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SEQUENCE LISTING

<110> MEDICAGO INC.
<120> PICORNA VIRUS-LIKE PARTICLE PRODUCTION IN PLANTS
<130> v84804wo

<150> Us 61/697,266
<151> 2012-09-05

<160> 10

<170> PatentIn version 3.5

<210> 1

<211> 645

<212> PRT

<213> Enterovirus A71
<400> 1

Gly Pro Ser Leu Asp Phe Ala Leu Ser Leu Leu Arg Arg Asn val Arg
1 5 10 15

Gln val GIn Thr Asp GIn Gly His Phe Thr Met Leu Gly val Arg Asp
20 25 30

Arg Leu Ala val Leu Pro Arg His Ser Gln Pro Gly Lys Thr Ile Trp
35 40 45

ITe Glu His Lys Leu val Asn val Leu Asp Ala val Glu Leu val Asp
50 55 60

Glu G1n Gly val Asn Leu Glu Leu Thr Leu Ile Thr Leu Asp Thr Asn
65 70 75 80

Glu Lys Phe Arg Asp Ile Thr Lys Phe Ile Pro Glu Asn Ile Ser Ala
85 90 95

Ala Ser Asp Ala Thr Leu val Ile Asn Thr Glu His Met Pro Ser Met
100 105 110

phe val Pro val Gly Asp val val Gln Tyr Gly Phe Leu Asn Leu Ser
115 120 125

Gly Lys Pro Thr His Arg Thr Met Met Tyr Asn Phe Pro Thr Lys Ala
130 135 140

Gly G1n Cys Gly Gly val val Thr Ser val Gly Lys Ile Ile Gly Ile
145 150 155 160

His Ile Gly Gly Asn Gly Arg Gln Gly Phe Cys Ala Gly Leu Lys Arg
165 170 175

Ser Tyr Phe Ala Ser Glu Gln Gly Glu Ile Gln Trp val Lys Pro Asn
180 185 190
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Lys

Glu

val

225

Leu

Ile

Ile

Asn

Ala

305

val

Tyr

Lys

Tyr

Pro

385

Trp

Tyr

Glu

Ile

Glu

Pro

210

Leu

Phe

Lys

Asn

Leu

290

Leu

ser

ser

Gly

Leu

370

Gly

ser

sSer

Leu

Glu
450

Thr

195

ser

His

Ser

Glu

Thr

275

Glu

Gly

Lys

Thr

Lys

Arg

Thr

Lys

Gly

val

435

Gly

Gly

val

Ser

Lys

Ala

260

Ser

Ala

Ile

Met

Tyr

340

Ser

Met

Ile

Leu

TYyr

420

Leu

Arg

Phe

Lys

Tyr

245

Ala

Gln

Ile

Lys

Lys

val

Arg

Ala

Thr

Pro

405

Asp

Arg

Asn

Leu

His

Asp

230

val

Leu

Met

Asp

Lys

Phe

Lys

Leu

Phe

Gly

Ile

Ala

Glu

His
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Asn Ile Asn Gly Pro Thr Arg Thr Lys
200 205

Asp

215

Pro

Gly

His

Ser

Leu

295

Arg

Tyr

Asp

Ile

Gly

Ser

Leu

ser

Ile

Thr
455

Ile

Arg

Asn

Tyr

Met

280

His

Asp

Met

Glu

Glu

360

His

Ala

Leu

Leu

Phe

Leu

Thr

Ala

265

Glu

Thr

Ile

Asp

Leu

345

Ala

Leu

val

Pro

ser

425

Tyr

His

Glu

Glu

Leu

250

Asn

Glu

ser

Leu

Lys

Arg

Ser

Tyr

Gly

Ser

Gly
val
235
Tyr
Gln
Ala
Ala
315
Tyr
Ser
Ser
Glu
Cys
395
Ser

val

Glu

Asn

220

Asp

Glu

Leu

Cys

Gly

Ile

Leu

Ala

380

Asn

Leu

Trp

Gly

val Tyr Arg

Page 2

460

Lys

Phe

Pro

Lys

Tyr

285

Tyr

Thr

Leu

Asp

Asn

365

Phe

Pro

Phe

Phe

Ala

445

Asn

Glu

Glu

Asp

GlIn

270

Gly

Pro

Thr

Asp

Lys

350

Asp

His

Asp

Ala

Arg

val

Lys

Pro

Gln

Glu

255

Leu

Thr

Tyr

Arg

Leu

335

Ile

ser

Ala

Thr

Phe

415

Ala

Ser

Thr

Leu

Ala

Ala

240

Tyr

Ser

320

Pro

Lys

val

Asn

Phe

400

Asp

Leu

Leu

Tyr



Phe

Asp

Lys

Pro

545

Gly

Pro

Asn

Gly

val

625

Trp

val

Ser

Lys

val

Thr

530

cys

Phe

Met

Thr

Lys

610

Gly

Leu

<210>
<211>
<212>
<213>

<400>

Leu

Met

Gly

Leu

515

Gly

Phe

Leu

Arg

Gln

595

Gln

Arg

Glu

2
1935
DNA

Gly Gly

ITe Asn

485

Ile
500

Asp

Ala Ser

Lys Glu

Asn Glu

Pro Asp

Glu Ile

580

Asp His

Glu Tyr
Ala

Leu

Phe
645

Leu

Met

470

Asn

Leu

Tyr

Tyr

val

550

Glu

His

val

Glu

Ala
630

Enterovirus A71

2
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Pro ser Gly Cys

Ile

Asp

Pro

Gly

Asn

Gln

Glu

Arg

Ile

Glu

Phe

520

Leu

Trp

Phe

Ser

Ser

600

Phe

Pro

Ile

Leu

505

Pro

Thr

Gly

Pro

Ile

585

Leu

val

Asn

Ile

Met

Asn

Phe

570

Arg

Cys

Ser

Tyr

Ser Gly Thr ser Ile

475

Ala

Met

Asp

Thr

Ala

555

Leu

Trp

Leu

Thr

Glu
635

Leu

val

cys

Pro

540

Thr

Ile

Thr

Leu

Ile

620

Asn

Leu

Ala

Leu

525

Ala

Phe

His

Lys

Ala

605

Arg

Leu

Ile

Tyr

510

Glu

Asp

Leu

Pro

Asp

Trp

Ser

Arg

Lys

495

Gly

Leu

Lys

Lys

Thr

575

Ala

His

val

Arg

Phe
480
Thr

Asp

Ser

Arg

Met

Arg

Asn

Pro

Asn
640

ggcccgagec
gaccaggggc
tcacaacccg
gaattggtgg
gaaaagttta

accctagtga

ttgattttgc
atttcaccat
gcaaaactat
atgagcaagg
gggatatcac

tcaacacgga

cctctecccta
gttgggtgtt
ttggattgag
agtcaacctg
caaattcatc

gcacatgccc

ctgaggagga
agggatcgct
cacaaactcg
gagttaaccc
ccagaaaata
tcaatgtttg

Page 3

acgtcaggca
tagcagtcct
tgaacgtcct
tcatcactct
ttagtgctgce
tcceggtggg

agtccaaaca
cccacgccac
tgatgcagtt
tgacactaat
cagtgatgcc

tgacgttgtg

120
180
240
300
360



cagtatggct
cctactaaag
cacattggtg
agtgaacaag
aatggaccaa
aaggagccag
ctgttctcta
gctcttcatt
gaggaggcct
tacccctata
gtgagtaaaa
gtcaaggacg
gccagtagtt
ttccacgcaa
tggagcaagc
gatgctagcc
tatagtgaag
aataagacct
aactcaatga
gatttggatg
ccaattgatt
gcggataagt
ggctttttac
atccatgagt
ttgtgcctcc
aggtctgtcc
tggctcgagt
<210> 3

