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Q211> 477
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400> 1
Met Ser Ala
1

Cys Leu Gln

Phe Cys Arg
35

Gly Thr Val
50

Leu Ser Thr
65

Val Pro Gln

Cys Glu Gln

Ser His Arg
115

Leu Lys Thr
130

Met Arg Lys

Ala

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gln

Glu

version

Pro Gly

Phe Asp

Cys Leu

Cys Pro

Leu Gln

70

His Cys

85

Arg Ala

His Arg

Leu Pro

Lys Ser

3.5

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Leu

Pro

Arg

40

Cys

Ala

Glu

Val

Leu

120

Gln

Ala

EIETT (FINEE9158)

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Fr3lEk

Gln Glu

10

Thr Ala

Ala Gly

Ala Pro

Leu Val

75

Leu Asp

90

Gly Val

Ala Ala

Leu Gln

Leu Glu

1/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Ser Cys

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser

110

Ala His
125

Gln Glu

Gln Leu

ISA/CN

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Leu

Ser

Ala

Gln

80

Tyr

Gly

Cys

Glu



145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Glu

Ser

305

Ala

His

Asp

Arg

Glu

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Gly

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro

355

Arg

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Val

165

Val

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

His

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Ala

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Val

Phe

Ala

Glu

200

Leu

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro
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Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

B IES

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Gln

155

Ala

Glu

Val

Leu

Thr

235

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

Gly

2/85

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu

365

Trp

ISA/CN

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Asp

350

Ala

Leu

Gln

175

Asp

Arg

Glu

Met

Ser

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Leu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly



Leu

385

Arg

Leu

Asp

Val

Gln
465

370

Arg Glu

Ala Leu

Ser Phe

Ala Leu
435

Tyr Pro
450

Pro Leu

210> 2
Q211> 477
<212> PRT
213> /IR

<400> 2

Met
1

Cys

Phe

Gly

Leu

65

Val

Ser Ala

Leu Gln

Cys Arg
35

Thr Val
50

Ser Thr

Pro Gln

Gly

Arg

Gly

420

Val

Phe

Leu

Ala

Leu

20

Ala

Ala

Asn

Gly

Lys

Ser

405

Asp

Pro

Phe

Leu

Pro

Phe

Cys

Leu

His
85

Ile
390

Pro

Leu

Asp

Val
470

Asp

Leu

Pro

Gln
70

375

Leu

Glu

Val

Phe

Val

455

Gly

Leu

Ala

Ile

Cys

55

Leu

Glu

Glu Ala

Arg Arg

Leu Ser
425

Ala Phe
440

Cys Trp

Pro Glu

Leu Arg

Pro Val
25

Arg Val
40

Cys Gln

Ser Arg

Glu His
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B IES

His

Pro

410

Phe

His

His

Gly

Gln
10

Thr

Ala

‘Ala

Leu

Leu
90

Val

395

Thr

Tyr

Glu

Asp

Ala
475

Glu

Ala

Gly

Pro

Val

75

Asp

3/85

380

Glu

Arg

Asp

Arg

Lys

460

Glu

Leu

Glu

Glu

Thr

60

Glu

Pro

Ala Lys

Ile Gly

Ala Ser

430

Leu Pro
445

Gly Lys

Ala

Ser Cys

Cys Gly

Pro Ala

45

Arg Pro

Gly Leu

Leu Ser

ISA/CN

Glu

Leu

415

Arg

Asn

Pro

15

His

Ala

Gln

Ala

Ile
95

Pro

400

Tyr

Ala

Pro

Ala

Leu

Ser

Asp

Ala

Gln
80



Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val

225

Phe

Pro

Lys

Glu

Ser
305

Glu

His

Lys

130

Arg

Glu

Ala

Ser

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Arg

His

Leu

Lys

Val

165

Met

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Thr

Arg

Pro

Thr

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Lys

Asp

Arg
310

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Val

Leu

120

Gln

Ala

Phe

Ala

Asp

200

Leu

Lys

Leu

Gln

Met

280

Ser

Glu
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Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Fr3l%

Gly

Ala

Met

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Val

Ala

Gln

Glu

165

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

Asp
315

4/85

Cys

Glu

Leu

140

His

Val

Ser

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Ala Ser
110

Ala Gln
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu
190

Leu Arg
205

Gln Met

Phe Leu

Ser Glu

Ser Asp

270

Met Pro
285

Ser Leu

Lys Ala

ISA/CN

Leu

Ala

Ala

Val

Gln

175

Arg

Glu

Met

Ser

255

Ala

Val

Pro

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro
320



Ala

Gln

Asp

Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

Gly

Gln

Lys

Gly

370

Arg

Ala

Ser

Val

Tyr

450

Pro

<210>
211>
<212>
<213>

<400>

Met Ser Thr Ala Pro Gly Leu Leu Arg Gln

1

Glu

Leu

Pro
355

Arg

Asp

Leu

Phe

Leu
435

Pro

Leu

3
477
PRT

KB,
3

Asp

Leu

340

Arg

Leu

Gly

Arg

Ala

420

Thr

Ile

Leu

Thr

325

Ser

Trp

His

Lys

Thr

405

Asp

Pro

Phe

Leu

5

Arg

Gln

Ala

Ala

Tle

390

Pro

Gly

Ile

Asp

Val
470

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ser

440

Cys

Pro

Asp

His

345

Val

Ser

Ala

Pro

Ala

425

Phe

Trp

Glu

BIES

Lys Ala
330

Tyr Trp

Met Ala

Gln Gly

His Val

395

Pro Ala

410

Phe Tyr

His Glu

His Asp

Gln Glu
475

10

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Gln

Ala

Val

Asp

365

Trp

Ala

Ile

Ala

Leu

445

Gly

Ala

Val

Glu

350

Ala

Leu

Gly

Ser

430

Pro

Lys

Val

335

Val

Ser

Leu

Glu

Leu

415

Asn

Gly

Asn

15

Ala

Gly

Arg

Gly

Pro

400

Tyr

Pro

Pro

Ala

Glu Leu Ser Cys Pro Leu

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

20
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25

5/85

ISA/CN

30



Phe

Gly

Leu

65

Val

Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val

225

Phe

Cys

Thr
50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Ser

210

Leu

Arg

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Ala

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Cys

Cys

Leu

His

85

Arg

His

Leu

Lys

Val

165

Met

Val

Asn

Val

Thr
245

Leu

Pro

Gln

70

Cys

Thr

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Ile

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Arg

Cys

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Lys

Leu
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Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

BIES

Ala

Ala

Leu

Leu

90

Gly

Ala

Ala

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys
250

Gly

Ser

Val

75

Asp

Val

Ala

Gln

Glu

155

Ala

Glu

Val

Leu

Thr

235

Ile

6/85

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Ser

Ala

Arg

220

Glu

Leu

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser

110

Ala His

125

Gln Glu

Gln Leu

Gly Glu

Ser Leu

190

Leu Arg

205

Gln Met

Phe Leu

Ser Glu

ISA/CN

Asp

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Glu

Met

Ser
255

Asp

Ala

Gln

80

Tyr

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro



Pro

Lys

Glu

Ser

305

Ala

Asp

Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

Pro

Phe

Glu

290

Ala

Gly

Gln

Lys

Gly

370

Arg

Ala

Ser

Ala

Tyr

450

Pro

Ala

Gln

275

Leu

Ser

Glu

Leu

Pro

355

Arg

Asp

Leu

Phe

Leu

435

Pro

Leu

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Ala

420

Thr

Met

Leu

Leu

Trp

Phe

Arg

Thr

325

Ser

Trp

His

Lys

Thr

405

Asp

Pro

Phe

Leu

Asp

Lys

Asp

Arg

310

Cys

Gln

Ala

Ala

Ile

390

Pro

Gly

Leu

Asp

Val
470

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ser

440

Cys

Pro
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Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

Ala

Pro

Thr

425

Phe

Trp

Asp

BIES

Pro

Arg

Ala

Ser

Lys

330

Tyr

Met

Gln

His

Pro

410

Phe

His

His

Ser

Val

Ala

His

Glu

315

Thr

Trp

Ala

Gly

Val

395

Ala

Tyr

Glu

Asp

Glu
475

7/85

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Gln

Ser

Met

285

Ser

Lys

Ala

Val

Asp

365

Trp

Ala

Ile

Ala

Leu

445

Gly

Ala

ISA/CN

Asp

270

Pro

Leu

Ala

Val

Glu

350

Ala

Leu

Lys

Gly

Ser

430

Pro

Lys

Asp

Glu

Val

Pro

Val

335

Val

Ser

Leu

Glu

Leu

415

Asn

Gly

Asn

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly

Pro

400

Tyr

Thr

Pro

Ser



<210>
211
212>
<213>

<400>

4
477
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®T
4

Met Ser Ala Ala

1

Cys

Phe

Gly

Leu

65

Val

Ser

Leu

Met

145

Val

Gly

Leu

Cys

Thr

50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg
180

Pro

Phe

Cys

Leu

His

85

Arg

His

Leu

Lys

Val
165

Val

Gly

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Leu

Pro

Arg

40

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala
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His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala
185

Fr3%

Gln

10

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Leu

Gly

170

Leu

Glu

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

Glu

1565

Ala

Glu

8/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ser Cys

Cys Gly

Pro Ala

45

Arg Pro

Gly Leu

Leu Ser

Ala Ser

110

Ala His

125

Gln Glu

Gln Leu

Gly Glu

Ser Leu

190

ISA/CN

Pro

156

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Leu

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Glu
160

Leu

Arg



Glu

Leu

Val

225

Tyr

Pro

Glu

Ser

305

Ala

His

Asp

Arg

Leu

385

Arg

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Gly
370

Arg

Ala

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro

355

Arg

Glu

Leu

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

His

Lys

Ser
405

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Ala

Ile

390

Pro

Gly

Tyr

215

Asp

Arg

Ile

Pro

295

Val

Gln

Gly

Leu

Val
375

Leu

Glu

Glu
200

Leu

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg
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Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

Ala

Arg

sZIES
Gly Val Ala

Gln

Gln

Lys

250

Pro

Ala

Ser

Lys

330

Tyr

Ile

Gln

His

Pro
410

Leu

Thr

235

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

Gly

Val

395

Thr

9/85

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu

380

Glu

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu

365

Trp

Ala

Ile

ISA/CN

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Glu

350

Gly

Leu

Lys

Gly

Arg

Glu

Met

Ser

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Leu

Glu

Leu
415

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly

Pro

400

Tyr



Leu

Asp

Val

Gln
465

Ser

Ala

Tyr
450

Pro

<210>
<211>
212>
<213>

<400>

Phe

Leu
435

Pro

Leu

478
PRT
¥

5

Met Ser Ala

1

Cys

Phe

Gly

Leu

65

Val

Ser

Leu

Leu

Cys

Thr

50

Ser

Pro

Glu

His

Lys

Gln

Arg

Val

Thr

Gln

Gln

Arg

115

Thr

Gly

420

Val

Phe

Leu

Ala

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Asp

Pro

Phe

Leu

Pro

Phe

Gln

His

85

Arg

His

Leu

Gly

Leu

Asp

Val
470

Gly

Asp

Leu

Pro

Gln

70

Cys

Val

Arg

Pro

Val

Phe

Val

455

Gly

Leu

Ala

Gly

Ser

55

Leu

Glu

Leu

Leu

Gln

Leu

Ala

440

Cys

Ser

Leu

Pro

Ala

Glu

Val

Leu

120

Gln

EIETT (FINEE9158)

Ser

425

Phe

Trp

Glu

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Fr3e
Phe Tyr Asp

His

His

Gly

Gln

10

Thr

Ala

Ala

Leu

Leu

190

Gly

Ala

Leu

Glu

Asp

Ala
475

Glu

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

10/85

Arg

Lys

460

Glu

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

Ala

Leu

445

Gly

Ala

Ser

Gly

Leu

Ala

Ala

125

Gln

Ser Asp
430

Pro Gly

Lys Asn

Cys Pro
15

Gly His
30

Ala Ala

Pro Gln

Leu Ala

Ser Ile

95

Ser Leu
110

His Ala

Glu Ala

ISA/CN

Ala

Pro

Ser

Leu

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Cys



Met

145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Gln

Ser

305

Ala

His

Asp

130

Arg

Glu

Lys

Ala

Gly

210

Leu

Pro

Phe

Glu

290

Ala

Gly

Gln

Lys

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Leu

Pro

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Val

165

Leu

Val

Lys

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Pro

295

Val

Gln

Gly

Leu

Gly

Phe

Ala

Glu

200

Leu

Lys

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

EIETT (FINEE9158)

