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<210>  1
<211>  1370
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  1

Gly Ala Ala Ser Asp Lys Lys Tyr Ser Ile Gly Leu Asp Ile Gly Thr 
1               5                   10                  15      

Asn Ser Val Gly Trp Ala Val Ile Thr Asp Glu Tyr Lys Val Pro Ser 
            20                  25                  30          

Lys Lys Phe Lys Val Leu Gly Asn Thr Asp Arg His Ser Ile Lys Lys 
        35                  40                  45              

Asn Leu Ile Gly Ala Leu Leu Phe Asp Ser Gly Glu Thr Ala Glu Ala 
    50                  55                  60                  

Thr Arg Leu Lys Arg Thr Ala Arg Arg Arg Tyr Thr Arg Arg Lys Asn 
65                  70                  75                  80  

Arg Ile Cys Tyr Leu Gln Glu Ile Phe Ser Asn Glu Met Ala Lys Val 
                85                  90                  95      

Asp Asp Ser Phe Phe His Arg Leu Glu Glu Ser Phe Leu Val Glu Glu 
            100                 105                 110         



Asp Lys Lys His Glu Arg His Pro Ile Phe Gly Asn Ile Val Asp Glu 
        115                 120                 125             

Val Ala Tyr His Glu Lys Tyr Pro Thr Ile Tyr His Leu Arg Lys Lys 
    130                 135                 140                 

Leu Val Asp Ser Thr Asp Lys Ala Asp Leu Arg Leu Ile Tyr Leu Ala 
145                 150                 155                 160 

Leu Ala His Met Ile Lys Phe Arg Gly His Phe Leu Ile Glu Gly Asp 
                165                 170                 175     

Leu Asn Pro Asp Asn Ser Asp Val Asp Lys Leu Phe Ile Gln Leu Val 
            180                 185                 190         

Gln Thr Tyr Asn Gln Leu Phe Glu Glu Asn Pro Ile Asn Ala Ser Gly 
        195                 200                 205             

Val Asp Ala Lys Ala Ile Leu Ser Ala Arg Leu Ser Lys Ser Arg Arg 
    210                 215                 220                 

Leu Glu Asn Leu Ile Ala Gln Leu Pro Gly Glu Lys Lys Asn Gly Leu 
225                 230                 235                 240 

Phe Gly Asn Leu Ile Ala Leu Ser Leu Gly Leu Thr Pro Asn Phe Lys 
                245                 250                 255     

Ser Asn Phe Asp Leu Ala Glu Asp Ala Lys Leu Gln Leu Ser Lys Asp 
            260                 265                 270         

Thr Tyr Asp Asp Asp Leu Asp Asn Leu Leu Ala Gln Ile Gly Asp Gln 
        275                 280                 285             

Tyr Ala Asp Leu Phe Leu Ala Ala Lys Asn Leu Ser Asp Ala Ile Leu 
    290                 295                 300                 

Leu Ser Asp Ile Leu Arg Val Asn Thr Glu Ile Thr Lys Ala Pro Leu 
305                 310                 315                 320 

Ser Ala Ser Met Ile Lys Arg Tyr Asp Glu His His Gln Asp Leu Thr 
                325                 330                 335     



Leu Leu Lys Ala Leu Val Arg Gln Gln Leu Pro Glu Lys Tyr Lys Glu 
            340                 345                 350         

Ile Phe Phe Asp Gln Ser Lys Asn Gly Tyr Ala Gly Tyr Ile Asp Gly 
        355                 360                 365             

Gly Ala Ser Gln Glu Glu Phe Tyr Lys Phe Ile Lys Pro Ile Leu Glu 
    370                 375                 380                 

Lys Met Asp Gly Thr Glu Glu Leu Leu Val Lys Leu Asn Arg Glu Asp 
385                 390                 395                 400 

Leu Leu Arg Lys Gln Arg Thr Phe Asp Asn Gly Ser Ile Pro His Gln 
                405                 410                 415     