<211> 645
<212> PRT
<213>
<400> 3

tcttgaacct
caggacagtg
gcaatggcag
gagagatcca
cccgcaccaa
ctgtcttgca
agtatgtggg
atgcaaacca
gctacggtac
gtgccctggg
tgaagttcta
agctgcgctc
taaatgattc
atcctgggac
tgccaatttt
ttagccctgt
gggcagtctc
attgtgtgct
tcaacaacat
aactcaacat
gcttggagtt
ctccttgett
ccgatgaaca
ccattcgatg
tagcatggca
cagtgggaag
tattt

Enterovirus A71
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cctacccatc gcaccatgat gtacaacttt

cagtggcaag
tgggggagtg
acaaggtttt
gtgggttaag
gctagaaccc
cagtaaagac
gaatacacta
attaaagcag
tgagaatctt
gataaagaaa
catggacaaa
aattgataaa
agtgtacctt
tataactgga
gctccectggt
ctggttcaga
actcattgag
tggtgggatg
tattatcaga
ggtcgcttat
agcgaagact
taatgaagtt
gtttccattt
gaccaaggat
taatggtaag

agcgttggct

gtgacatctg ttgggaagat tatcggtatt

tgcgcaggcec tcaaaaggag

cccaataaag
agtgtattcc
ccccgacttg
tatgagcctg
ctagaaatca
gaggctattg
agagacatct
tatggtcttg
attaagaaag
agaatggctt
tcagccgtgg
tcactctttg
gcattagaat
ggaatcaacc
ccctcaggct
gcactgctca
ggagatgatg
ggcaaggagt
aattggggta
ttgatccacc
gcacgaaaca
caagaatatg

atcccaaatt

aaactggaag
atgatatctt
aggtagattt
acgagtacat
acacctctca
atcttcatac
tagaccctac
atctccctta
ggaagtcccg
tcggtcattt
ggtgtaaccc
cctttgacta
tggtccttag
acacacacca
gctcgggaac
taaaaacatt
tgctcgctag
atggtctaac
atgcgacctt
ccactatgcc
ctcaagatca
agaaatttgt

atgaaaacct

ttactttgct
actcaacatc
tgagggaaat
tgaacaggcc
caaagaggca
aatgagcatg
tagtgcaggt
caccagggac
ctccacttat
tctgattgag
gtatgaggct
tgacacattc
ctcaggttat
ggagataggg
tgtgtatcgt
atccattttc
taagggcatt
ctaccccttc
catgacccct
tctcaagagg
aatgagggag
tgtgcggtcc
gagtacaatt

tagacgtaat

Gly Pro Ser Leu Asp Phe Ala Leu Ser Leu Leu Arg Arg Asn Ile Arg
1 10 15

5

Gln val GIn Thr Asp GIn Gly His ;he Thr Met Leu Gly §81 Arg Asp
20 5
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420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1935



Arg

Ile

Glu

65

Glu

Ala

Phe

Gly

ser

Lys

Glu

val

225

Leu

Ile

Ile

Asn

Leu

Glu

50

GlIn

Lys

Ser

val

Lys

130

GIn

Ile

Tyr

Glu

Pro

210

Leu

Phe

Lys

Asn

Leu
290

Ala

35

His

Gly

Phe

Asp

Pro

115

Pro

cys

Gly

Phe

Thr

195

ser

His

Ser

Glu

Thr

275

Glu

val

Lys

val

Arg

Ala

100

val

Thr

Gly

Gly

Ala

180

Gly

val

Gly

Lys

Ala

260

ser

Ala

Leu

Leu

Asn

Asp

85

Thr

Gly

His

Gly

Asn

165

Ser

Arg

Phe

Lys

Tyr

245

Ala

Gln

Ile

Pro

val

Leu

70

Ile

Leu

Asp

Arg

val

150

Gly

Glu

Leu

His

230

val

Leu

Met

Asp
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Arg His ser Gln Pro Gly Lys Thr Ile
40 45