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Thr

Cys

Asp

His

345

Val

B IES

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Glu

155

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

Glu

315

Ala

Trp

Gly

11/85

140

Gln

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Gln

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Gln

ISA/CN

Leu

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Glu

350

Ala

Val

Gln

175

Asp

Arg

Glu

Met

Ser

255

Asp

Ala

Val

Pro

Val

335

Val

Gly

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Met

Leu

Pro

320

Thr

Gly

Arg



Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

355

Gly Arg
370

Arg Glu

Ala Leu

Ser Phe

Ala Leu
435

Tyr Pro
450

Pro Leu

<210> 6
211> 477
<212> PRT
213> ¥y

<400> 6

Met
1

Cys

Phe

Gly

Leu
65

Ser Ala

Leu Gln

Cys Arg
35

Thr Val
50

Ser Thr

Leu

Gly

Arg

Ala

420

Glu

Phe

Leu

Ala

Leu

20

Ala

Pro

Asn

His

Lys

Thr

405

Asp

Leu

Phe

Leu

Pro

Phe

Cys

Gln

Ala

Ile

390

Pro

Leu

Asp

Val
470

Asp

Leu

Pro

Gln
70

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Leu

Ala

Ser

Cys

55

Leu

360

Pro

Glu

Arg

Leu

Ala

440

Cys

Pro

Leu

Pro

Arg

40

Ala

EIETT (FINEE9158)

Ser

Ala

Arg

Ser

425

Phe

Trp

His

Val

25

Val

Gln

Arg

B IES

Gln

His

Pro

410

Phe

His

His

Ser

Gln

10

Thr

Ala

Ala

Leu

Gly

Val

395

Ser

Tyr

Glu

Asp

Gly
475

Glu

Ala

Gly

Leu

Val
75

12/85

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Gly

Leu

Glu

Glu

Thr

60

Glu

365

Trp

Ala

Ile

Ala

Leu

445

Gly

Glu

Ser

Cys

Pro

45

Arg

Gly

ISA/CN

Leu

Gly

Ser

430

Pro

Lys

Ala

Gly

Ala

Pro

Leu

Leu

Glu

Ile

415

Asp

Gly

Asn

Pro

15

His

Ala

Gln

Ala

Gly

Pro

400

Tyr

Ala

Pro

Ala

Leu

Ser

Asp

Ala

Gln
80



Val

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Pro

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu
290

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Gly

Asp

100

Gly

Gln

Glu

Met

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

His

85

Arg

His

Leu

Lys

Val

165

Val

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro
295

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Leu

Gln

Met
280

Ser

EIETT (FINEE9158)

His

Cys

105

Pro

Lys

Leu

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

B IES

Leu

90

Ala

Leu

Leu

Gly

170

Leu

Gln

Gln

Lys

250

Pro

Ala

Asp

Val

Ala

Gln

Glu

1565

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

13/85

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro
300

Leu

Ala

Ala

125

Gln

Gln

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

ISA/CN

Ser

Ser

110

His

Glu

Leu

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ile

95

Leu

Ala

Ala

Met

Gln

175

Asp

Arg

Glu

Met

Ser

255

Asp

Val

Val

Tyr

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Thr

Leu



Ser

305

Ala

Gln

Glu

Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

Pro

Gln

Lys

Gly

370

Arg

Ala

Ser

Ala

Tyr
450

Ser

Glu

Val

Pro

355

Asp

Leu

Phe

Leu

435

Pro

Pro Leu

<210>
211>
<212>
<213>

<220>
<223>

<400>

7
4
P

77
RT

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Gly

420

Glu

Phe

Leu

ANIFF3

Arg

Pro

325

Ser

Trp

His

Lys

Thr

405

Asp

Leu

Phe

Leu

Arg

310

Asp

Ala

Ala

Ile

390

Pro

Leu

Val
470

Val

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ala
440

Pro

Cys

His

345

Val

Ser

Ala

Arg

Ser

425

Phe

Trp

Asp

B IES

Ser

Lys

330

Tyr

Ile

Gln

His

Pro

410

Phe

His

His

Gly

AMG53 S255ARASAA I H R %)

7

EIETT (FINEE9158)

Asp

315

Ala

Trp

Ala

Gly

Val

395

Thr

Tyr

Glu

Asp

Glu
475

14/85

Gln

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Glu

Lys

Ala

Val

Gln

365

Trp

Ala

Tle

Ala

Leu

445

Gly

Ala

ISA/CN

Ala

Val

Gln

350

Ala

Leu

Lys

Gly

Ser

430

Pro

Pro

Val

335

Val

Ser

Leu

Glu

Ile

415

Asp

Gly

Asn

Pro

320

Ala

Gly

Arg

Gly

Pro

400

Tyr

Pro

Pro

Ala



Met

Cys

Phe

Gly

Leu

65

Val

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Ser

Leu

Cys

Thr

50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Ala

Gly
210

Ala

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Ala

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Pro

Phe

Cys

Leu

His

85

Arg

His

Leu

Lys

Val

165

Val

Val

Asn

Gly

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr
215

Leu

Pro

Arg

40

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

EIETT (FINEE9158)

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

S IES
Gln Glu Leu

10

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Leu

Gly

170

Leu

Gly

Gln

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

Glu

155

Ala

Glu

Val

Leu

15/85

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ala

Arg
220

Ser Cys

Cys Gly

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser
110

Ala His
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu

190

Leu Arg
205

Gln Met

ISA/CN

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Arg

Glu

Leu

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys



Val
225

Tyr

Pro

Glu

Ser

305

Ala

His

Asp

Arg

Leu

385

Arg

Leu

Asp

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Lys

Gly

370

Arg

Ala

Ser

Ala

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro

355

Arg

Glu

Leu

Phe

Leu
435

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Gly

420

Val

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

His

Lys

Ser

405

Asp

Pro

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Ala

Ile

390

Pro

Gly

Leu

Asp

Arg

Ile

Pro

295

Val

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ala
440

EIETT (FINEE9158)

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

Ala

Arg

Ser

425

Phe

PR ]IES

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Gln

His

Pro

410

Phe

His

Thr

235

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

Gly

Val

395

Thr

Tyr

Glu

16/85

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu

365

Trp

Ala

Ile

Ala

Leu
445

ISA/CN

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Asp

350

Ala

Leu

Lys

Gly

Ser

430

Pro

Met

Ala

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Leu

Glu

Leu

415

Asp

Arg

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly

Pro

400

Tyr

Ala

Pro



Val Tyr Pro Phe

450

Gln Pro Leu Leu

465

<210>
<211>
212>
<213>

<220>
223>

<400>

8
4
P

77
RT

ANIFF3)

/)N RMG53

8

Met Ser Ala

1

Cys Leu

Phe Cys

Gly Thr
50

Leu Ser
65

Val Pro

Cys Glu

Ser His

Leu Lys

130

Met Arg
145

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Ala

Leu

20

Ala

Ala

Asn

Gly

Asp

100

Gly

Gln

Glu

B IES

Phe Asp Val Cys Trp His Asp Lys Gly Lys Asn Ala

455

Leu Val Gly Pro Glu Gly

470

S255AR AR MR E BT 5]

Pro Gly Leu Leu Arg Gln

Phe Asp

Cys Leu

Cys Pro

Leu Gln

70

His Cys

85

Arg Thr

His Arg

Leu Pro

Lys Thr
150

Ala

Ile

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Pro

Arg

40

Ser

Glu

Val

Leu

120

Gln

Ala

EIETT (FINEE9158)

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

10

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Met

Leu

460

Ala Glu Ala

475

Glu

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

Glu
155

17/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Ser

Cys

Pro

45

Arg

Gly

Leu

Ala

Ala

125

Gln

Gln

ISA/CN

Gly

Ala

Pro

Leu

Ser

Ser

110

Gln

Glu

Leu

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Leu

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Glu
160



Val

Gly

Glu

Leu

Val

225

Phe

Pro

Glu

Ser

305

Ala

Gln

Asp

Arg

Glu

Ala

Ser

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Gly
370

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Leu

Pro

355

Arg

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Val

165

Met

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Thr

325

Ser

Trp

His

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Lys

Asp

Arg

310

Arg

Gln

Ala

Ala

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Val
375

Phe

Ala

Asp

200

Leu

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

EIETT (FINEE9158)

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

B IES

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Met

Gln

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

Asp

315

Ala

Trp

Ala

Gly

18/85

Val

Ser

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu
380

Gly

Ser

Leu

205

Gln

Phe

Ser

Ser

Met

285

Ser

Lys

Ala

Val

Asp

365

Trp

ISA/CN

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Glu

350

Ala

Leu

Gln

175

Asp

Arg

Glu

Met

Ala

255

Asp

Ala

Val

Pro

Val

335

Val

Ser

Leu

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly



Leu Arg Asp Gly
385

Arg Ala Leu Arg

Leu Ser Phe Ala
420

Asp Val Leu Thr
435

Val Tyr Pro Ile
450

Gln Pro Leu Leu
465

<210> 9

211> 477
<212> PRT
213> NI

<220>
<223> A FRMG53

<400> 9
Met Ser Thr Ala
1

Cys Leu Gln Leu
20

Phe Cys Arg Ala
35

Gly Thr Val Ala
50

Leu Ser Thr Asn
65

B IES

Lys Ile Leu Glu Ala His
390

Thr Pro Glu Arg Pro Pro
405 410

Asp Gly Val Leu Ala Phe
425

Pro Ile Phe Ser Phe His
440

Phe Asp Val Cys Trp His
455

Leu Val Gly Pro Glu Gln
470

S255ARAAR AR5

Pro Gly Leu Leu Arg Gln
5 10

Phe Asp Ala Pro Val Thr
25

Cys Leu Ile Arg Val Ala
40

Cys Pro Cys Cys Gln Ala
55

Leu Gln Leu Ala Arg Leu
70

Val

395

Ala

Tyr

Glu

Asp

Glu
475

Glu

Ala

Gly

Ser

Val
75

19/85

EIETT (FINEE9158)

Glu

Arg

Asp

Arg

Lys

460

Gln

Leu

Glu

Glu

Thr

60

Glu

Ala Lys

Ile Gly

Ala Ser
430

Leu Pro
445

Gly Lys

Ala

Ser Cys

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

ISA/CN

Glu

Leu

415

Asn

Gly

Asn

Pro
15

His

Gln

Ala

Pro

400

Tyr

Pro

Pro

Ala

Leu

Ser

Ala

Gln
80



A dla SN NAAY NI I L YN S

Val Pro Gln Gly

Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val

225

Phe

Pro

Lys

Glu

Glu

His

Lys

130

Arg

Glu

Ala

Ser

210

Leu

Cys

Pro

Phe

Glu
290

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

His

85

Arg

His

Leu

Lys

Val

165

Met

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Cys

Thr

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Lys

Asp

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro
295

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Lys

Leu

Gln

Met

280

Ser

EIETT (FINEE9158)

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Fr3&
Leu Asp Pro

90

Gly

Ala

Ala

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Val

Ala

Gln

Glu

155

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

20/85

Cys

Glu

Leu

140

His

Val

Ser

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro
300

Leu Ser

Ala Ser
110

Ala His
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu
190

Leu Arg
205

Gln Met

Phe Leu

Ser Glu

Ser Asp

270

Met Pro
285

Ser Leu

ISA/CN

Ile

95

Leu

Ala

Ala

Val

Gln

175

Arg

Glu

Met

Ala

255

Glu

Val

Tyr

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Leu

Val



Ser

305

Ala

Lys

Asp

Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

Ala

Gly

Gln

Gly
370

Arg

Ala

Ser

Ala

Tyr
450

Pro

<210>
<211>
212>
<213>

<220>
223>

<400>

Ser

Glu

Leu

Pro

355

Arg

Asp

Leu

Phe

Leu

435

Pro

Leu

10
477
PRT

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Ala

420

Thr

Met

Leu

ANIFF3)