Ile His Leu Gly Glu Leu His Ala Ile Leu Arg Arg Gln Glu Asp Phe 
            420                 425                 430         

Tyr Pro Phe Leu Lys Asp Asn Arg Glu Lys Ile Glu Lys Ile Leu Thr 
        435                 440                 445             

Phe Arg Ile Pro Tyr Tyr Val Gly Pro Leu Ala Arg Gly Asn Ser Arg 
    450                 455                 460                 

Phe Ala Trp Met Thr Arg Lys Ser Glu Glu Thr Ile Thr Pro Trp Asn 
465                 470                 475                 480 

Phe Glu Glu Val Val Asp Lys Gly Ala Ser Ala Gln Ser Phe Ile Glu 
                485                 490                 495     

Arg Met Thr Asn Phe Asp Lys Asn Leu Pro Asn Glu Lys Val Leu Pro 
            500                 505                 510         

Lys His Ser Leu Leu Tyr Glu Tyr Phe Thr Val Tyr Asn Glu Leu Thr 
        515                 520                 525             

Lys Val Lys Tyr Val Thr Glu Gly Met Lys Pro Ala Phe Leu Ser Gly 
    530                 535                 540                 



Glu Gln Lys Lys Ala Ile Val Asp Leu Leu Phe Lys Thr Asn Arg Lys 
545                 550                 555                 560 

Val Thr Val Lys Gln Leu Lys Glu Asp Tyr Phe Lys Lys Ile Glu Cys 
                565                 570                 575     

Phe Asp Ser Val Glu Ile Ser Gly Val Glu Asp Arg Phe Asn Ala Ser 
            580                 585                 590         

Leu Gly Thr Tyr His Asp Leu Leu Lys Ile Ile Lys Asp Lys Asp Phe 
        595                 600                 605             

Leu Asp Asn Glu Glu Asn Glu Asp Ile Leu Glu Asp Ile Val Leu Thr 
    610                 615                 620                 

Leu Thr Leu Phe Glu Asp Arg Glu Met Ile Glu Glu Arg Leu Lys Thr 
625                 630                 635                 640 

Tyr Ala His Leu Phe Asp Asp Lys Val Met Lys Gln Leu Lys Arg Arg 
                645                 650                 655     

Arg Tyr Thr Gly Trp Gly Arg Leu Ser Arg Lys Leu Ile Asn Gly Ile 
            660                 665                 670         

Arg Asp Lys Gln Ser Gly Lys Thr Ile Leu Asp Phe Leu Lys Ser Asp 
        675                 680                 685             

Gly Phe Ala Asn Arg Asn Phe Met Gln Leu Ile His Asp Asp Ser Leu 
    690                 695                 700                 

Thr Phe Lys Glu Asp Ile Gln Lys Ala Gln Val Ser Gly Gln Gly Asp 
705                 710                 715                 720 

Ser Leu His Glu His Ile Ala Asn Leu Ala Gly Ser Pro Ala Ile Lys 
                725                 730                 735     

Lys Gly Ile Leu Gln Thr Val Lys Val Val Asp Glu Leu Val Lys Val 
            740                 745                 750         

Met Gly Arg His Lys Pro Glu Asn Ile Val Ile Glu Met Ala Arg Glu 
        755                 760                 765             



Asn Gln Thr Thr Gln Lys Gly Gln Lys Asn Ser Arg Glu Arg Met Lys 
    770                 775                 780                 

Arg Ile Glu Glu Gly Ile Lys Glu Leu Gly Ser Gln Ile Leu Lys Glu 
785                 790                 795                 800 

His Pro Val Glu Asn Thr Gln Leu Gln Asn Glu Lys Leu Tyr Leu Tyr 
                805                 810                 815     

Tyr Leu Gln Asn Gly Arg Asp Met Tyr Val Asp Gln Glu Leu Asp Ile 
            820                 825                 830         

Asn Arg Leu Ser Asp Tyr Asp Val Asp His Ile Val Pro Gln Ser Phe 
        835                 840                 845             