Asn

55

Glu

Thr

val

val

‘Thr

135

val

Arg

Gln

Asn

Asp

Pro

Gly

His

Ser

Leu
295

Ile

Leu

Lys

Ile

val

120

Met

Thr

Gln

Gly

Ile

200

val

Arg

Asn

Tyr

Met

280

His

Leu

Thr

Phe

Asn

105

Gln

Met

Ser

Gly

Glu

185

AsSn

pPhe

Leu

Thr

Ala

265

Glu

Thr

Asp

Ley

Ile

90

Thr

Tyr

Tyr

val

Phe

170

Ile

Gly

Glu

Glu

Leu

250

Asn

Glu

Ser

Page 5

Ala

Ile

75

Pro

Glu

Gly

Asn

cys

Gln

Pro

Gly

val

235

Tyr

Gln

Ala

Ala

val
60

Thr
Glu
His
Phe
Phe
140
Lys
Ala
Trp
Thr
Asn
220
Asp
Glu
Leu

cys

Gly
3

Glu

Leu

Ser

Met

Leu

125

Pro

val

Gly

val

Arg

Lys

Phe

Pro

Lys

Tyr

285

Tyr

Leu
Asp
Ile
Pro
110
AsSh
Thr
Ile
Leu
Lys
190
Thr
Glu
Glu
Asp
Gln
270

Gly

Pro

val

Thr

Ser

95

Ser

Leu

Lys

Gly

Lys

175

Pro

Lys

Pro

Gln

Glu

255

Leu

Thr

Tyr

Trp

Asp

Asn

80

Thr

Met

Ser

Ala

Ile

160

Arg

Asn

Leu

Ala

Ala

240

Tyr

Glu

Ser



Ala

305

val

Tyr

Lys

Tyr

Pro

385

Trp

TYyr

Glu

Ile

Cys

465

Asn

Phe

Asp

Lys

Pro
545

Leu

ser

Ser

Gly

Leu

370

Gly

Ser

Ser

Met

Glu

450

val

ser

Lys

val

Thr

530

Cys

Phe

Gly

Lys

Thr

Lys

Arg

Thr

Lys

Gly

val

435

Gly

Leu

Met

Gly

Leu

515

Gly

Phe

Leu

Ile

Met

Tyr

340

sSer

Met

Ile

Leu

Tyr

420

Leu

Ile

Gly

Ile

Ile

500

Ala

Lys

Asn

Pro

Lys

325

val

Arg

Thr

Thr

Pro

405

Asp

Arg

Asn

Gly

Asn

485

Asp

Ser

Glu

Glu

Asp

Lys

Ser

Lys

Leu

Phe

Gly

Ile

Ala

Glu

His

Met

470

Asn

Leu

Tyr

Tyr

val

550

Glu
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Arg Asp Ile Leu

Tyr

Asp

Ile

Gly

Ser

Leu

Ser

Ile

Thr

455

Pro

Ile

Asp

Pro

Gly

Asn

G1n

Met

Glu

Glu

360

His

Ala

Leu

Leu

Gly

His

Ser

Ile

Glu

Phe

520

Leu

Trp

Phe

Asp

Leu

345

Ala

Leu

val

Pro

Ser

425

Tyr

His

Gly

Ile

Leu

505

Pro

Thr

Gly

Pro

Lys

330

Arg

Ser

Tyr

Gly

Gly

Pro

Ser

val

Cys

Ile

Met

Asn

Phe
570

Asp Pro Thr Thr Arg

315

Tyr Gly
Ser Ile
Ser Leu
Glu Ala

380

Cys Ash
395

Ser Leu
val Trp
Glu Glu
Tyr Arg
4

Ser Gly
475

Ala Leu
Met val
Asp Cys
Thr Pro

540

Ala Thr
555

Leu Ile

Page 6

Leu

Asp

Asn

365

Phe

Pro

Phe

Phe

Ala

445

Asn

Thr

Leu

Ala

Leu

525

Ala

Phe

His

Asp

Lys

350

Asp

His

Asp

Ala

Arg

val

Lys

Ser

Ile

Tyr

510

Glu

Asp

Leu

Pro

Leu

335

Ile

Ser

Ala

Thr

Phe

Asp

320

Pro

Lys

val

Asn

Phe

400

Asp

415 -

Ala

sSer

Thr

Ile

Leu

Lys

Lys

Thr
575

Leu

Leu

Tyr

Phe

480

Thr

Asp

Ala

Ser

Arg

560

Met



Pro Met Arg Glu

Asn Thr Gln
595

Gly Lys GIn
610

Ile Gly Arg

625

Trp Leu Glu

<210> 4

<211> 1935
<212> DNA
<213>

<400> 4

580

Asp

Glu

Ala
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615

630

Phe
645

Leu

Enterovirus A71

ggcccgagtc ttgattttgce tctctccctg

gaccaggggc

tcacaacccg
gaattggtgg
gaaaagttta
accctagtga
cagtatggct
cctactaaag
cacattggtg
agtgaacaag
aatggaccaa
aaggaaccag
ctgttctcta
gctcttcatt
gaggaagcct
tacccctata
gtgagtaaaa
gtcaaggatg
gccagcagtt

ttccacgcaa

atttcaccat
gcaaaactat
atgagcaagg
gggatatcac
tcaacacgga
ttttgaatct
cgggacagtg
gcaatggtag
gggagatcca
cccgcaccaa
ctgtcttgca
agtatgtggg
atgcaaatca
gctatggtac
gtgccctggg
tgaaatccta
agctgcgctc
taaatgattc

atcctgggac

gttgggtgtt
ttggatcgaa
agtcaacctg
caaattcatc
gcacatgccc
tagtggcaag
tggaggagta
acaaggtttt
gtgggttaag
gttggaaccc
cggcaaagat
aaacacgcta
attaaagcaa
tgagaatctt
aataaagaaa
tatggacaaa
aattgataaa
agtgtacctc

gataactgga

His val Arg Ser Leu Cys Leu
600
Tyr Glu Lys Phe val ser Thr

Leu Ala Ile Pro Asn Tyr Glu

635

ttaaggagga
agggatcgtt
cacaaactcg
gaattgaccc
ccagaaagta
tcaatgtttg
cccacccatc
gtgacatctg
tgcgcaggcc
cccaataaag
agtgtattcc
ccccgacteg
tatgagcctg
ctagaaatta
gaggctatcg
agagacatct
tatggtctcg
attaagaaag
agaatgactt
tcagccgtgg

Page 7

Ile His Glu Ser Ile Arg Trp Thr Lys Asp Ala Arg
585 590

Leu Ala Trp His Asn
605

Ile Arg Ser val Pro

620

Asn Leu Arg Arg Asn

acatcaggca
tagcagtcct
tgaacattct
tcatcactct
ttagcactgc
tcccggtggg
gcaccatgat
ttgggaaagt
tcaaaaggag
aaactggaag
atgatgtctt
aggtagattt
acgagtacat
atacctccca
atcttcatac
tagaccctac
atctccctta
ggaagtcccg
tcggtcattt

ggtgtaaccc

640

agtccaaaca
cccacgtcac
tgatgcagtt
tgacactaac
cagtgatgcc
tgacgtcgtg
gtacaacttt
catcggtatt
ttactttgct
actcaacatc
cgagggaaat
tgagcaggcc
caaagaggca
gatgagcatg
tagtgcaggt
caccagggac
ctccacttat
tctgatcgag
gtatgaggct

tgacacattc

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200



tggagcaagc
gatgctagcc
tatagtgaag
aacaagacct
aactcaatga
gatttggatg
ccaatcgatt
gcagataagt
ggctttttac
atccatgaat
ttgtgcctcc
aggtctgtcc
tggctcgagt
<210> 5
<211> 862
<212> PRT
<213> Ente
<400> 5
Met Gly Ser
1

Asn Ser Ala

Tyr Lys Asp

35

Pro
50

Asp Asp

Ala Ala

65

Pro

Arg val Ala

Ala Ala Asn

Asp Ser

val Asn

130

tgccaatctt
ttagccctgt
aggcggtctc
attgtgtgct
tcaacaacat
aactcaacat
gcttggagtt
ccccttgett
ctgatgagca
ccattcgatg
tagcatggca
caataggaag

tattt

rovirus A71

val Se
5

Gln

Thr Glu GI

20

Ser Tyr Al

Lys Phe Al

Se
70

Leu Lys

Gln Leu Th

85

ITe Ile

100

va

Ala Thr Al

Phe Tyr Th
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gcttcctggt tcactctttg cctttgacta ctcaggttat

ctggttcaga
actcattgag
tggtgggatg
tattatcaga
ggtcgcttat
agcaaagact
taatgaagtt
gtttccattt
gactaaggac
taatggtaag

agctttggct

r Thr Gln

Thr

y Ser

Thr
40

a Ala

a Asn Pro

55

r Pro Ser

r Ile Gly
1 Gly Tyr

a val

r Leu
135

Arg

Ile

25

Ala

val

Ala

Asn

Lys

Thr

gcattagaaa
ggaatcaacc
ccctecagget
gcactgctca
ggggatgatg
ggcaaggagt
aattggggta
ttgatccacc
gcacgaaaca
caagaatatg

atcccaaatt

ser
10

Gly
Asn Tyr
Gly Lys
Lys

Asp

Ala
75

Glu

Ser Thr

90

Glu Trp

Thr

Pro

Lys Leu

Page 8

tggtccttag
acacacacca
gttcgggaac
taaaaacatt
tgcttgctag
atggtctgac
atgcgacctt
ctactatgcc
ctcaagatca
aaaaatttgt

atgaaaatct

Ser His Glu

Ile
30

Thr Thr

Gln Ser Leu

45

Ile Phe Thr

60

Cys Gly Tyr

Thr Thr

Pro Ser Tyr

110

Pro
125

Arg Asp

Trp Glu Lys
140

ggagataggg
cgtgtatcgt
atccatcttc
taagggcatt
ctaccccttce
catgactcct
cctcaagagg
aatgcgggag
tgtacggtcc
gagcacaatt