HEFMG53

10

Met Ser Ala Ala

1

Arg

Thr

325

Ser

Trp

His

Lys

Thr

405

Asp

Pro

Phe

Leu

Arg

310

Cys

Gln

Ala

Ala

Ile

390

Pro

Gly

Leu

Asp

Val
470

Val

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ser

440

Cys

Pro

Cys

Asp

His

345

Val

Ser

Ala

Pro

Thr

425

Phe

Trp

Asp

S IES
Ser Glu Gln

Lys

330

Tyr

Met

Gln

His

Pro

410

Phe

His

His

Ser

S255AR AR MR E BT 5]

Pro Gly Leu Leu His Gln

5

EIETT (FINEE9158)

10

315

Thr

Trp

Ala

Gly

Val

395

Ala

Tyr

Glu

Asp

Glu
475

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Gln

Lys

Ala

Val

Asp

365

Trp

Ala

Ile

Ala

Leu

445

Gly

Ala

Ala

Val

Glu

350

Ala

Leu

Lys

Gly

Ser

430

Pro

Lys

Pro

Val

335

Val

Ser

Leu

Glu

Leu

415

Asn

Gly

Asn

Pro
320
Ala

Gly

Gly

Pro
400

Thr

Pro

Ser

Glu Leu Ser Cys Pro Leu

21/85

ISA/CN

15



Cys

Phe

Gly

Leu

65

Val

Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val
225

Leu

Thr
50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Gly

210

Leu

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Glu

Phe

Cys

Leu

His

85

Arg

His

Leu

Lys

Val

165

Val

Val

Asn

Val

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala
230

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Pro

Arg

40

Cys

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Lys

EIETT (FINEE9158)

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

Pro

B IES

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Leu

Gly

170

Leu

Gly

Gln

Gln

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

Glu

1565

Ala

Glu

Val

Leu

Thr
235

22/85

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ala

Arg

220

Glu

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser
110

Ala His
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu

190

Leu Arg
205

Gln Met

Phe Leu

ISA/CN

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Arg

Glu

Met

Ser

Ala

Gln

80

Tyr

Gly

Arg

Glu
160

Leu

Arg

Glu

Lys
240



Tyr

Pro

Lys

Glu

Ser

305

Ala

His

Asp

Arg

Leu

385

Arg

Leu

Asp

Val

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Gly

370

Arg

Ala

Ser

Ala

Tyr
450

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro

355

Arg

Glu

Leu

Phe

Leu

435

Pro

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Gly

Arg

Gly

420

Val

Phe

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

His

Lys

Ser

405

Asp

Pro

Phe

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Ala

Ile

390

Pro

Gly

Leu

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Val

375

Leu

Glu

Val

Phe

Val
455

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

Glu

Arg

Leu

Ala

440

Cys

EIETT (FINEE9158)

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Ser

Ala

Arg

Ser

425

Phe

Trp

B IES

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Gln

His

Pro

410

Phe

His

His

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

Gly

Val

395

Thr

Tyr

Glu

Asp

23/85

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu

380

Glu

Arg

Asp

Arg

Lys
460

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu

365

Trp

Ala

Tle

Ala

Leu

445

Gly

ISA/CN

Glu

Asp

270

Pro

Leu

Ala

Val

Glu

350

Gly

Leu

Gly

Ser

430

Pro

Lys

Ala

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Leu

Glu

Leu

415

Asp

Gly

Asn

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg

Gly

Pro

400

Tyr

Ala

Pro

Ser



B IES

Gln Pro Leu Leu Leu Val Gly Ser Glu Gly Ala Glu Ala

465

<210>
211>
<212>
<213>

<220>
<223>

<400>

11
478
PRT

ANIFF3

470

475

¥EMG53 S255AZRATAA [ & I BL P 5]

11

Met Ser Ala Ala

1

Cys

Phe

Gly

Leu

65

Val

Cys

Ser

Leu

Met
145

Leu

Thr
50

Ser

Pro

Glu

His

Lys

130

Arg

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Pro

Phe

Cys

Cys

Gln

His

85

Arg

His

Leu

Lys

Gly

Asp

Leu

Pro

Gln

70

Cys

Val

Arg

Pro

Ser
150

Leu Leu

Ala Pro

Gly Arg
40

Ser Cys
55

Leu Ala

Glu Glu

Leu Val

Leu Leu
120

Gln Gln
135

Val Gly

EIETT (FINEE9158)

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Gln Glu

10

Thr Ala

Ala Gly

Ala Pro

Leu Val

75

Leu Asp

90

Gly Val

Ala Ala

Leu Gln

Leu Glu
155

24/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

Gln

Ser Cys

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser

110

Ala His
125
Gln Glu

Gln Leu

ISA/CN

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Leu

Ser

Ala

Gln

80

Tyr

Gly

Cys

Glu
160



Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Gln

Ser

305

Ala

His

Asp

Arg

Glu

Lys

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu

290

Ala

Gly

Gln

Lys

Gly
370

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Leu

Pro

355

Arg

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Leu

Val
165

Leu

Val

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

His

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Ala

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Val
375

Phe

Ala

Glu

200

Leu

Lys

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

360

Pro

EIETT (FINEE9158)

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Thr

Cys

Asp

His

345

Val

Ser

EZlES
Gly Ala Val

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Gln

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

Glu

315

Ala

Trp

Gly

Gly

25/85

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Leu
380

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Gln

365

Trp

ISA/CN

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Glu

350

Ala

Leu

Gln

175

Asp

Arg

Glu

Met

Ala

255

Asp

Ala

Val

Pro

Val

335

Val

Gly

Leu

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Met

Leu

Pro

320

Thr

Gly

Arg

Gly



385

s lES
Leu Arg Glu Gly Lys Ile Leu Glu Ala His Val Glu

390

Arg Ala Leu Arg Thr Pro Glu Arg Arg Pro

Leu Ser

405 410

Phe Ala Asp Gly Val Leu Ser Phe
420 425

Asp Ala Leu Glu Leu Leu Phe Ala Phe His

Val Tyr
450

Gln Pro
465

<210>
<211>
212>
<213>

<220>
223>

<400>
Met Ser
1

Cys Leu

Phe Cys

Gly Thr
50

Leu Ser
65

Val Pro

435 440

Pro Phe Phe Asp Val Cys Trp His
455

Leu Leu Leu Val Gly Pro Asp Ser
470

12
477
PRT
N3

FIMG53 S255ARATAA [ E I L 7 5]

12

Ala Ala Pro Gly Leu Leu His Gln
5 10

Gln Leu Phe Asp Ala Pro Val Thr
20 25

Arg Ala Cys Leu Ser Arg Val Ala
35 40

Val Pro Cys Pro Cys Cys Gln Ala
55

Thr Asn Gln Gln Leu Ala Arg Leu
70

Gln Gly His Cys Glu Glu His Leu
85 90

395

Ser

Tyr

Glu

Asp

Gly
475

Glu

Ala

Gly

Leu

Val

75

Asp

26/85

EIETT (FINEE9158)

Arg

Asp

Arg

Lys

460

Gly

Leu

Glu

Glu

Thr

60

Glu

Pro

Ala Lys

Ile Gly

Ala Ser
430

Leu Pro
445

Gly Lys

Glu Ala

Ser Cys

Cys Gly
30

Pro Ala

45

Arg Pro

Gly Leu

Leu Ser

ISA/CN

Glu

Ile

415

Asp

Asn

Pro

15

His

Ala

Gln

Ala

Ile
95

Pro

400

Tyr

Ala

Pro

Ala

Leu

Ser

Asp

Ala

Gln

80

Tyr



Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Ser
305

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Gly

210

Leu

Pro

Phe

Glu
290

Pro

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Asp

100

Gly

Gln

Glu

Met

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Arg

His

Leu

Lys

Val

165

Val

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg
310

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Lys

Leu

Gln

Met

280

Ser

Glu

EIETT (FINEE9158)

Cys

105

Pro

Lys

Leu

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

B IES

Gly

Ala

Leu

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Val

Ala

Gln

Glu

1565

Ala

Glu

Val

Leu

Thr

235

Ile

Val

Ala

His

Asp
315

27/85

Cys

Glu

Leu

140

His

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Ala Ser
110

Ala His
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu
190

Leu Arg
205

Gln Met

Phe Leu

Ala Glu

Ser Asp

270

Met Pro
285

Ser Leu

Lys Ala

ISA/CN

Leu

Ala

Ala

Met

Gln

175

Asp

Arg

Glu

Met

Ala

255

Asp

Val

Val

Pro

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys

240

Pro

Phe

Thr

Leu

Pro
320



B IES

Ala Gly Glu Asp Pro Cys Gln Phe Asp Lys Ala Val Ala Val Val Ala
325 330 335

Gln Gln Val Leu Ser Asp Gly Glu His Tyr Trp Glu Val Gln Val Gly
340 345 350

Glu Lys Pro Arg Trp Ala Leu Gly Val Ile Ala Ala Gln Ala Ser Arg
355 360 365

Arg Gly Arg Leu His Ala Val Pro Ser Gln Gly Leu Trp Leu Leu Gly
370 375 380

Leu Arg Asp Gly Lys Ile Leu Glu Ala His Val Glu Ala Lys Glu Pro
385 390 395 400

Arg Ala Leu Arg Thr Pro Glu Arg Arg Pro Thr Arg Ile Gly Ile Tyr
405 410 415

Leu Ser Phe Gly Asp Gly Val Leu Ser Phe Tyr Asp Ala Ser Asp Pro
420 425 430

Asp Ala Leu Glu Leu Leu Phe Ala Phe His Glu Arg Leu Pro Gly Pro
435 440 445

Val Tyr Pro Phe Phe Asp Val Cys Trp His Asp Lys Gly Lys Asn Ala
450 455 460

Gln Pro Leu Leu Leu Val Gly Pro Asp Gly Glu Glu Ala

465 470 475

<210> 13

<211> 1434

<212> DNA

213> AT F31

<220>

<223> AMG53 S255ATASA I 4aAdfF 5]

<400> 13

atgtcggctg cgcceccecggect cctgecaccag gagetgtcecct geccgetgtg cctgcecagetg 60

ttcgacgege ccgtgacage cgagtgegge cacagtttcect gecgegectg cctaggecege 120

gtggecegggg agecggegge ggatggecace gttectectgee cctgetgeca ggecccccacg 180
28/85

EIETT (ZANZE91%) ISA/ICN



cggcegeagg
gtgccgeagg
cgegegetgg
cctgecgeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtceg
cagatggaga
tactgcctgg
ctggacatcc
ttccgggetce
agcctggtgg
gCCgELgeagy
tcecgagggeg
gtgatcgegg
tggctgetgg
cgcgetetge
gacggegtcece
ttccacgagce
ggcaagaatg
210>
Q1L