Leu Lys Asp Asp Ser Ile Asp Asn Lys Val Leu Thr Arg Ser Asp Lys 
    850                 855                 860                 

Asn Arg Gly Lys Ser Asp Asn Val Pro Ser Glu Glu Val Val Lys Lys 
865                 870                 875                 880 

Met Lys Asn Tyr Trp Arg Gln Leu Leu Asn Ala Lys Leu Ile Thr Gln 
                885                 890                 895     

Arg Lys Phe Asp Asn Leu Thr Lys Ala Glu Arg Gly Gly Leu Ser Glu 
            900                 905                 910         

Leu Asp Lys Ala Gly Phe Ile Lys Arg Gln Leu Val Glu Thr Arg Gln 
        915                 920                 925             

Ile Thr Lys His Val Ala Gln Ile Leu Asp Ser Arg Met Asn Thr Lys 
    930                 935                 940                 

Tyr Asp Glu Asn Asp Lys Leu Ile Arg Glu Val Lys Val Ile Thr Leu 
945                 950                 955                 960 

Lys Ser Lys Leu Val Ser Asp Phe Arg Lys Asp Phe Gln Phe Tyr Lys 
                965                 970                 975     



Val Arg Glu Ile Asn Asn Tyr His His Ala His Asp Ala Tyr Leu Asn 
            980                 985                 990         

Ala Val Val Gly Thr Ala Leu Ile  Lys Lys Tyr Pro Lys  Leu Glu Ser 
        995                 1000                 1005             

Glu Phe  Val Tyr Gly Asp Tyr  Lys Val Tyr Asp Val  Arg Lys Met 
    1010                 1015                 1020             

Ile Ala  Lys Ser Glu Gln Glu  Ile Gly Lys Ala Thr  Ala Lys Tyr 
    1025                 1030                 1035             

Phe Phe  Tyr Ser Asn Ile Met  Asn Phe Phe Lys Thr  Glu Ile Thr 
    1040                 1045                 1050             

Leu Ala  Asn Gly Glu Ile Arg  Lys Arg Pro Leu Ile  Glu Thr Asn 
    1055                 1060                 1065             

Gly Glu  Thr Gly Glu Ile Val  Trp Asp Lys Gly Arg  Asp Phe Ala 
    1070                 1075                 1080             

Thr Val  Arg Lys Val Leu Ser  Met Pro Gln Val Asn  Ile Val Lys 
    1085                 1090                 1095             

Lys Thr  Glu Val Gln Thr Gly  Gly Phe Ser Lys Glu  Ser Ile Leu 
    1100                 1105                 1110             

Pro Lys  Arg Asn Ser Asp Lys  Leu Ile Ala Arg Lys  Lys Asp Trp 
    1115                 1120                 1125             

Asp Pro  Lys Lys Tyr Gly Gly  Phe Asp Ser Pro Thr  Val Ala Tyr 
    1130                 1135                 1140             

Ser Val  Leu Val Val Ala Lys  Val Glu Lys Gly Lys  Ser Lys Lys 
    1145                 1150                 1155             

Leu Lys  Ser Val Lys Glu Leu  Leu Gly Ile Thr Ile  Met Glu Arg 
    1160                 1165                 1170             

Ser Ser  Phe Glu Lys Asn Pro  Ile Asp Phe Leu Glu  Ala Lys Gly 
    1175                 1180                 1185             



Tyr Lys  Glu Val Lys Lys Asp  Leu Ile Ile Lys Leu  Pro Lys Tyr 
    1190                 1195                 1200             

Ser Leu  Phe Glu Leu Glu Asn  Gly Arg Lys Arg Met  Leu Ala Ser 
    1205                 1210                 1215             

Ala Gly  Glu Leu Gln Lys Gly  Asn Glu Leu Ala Leu  Pro Ser Lys 
    1220                 1225                 1230             

Tyr Val  Asn Phe Leu Tyr Leu  Ala Ser His Tyr Glu  Lys Leu Lys 
    1235                 1240                 1245             