tagacgcaat

Asn Ser

15

Asn Tyr

Lys Gln

Glu Met

Ser Asp

80

Gln
95

Cys Ser

val

Ser

Ser Ser

1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1935



Lys

145

Phe

Ile

val

Gly

Asp

225

Asn

Asp

Ser

Ile

305

val

Leu

Pro

Leu

Ala

385

Gly

Gly

Gly

His

Ala

Thr

210

Gly

Ser

Asn

Ser

Pro

290

Thr

Thr

Thr

Thr

cys

370

Thr

Lys

Trp

Gln

val

val

195

Glu

Phe

Gln

cys

Ala

275

Leu

Leu

Gln

Thr

Pro

355

Gln

ser

Gly

Tyr

Asn

Gln

180

Leu

ASp

Glu

Leu

Ala

260

Leu

Asp

Ala

Gly

340

cys

val

Leu

Glu

Trp

Ala

165

Ccys

Pro

Ser

Leu

Thr

245

Thr

Asn

Tyr

Pro

Phe

325

Asp

Ile

Glu

Met

Leu
405
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Lys Phe Pro Asp val

150

Gln
Asn
Glu
His
Gln
230
val
Ile
His
Asp
Met
310
Pro
Gly
His
Thr
Glu

390

Cys

Phe

Ala

Tyr

Pro

215

His

Cys

Ile

Cys

Gln

295

cys

Thr

val

Ile

Ile

375

Arg

Ala

His

ser

val

200

Pro

Pro

Pro

val

Asn

280

Gly

Ser

Glu

Ser

Pro

360

Leu

Leu

val

Tyr

Lys

185

Tyr

Tyr

His

Pro

265

Phe

Ala

Glu

Leu

Ala

345

Gly

Glu

Arg

Phe

Leu

170

Phe

Gly

Lys

val

Gln

250

Tyr

Gly

Thr

Phe

Lys

330

Pro

Glu

val

Phe

Arg
410

Page 9

Leu Thr Glu Thr Gly

155

Tyr

His

Thr

Gln

Leu

235

Trp

Ile

Leu

Pro

Ala

315

Pro

Ile

val

Asn

Pro

395

Ala

Arg

Gln

val

Thr

220

ASp

Ile

Asn

Leu

val

300

Gly

Gly

Leu

Arg

Asn

380

val

ASp

ser

Gly

Ala

205

Gln

Ala

Asn

Ala

val

285

Ile

Leu

Thr

Pro

Asn

365

val

ser

Pro

Gly

Ala

190

Gly

Pro

Gly

Leu

Leu

270

val

Pro

Arg

Asn

Asn

350

Leu

Pro

Ala

Gly

Phe

175

Leu

Gly

Gly

Ile

Arg

255

Pro

Pro

Ile

Gln

GlIn

335

Phe

Leu

Thr

Gln

val

160

Cys

Leu

Thr

Ala

Pro

240

Thr

Phe

Thr
Ala

320

Phe

Glu

Asn

Ala

400

Asn



Gly

Gln

Met

Leu

465

Asp

Asn

Thr

Ile

Ile

Thr

val

Glu

Asn

Pro

Trp

Ala

450

Pro

Phe

Thr

Thr

Gly

Gly

Gly

Pro

610

Glu

Glu

Ile

Trp

Trp

ser

435

Thr

Lys

Gly

His

Phe

Thr

Asp

Gln

595

Ala

Ser

Thr

Asp

Asp

Gln

420

Gly

Gly

Asp

Leu

Tyr

500

Leu

Pro

Thr

Ile

Ser

580

Asnh

Leu

Met

Thr

Leu

660

Ile

ser

Ser

Lys

Arg

Gln

485

Arg

val

Asn

Met

Gln

565

val

Thr

Gln

Ile

Leu

645

Pro

Asp

Thr

Leu

Met

Ala

470

Ser

Ala

Ser

Thr

Ser

Gln

Ala

Glu

630

Asp

LLeu

Ile

sequence listing PCT_CA2013_050666

Leu Leu Gly GIn Leu Cys Gly Tyr Tyr
430

Glu

Leu

455

Thr

Ser

His

Ile

Ala

535

Leu

Asp

Arg

val

Ala

615

Thr

Ser

Glu

Thr

val

440

Ile

Ala

val

Ala

Tyr

Cys

Arg

Ala

Ser

600

Glu

Arg

Phe

Gly

Gly

425

Thr

Ala

Met

Thr

505

Tyr

Ile

Lys

val

Leu

585

Ser

Ile

cys

Phe

Thr

665

Tyr

Phe

Tyr

Leu

Leu

490

Asp

Gln

Ile

Asp

Ala

570

Thr

His

Gly

val

Ser

650

Thr

Met

Thr

Gly

val

Gly

Thr

Ala

Ala

555

Asp

Gln

Arg

Ala

Leu

635

Arg

Asn

Phe

Pro

460

Thr

Ile

val

Asn

Leu

540

Ser

val

Ala

Leu

Ser

620

Asn

Ala

Pro

Ala GIn Met

Page 10

Thr

445

Pro

His

Pro

Phe

TYr

525

Ala

Asp

Ile

Leu

Asp

Ser

Ser

Gly

Asn

Arg

Gly

Gly

val

Trp

510

val

Ala

Ile

Glu

Pro

590

Thr

Asn

His

Leu

Gly

Arg

Ser

Gly

Ile

Ile
495

Tyr-.

val

Ala

Leu

sSer

575

Ala

Gly

Ala

Ser

val

655

Tyr

Lys

Thr

Phe

Pro

Tyr

Pro

Gln

Gln

560

ser

Pro

Lys

Ser

Thr

640

Gly

Ala

val



Glu Leu Phe

690

Cys Thr Pro

705

val Pro Pro

Thr

Gln

val
755

Ala G1n

Phe Tyr

770

Asp

Leu Glu

785

Tyr

Arg Thr val

Tyr Met Arg

Gln Asn

835

Asn

Ile Lys Pro

850

<210> 6

<211> 2586
<212> DNA
<213>

<400> 6
atgggttcgc

gagggttcca
gcaggcaaac
ttcactgaaa
cgagtagcgc
atagttggtt
aagccaacgc

gagaaatcgt

Ala

Thr Tyr

Thr Gly

Met

Glu

sequence listing PCT_CA2013_050666

695

val val

710

Ala
725

Gly

Thr
740

ASn
Ser val
Gly Tyr

Gly Ala

Pro

Pro

Pro

Pro

Cys

Lys Pro

Ser val

Phe Met

760

Thr Phe

775

Pro Asn

790

Thr
805

Gly

Met
820

Lys
Leu

Tyr

Thr Gly

Enterovirus A71

aggtgtccac
ccataaacta
agagtctcaa
tggcagcgec
aattaactat
atggtgagtg
gcccggatgt
ccaagggatg

ser

His

Phe

Thr

Lys Ser

val

Arg

Ala
840

Lys

ser
855

Arg

gcagcgctcc
caccaccatt
gcaggatcca
actgaagtcc
tggtaactcc
gccttectac
ttcagtgaac

gtactggaaa

Pro Gln

Asp

Phe

745

Ser

Gly

Asn

Lys

Ala

825

Asn

Thr

Leu
715

Ser
730

Arg

val Lys

Pro Ala

Glu His

Met Met

795

Tyr Pro

810

Trp Ile

Pro Asn

Ala Ile

ggttctcatg
aattattaca
gacaagtttg
ccatccgctg
accatcacca
tgctcggatt
aggttttata

ttcccggatg

Arg Phe Asp Ala Glu Phe Thr Phe val

700

Leu Gln Tyr

Glu Ser Leu

Ser

Leu

Ala
765

ser TYr

Lys GIn Glu

Gly Thr Phe

Leu val val

Pro
830

Pro Arg

Ala
845

Tyr Gly

Thr Thr

860

Leu

aaaattcaaa
aagactccta
caaatcctgt
aggcatgtgg
cgcaagaagc
ctgacgctac
cattggacac

tgttaactga

Page 11

Ala

Phe
720

Met

Ala
735

Trp
Pro Pro
Gln Trp
Lys Asp

val
800

Ser

Arg Ile

Met Arg

Asn Ser

ctcagccacc
tgctgccaca
taaagacatc
atacagtgat
ggctaacatc
agcagtggat
taaattgtgg

aactggggtt

60
120
180
240
300
360
420
480



0¢se
09%¢
00%¢
ovee
08¢¢
0cee
09T¢
00T¢
0v0¢
0861
0¢6T
098T
008T
oviT
089T
0291
09ST
00ST
oyvT
08€T
0¢CeT
09¢T
00¢T
OVTT
080T
0¢0T
096