212>
<213>

14
1434
DNA

AL

<220>
223>

<400> 14

cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgcaa
cagtgcgtca
ctgcactgga
ccttgegeceg
aggtcctgga
tgaccagcag
agctgccaat
tgatgccagce
tgtcttecte
acccgecgeca
agcactactg
ccgaggecce
ggctgegega
gcagececeecga
tcteecttceta
gcectgeccag

cccagecget

Fr3

caacctgcag
ggagcacctg
gtgcgectcea
acgcctcaag
ggagaagagt
gltcegggesg
gggectecttg
ggagctggesg
ggaggtggesg
gctgcagaag
tatctcagat
gctggaggag
tggcegeege
gttcgacaag
ggaggtggat
ccgeegeggg
gggcaagatc
gaggceggcecec
cgatgccagc
gcecegtgtac

gctgetegtg

B IES

ctggcgegece
gacccgctga
ctcggetege
acacagctgc
gtggctgtge
gcegtgggesy
gaccgegagg
agcctgaact
gacaagccgce
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcgetggees
gttggcgaca
cgcctgecacg
ctggaggcac
acgcgcattg
gacgccgacg
cccttcttcg

ggtcccegaag

/NERMGE3 S255AZR A4 () 4 kS e 31

tggtggageg
gcatctactg
accgeggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt
aggctccceccee
tccaggtgtg
acccgagctc
cggagcagaa
tggtggegea
agccgegetg
cggtgcecte
acgtggaggc
gcctttacct
cgctegtgee
acgtgtgctg

gecgeegagge

gctggeccag
cgagcaggac
tcgectectg
actgcagctg
gctggtggag
caagatgcgg
acgggglgag
gcagectgegg
cctcatgaaa
acccgececegt
gaggaagatg
tgcgcaccceg
ggegecgeeg
ccagcagctc
ggegetggge
gcagggectg
caaggagccg
gagcttcgge
gctttttgee
gcacgacaag

ctga

atgtcggctg cacccggect tctgegtcag gaactgteccect gecccactgtg cttgcecagetg

ttcgatgecge cagtgacgge tgagtgtgge cacagtttct gecgtgecctg cctgatceccgg

EIETT (FINEE9158)

29/85

ISA/CN

240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1434

60
120



glggcaggeg
cggccgeagg
gtgccccaag
cgcacacttg
cctgeecgetg
caggaggcat
glggaggaga
atgttcctgg
getggggtig
cagatggaga
ttctgeetgg
ctagatatcc
ttcegggete
agcctggtgg
gegggagaag
tcacagggcecg
gtgatggegg
tggectgetgg
cgggecactge
gatggcgtcce
ttccacgage
ggcaagaatg
<210>
Q211>

<212>
<213>

15
1434
DNA

<220>
<223>

<400> 15

agcctgetge
ctctaagcac
gccactgega
tgtgtggtgt
aagcccaagce
gcatgcgcaa
cagtgcgcca
ctgccctaga
ccttgegteg
aggtgctlgga
taaccagcag
agctgectgt
tgatgccagce
tgtcctecte
acacgcgtca
agcactattg
ctgacgcttc
gtctgecgega
gcaccccaga
tggctttcta
gtctgeccegg

cccagcccct

ANIFF3

ggacggcaca
taacctccag
ggaacacctg
gtgtgcctceg
acgcctcaag
ggagaagact
gltcegggga
aagttctctg
ggagctgtca
ggaggtggct
gctgcagaag
catctcagat
gctggaggaa
tggtcgccega
gttcgacaag
ggaggtggag
ccgeegtgge
tggcaagatc
gaggcctceg
tgatgcgagce
gceggtgtac

gctgettgtg

B IES

gttgcetgte
ttgtcacgce
gatccactga
ctcggttctce
acacagcttc
gtagcggtge
gctgteggesg
gaccgtgaag
agcctgaact
gacaagccac
atcctgtcag
gacttcaaat
ctgacttttg
glggagtget
gcagtagegg
glgggcgaca
cggctgcacg
ctggaggcgce
gcgegeattg
aaccccgacg

cccatctttg

gggeceggage

K BRMG53 S255AR AZA ) 4hg Fr 51

cctgttgtca
tigtggagseg
gcatctactg
accgtggtca
cacagcagaa
tggagcatca
agcagctggg
cagaaagggt
cttacctaga
agacagaatt
aggcaccacc
tccaggtgtg
accccagctce
cagaccagaa
tggtggegea
aaccacgctg
cggtgeccte
acgtggaggc
gcctctacct
tacttacgcc
acgtgtgetg

aggaacaggc

ggcacctaca
tttggcgcaa
cgagcaggac
tcgtctectg
gatgcagctg
gctggtggag
gaagatgcgg
tcggggtgat
gcaactgagg
cctcatgaaa
accggcaagg
gaagaagatg
tgcgcacccg
ggecgeegeea
gcagctgetg
ggeeetggga
acaggggctg
caaggagccg
aagcttcgca
aatcttttct
gcacgacaag

ctga

atgtcgactg caccaggcct tttgcgeccag gaactgtctt gcecccgetgtg cttgcecagetg

EIETT (FINEE9158)

30/85

ISA/CN

180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1434

60



ttcgatgcac

glggcaggeg
cggccacagg
gtgccccaag
cgcacacttg
cctgeccgeag
caggaggcat

glggaggaga
atgttcctgg
gcaggggtig
cagatggaga
ttctgectgg
ctagatatcc

ttccgggetce
agcctggtgg
gcaggagaag
tcacaggggg
glgatggegg
tggttgectceg
cgggecactge
gatggcgtcece
tttcatgagc
ggcaagaatt
210> 16

211> 1434
<212> DNA
213> AL

<220>
223>

cagtgaccgc
agcctgecga
cgctaagcac
gccactgega
tgtgtggtgt
aagcccatgce
gcatgcgcaa
ccgtgegtca
ctgccctaga
ccttgeggeg
aggtgctgga
tgaccagcag
agctgectgt
tgatgccaga
tgtccgecte
acacgtgcca
agcactactg
ctgacgcttce
gcectgegega
gcaccccaga
tgactttcta
gtctgectgg

ctcagccget

Fr3

tgagtgtggce
cgatggcacg
taacctccag
ggaacacctg
gtgtgcctcet
acgtctcaag
ggagaagagt
gltccgggga
aagttctttg
ggagctgtca
ggaggtgget
gctgcagaag
catctcagat
gltggaggaa
tggtcgecega
gttcgacaag
ggaggtggag
ccgtecgtgge
tggcaagatc
gaggccacca
tgatgcaagc
gceggtgtac

gttgctegtg

EIETT (FINEE9158)

B IES

cacagtttct
gttgcctgtce
ttggcacgece
gatccactga
ctcggttcac
acacagcttc
gtagcagtcc
getgtiggesg
gaccgtgaag
agcctgaact
gacaagccac
attctgtcag
gacttcaaat
ctgacttttg
glggagtget
acggtagcgg
glgggegaca
cgcctgecacg
ctggaggcac
gcgegeattg
aacaccgacg
cccatgtttg

gggccagaca

HETMG53 S255ARAEAA i 4 AT 311

31/85

gcegtgeetg
cctgttgtca
ttgtggageg
gcatctactg
accgtggtca
cacaacagaa
tggagcatca
agcagctggg
cagaaagggt
cttacctgga
agacagaatt
aggcaccacc
tccaggtgtg
accccagctce
cggagcagaa
tagtggcgaa
agccacgctg
cggtgcecte
acgtggaggc
gcctctaccet
cgcttacacc
acgtgtgctg

gtgagcagge

cctgatccgt
ggcatctact
tttggcacaa
cgagcaggac
ccgtcttetg
ggcccagetg
gctggtggag
gaagatgcgg
tcgaggtgag
gcaactgagg
cctcatgaaa
cccagcaagg
gaagaagatg
tgcgcaccceg
ggecgeegeea
gcagctgectg
ggeeetgggt

acaggggctg

caaggagcca
aagctttgca
gctettttet
gcacgacaag

ctga

ISA/CN

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1434



R A vaurismpoimn s

<400> 16
atgtcggctg

ttcgacgege
glggeeggeg
cggcegeagg
gtgccgeagg
cgegegetgg
ccecgecgeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtceg
cagatggaga
tactgcctgg
ctggacatcc
ttcegggete
agcctggtgg
gCggeLLagsy
tccgagggeg
gtgatcgegg
tggectgetgg
cgecgetetge
gacggcgtcce
ttccacgage
ggcaagaact
<210>
Q211>

<212>
<213>

17
DNA

<220>

1437

cgcecgggecet
ccgtgacagce
aaccggeggce
cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgcaa
cagtgcgtca
ctgcactgga
ccttgegeeg
aggtgctlgga
tgaccagcag
agctgccaat
tgatgccagce
tgtcttecte
acccgegeea
aacactactg
ccgaggggec
ggctgegtga
gcageeeega
tctecttceta
gcetgectgg

cccagccget

ANIFF3

cctgcaccag
cgagtgcggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectea
acgcctcaag
ggagaagagt
gltcegggesg
gggctecttg
ggagetggesg
ggaggtggcece
gctgcagaag
catctcagat
gctggaggag
cggcegeege
gttcgacaag
ggaggtggag
ccgtegeggg
gggcaagatc
geggeggecec
cgatgccagc
gceegtgtac

gctgetegtg

EIETT (FINEE9158)

B IES

gagctgtccet
cacagtttct
gttctctgee
ctggcgegece
gacccgetga
ctcggcectege
acgcagctgce
gtagctgtge
geegtggges
gaccgtgagg
agcctgaact
gacaagccgc
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcggtagegg
glgggcgaca
cgcctgecacg
ctggaggctc
acgcgcatcg
gacgccgacg
cccttcttceg

gggtccgaag

32/85

gceecgetgtg
gtcgecgecetg
cctgetgtea
tggtggagseg
gcatctactg
accgeggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt
aggctccceccece
tccaggtgtg
acccgagctc
cggagcagaa
tggtggegea
agccgegetg
cggtgeccte
acgtggaggc
gcctctacct
cgctegtgece
acgtgtgetg

gcgecgaage

cctgcagetg
cctgggecege
ggceececcacg
gctggeccag
tgagcaggac
tcgeectgetg
actgcagctg
gltggtggaa
caagatgcgg
gcggggtgag
gcagectgegg
cctaatgaaa
acccgeecegt
gaggaagatg
tgcgecacccece
ggrgecgeeg
ccagcagctc
ggegetgggt
gcagggcectg
caaggagccg
gagcttcgge
gctttttgee
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



B IES

<223> FEMGH3 S255ARAMA I HEL T T

<400> 17
atgtcagctg

ttcgatgege
glggcaggeg
cggcegeagg
gtgccgeagg
cgegtgeteg
ccecgecgeeg
caggaggcegt
glggaggaga
ttgttcetgg
gecggegggteg
cagatggaga
tactgcctgg
ctggacattc
ttcecgggecec
agcctggtge
gecggagagyg
tcggaaggeg
gtgatcgggsg
tggctgetceg
cgcgeectge
gatggcgtcece
ttccacgaac
ggcaagaacg
210> 18

211> 1434

<212> DNA
213> AL

cgcceggecet
cggtgacggce
agccagccgce
cgctcagcac
gccactgega
tgtgcggegt
aagcccatgce
gtatgcggaa
cggtgegtca
ctgcactgga
ccttgecggag
aggtgctgga
tgaccagcag
agctgectgt
tgatgccagce
tgtcggecte
acccgecgeca
agcactactg
cccaggecgg
ggctgegega
gcacccegga
tctcgttcta

gcetgeeggg

ctcagccget

Fr3

cctgcaccag
tgagtgcgge
ggatggcacg
caaccagcag
ggagcaccta
ctgcgecteg
gcgcecttaag
ggagaagagc
gltcegggesg
gggectecttg
ggagctggesg
ggaggtggcea
gctgcagaag
catctcagac
gatgcaggag
gggCrcegecge
gttcgacaag
ggaggtggag
tcgeegegge
gggcaagatc
gaggegecey
cgacgccagce
cccegtgtac

cctgetggtg

EIETT (FINEE9158)

gagctgtcct
cacagcttct
gtgctctgee
ctggcgegece
gacccgctca
ctgggttcge
acgcagctcc
glgggtgtge
gcagtgggesg
gaccgagaag
agcctgaagt
gacaagcccece
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcgetggees
glgggegaca
cggctgecacg
ctggaggctc
tcgegeatceg
gacgccgacg
cccttcttcg

gggececgaca

33/85

gtccgetgtg
gcegegeetg
ccagctgcca
tggtggageg
gcatctactg
accgcggecea
cgcagcagaa
tggagcaaca
agcagctggg
cagagcgtgt
cttacttgga
agaccgagtt
aggcgccccee
tccaggtgtg
accccagcac
cggagcagaa
tggtgacgca
agccacgctg
ccgtgeeccte
acgtcgaggce
ggatctacct
cgctggaget
acgtgtgctg

gcggcgeggea

cctgcagcectg
cctgggecege
ggcacccacg
gctggcegceag
cgagcaggac
ccgeectgetg
gctgcagetg
actggtggaa
caagatgcgg
gcgggglgag
gcagectgegg
cctcatgaaa
acctgcccecgce
gagaaagatg
ggcccacceg
ggegeegeeg
ccagctgctg
ggegetggge
gcagggectce
caaggagccg
gagcttcgeg
gctecttegee
gcacgacaag

ggcctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1437



<220>

B IES

<223>  FMGH3 S255AZEAAK I RS F %)