Gly Ser  Pro Glu Asp Asn Glu  Gln Lys Gln Leu Phe  Val Glu Gln 
    1250                 1255                 1260             

His Lys  His Tyr Leu Asp Glu  Ile Ile Glu Gln Ile  Ser Glu Phe 
    1265                 1270                 1275             

Ser Lys  Arg Val Ile Leu Ala  Asp Ala Asn Leu Asp  Lys Val Leu 
    1280                 1285                 1290             

Ser Ala  Tyr Asn Lys His Arg  Asp Lys Pro Ile Arg  Glu Gln Ala 
    1295                 1300                 1305             

Glu Asn  Ile Ile His Leu Phe  Thr Leu Thr Asn Leu  Gly Ala Pro 
    1310                 1315                 1320             

Ala Ala  Phe Lys Tyr Phe Asp  Thr Thr Ile Asp Arg  Lys Arg Tyr 
    1325                 1330                 1335             

Thr Ser  Thr Lys Glu Val Leu  Asp Ala Thr Leu Ile  His Gln Ser 
    1340                 1345                 1350             

Ile Thr  Gly Leu Tyr Glu Thr  Arg Ile Asp Leu Ser  Gln Leu Gly 
    1355                 1360                 1365             

Gly Asp  
    1370 



<210>  2
<211>  4104
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  2
gataagaaat actcaatagg cttagatatc ggcacaaata gcgtcggatg ggcggtgatc       60