006

08

087

0¢s

099

009

oS

>obbeediae
barebbehHied
Hh1beos15116
eeededeebh
b61ediiedde
le):lolelilele):)c)
31i1bieiele
D>116ebedhl
16beoeelel
311D31ebereb
eoesbededh
edledhebbha
Jbehibbeoe
o>belebbbbe
eedeldDlE]
eioedbhERIER
b6bh3eaerbHed
Deided1ded
6b631>31e016D
B6oyoedele1d
J31beebbhiae
b6e>66161306
eobeededbe
leedeel11hbh
1Dde31e1edD
1ebioedoee
eobHesbbes
e1bedd6o3eb
jeedhHidoedd
105631h31310ED
©2DD31edh0h1
1oebedbeed
d>1boe1bebe

besbiboedd

1dDelDoRRRR
eiliebbela
oeibbhreha
665333€08DD
16e5113166%
edbhbhredshoa
edd310bh11ee
©b13110606H3
ebejedebbhb
ebebhribel
J>3doee131d1]
jeeeb1obH10
oeoeebeddh
1edd3iibeee
eh1berdbie
jeieiddbed
16e11666ed
eedbed1ebhb
edhoedh66h
obeied1dha
D>31ebbed1bhb
pb1eeebo66
21031600311
ebe1d311edd
1e316165320
1l3iljeedje
1251660621
o>6ebbeedde
eeh11232655
eedoeebHehl
263eH131063
B11D2D0D0D0D0D®
>oe315313163D

1e3163031166

T obed
ooeeibobie
6616e1115>
edeeleeldd
D1elebboeb
>ed>bedd1dd
ood>1bebbbe
>edod21h1abh
BJB1DDBD11
1>eeddbiea
1ebbbobebe
H61bH31>H6o0eORE
Heeodd10e0h
beoedddedb
bireeabieb
bbeenh1b611
eleeidod6o6
eddeIERIDE]
Jedoeieelb
plshi-nle]ijele]:
ebeedbhooe
leeddoede]
H31o>03eb30b
plelije)ohte):15):
eeebbhibbed
BIDDDBID1]
eededhh10D
1eeb1d11621
poeizebeld
13e63131300
laeellebby
boeaboddoed
D>i1beiebeeb
po>16e13031D

besiebooel

6235356531008
jeilbeeddie
5616266661
ieadiibbae
oebed1biib
J21debeddh
eebbhhhooe]
e116eh6166
1b663eeEddd
o6ed31103131
beboyebred
ed>311bh6Heed
zle) chlelle]s):
edbeihbbes
beebHieioed
bb6b11eedd]
>eb1116H616e
11235e116D
b6o>6663>ebH
106613130
1e316661616
ebe>116166
bebhieerin
>H3eiibebe
JBEREIDORID]
eeeb116ehd
bieeddadbe
edd0heljen
H61oedhoees
bes3eseddd
eedhHiieehd
boebbbHeded
ed>bebbeedd

2100®v10EddD

9990GS0 €T0ZVD LDd BuLisL| ®duanbas

1ehhH1623666
eed>110ehb
eibehHirioge
edoe113631H
ee31631111
ee13>000beh
>oededhibd
eeebHedb761
veldeededh
Hhe1ehH1131d
pebeborebib
bbeoe1ebHba
|:ekis):-bhislol]
ebebbbhedd1
11ieebeeee
166316oe13e
bbH1ebebddd
D>31b6d33eedh]
eed30631331D
23ebbioela
31bed1666H1
561616126%®
peyoeododhae
15631310eRhbh
Jelddedbed
Jed>323113eb
11ed®BD1ElD
>0b1bh11bed
1edeleddh]
bibibeoeers
1156631eh1>
66>66e23661
edd311eeelb

11leededhae

ed>1b6oedhee
beiba1oebbd
peeebebbed
ebobHodded]
($]ohielolole):]:)
f15>ed08L16
6316131331080
eeededhdE]
peeb11>312d
edoebehi1ob
eidbaeeed]
oebdiedibe
bebesbebirbh
eddedbhboe
2226ed6hd6
eedebediel
bieobobebe
2666313116
o>ob66ebhbedd
161ed1100®
5631155e301
b6ibbeeebbH
ebo>ed3d361b6
el11b6eebhibb
111606616
beedhoed1bh
eelelnodie
1e315266311
peleeleede
16eded3Ee1E
b6>6613D70eED
beoehbbH1le
e310bH3RRID]

eeedbbbi11



oviT
089T
029T
09ST
00ST
ovvT
08¢€T
0CeT
09¢t1
00¢T
oyt
080T
0¢0T
096
006
ov8
08,
0¢s
099
009
ovs
08¥
0cy
09¢
00¢€
ov¢
08T
0cT
09

986¢
086¢

1yeeebbeeb
2>11ebebeeb
1o6e323108eh
eehH1ed0020
1eberedhbh
oeeillllee
leebeedelbh
ebboreeeebh
jeibbbeded
1131613131eb0
1061163e30
eefiieerae
1e1310eh166
>ebebedoee
266310616€D
611>61b61e0
edxbbebeeeb
edhbebbhehl
b1bb66eEhHI
B1BD1BEID]
1oed330e]E
biebbbo1eDd
11310eedEelh
1oeh1b6310h01
ebbrehyeee
JeeebebHeee
eeeddbrebb
DBDIDEBEDIE

1oe1DeedhE

1eeddbieel
33d33edee]
1ejoeeloeb
©132110631
eeEDR1DDRRE
2>3112edbhbed
alole)-bl))-]
eb11>61661
e1oebi111d
2231ehdH166
1ooeebbhia
besxdieeebb
po)-holeloklele) 1
ed>eeedeeha
oedd1biriae
eoeebHedede
jeseibebie
11oebedebe
1161bHieroe
eiebbbibee
D1eborbeeba
16eeebb61>
leeidldelb
66216310031
oebebhioedl
1>31ded1eeR]
131>31ebehha
1313111312661

deli1biliede

€T obed
fedd3edije

bieebebbb
fieiyoebeee
eeibiebhieb
ebf1oe1101d
12631266301
1oedDERR1D
ebeeeloedb
f311163106eE
bbibesbeda
110b6bHyeebe
bb6eobehiab
edleebbiel
133edebebe
baioesbeeb
ed3ledebead
b6ibeebioe
e13066®D2D
203111563168
b6eebd1300
232326656e16
eibieoedae
23312630€RED
bieibieiee
BRRD1DB1DD
eiyoedyeeebh
beebeeedbh
boeedehoed

eebeeeel1db

33513131ed33D
ededibedee
ebbedieedd
1663310061
eo>ebbedsier
ed>263e166>
oeloebdaed
beb3316631
bebeebbieb
166eoeRiebh
Hbareedb616e
beeeoeeeed
ed>edehd3106
beebeehHeee
e121h61eh]
ed31bH3ed136
lieeeedEERl
lehoeeeee]
d>ooeeh1106
ebebrehhab
1116bbdeORe
D>16ebhbh1661
26536661665
plelele):hlilich]
B31B1BDEDIDE
131D1EBdDEE
1ebd3eb1bha
D>1b6ebbeiab
H61eiobbH1be