<400> 18
atgtcggcceg

tttgacgcge
glggetggseg
cggccacagg
gtgccgeagg
cgagcgctcg
ccecgecgeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtig
cagatggaga
tactgcctgg
ttggacatcc
ttcegggete
agcctggtge
geeggggags
tcecgacggeg
gtgatcgegg
tggctgecteg
cgecgegetge
gacggagtcc
ttccacgage
ggcaaaaatg

<210> 19
211> 1434

cgcecgggecet
cggtgaccgce
agceggeggce
cgctcagcac
gccactgega
tgtgcggegt
aagcccacgce
gtatgcgcaa
tggtgcgtca
ctgcactgga
ccectgeggeg
aggtgctlgga
tgaccagcag
agctgectgt
tgatgccagt
tgtctcecte
atccgtgceca
agcactactg
cccaggecag
ggctgeggga
gcacceegga
tctectttta
gcectgeeegg

ctcagccget

cctgcaccag
cgagtgcggce
ggacggcacc
caaccagcag
ggagcaccta
gtgcgecteg
gcgectcaag
ggagaagagt
gltcegggesg
gggctecttg
ggagetggesg
ggaggtggcece
gctacagaag
catctcagat
tacaaaggag
cggtcgecege
gttcgacaag
ggaggtgeag
ccgeegegge
cggcaagatc
gaggceggcecc
tgatgccagt
gceegtgtac

gctgetggtg

EIETT (FINEE9158)

gagctgtccet
cacagtttct
gtgcecetgece
ctggcgegece
gacccgctea
ctcggcectege
acacagctgce
gtggctcectge
gctgtaggesg
gaccgtgagg
agcctgaact
gacaagccac
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
geegtggegs
glgggcgaga
cggctgcacg
ctggaggcgce
acgcgcatcg
gaccccgacg

cccttcttceg

gggectgatg

34/85

gceecgetetg
gcegegeetg
cgtgctgeca
tggtggagseg
gcatctactg
accgcggeca
cacagcagaa
tggagcatca
agcagctggg
cagagcgegt
cttacctgga
agactgagtt
aagcaccacc
tccaggtgtg
acccgagctc
cggaccagaa
tggtggegea
agccgegetg
ccgteeecte
acgtcgaagc
ggatctacct
ccctecgaget
acgtatgctg

gcgaggagege

cctgcagetg
cctgagececge
ggcactcacg
gctggegeag
cgagcaggat
ccgeectgetg
actgcagctg
gctcatggaa
caagatgcgg
gcggggagag
gcagttgecgt
cctcatgaaa
gcetgeecegt
gaggaagatg
tgcgcacccg
ggecgeegeeg
gcaggtgetg
ggccectegge
gcagggectce
caaggagccg
aagcttcgge
gctctttgee
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



<212> DNA
213> ®A

<400> 19
atgtcggcectg

ttcgacgege
gtggeegeesg
cggcegeagg
gtgccgeagg
cgegegetgg
cctgeegeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtcg
cagatggaga
tactgcctgg
ctggacatcc
ttcecgggetce
agcctggtgg
gCCgegeagsy
tccgagggeg
gtgatcgcegsg
tggectgetgg
cgegetetge
gacggegtcece
ttccacgagce
ggcaagaatg
<210> 20

211> 1434
<212> DNA

cgeeeggecet
ccgtgacagc
agccgeegec
cactcagcac
gccactgega
tgtgecggagt
aggcccacgce
gcatgcgcaa
cagtgcgtca
ctgcactgga
ccttgecgeceg
aggtcctgga
tgaccagcag
agctgccaat
tgatgccagc
tgtcttecte
acccgcgeea
agcactactg
ccgaggecece
ggctgecgega
gcagcceega
tctecttceta
gcctgeccag

cccagceget

cctgecaccag
cgagtgeggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectea
acgcctcaag
ggagaagagt
gltcegggesg
gggcteettg
ggagctggesg
ggaggtggeg
gctgcagaag
tatctcagat
gctggaggag
tggccegeege
gttcgacaag
ggaggtggat
ccgeegeggg
gggcaagatc
gaggceggcecec
cgatgccagc
gccegtgtac

gctgetegtg

EIETT (FINEE9158)

B IES

gagctgtcct
cacagtttct
gttctctgece
ctggegegec
gacccgetga
ctcggetege
acacagctgce
gtggctgtge
gcegtggees
gaccgecgagg
agcctgaact
gacaagccgce
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcgetggees
gttggcgaca
cgcectgeacg
ctggaggcac
acgcgecattg
gacgccgacg
cccttectteg

ggtcccgaag

35/85

gceegetgtg
gcegegecetg
cctgectgeca
tggtggageg
gcatctactg
accgcggtca
cacagcagaa
tggagcatca
agcagclggg
cagagcgtgt
cttacctgga
agactgagtt
agtctcccecce
tccaggtgtg
acccgagctce
cggagcagaa
tggtggegea
agccgegetg
cggtgcectce
acgtggaggc
gcctttacct
cgctegtgece
acgtgtgetg

gegeegagge

cctgcagetg
cctaggececge
ggceeccecacg
gctggeccag
cgagcaggac
tcgecteetg
actgcagctg
gctggtggag
caagatgcgg
acgggglgag
gcagctgegg
cctcatgaaa
acccgcecegt
gaggaagatg
tgcgcacccg
ggecgeegeceg
ccagcagctc
ggegetggsce
gcagggectg
caaggagccg
gagcttcggce
getttitgec
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



213> /MR

<400> 20
atgtcggctg

ttcgatgege
glggcaggeg
cggccgeagg
gtgccccaag
cgcacacttg
cctgeecgetg
caggaggcat
glggaggaga
atgttcctgg
gclgegggtig
cagatggaga
ttctgectgg
ctagatatcc
ttccgggetce
agcctggteg
gcgggagaag
tcacagggcg
glgatggegg
tggctgetgg
cgggecactge
gatggcgtcec
ttccacgagc
ggcaagaatg
210> 21

211> 1434

<212> DNA
213> KK

cacccggect
cagtgacggc
agcctgectge
ctctaagcac
gccactgega
tgtgtggtgt
aagcccaagce
gcatgcgcaa
cagtgcgcca
ctgccctaga
ccttgegtceg
aggtgctgga
taaccagcag
agctgectgt
tgatgccagce
tgtcctecte
acacgcgtca
agcactattg
ctgacgcttc
gtctgecgega
gcaccccaga
tggcttitcta
gtctgcecgg

cccageccct

tctgcgtcag
tgagtgtggc
ggacggcaca
taacctccag
ggaacacctg
gtgtgcctceg
acgccticaag
ggagaagact
gttccgggga
aagttctctg
ggagctgtca
ggaggtgget
gctgcagaag
catctcagat
gclggaggaa
tggtcgeega
gttcgacaag
ggaggtggag
ccgeegtgge
tggcaagatc
gaggcctceceg
tgatgcgagc
gceggtgtac

gctgettgtg

EIETT (FINEE9158)

Fr3%

gaactgtcct
cacagtttct
gttgcetgte
ttgtcacgcce
gatccactga
ctcggttctce
acacagcttc
gtagecggtge
getgteggesg
gaccgtgaag
agcctgaact
gacaagccac
atcctgtcag
gacttcaaat
ctgacttttg
gtggagtget
gcagtagcgg
glgggcgaca
cggctgecacg
ctggaggcgc
gcgegeattg
aaccccgacg

cccatctttg

gggecggage

36/85

gcccactgtg
gcegtgeetg
cctgttigtca
ttgtggageg
gcatctactg
accgtggtca
cacagcagaa
tggagcatca
agcagctggg
cagaaagggt
cttacctaga
agacagaatt
agtcaccacc
tccaggtgtg
accccagctc
cagaccagaa
tggtggegea
aaccacgctg
cggtgcecctce
acgtggaggc
gcctctacct
tacttacgcc
acgtgtgectg

aggaacaggc

cttgcagctg
cctgatccgg
ggcacctaca
tttggcgcaa
cgagcaggac
tcgtctccetg
gatgcagctg
gctggtggag
gaagatgcegg
tcggggtgat
gcaactgagg
cctcatgaaa
accggcaagg
gaagaagatg
tgcgcaccceg
ggcgecegecea
gcagctgectg
ggceetggga
acaggggctg
caaggagccg
aagcttcgca
aatcttttct
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



<400> 21
atgtcgactg

ttcgatgcac
glggcaggseg
cggccacagg
gtgccccaag
cgcacacttg
cctgecgeag
caggaggcat
glggaggaga
atgttcctgg
gcaggggtig
cagatggaga
ttctgeetgg
ctagatatcc
ttcegggete
agcctggteg
gcaggagaag
tcacagggesg
glgatggegg
tggttgctcg
cgggcactge
gatggcgtcc
tttcatgagce
ggcaagaatt
<210>
QL

<212>
213>

22
1434
DNA

¥t

caccaggcct
cagtgaccgc
agcctgecga
cgctaagcac
gccactgcga
tgtgtggtgt
aagcccatgce
gcatgcgcaa
ccgtgegtca
ctgcccectaga
ccttgeggeg
aggtgctlgga
tgaccagcag
agctgeectgt
tgatgccaga
tgtcecgecte
acacgtgcca
agcactactg
ctgacgcttc
gcectgegega
gcaccccaga
tgactttcta
gtctgectgg

ctcagccgcet

tttgcgccag
tgagtgtggc
cgatggcacg
taacctccag
ggaacacctg
gtgtgectcet
acgtctcaag
ggagaagagt
gltccgggga
aagttctttg
ggagctgtca
ggaggtgget
gctgcagaag
catctcagat
gltggaggaa
tggtcgeega
gttcgacaag
ggaggtggag
ccgtecgtgge
tggcaagatc
gaggccacca
tgatgcaagc
gcecggtgtac

gttgctcecgtg

EIETT (FINEE9158)

B IES

gaactgtctt
cacagtttct
gttgcectgte
ttggcacgcece
gatccactga
ctcggttcac
acacagcttc
gtagcagtcc
gctgttggesg
gaccgtgaag
agcctgaact
gacaagccac
attctgtcag
gacttcaaat
ctgacttttg
glggagtget
acggtagcgg
gtgggcgaca
cgcctgecacg
ctggaggcac
gcgegeattg
aacaccgacg
cccatgtttg

gggccagaca

37/85

gceegetgtg
gcegtgeetg
cctgttgtca
ttgtggageg
gcatctactg
accgtggtca
cacaacagaa
tggagcatca
agcagetggg
cagaaagggt
cttacctgga
agacagaatt
agtcaccacc
tccaggtgtg
accccagctc
cggagcagaa
tagtggcgaa
agccacgcetg
cggtgcceccte
acgtggaggc
gcctctacct
cgcttacacc
acgtgtgctg

gtgagcagge

cttgcagctg
cctgatccgt
ggcatctact
tttggcacaa
cgagcaggac
ccgtcttetg
ggcccagetg
gctggtggag
gaagatgcgg
tcgaggtgag
gcaactgagg
cctcatgaaa
cccagcaagg
gaagaagatg
tgcgcaccceg
ggecgeegecea
gcagctgetg
ggeeetgggt
acaggggctg
caaggagcca
aagctttgceca
gctettttet
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



<400> 22
atgtcggctg

ttcgacgege
glggeeggeg
cggcegeagg
gtgccgeagg
cgegegetgg
ccecgecgeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtceg
cagatggaga
tactgcctgg
ctggacatcc
ttcegggete
agcctggtgg
gCggeLLagsy
tccgagggeg
gtgatcgegg
tggectgetgg
cgecgetetge
gacggcgtcce
ttccacgage
ggcaagaact
<210>
Q211>