actgatgaat ataaggttcc gtctaaaaag ttcaaggttc tgggaaatac agaccgccac      120

agtatcaaaa aaaatcttat aggggctctt ttatttgaca gtggagagac agcggaagcg      180

actcgtctca aacggacagc tcgtagaagg tatacacgtc ggaagaatcg tatttgttat      240

ctacaggaga ttttttcaaa tgagatggcg aaagtagatg atagtttctt tcatcgactt      300

gaagagtctt ttttggtgga agaagacaag aagcatgaac gtcatcctat ttttggaaat      360

atagtagatg aagttgctta tcatgagaaa tatccaacta tctatcatct gcgaaaaaaa      420

ttggtagatt ctactgataa agcggatttg cgcttaatct atttggcctt agcgcatatg      480

attaagtttc gtggtcattt tttgattgag ggagatttaa atcctgataa tagtgatgtg      540

gacaaactat ttatccagtt ggtacaaacc tacaatcaat tatttgaaga aaaccctatt      600

aacgcaagtg gagtagatgc taaagcgatt ctttctgcac gattgagtaa atcaagacga      660

ttagaaaatc tcattgctca gctccccggt gagaagaaaa atggcttatt tgggaatctc      720

attgctttgt cattgggttt gacccctaat tttaaatcaa attttgattt ggcagaagat      780

gctaaattac agctttcaaa agatacttac gatgatgatt tagataattt attggcgcaa      840

attggagatc aatatgctga tttgtttttg gcagctaaga atttatcaga tgctatttta      900

ctttcagata tcctaagagt aaatactgaa ataactaagg ctcccctatc agcttcaatg      960

attaaacgct acgatgaaca tcatcaagac ttgactcttt taaaagcttt agttcgacaa     1020

caacttccag aaaagtataa agaaatcttt tttgatcaat caaaaaacgg atatgcaggt     1080

tatattgatg ggggagctag ccaagaagaa ttttataaat ttatcaaacc aattttagaa     1140

aaaatggatg gtactgagga attattggtg aaactaaatc gtgaagattt gctgcgcaag     1200

caacggacct ttgacaacgg ctctattccc catcaaattc acttgggtga gctgcatgct     1260

attttgagaa gacaagaaga cttttatcca tttttaaaag acaatcgtga gaagattgaa     1320

aaaatcttga cttttcgaat tccttattat gttggtccat tggcgcgtgg caatagtcgt     1380



tttgcatgga tgactcggaa gtctgaagaa acaattaccc catggaattt tgaagaagtt     1440

gtcgataaag gtgcttcagc tcaatcattt attgaacgca tgacaaactt tgataaaaat     1500

cttccaaatg aaaaagtact accaaaacat agtttgcttt atgagtattt tacggtttat     1560

aacgaattga caaaggtcaa atatgttact gaaggaatgc gaaaaccagc atttctttca     1620

ggtgaacaga agaaagccat tgttgattta ctcttcaaaa caaatcgaaa agtaaccgtt     1680

aagcaattaa aagaagatta tttcaaaaaa atagaatgtt ttgatagtgt tgaaatttca     1740

ggagttgaag atagatttaa tgcttcatta ggtacctacc atgatttgct aaaaattatt     1800

aaagataaag attttttgga taatgaagaa aatgaagata tcttagagga tattgtttta     1860

acattgacct tatttgaaga tagggagatg attgaggaaa gacttaaaac atatgctcac     1920

ctctttgatg ataaggtgat gaaacagctt aaacgtcgcc gttatactgg ttggggacgt     1980

ttgtctcgaa aattgattaa tggtattagg gataagcaat ctggcaaaac aatattagat     2040

tttttgaaat cagatggttt tgccaatcgc aattttatgc agctgatcca tgatgatagt     2100

ttgacattta aagaagacat tcaaaaagca caagtgtctg gacaaggcga tagtttacat     2160

gaacatattg caaatttagc tggtagccct gctattaaaa aaggtatttt acagactgta     2220

aaagttgttg atgaattggt caaagtaatg gggcggcata agccagaaaa tatcgttatt     2280

gaaatggcac gtgaaaatca gacaactcaa aagggccaga aaaattcgcg agagcgtatg     2340

aaacgaatcg aagaaggtat caaagaatta ggaagtcaga ttcttaaaga gcatcctgtt     2400

gaaaatactc aattgcaaaa tgaaaagctc tatctctatt atctccaaaa tggaagagac     2460

atgtatgtgg accaagaatt agatattaat cgtttaagtg attatgatgt cgatcacatt     2520

gttccacaaa gtttccttaa agacgattca atagacaata aggtcttaac gcgttctgat     2580

aaaaatcgtg gtaaatcgga taacgttcca agtgaagaag tagtcaaaaa gatgaaaaac     2640

tattggagac aacttctaaa cgccaagtta atcactcaac gtaagtttga taatttaacg     2700

aaagctgaac gtggaggttt gagtgaactt gataaagctg gttttatcaa acgccaattg     2760

gttgaaactc gccaaatcac taagcatgtg gcacaaattt tggatagtcg catgaatact     2820

aaatacgatg aaaatgataa acttattcga gaggttaaag tgattacctt aaaatctaaa     2880

ttagtttctg acttccgaaa agatttccaa ttctataaag tacgtgagat taacaattac     2940

catcatgccc atgatgcgta tctaaatgcc gtcgttggaa ctgctttgat taagaaatat     3000



ccaaaacttg aatcggagtt tgtctatggt gattataaag tttatgatgt tcgtaaaatg     3060

attgctaagt ctgagcaaga aataggcaaa gcaaccgcaa aatatttctt ttactctaat     3120

atcatgaact tcttcaaaac agaaattaca cttgcaaatg gagagattcg caaacgccct     3180

ctaatcgaaa ctaatgggga aactggagaa attgtctggg ataaagggcg agattttgcc     3240

acagtgcgca aagtattgtc catgccccaa gtcaatattg tcaagaaaac agaagtacag     3300

acaggcggat tctccaagga gtcaatttta ccaaaaagaa attcggacaa gcttattgct     3360