1oed3ehdbe dedxbori1belrd eibbideedd bHeelledd1d
999050 €TOZVD LDd BuLisL| @duanbas

eieeebebHoe
ebh13131ede1d
26e1301016
lebieeeeel
1ebiioeede
bbbeed1h1b
eyoebhiibeh
plihlelele]i):- Rk}
11e31660211
1bebbeddoe
d>ioebieebhl
d>iebeiioee
Joeeeeedhl
bb61eedHRY
o>edhbhie1ha
eddhh1db1e
b66616oe31He
oed122316ed
BEDDEEEEID
eddieeebhib
21166>eehb
bibeo>ebbed
1d3eeeld]1E
beiseoeeha
peileoebeb
bbeobeede
1edbeeebib
leioedilbe

2boe11ebd1

D ShJLAOJ@1UT
VNd
43}

eedbb1dbae

be>bbHHed1
bed>yeeedeb
e1o65eh116
Joeddebeln
eliebieeda
ldejedeeee
eoebebho1]
5>31>31edh3eb
eeeedbehbhl
BEEEDEDI1]
116e3231306
biebberelh
eeebbHeelde
Haea11oo0e]
edohaehbeb
1oeddebelb
€523131331311®
bedxseebHbeer
163313638
beensibebed
B31b6631163€D
bebeddeedd
1ebbbeoeeb
H6>1e631016
ed116eeeeh
beebd15626
63323e3313106
bebbbeedsbe

1666e1>3eb6
L <00v>

<€TC>
<{Tc>
<iTZ>
L <0TZ>
33030®

lleeedodee



sequence listing PCT_CA2013_050666

catgaatcaa ttagatggac taaagatcct aggaacactc aggatcacgt tcgctctctg 1800
tgccttttag cttggcacaa tggcgaagaa gaatataaca aattcctagc taaaatcagg 1860
agtgtgccaa ttggaagagc tttattgctc ccagagtact caacattgta ccgccgttgg 1920
cttgactcat tt 1932
<210> 8

<211> 644

<212> PRT

<213> Enterovirus C

<400> 8

Gly Pro Gly pPhe Asp Tyr Ala val Ala Met Ala Lys Arg Asn Ile val
1 5 10 15

Thr Ala Thr Tgr Ser Lys Gly Glu ghe Thr Met Leu Gly val His Asp
2 5 30

Asn val Ala Ile Leu Pro Thr His Ala Ser Pro Gly Glu Ser Ile val
35 40 45

Ile Asp Gly Lys Glu val Glu Ile Leu Asp Ala Lys Ala Leu Glu Asp
50 55 60

GIn Ala Gly Thr Asn Leu Glu Ile Thr Ile ITe Thr Leu Lys Arg Asn
65 70 75 80

Glu Lys Phe Arg Asp Ile Arg Pro His Ile Pro Thr GIn Ile Thr Glu
85 90 95

Thr Asn Asp Gly val Leu Ile val Asn Thr Ser Lys Tyr Pro Asn Met
100 105 110

Tyr val Pro val Gly Ala val Thr Glu Gln Gly Tyr Leu Asn Leu Gly
115 120 125

Gly Arg GIn Thr Ala Arg Thr Leu Met Tyr Asn Phe Pro Thr Arg Ala
130 135 140

Gly Gln Cys Gly Gly val Ile Thr Cys Thr Gly Lys val Ile Gly Met
145 150 155 160

His val Gly Gly Asn Gly Ser His Gly Phe Ala Ala Ala Leu Lys Arg
165 170 175

Ser Tyr Phe Thr GIn Ser Gln Gly Glu Ile Gln Trp Met Arg Pro Ser
180 185 190

Lys Glu val Gly Tyr Pro Ile Ile Asn Ala Pro Ser Lys Thr Lys Leu
195 200 205

Page 14



Glu

val

225

Ile

Met

Ile

Gly

Ala

305

Thr

Leu

Gln

Ala

Pro

385

Trp

Tyr

Lys

Asp

val
465

Pro

210

Leu

Phe

Lys

Asn

Leu

290

Met

Lys

val

Gly

Met

370

Gly

Ser

Thr

Met

Tyr

450

Lys

Ser

Thr

sSer

Glu

Thr

275

Glu

Gly

Glu

Thr

Lys

355

Arg

val

Lys

Gly

val

435

Leu

Gly

Ala

Lys

Lys

Ala

260

Glu

Ala

Lys

Met

Tyr

340

Ser

Met

Ile

Ile

TYyr

420

Leu

Asn

Gly

Phe
Asn
Tyr
245
val
Gln
Leu
Lys
Gln
325
val
Arg
Ala
Thr
Pro
405
AsSp
Glu
His

Met

His

Asp

val

Asp

Met

Asp

Lys

310

Lys

Lys

Leu

Phe

Gly

val

Ala

Lys

ser

Pro
470

sequence Tisting PCT_CA2013_050666

Tyr val Phe Glu Gly val Lys Glu Pro

215

Pro

Gly

His

cys

Leu

295

Arg

Leu

Asp

Gly

Ser

Leu

Ser

Ile

His

455

Ser

Arg

Asn

Tyr

Leu

280

Ser

Asp

Leu

Glu

Glu

360

Asn

Ala

Met

Leu

Gly

His

Gly

Leu

Lys

Ala

265

Glu

Thr

Ile

Asp

Leu

345

Ala

Leu

val

Glu

Ser

425

Phe

Leu

Cys

Lys

Ile

250

Gly

Asp

ser

Leu

Thr

330

Arg

Ser

Tyr

Gly

Glu

410

Pro

Gly

Tyr

Ser

220

Thr Asp
235

Thr Glu

Gln Leu

Ala Met

Ala Gly

Asn Lys

315

Tyr Gly

ser Lys

Ser Leu

Ala Ala

380

Cys Asp
395

Lys Leu

Ala Trp

Asp Arg

Lys Asn

460

Gly Thr
475

Page 15

Phe Glu

val Asp

Met Ser

270

Tyr Gly

285

Tyr Pro

Gln Thr

ITe Asn

Thr Lys

Asn Asp

365

Phe His

Pro Asp

Phe Ala

Phe Glu

430

val Asp
445

Lys Thr

Ser Ile

Glu

Glu

255

Leu

Thr

Tyr

Arg

Leu

335

val

Ser

Lys

Leu

Phe

415

Ala

Tyr

Tyr

Phe

Ala

Ala

240

Tyr

Asp

Asp

val

Asp

320

Pro

Glu

val

Asn

Phe

400

Asp

Leu

Ile

Cys

Asn
480



Ser Met Ile

Lys Gly Ile

Ala
515

val Ile

Ser Lys

Thr Glu

545

Phe Arg Ala

Met Lys Glu

Thr Gln

595

Glu Glu

610

Glu

Gly Arg Ala

Leu Asp Ser

<210> 9

<211> 2643
<212> DNA
<213> Ente

<400> 9
atgggtgctc

ggtggttcta
gcttcgaaac
ctgataaaaa
agagtactgc
gtagtcgctt
cagccgacag
acgaaagagt

tttgggcaaa

Asn
485

Asn
Asp Leu
Ser Tyr
Asp Tyr

Thr val

Asp

Pro

Gly

Thr

sequence Tisting PCT_CA2013_050666

His Leu

Glu
520

His

Leu Thr

535

Trp Glu

550

Glu
565

Asp

Ile His

580

His val

Asn

Tyr

Leu Leu

Lys

Glu

Arg

Lys

Leu

Tyr Pro

Ile

Ser

Leu
600

Ser

Phe
615

Leu

Pro Glu

630

Phe

rovirus C

aggtttcatc
ccattaatta
aggacttctc
cagccccaat
aattaacact
atgggcgttg
aaccagacgt
cgcgagggtg
atatgtacta