<212>
<213>

23
1437
DNA

¥

<400> 23

cgcecgggecet
ccgtgacagce
aaccggeggce
cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgcaa
cagtgcgtca
ctgcactgga
ccttgegeeg
aggtgctlgga
tgaccagcag
agctgccaat
tgatgccagce
tgtcttecte
acccgegeea
aacactactg
ccgaggggec
ggctgegtga
gcageeeega
tctecttceta
gcetgectgg

cccagccget

cctgcaccag
cgagtgcggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectea
acgcctcaag
ggagaagagt
gltcegggesg
gggctecttg
ggagetggesg
ggaggtggcece
gctgcagaag
catctcagat
gctggaggag
cggcegeege
gttcgacaag
ggaggtggag
ccgtegeggg
gggcaagatc
geggeggecec
cgatgccagc
gceegtgtac

gctgetegtg

EIETT (FINEE9158)

B IES

gagctgtccet
cacagtttct
gttctctgee
ctggcgegece
gacccgetga
ctcggcectege
acgcagctgce
gtagctgtge
geegtggges
gaccgtgagg
agcctgaact
gacaagccgc
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcggtagegg
glgggcgaca
cgcctgecacg
ctggaggctc
acgcgcatcg
gacgccgacg
cccttcttceg

gggtccgaag

38/85

gceecgetgtg
gtcgecgecetg
cctgetgtea
tggtggagseg
gcatctactg
accgeggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt
agtctcccecee
tccaggtgtg
acccgagctc
cggagcagaa
tggtggegea
agccgegetg
cggtgeccte
acgtggaggc
gcctctacct
cgctegtgece
acgtgtgetg

gcgecgaage

cctgcagetg
cctgggecege
ggceececcacg
gctggeccag
tgagcaggac
tcgeectgetg
actgcagctg
gltggtggaa
caagatgcgg
gcggggtgag
gcagectgegg
cctaatgaaa
acccgeecegt
gaggaagatg
tgcgecacccece
ggrgecgeeg
ccagcagctc
ggegetgggt
gcagggcectg
caaggagccg
gagcttcgge
gctttttgee
gcacgacaag

ctga

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1434



atgtcagctg
ttcgatgege
glggcaggeg
cggcegeagg
gtgccgeagg
cgegtgeteg
ccecgeegeeg
caggaggcgt
glggaggaga
ttgttcctgg
gcgggggteg
cagatggaga
tactgcctgg
ctggacattc
ttcecgggecce
agcctggtge
gceggagagsg
tcggaaggeg
gtgatcgggsg
tggctgetceg
cgecgeectge
gatggcgtcece
ttccacgaac
ggcaagaacg
<210>
211>

212>
<213>

24
1434
DNA
9

<400> 24
atgtcggccg

cgeeeggecet
cggtgacggce
agccagecge
cgctcagcac
gccactgega
tgtgeggegt
aagcccatgc
gtatgcggaa
cggtgcgtca
ctgcactgga
ccttgcggag
aggtgctlgga
tgaccagcag
agctgecectgt
tgatgccagc
tgtcggecte
acccgcgeea
agcactactg
cccaggecgg
ggctgecgega
gcacccegga
tctcgttcta

gcetgeeggg

ctcagcceget

cgcecgggect

cctgecaccag
tgagtgcggce
ggatggcacg
caaccagcag
ggagcaccta
ctgcgecteg
gcgecttaag
ggagaagagc
gltcegggesg
gggcteettg
ggagctggesg
ggaggtggea
gctgcagaag
catctcagac
gatgcaggag
gggeegeege
gttcgacaag
ggaggtggag
tcgeegegge
gggcaagatc
gaggcecggeeg
cgacgccagce
cccegtgtac

cctgetggtg

cctgcaccag

EIETT (FINEE9158)

B IES

gagctgtcct
cacagcttct
gtgctctgece
ctggegegec
gacccgctca
ctgggttcge
acgcagctcc
gtgggtgtge
gcagtggges
gaccgagaag
agcctgaagt
gacaagcccc
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcgetggees
gtgggcgaca
cggctgecacg
ctggaggctc
tcgegeatceg
gacgccgacg
cccttectteg

gggcecgaca

gagctgtcct

39/85

gtccgetgtg
gcegegecetg
ccagctgcca
tggtggageg
gcatctactg
accgcggeca
cgcagcagaa
tggagcaaca
agcagclggg
cagagcgtgt
cttacttgga
agaccgagtt
agtcgccccce
tccaggtgtg
accccagcac
cggagcagaa
tggtgacgca
agccacgcectg
ccgtgeectce
acgtcgaggc
ggatctacct
cgctggaget
acgtgtgetg

gcggcgeggega

gceecgetetg

cctgcagetg
cctgggecege
ggcacccacg
gctggcegeag
cgagcaggac
ccgeectgetg
gctgcagetg
actggtggaa
caagatgcgg
gcgggglgag
gcagctgegg
cctcatgaaa
acctgcecge
gagaaagatg
ggcececacceg
ggecgeegeceg
ccagctgetg
ggegetggsce
gcagggcectce
caaggagccg
gagcttcgeg
gctectticegec
gcacgacaag

ggectga

cctgcagcectg

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1437

60



tttgacgcge
glggetggeg
cggccacagg
gtgccgeagg
cgagcgctceg
ccecgecgeeg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtig
cagatggaga
tactgcctgg
ttggacatcc
ttccgggetce
agcctggtge
gceggggags
tccgacggeg
gtgatcgegg
tggctgetceg
cgcgegetge
gacggagtcc
ttccacgagce
ggcaaaaatg
210> 25

211> 33

<212> DNA
Q213>

<220>
223>

cggtgaccgce
agccggegegce
cgctcagcac
gccactgega
tgtgcggegt
aagcccacgce
gtatgcgcaa
tggtgcgtca
ctgcactgga
ccctgeggeg
aggtgctgga
tgaccagcag
agctgectgt
tgatgccagt
tgtcteecte
atccgtgcca
agcactactg
cccaggecag
ggctgeggga
gcacccegga
tctectttta
gcetgeecgg

ctcagccget

ANIFF3)

cgagtgcggce
ggacggcacc
caaccagcag
ggagcaccta
gtgcgecteg
gcgcectcaag
ggagaagagt
gltcegggesg
gggectecttg
ggagctggesg
ggaggtggece
gctacagaag
catctcagat
tacaaaggag
cggtcgecege
gttcgacaag
ggaggtgceag
ccgeegegge
cggcaagatc
gaggceggcecec
tgatgccagt
gcecegtgtac

gctgetggtg

EIETT (FINEE9158)

B IES

cacagtttct
gtgccctgee
ctggcgegece
gacccgctca
ctcggetege
acacagctgc
gtggctctge
gctgtaggesg
gaccgtgagg
agcctgaact
gacaagccac
atcctggcag
gacttcaaat
ctgacctttg
glggagtget
gcegtggegsy
glgggcgaga
cggctgecacg
ctggaggcgce
acgcgcatcg
gaccccgacg

cccttcttcg

gggeectgatg

AMG53 S255ARAAKKI L 7 514

40/85

gcegegeetg
cgtgctgeca
tggtggageg
gcatctactg
accgcggecea
cacagcagaa
tggagcatca
agcagctggg
cagagcgegt
cttacctgga
agactgagtt
aatcaccacc
tccaggtgtg
acccgagctc
cggaccagaa
tggtggegea
agccgegetg
ccgtecececte
acgtcgaagce
ggatctacct
ccctegaget
acgtatgctg

gcgaggagge

cctgagececge
ggcactcacg
gctggcegceag
cgagcaggat
ccgeectgetg
actgcagctg
gctcatggaa
caagatgcgg
gcggggagag
gcagttgecgt
cctcatgaaa
gcetgeeegt
gaggaagatg
tgcgcaccceg
ggegeegeeg
gcaggtgetg
ggeccctegge
gcagggectce
caaggagccg
aagcttcggce
gctectttgee
gcacgacaag

ctga

ISA/CN

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1434



Fr3e
<400> 25
tgcagaagat cctggcagag gctcccceccac ceg 33

<210> 26

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S255ATASAAI R 71 814

<400> 26
tccagacggg cgggtgggegg agectctgee agg 33

<210> 27

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S255GREASAAI IE 7 814

<400> 27
tgcagaagat cctggcagag ggtcccceccac ceg 33

<210> 28

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S255GREASAA I R 71 8140

<400> 28
tccagacggg cgggtgggegg accctcectgee agg 33

<210> 29

<211> 33

<212> DNA
213> NI

<220>
<223>  AMG53 S255LREASAAI IE 7 8140

<400> 29
tgcagaagat cctggcagag cttcccceccac ceg 33

<210> 30

<211> 33

<212> DNA
213> NI

41/85
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B IES

<220>
<223>  AMGH3 S255LREASAAI R 71 814

<400> 30
tccagacggg cgggtggggg aagetctgee agg 33

<210> 31

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255VRASAAIIE M 8140

<400> 31
tgcagaagat cctggcagag gttcccceccac ceg 33

210> 32

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255VRASAA R 71 8140

<400> 32
tccagacggg cgggtggggeg aacctctgee agg 33

<210> 33

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255PZEASAA I IE 7 814

<400> 33
tgcagaagat cctggcagag cctcccceccac ceg 33

210> 34

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255PREASAA I K 71 814

<400> 34
tccagacggg cgggtgggegg aggetctgee agg 33

42/85
BEIET] (4NEE915) ISA/CN



<210>
<211>
212>
<213>

<220>
223>

<400>

35
33

DNA
N3

AMG53 S255F RASAA I L 7 514
35

tgcagaagat cctggcagag tttcccceccac ccg

<210>
<211>
212>
<213>

<220>
223>

<400>

36
33

DNA
N3

AMG53 S255F RAFAA I Rz [71 514
36

tccagacggg cgggtggggeg aaactctgee agg

<210>
<211>
212>
<213>

<220>
223>

<400>

37
33

DNA
N3

AMG53 S255WRALAA K IE 7] 514
37

tgcagaagat cctggcagag tggcccccac ccg

<210>
<211>
212>
<213>

<220>
223>

<400>

38
33

DNA
N3

AMG53 S255WR AR Kz [71 514
38

tccagacggg cgggtggggg ccactctgee agg

<210>
<211>
212>
<213>

<220>
223>

39
33

DNA
N3

AMG53 S255QR A4 (K] IE 1 514

EIETT (FINEE9158)

B IES

43/85

ISA/CN

33

33

33

33



<400>

39

tgcagaagat cctggcagag caacccccac ccg

<210>
<211>
212>
<213>

<220>
223>

<400>

40

33

DNA
N3

AMG53 S255QR A4 Kz [71 514
40

tccagacggg cgggtgggegg ttgetectgee agg

<210>
<211>
212>
<213>

<220>
223>

<400>

41

33

DNA
N3

AMG53 S255CRASAA I L7 514
41

tgcagaagat cctggcagag tgtcccceccac ceg

<210>
<211>
212>
<213>

<220>
223>

<400>

42

33

DNA
N3

AMG53 S255CRAFAAKI R [71 5147
42

tccagacggg cgggtggggg acactctgee agg

<210>
<211>
212>
<213>

<220>
223>

<400>

43

33

DNA
N3

AMG53 S255YRASAAKI L 17 514
43

tgcagaagat cctggcagag tatcccccac ccg

<210>
<211>
212>
<213>

44

33

DNA
N3

EIETT (FINEE9158)

B IES

44/85

ISA/CN

33

33

33

33

33



B IES

<220>
<223>  AMGH3 S255YRASAA K 71 814

<400> 44
tccagacggg cgggtgggegg atactctgee agg 33

<210> 45

211> 33

<212> DNA
213> AT

<220>
<223>  AMG53 S255DEASAA I IE 7 8140

<400> 45
tgcagaagat cctggcagag gatcccccac ccg 33

<210> 46

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255DREASAA M & 71 8140

<400> 46
tccagacggg cgggtggggg ctactcectgee agg 33

210> 47

211> 33

<212> DNA
213> AT

<220>
<223>  AMG53 S255RZEEASAAMI IE 7 8140

<400> 47
tgcagaagat cctggcagag cgtcccceccac ceg 33

<210> 48

211> 33

<212> DNA
213> AT

<220>
<223>  AMGH3 S255RFEASAA M K 71 814

<400> 48
tccagacggg cgggtgggegg acgetctgee agg 33

45/85
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<210>
<211>
212>
<213>

