 

625                 630                 635                 640 

Lys His Pro Pro Pro Gln Ile Met Ile Lys Asn Thr Pro Val Pro Ala 

                645                 650                 655     

Asn Pro Pro Thr Thr Phe Ser Pro Ala Lys Phe Ala Ser Phe Ile Thr 

            660                 665                 670         

Gln Tyr Ser Thr Gly Gln Val Ser Val Glu Ile Glu Trp Glu Leu Gln 

        675                 680                 685             

Lys Glu Asn Ser Lys Arg Trp Asn Pro Glu Ile Gln Tyr Thr Ser Asn 

    690                 695                 700                 

Tyr Asn Lys Ser Val Asn Val Asp Phe Thr Val Asp Thr Asn Gly Val 

705                 710                 715                 720 

Tyr Ser Glu Pro Arg Pro Ile Gly Thr Arg Tyr Leu Thr Arg Pro Leu 



                725                 730                 735     