acagaaagtg
caccaccatt
tcaagaccct
gctaaactcg
gggaaactcc
gcctgaatat
cgctgcatgce
gtggtggaag

ccactaccta

Lys

505

val

Met

Asn

Phe

Arg

Cys

Ala

Tyr

Met Ile

Asp Ala
Thr

Pro

Thr
555

val

Leu Ile

570

Trp Thr

Leu Leu
Ile

Lys

Thr
635

Ser

ggcgcacatg
aattattata
tccaagttca
ccaaacatag
actataacca
ctgagggaca
aggttttata
ttgcctgatg
ggtaggtccg

Leu Ile Ile Arg Thr Leu Leu Leu Lys Thr
490

Ala Gly

510

Tyr

Leu Leu

525

Ser

Ala
540

Asp Lys

Phe Leu Lys

His Pro val

Pro
590

Lys Asp

Ala Trp His

Arg Ser val

Leu Tyr Arg

aaaactcaaa
gagattcagc
ccgagcccat
aggcttgcgg
cacaggaggc
gcgaagccaa
cgctagacac
cactgaggga

ggtacaccgt

Page 16

Tyr
495

ASp Asp

Gln

Ala

Ser

Phe
560

Arg

Met
575

Pro

Arg Asn

Asn Gly

Pro

Arg Trp

640

tagagcgtat
tagtaacgcg
caaggatgtc
gtatagcgat
ggctaattca
tccagtggac
cgtgtcttgg
catgggactc

gcatgtacag

60
120
180
240
300
360
420
480
540



tgtaacgcct
ctggccgggyg
gagaaaggag
cgcaggttct
gtgttcccgc
tacgtgaact
ttaccattgg
accatagccc
cagggcctgc
cagtcaccgt
gtaaagaaca
acaaaaaaga
gatcccatac
cttggagaaa
ttctgtggat
gacccaccaa
ctgcagtcct
atagatgata
gtccctettt
ttcagcgtgce
ttaggtcaga
acatctagag
ccggcactca
caaaccagac
gcgcggggtg
gataagctat
ttggagttct
ttcactgaga
ccaggcgctc
tcaatctttt
tcgaacgcect
gcagcactag
gttagagtag

ddacCCaaac

ccaaattcca
atagcaacac
gcactttcac
gcccggtgga
accagataat
ccctectegat
ccccattaaa
ctatgtgctg
cggtcatgaa
gtgcgctgcec
tgatggaatt
acaccatgga
tctgecctgtc
tcctaaatta
tcatgatggc
agaagcgtaa
catgtactat
gtttcaccga
cgacacccag
gcttgttgcg
tgcttgaaag
acgctctccc
ccgcagtgga
atgttgtaca
catgcgtgac
ttgcagtgtg
tcacctattc
ctaacaatgg
cagtgcccga
acacctacgg
attcacactt
gtgactccct
tcaatgatca

acatcagagt

sequence Tisting PCT_CA2013_050666

ccagggggca

cactaccatg
gggtacgttc
ttacctcctt
aaacctacgg
agatagtatg
ttttgctagt
tgagttcaat
cacccctggt
tgaatttgat
ggcagaaatc
aatgtatagg
actctctcca
ctacacacac
aactggcaaa
ggaggcgatg
ggtagtgcca
aggcggatac
agagatggac
agataccaca
catgattgac
aaacactgaa
aactggggcc
acataggtca
cattatgacc
gaagatcact
tagatttgat
gcatgcctta
gaaatgggac
aacagctcca
ttacgacggt
ttatggtgca
caacccgacc

ctggtgcccyg

ctaggggtat tcgccgtacc agagatgtgt

cacaccagct
actcctgaca
ggaaatggca
accaacaact
gtaaagcaca
gagtcctccc
ggattaagaa
agcaatcaat
gtgaccccac
gacaccatga
gttcggttaa
gcttcagatc
tgggcaggat
ctgttggtgt
ttgggaacac
tggattagca
atcagcgtct
atccttggtt
catatagagc
aacacagtcc
gccagtggac
acaaatccac
aggtcagagt
gtggataacc
tataaagata
atggaactta
aatcaagtgt
gactacacat
gcccggatct
ttttccaaag
gcatctctaa
aaggtcacct

cgtccaccga

atcaaaatgc
acaaccagac
cgttgttggg
gtgctacact
ataattgggg
cagagattcc
acatcaccct
atcttactgc
ctattgacat
ttccctttga
gtgacaaacc
ctaggttgtc
ccctgaagtt
catacgcgcc
atgtgatctg
acaccacgta
tctaccaaac
ttgtgtcagc
aaaaagcgct
gtgaaacggt
caacacactc
tagtcccttc
ctagcataga
cagcttccac
ctgtccagtt
cctttgtggt
accaaattat
ggcaaacctc
cggtaccgta
taccactgaa
atgacttcgg

ccaaaatcag

gggcagtggc
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caatcctggc
atcacctgcc
gaatgccttt
ggtactccct
aattgcaata
aatcaccttg
gccacgctta
agacaacttc
acccggtgaa
cttaagtgcc
acatacagac
acatactatg
cacgtttctg
tcctggagcec
ggacatagga
tcggcaaacc
tagaatagtc
gtgtaatgac
agcacagggg
gggggcggca

caaggaaatt
tgatacagtg
gtctttcttc
cacgaataag
acggaggaaa
tactgcaaat
gtacgtacca
atcaaatcca
tgttggtatt
ggaccagtcg
tattttggct
agtgtatcta

gtactacggc

600

660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
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cctggagtgg attacaagga tggtacgctt acacccctct ccaccaagga tctgaccaca 2640
tat 2643
<210> 10

<211> 881

<212> PRT

<213> Enterovirus C

<400> 10

Met Gly Ala GIn val Ser Ser GIn Lys val Gly Ala His Glu Asn Ser
1 5 10 15

Asn Arg Ala T%r Gly Gly Ser Thr Ile Asn Tyr Thr Thr gée Asn Tyr
2 25

Tyr Arg Asp Ser Ala Ser Asn Ala Ala Ser Lys Gln Asp Phe Ser Gln
35 40 45

Asp Pro Ser Lys Phe Thr Glu Pro Ile Lys Asp val Leu Ile Lys Thr
50 55 60

Ala Pro Met Leu Asn Ser Pro Asn Ile Glu Ala Cys Gly Tyr Ser Asp
65 70 75 80

Arg val Leu GIn Leu Thr Leu Gly Asn Ser Thr Ile Thr Thr Gln Glu
85 90 95

Ala Ala Asn Ser val val Ala Tyr Gly Arg Trp Pro Glu Tyr Leu Arg
100 105 110

Asp Ser Glu Ala Asn Pro val Asp Gln Pro Thr Glu Pro Asp val Ala
115 ' 120 125 '