<220>
223>

<400>

B IES

49

33

DNA
N3

AMG53 S211ARAAEKIE M 514
49

ccttgegeeg ggagetgggeg gecctgaact ctt

<210>
<211>
212>
<213>

<220>
223>

<400>

50
35

DNA
N3

AMG53 S211ARAARKI R[4 5147
50

gectgectccag gtaagagttc agggceccccca getcee

<210>
<211>
212>
<213>

<220>
223>

<400>

51
33

DNA
N3

AMG53 S214ARAARKI LM 514
51

gggagetggg gagecctgaac gettacctgg age

<210>
<211>
212>
<213>

<220>
223>

<400>

52
33

DNA
N3

AMG53 S214ARAARKI R[4 5140
52

tgcecgecaget gectccaggta agegttcagg cte

<210>
<211>
212>
<213>

<220>
223>

53
33

DNA
N3

AMG53 S246ARASAKKI L7 514

46/85
EIETT (FINEE9158)

ISA/CN

33

35

33

33



Fr3e
<400> 53
tgaaatactg cctggtgacc gccaggctge aga 33

<210> 54

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S246ATASAAII R 71 814

<400> 54
gccaggatct tctgcagect ggecggtcacce agg 33

<210> 55

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S269AZASAA I IE 7 8140

<400> 55
aggagctgac ctttgacccg gectectgege acc 33

<210> 56

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S296AZEASAA M & 71 814

<400> 56
accaggctcg ggtgcgecaga ggccgggtca aag 33

<210> 57

<211> 33

<212> DNA
213> NI

<220>
<223>  AMGH3 S297TAZEASAKIIE 7 8140

<400> 57
agctgacctt tgacccgage gctgegecacc cga 33

<210> 58

<211> 33

<212> DNA
213> NI

47/85
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B IES

<220>
<223>  AMG53 S29TAZEASAAM 2 111819

<400> 58
accaccaggc tcgggtgege agegetcecggg tca

<210> 59

<211> 33

<212> DNA
213> NI

<220>
<223> /INERMGS3 S255ARASIAI IE M B4

<400> 59
tgcagaagat cctgtcagag gcaccaccac cgg

<210> 60

<211> 33

<212> DNA
213> NI

<220>
<223>  /NERMGS3 S255ARASA I K 1A B W

<400> 60
tctagececttg cecggtggtgg tgectctgac agg

<210> 61

<211> 33

<212> DNA
213> NI

<220>
<223> /INERMGS3 S255GRASIAI IE M B4

<400> 61
tgcagaagat cctgtcagag ggaccaccac cgg

<210> 62

<211> 33

<212> DNA
213> NI

<220>
<223>  /INERMGS3 S255GRASA I K 1A B ¥

<400> 62
tctagcecttg cecggtggtgg tcectctgac agg

48/85
EIETT (FINEE9158)

33

33

33

33

33

ISA/CN



<210>
<211>
212>
<213>

<220>
223>

<400>

S2]ES
63
33
DNA
N3

/NERMG53 S255LRASAK K IE 1] 51 4
63

3
tgcagaagat cctgtcagag ttaccaccac cgg 3

<210>
<211>
212>
<213>

<220>
223>

<400>

64

33

DNA
N3

/NERMG53 S255LRASAK K B 11 51 4
64

33
tctagececttg ccggtggtgg taactctgac agg

<210>
<211>
212>
<213>

<220>
223>

<400>

65
33

DNA
N3

/NERMG53 S255WRASAA [ IE 1] 51 4
65

33
tgcagaagat cctgtcagag tggccaccac cgg

<210>
<211>
212>
<213>

<220>
223>

<400>

66
33

DNA
N3

/NERMG53 S255WRASAA [ B2 1] 51 4
66

33
tctagcettg ccggtggtgg ccactctgac agg

<210>
<211>
212>
<213>

<220>
223>

67
33

DNA
N3

/NERMGE3 S255QRAFAR I L4 514

49/85
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<400>

S2]ES
67

tgcagaagat cctgtcagag caaccaccac cgg

<210>
<211>
212>
<213>

<220>
223>

<400>

68
33

DNA
N3

/NERMG53 S255Q &S 1A [ ) [H] 51 4
68

tctagececttg ccggtggtgg ttgetctgac agg

<210>
<211>
212>
<213>

<220>
223>

<400>

69
33

DNA
N3

/NERMGE3 S255YZRAAA K IE [ 5 4
69

tgcagaagat cctgtcagag tatccaccac cgg

<210>
<211>
212>
<213>

<220>
223>

<400>

70
33

DNA
N3

/NERMG53 S255YZRASAK K B2 1] 51 4
70

tctagcecttg ccggtggtgg atactctgac agg

<210>
<211>
212>
<213>

<220>
223>

<400>

71
33

DNA
N3

/NERMGE3 S255DZRAAA K IE [ 5 44
71

tgcagaagat cctgtcagag gatccaccac cgg

<210>
<211>
212>
<213>

72
33

DNA
N3

50/85
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33

33

33

33

33

ISA/CN



B IES

<220
<223> /INEAMGH3 S255DZRASAAK Fz [l B

<400> 72
tctagececttg cecggtggtgg atcctctgac agg

<210> 73

<211> 33

<212> DNA
213> NI

<220>
<223> /INERMGS3 S255REASIA IE M B4

<400> 73
tgcagaagat cctgtcagag cgaccaccac cgg

<210> 74

<211> 33

<212> DNA
213> NI

<220
<223> /INEAMGH3 S255RZEEASAAK Fz 1] B ¥

<400> 74
tctagcecttg ccggtggtgg tecgetctgac agg

<210> 75

<211> 33

<212> DNA
213> NI

<220
<223>  KEAMG53 S255ARASAM IE M 5 ¥

<400> 75
tgcagaagat tctgtcagag gcaccacccce cag

<210> 76

<211> 33

<212> DNA
213> NI

220>
223> K EMG53 S255AR AR R I 54

<400> 76
tctageecttg ctgggggtgg tgectctgac aga

51/85
EIETT (FINEE9158)

33

33

33

33

33

ISA/CN



<210>
<211>
212>
<213>

<220>
223>

<400>

S2]ES
77
33
DNA
N3

KERMG53 S255GR A2 1AM IE 4] 514
7

33
tgcagaagat tctgtcagag ggaccacccc cag

<210>
<211>
212>
<213>

<220>
223>

<400>

78
33

DNA
N3

KERMG53 S255GRAZ 1AM % [ 51 4
78

33
tctageecttg ctgggggtgg tcecctectgac aga

<210>
<211>
212>
<213>

<220>
223>

<400>

79
33

DNA
N3

K BRMG53 S255LR AR [E 7] 51 4
79

3
tgcagaagat tctgtcagag ttaccacccc cag 3

<210>
<211>
212>
<213>

<220>
223>

<400>

80
33

DNA
N3

K BRMG53 S255LR A A K K [H] 51 4
80

33
tctageecttg ctgggggtgg taactctgac aga

<210>
<211>
212>
<213>

<220>
223>

81
33

DNA
N3

K BRAMG53 S255WIR AZAA [ IE15] 5|4

52/85
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Fr3e
<400> 81
tgcagaagat tctgtcagag tggccacccce cag 33

<210> 82

<211> 33

<212> DNA
213> NI

220>
223> K ERMG53 S255WRAMAR R I 54

<400> 82
tctageecttg ctgggggtegg ccactctgac aga 33

<210> 83

<211> 33

<212> DNA
213> NI

<220>
<223>  KEAMG53 S255QRASA M IE [ 5 ¥

<400> 83
tgcagaagat tctgtcagag caaccacccc cag 33

<210> 84

<211> 33

<212> DNA
213> NI

220>
223> K EMG53 S255Q AR R I 54

<400> 84
tctagecttg ctgggggtgg ttgetctgac aga 33

<210> 85

<211> 33

<212> DNA
213> NI

<220
<223>  KEAMG53 S255YRASAM IE M 5 #

<400> 85
tgcagaagat tctgtcagag tatccacccce cag 33

<210> 86

<211> 33

<212> DNA
213> NI

53/85
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B IES

220>
223> K EMG53 S255YRAMAMI R I 5|4

<400> 86
tctageecttg ctgggggtgg atactctgac aga

<210> 87

<211> 33

<212> DNA
213> NI

<220
<223>  KEAMG53 S255DRASAAM IE [ 5| ¥

<400> 87
tgcagaagat tctgtcagag gatccacccce cag

<210> 88

<211> 33

<212> DNA
213> NI

220>
223> K ERMG53 S255DR AR R I 54

<400> 88
tctageecttg ctgggggtgg atcctctgac aga

<210> 89

<211> 33

<212> DNA
213> NI

<220
<223>  KEAMG53 S255RFEASAAM IE [ 5| #

<400> 89
tgcagaagat tctgtcagag cgaccacccce cag

<210> 90

<211> 33

<212> DNA
213> NI

220>
223> K ERMG53 S255RFEAAMI R I 54

<400> 90
tctageecttg ctgggggtgg tcgetctgac aga

54/85
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33

33

33

33

33

ISA/CN



<210>
<211>
212>
<213>

<220>
223>

<400>

B IES

91
36

DNA
N3

PETMG53 S255AR AR IE 4] 51 4)
91

aagatcctgg cagaggctcc cccaccecgee cgtcectg

<210>
<211>
212>
<213>

<220>
223>

<400>

92
36

DNA
N3

HEFMG53 S255AZR AR I 1] 51 4
92

cagacgggeg ggtgggggag cctetgecag gatctt

<210>
<211>
212>
<213>

<220>
223>

<400>

93
37

DNA
N3

PETMG53 S255GRAAKH IE 4] 51 4)
93

aagatcctgg cagagggtcc cccaccecgee cgtetgg

<210>
<211>
212>
<213>

<220>
223>

<400>

94

37

DNA
N3

FRTMG53 S255GRALIAN 141 51 4
94

ccagacggge gggtggggga cectetgeca ggatett

<210>
<211>
212>
<213>

<220>
223>

95
37

DNA
N3

HEFMG53 S255LRAS A K [E[H 51 4

55/85

EIETT (FINEE9158)