cgtaaaaaag actgggatcc aaaaaaatat ggtggttttg atagtccaac ggtagcttat     3420

tcagtcctag tggttgctaa ggtggaaaaa gggaaatcga agaagttaaa atccgttaaa     3480

gagttactag ggatcacaat tatggaaaga agttcctttg aaaaaaatcc gattgacttt     3540

ttagaagcta aaggatataa ggaagttaaa aaagacttaa tcattaaact acctaaatat     3600

agtctttttg agttagaaaa cggtcgtaaa cggatgctgg ctagtgccgg agaattacaa     3660

aaaggaaatg agctggctct gccaagcaaa tatgtgaatt ttttatattt agctagtcat     3720

tatgaaaagt tgaagggtag tccagaagat aacgaacaaa aacaattgtt tgtggagcag     3780

cataagcatt atttagatga gattattgag caaatcagtg aattttctaa gcgtgttatt     3840

ttagcagatg ccaatttaga taaagttctt agtgcatata acaaacatag agacaaacca     3900

atacgtgaac aagcagaaaa tattattcat ttatttacgt tgacgaatct tggagctccc     3960

gctgctttta aatattttga tacaacaatt gatcgtaaac gatatacgtc tacaaaagaa     4020

gttttagatg ccactcttat ccatcaatcc atcactggtc tttatgaaac acgcattgat     4080

ttgagtcagc taggaggtga ctga                                            4104

<210>  3
<211>  16
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  3
guuuuagagc uaugcu                                                       16

<210>  4
<211>  67



<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  4
agcauagcaa guuaaaauaa ggcuaguccg uuaucaacuu gaaaaagugg caccgagucg       60

gugcuuu                                                                 67

<210>  5
<211>  77
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  5
guuuuagagc uagaaauagc aaguuaaaau aaggcuaguc cguuaucaac uugaaaaagu       60

ggcaccgagu cggugcu                                                      77

<210>  6
<211>  82
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  6
guuggaacca uucaaaacag cauagcaagu uaaaauaagg cuaguccguu aucaacuuga       60

aaaaguggca ccgagucggu gc                                                82

<210>  7
<211>  76
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  7
guuuuagagc uagaaauagc aaguuaaaau aaggcuaguc cguuaucaac uugaaaaagu       60

ggcaccgagu cggugc                                                       76



<210>  8
<211>  86
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  8
guuuaagagc uaugcuggaa acagcauagc aaguuuaaau aaggcuaguc cguuaucaac       60

uugaaaaagu ggcaccgagu cggugc                                            86

<210>  9
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<220>
<221>  misc_feature
<222>  (2)..(21)
<223>  n is a, c, g, or t

<400>  9
gnnnnnnnnn nnnnnnnnnn ngg                                               23

<210>  10
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<220>
<221>  misc_feature
<222>  (1)..(21)
<223>  n is a, c, g, or t

<400>  10
nnnnnnnnnn nnnnnnnnnn ngg                                               23

<210>  11
<211>  25
<212>  DNA
<213>  Artificial Sequence



<220>
<223>  Synthetic

<220>
<221>  misc_feature
<222>  (3)..(23)
<223>  n is a, c, g, or t

<400>  11
ggnnnnnnnn nnnnnnnnnn nnngg                                             25

<210>  12
<211>  72
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  12
aaacagcaua gcaaguuaaa auaaggcuag uccguuauca acuugaaaaa guggcaccga       60

gucggugcuu uu                                                           72

<210>  13
<211>  82
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  13
guuggaacca uucaaaacag cauagcaagu uaaaauaagg cuaguccguu aucaacuuga       60

aaaaguggca ccgagucggu gc                                                82

<210>  14
<211>  83
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  14
guuuuagagc uagaaauagc aaguuaaaau aaggcuaguc cguuaucaac uugaaaaagu       60

ggcaccgagu cggugcuuuu uuu                                               83



<210>  15
<211>  80
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  15
guuuuagagc uagaaauagc aaguuaaaau aaggcuaguc cguuaucaac uugaaaaagu       60

ggcaccgagu cggugcuuuu                                                   80

<210>  16
<211>  92
<212>  RNA
<213>  Artificial Sequence

<220>
<223>  Synthetic

<400>  16
guuuaagagc uaugcuggaa acagcauagc aaguuuaaau aaggcuaguc cguuaucaac       60

uugaaaaagu ggcaccgagu cggugcuuuu uu                                     92