Ala Cys Arg Phe Tyr Thr Leu Asp Thr val Ser Trp Thr Lys Glu Ser
130 135 140

Arg Gly Trp Trp Trp Lys Leu Pro Asp Ala Leu Arg Asp Met Gly Leu
145 150 155 160

Phe Gly GIn Asn Met Tyr Tyr His Tyr Leu Gly Arg Ser Gly Tyr Thr
165 170 175

val His val GIn Cys Ash Ala Ser Lys Phe His GIn Gly Ala Leu Gly
180 185 190

val Phe Ala val Pro Glu Met Cys Leu Ala Gly Asp Ser Asn Thr Thr
195 200 205

Thr Met His Thr Ser Tyr Gln Asn Ala Asn Pro Gly Glu Lys Gly Gly
210 215 220
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Thr

225

Arg

Gly

Asn

Ser

Pro

305

Thr

Leu

Gln

Phe

Met

385

Thr

Pro

Asp

Thr

Met

465

Asp

Phe

Arg

Asn

Cys

Met

290

Leu

Ile

Pro

Tyr

Asp

370

Glu

Lys

His

Pro

His

450

Met

Pro

Thr

Phe

Ala

Ala

275

val

Asn

Ala

Arg

Leu

355

val

Leu

Lys

Thr

Trp

Ala

Pro

Gly

Cys

Phe

260

Thr

Lys

Phe

Pro

Leu

340

Thr

Thr

Ala

Asn

Asp

Leu

Ala

Thr

Lys

Thr

Pro

245

val

Leu

His

Ala

Met

325

Gln

Ala

Pro

Glu

Thr

405

Asp

Ser

Gly

Gly

Lys
485

Phe

230

val

Phe

val

Asn

Ser

310

Cys

Gly

Asp

Pro

Ile

390

Met

Pro

His

Ser

Lys

Arg
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Thr Pro Asp Asn

Asp

Pro

Leu

Asn

295

Glu

cys

Leu

Asn

Ile

375

Asp

Glu

Ile

Thr

Leu

455

Leu

Lys

Tyr

His

Pro

280

Trp

Ser

Glu

Pro

Phe

360

Asp

Thr

Met

Leu

Met

440

Lys

Leu

Glu

Leu

Gln

265

Tyr

Gly

ser

Phe

val

345

Gln

Ile

Met

Tyr

Phe

val

Ala

Leu

250

Ile

val

Ile

Pro

Asn

330

Met

Ser

Pro

ITe

Gly

Thr

Ser

Asn GIn Thr Ser Pro

235

Gly

Ile

Asn

Ala

Glu

315

Gly

Asn

Pro

Gly

Pro

395

val

Ser

Glu

Phe

Tyr
475

Asn

AsSn

Ser

Ile

300

Ile

Leu

Thr

Ccys

Glu

380

Phe

Arg

Leu

Ile

Leu

460

Ala

Met Leu Gly

490
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Gly

Leu

Leu

285

Leu

Pro

Arg

Pro

Ala

365

val

Asp

Leu

Ser

Leu

445

Phe

Pro

Thr

Thr

Arg

Ser

Pro

Ile

Asn

Gly

Leu

Lys

Leu

Ser

Pro

430

Asn

Cys

Pro

His

Leu

255

Thr

Ile

Leu

Thr

Ile

335

Ser

Pro

Asn

Ser

Tyr

Gly

Gly

val
495

Ala

240

Leu

Asn

Asp

Ala

Leu

320

Thr

Asn

Glu

Met

Ala

400

Lys

Ser

Tyr

Phe

Ala

480

Ile



Trp Asp

Ser Asn

Gly Tyr
530

Thr Pro
545

Phe Ser

Leu Ala

val Arg

Thr Glu

610

Ala val
625

Gln Thr

Glu Ser

Asn Pro

Ile Thr

690

Thr Tyr
705
Phe Thr

Met Tyr

Thr Trp

Thr

515

Ile

Arg

val

Gln

Glu

595

Ala

Glu

Arg

Phe

Ala

675

Tyr

Ser

Glu

val

Gln
755

Ser

Glu

Arg

Ser

Thr

His

Phe

660

Ser

Lys

Arg

Thr

Pro

740

Thr

Leu

Tyr

val

Met

Leu

565

Leu

val

Gly

Gly

val

645

Ala

Thr

Asp

Phe

Asn

725

Pro

ser

Gln

Arg

Phe

550

Leu

Gly

Gly

Pro

Ala

630

val

Arg

Thr

Thr

Asp

710

Asn

Gly

Ser
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Ser Ser Cys Thr Met val val P£0 Trp
510

Gln

TYr

535

Ile

Arg

Gln

Ala

Thr

615

Thr

Gln

Gly

Asn

val

695

Met

Gly

Ala

Asn

Thr

520

Gln

Leu

Asp

Met

Ala

600

His

Asn

His

Ala

Lys

Gln

Glu

His

Pro

Pro
760

505

Ile
Thr
Gly
Thr
Leu
585
Thr
ser
Pro
Arg
Ccys
665
Asp
Leu
Leu
Ala
val

745

Ser

Asp

Arg

Phe

Thr

570

Glu

Ser

Lys

Leu

ser

650

val

Lys

Arg

Thr

Leu

730

Pro

Asp

Ile

val

555

His

ser

Arg

Glu

val

635

Arg

Thr

Leu

Arg

Phe

715

Asn

Glu

Ser

val

540

Ser

Ile

Met

Asp

Ile

620

Pro

Ser

Ile

Phe

Lys

700

val

GlIn

Lys

Ile Phe Tyr
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Phe

525

val

Ala

Glu

Ile

Ala

605

Pro

Ser

Glu

Met

Ala

685

Leu

val

val

Trp

Thr
765

Thr

Pro

cys

Gln

Asp

Leu

Ala

Asp

Ser

Thr

670

val

Glu

Thr

Tyr

Asp

Tyr

Glu
Leu
Ash
Lys
575
Asn
Pro
Leu
Thr
Ser
655
val
Trp
Phe
Ala
Gln
735

Asp

Gly

Ile

Gly

ser

Asp

Ala

Thr

Asn

Thr

val

640

Asp

Lys

Phe

Asn

720

Tyr

Thr



Ala

Ser

785

Ala

Gly

Thr

Cys

Tyr

865

Tyr

Pro

770

His

Ala

Ile

Ser

Pro

850

Lys

Ala

Phe

Leu

Leu

Lys

Arg

Asp

Arg

Tyr

Gly

Ala

820

Ile

Pro

Gly

Ile

Asp

Arg

Pro

Thr

ser

Gly

790

Ser

Arg

val

Arg

Leu
870
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val Pro Tyr val Gly Ile Ser Asn Ala

775

Phe

Leu

val

Tyr

Ala

855

Thr

Ser

Tyr

val

Leu

840

val

Pro

Lys

Gly

Asn

825

Lys

Ala

Leu

val

Ala

810

Asp

Pro

Tyr

ser

Pro

795

Ala

His

Lys

Tyr

Thr
875

780

Leu

Ser

Asn

His

Gly

Lys
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Lys

Leu

Pro

Ile

845

Pro

Asp

Asp

Asn

Thr

830

Arg

Gly

Leu

Gln

Asp

815

Lys

val

val

Thr

Tyr

Ser

800

Phe

val

Trp

Asp

Thr
880