ISA/CN

36

36

37

37



Fr3e
<400> 95
agatcctggce agagttaccc ccacccgece gtctgga 37

<210> 96

<211> 37

<212> DNA
213> NI

<220
<223> YEFMG53 S255LRASAK K 52 [ 5 ¥

<400> 96
tccagacggg cgggtgggegg taactctgee aggatct 37

<210> 97

<211> 37

<212> DNA
213> NI

<220
<223> YEFMG53 S255WRASA K iE [ 5 ¥

<400> 97
agatcctggce agagtggceccce ccacccgece gtetgga 37

<210> 98

<211> 37

<212> DNA
213> NI

<220>
<223> ¥EFMGH3 S255WHRASAAK F2 111 8| 4

<400> 98
tccagacggg cgggtgggegg ccactctgee aggatct 37

<210> 99

<211> 38

<212> DNA
213> NI

<220
<223> FEFMGH3 S255QRASA NI IE 1 5 ¥

<400> 99
aagatcctgg cagagcaacc cccacccgece cgtectgga 38

<210> 100
<211> 38

<212> DNA
213> NI

56/85
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B IES

<220
<223> FEFMGH3 S255QRAFA I R 14514

<400> 100
tccagacggg cgggtgggegg ttgetectgee aggatctt

<210> 101
211> 36

<212> DNA
213> AT

<220
<223> YEFMG53 S255YRASK K IE M 5 ¥

<400> 101
agatcctggce agagtatccce ccacccgece gtetgg

<210> 102
211> 36

<212> DNA
213> AT

<220
<223> PEFMCH3 S255YRASIKI R IH 514

<400> 102
ccagacggge gggtggggga tactctgeeca ggatcet

<210> 103
211> 37

<212> DNA
213> AT

<220
<223> YEFMG53 S255DRASK K iE [ 5 ¥

<400> 103
aagatcctgg cagaggatcc cccacccgee cgtetgg

<210> 104
211> 37

<212> DNA
213> AT

<220
<223> PHFMCH3 S255DRAFEI R IH 514

<400> 104
ccagacggge gggtggggga tectetgeca ggatett

57/85
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38

36

36

37

37

ISA/CN



<210>
<211>
212>
<213>

<220>
223>

<400>

B IES

105
37

DNA
N3

FETMGE3 S255RRALAA K IE [ 514
105

aagatcctgg cagagcgtcc cccaccecgee cgtetgg

<210>
<211>
212>
<213>

<220>
223>

<400>

106
37

DNA
N3

HEFMG53 S255RFEAFAR I I 1] 514
106

ccagacggge gggtggggga cgetetgeca ggatett

<210>
<211>
212>
<213>

<220>
223>

<400>

107
36

DNA
N3

¥EMG53 S255ARAFAA K TE 1] 514
107

aagatcctgg cagaggcgcce cccacctgee cgectg

<210>
<211>
212>
<213>

<220>
223>

<400>

108
36

DNA
N3

YEMGH3 S255ARATAA ) ;2 1] 51 40
108

caggcgggea ggtgggggeg cctetgecag gatctt

<210>
<211>
212>
<213>

<220>
223>

109
37

DNA
N3

FEMG53 S255GRASR R IE M 514

58/85
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ISA/CN

37

37

36

36



Fr3e
<400> 109
aagatcctgg cagaggggcc cccacctgec cgectgg 37

<210> 110
<211> 37

<212> DNA
213> NI

220>
<223> IEMG53 S255GIEANA ] R 11 514

<400> 110
ccaggeggge aggtggggge cecctetgeca ggatett 37

<210> 111
<211> 36

<212> DNA
213> NI

<220
223> FEMGH3 S255LEASARIIE 54

<400> 111
agatcctggce agagttgccce ccacctgece gectgg 36

<210> 112
<211> 36

<212> DNA
213> NI

220>
223> FEMG53 S255LE A R 11 514

<400> 112
ccaggeggge aggtggggge aactctgeca ggatct 36

<210> 113
<211> 36

<212> DNA
213> NI

<220
223> FEMGH3 S255WRASAR IEH 3|49

<400> 113
agatcctggce agagtggccce ccacctgece gectgg 36

<210> 114
<211> 36

<212> DNA
213> NI

59/85
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B IES

<220>
<223> FEMGH3 S255WRASAKM] Sz M1 5|4

<400> 114
ccaggeggge aggtggggge cactctgeeca ggatcet 36

210> 115
211> 37

<212> DNA
213> AT

<220>
<223>  FEMGH3 S255QRASAAMIIE M 5140

<400> 115
aagatcctgg cagagcagcc cccacctgece cgectgg 37

210> 116
211> 37

<212> DNA
213> AT

220>
<223> IEMG53 S255Q7 A ] Rz 11 51 4

<400> 116
ccaggeggge aggtggggge tgetectgeca ggatcett 37

210> 117
211> 37

<212> DNA
213> AT

<220
223> FEMGH3 S255YZRASAMIIE M 54

<400> 117
agatcctggce agagtatccce ccacctgece gectgga 37

<210> 118
211> 37

<212> DNA
213> AT

220>
223> IEMG53 S255YEANAA ) R 11 514

<400> 118
tccaggeggg caggtggggg atactctgece aggatcet 37

60/85
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P3|
210> 119
211> 38
<212> DNA
213> AT

<220
223> FEMGH3 S255DZASANIIE M 54

<400> 119
aagatcctgg cagaggatcc cccacctgec cgectgga 38

<210> 120
211> 38

<212> DNA
213> AT

220>
<223> FEMG53 S255DZEANA ] R 11 51 4

<400> 120
tccaggeggg caggtgggegg atcctectgee aggatctt 38

210> 121
211> 37

<212> DNA
213> AT

<220
223> FEMGH3 S255RZFEASAMIIE M 540

<400> 121
aagatcctgg cagagcggcc cccacctgee cgectgg 37

210> 122
211> 37

<212> DNA
213> AT

220>
<223> IEMG53 S255RZEANA ] R 11 514

<400> 122
ccaggeggge aggtggggge cgetetgeca ggatett 37

210> 123
211> 36

<212> DNA
213> AT

<220
<223>  FIMG53 S255AZASAA IE M 5140

61/85
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Fr3e
<400> 123
aagatcctgg cagaagcacc accgcctgee cgtttg 36

<210> 124
<211> 36

<212> DNA
213> NI

<220
<223>  FIMG53 S255ARASAEI K M54

<400> 124
caaacgggca ggeggtggtg cttetgecag gatctt 36

<210> 125
<211> 37

<212> DNA
213> NI

<220
<223>  FIMG53 S255GIEASAAM IE M 314

<400> 125
aagatcctgg cagaaggacc accgcctgee cgtttgg 37

<210> 126
<211> 37

<212> DNA
213> NI

<220
<223>  FIMG53 S255GIREASAA K M54

<400> 126
ccaaacgggce aggeggtggt ccttectgeca ggatcett 37

<210> 127
<211> 36

<212> DNA
213> NI

<220
<223>  ¥IMG53 S255LEASAA IE M 514

<400> 127
agatcctggce agaattacca ccgcctgece gtttgg 36

<210> 128
<211> 36

<212> DNA
213> NI

62/85
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B IES

<220
<223>  FIMG53 S255LEASAAN K M54

<400> 128
ccaaacgggce aggeggtggt aattctgeca ggatct 36

<210> 129
<211> 37

<212> DNA
213> NI

<220>
<223> JMGH3 S255WHREASAH IE 11 5| 9

<400> 129
agatcctggce agaatggcca ccgectgece gtttgga 37

<210> 130
<211> 37

<212> DNA
213> NI

<220>
<223> JMG53 S255WRASAKI] Sz 11514

<400> 130
tccaaacggg caggeggtgg ccattctgee aggatct 37

<210> 131
<211> 37

<212> DNA
213> NI

<220
<223>  FIMGH3 S255QRASAA I IE 1M 5140

<400> 131
aagatcctgg cagaacaacc accgcctgee cgtttgg 37

<210> 132
<211> 37

<212> DNA
213> NI

<220
<223>  FIMGH3 S255QFASAA I K 71 814

<400> 132
ccaaacgggce aggceggtggt tgttctgeca ggatcett 37

63/85
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<210>
<211>
212>
<213>

<220>
223>

<400>

B IES

133
37

DNA
N3

FIMG53 S255YRAFAA K IE 1] 514
133

agatcctggce agaatatcca ccgectgece gtttgga

<210>
<211>
212>
<213>

<220>
223>

<400>

134

37

DNA
N3

FIMG53 S255YRAFAA ) /2 1] 51 41
134

tccaaacggg caggeggtgg atattctgee aggatct

<210>
<211>
212>
<213>

<220>
223>

<400>

135
38

DNA
N3

FIMG53 S255DRAFAA K IE 5] 514
135

aagatcctgg cagaagatcc accgcctgece cgtttgga

<210>
<211>
212>
<213>

<220>
223>

<400>

136
38

DNA
N3

HIMG53 S255DRAFAA ) /2 1] 51 41
136

tccaaacggg caggeggtgg atcttctgee aggatctt

<210>
<211>
212>
<213>

<220>
223>

137
37

DNA
N3

FIMG53 S255RZRAFAA K IE 1] 514

64/85
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ISA/CN

37

37

38

38



<400>

137

B IES

aagatcctgg cagaacgacc accgcctgee cgtttgg

<210>
<211>
212>
<213>

<220>
223>

<400>

138
37
DNA

ANIFF3)

FIMG53 S255RRAFAA ) /2 1] 51 41

138

ccaaacgggce aggceggtggt cgttectgeca ggatcett

<210>
<211>
212>
<213>

<400>

139
477
PRT
E2UN

139

Met Ser Ala Ala

1

Cys Leu

Phe Cys

Gly Thr

50

Leu Ser

65

Val Pro

Cys Glu

Ser His

Leu Lys

Gln

Arg

Val

Thr

Gln

Gln

Arg

115

Thr

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Pro

Phe

Cys

Leu

His

85

Arg

His

Leu

Gly

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

Leu

Pro

Ala

Glu

Val

Leu

120

Gln

EIETT (FINEE9158)

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Gln Glu
10

Thr Ala

Ala Gly

Ala Pro

Leu Val

75

Leu Asp
90

Gly Val

Ala Ala

Leu Gln

65/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Glu

Leu

Ser Cys

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser
110

Ala His
125

Gln Glu

ISA/CN

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Leu

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Cys

37

37



Met

145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Glu

Ser

305

Ala

His

Asp

130

Arg

Glu

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Lys

Val

165

Val

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Ala

Phe

Ala

Glu

200

Leu

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly

EIETT (FINEE9158)

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

Fr3l%

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

I[le

Glu

155

Ala

Glu

Val

Leu

Thr

235

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

66/85

140

His

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Gln

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu

ISA/CN

Leu

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Asp

350

Ala

Val

Gln

175

Asp

Arg

Glu

Met

Ser

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Glu

160

Leu

Cys

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg



Arg

Leu

385

Arg

Leu

Asp

Val

Gln
465

Gly
370

Arg

Ala

Ser

Ala

Tyr
450

Pro

<210>
211>
<212>
213>

<400>

355

Arg

Glu

Leu

Phe

Leu
435

Pro

Leu

140
333
PRT

SUN
140

Leu

Gly

Arg

Gly

420

Val

Phe

Leu

Met Arg Lys Glu

1

Val Glu Glu Thr

20

Gly Lys Met Arg

35

Glu Ala Glu Arg

50

Leu Gly Ser Leu

65

His

Lys

Ser

405

Asp

Pro

Phe

Leu

Lys

Val

Val

Val

Asn

Ala

Ile

390

Pro

Gly

Leu

Asp

Val
470

Ser

Arg

Phe

Arg

Ser
70

Val

375

Leu

Glu

Val

Phe

Val

455

Gly

Val

Gln

Leu

Gly

55

Tyr

360

Pro

Glu

Arg

Leu

Ala

440

Cys

Pro

Ala

Phe

Ala

40

Glu

Leu

EIETT (FINEE9158)

Ser

Ala

Arg

Ser

425

Phe

Trp

Glu

Val

Arg

Ala

Ala

Glu

B IES

Gln

His

Pro

410

Phe

His

His

Gly

Leu

10

Gly

Leu

Gly

Gln

Gly

Val

395

Thr

Tyr

Glu

Asp

Ala
475

Glu

Ala

Glu

Val

Leu
75

67/85

Leu

380

Glu

Arg

Asp

Arg

Lys

460

Glu

His

Val

Gly

Ala

60

Arg

365

Trp

Ala

Ile

Ala

Leu

445

Gly

Ala

Gln

Gly

Ser

45

Leu

Gln

ISA/CN

Leu

Gly

Ser

430

Pro

Lys

Leu

Glu

30

Leu

Arg

Met

Leu

Glu

Leu

415

Arg

Asn

Val
15

Gln

Asp

Glu

Gly

Pro

400

Tyr

Ala

Pro

Ala

Glu

Leu

Arg

Glu

Lys
80



Val

Tyr

Pro

Lys

Glu

145

Ser

Ala

His

Asp

Arg

225

Leu

Arg

Leu

Asp

Leu

Pro

Phe

130

Glu

Ser

Gly

Gln

Lys

210

Arg

Ala

Ser

Ala
290

Glu

Leu

Ala

115

Gln

Leu

Ser

Glu

Gln

195

Pro

Arg

Glu

Leu

Phe

275

Leu

Glu

Val

100

Arg

Val

Thr

Gly

Asp

180

Leu

Arg

Leu

Gly

Arg

260

Gly

Val

Val

85

Thr

Leu

Trp

Phe

Arg

165

Pro

Ser

Trp

His

Lys

245

Ser

Asp

Pro

Ala

Ser

Asp

Arg

Asp

150

Arg

Arg

Glu

Ala

Ala

230

Ile

Pro

Gly

Leu

Asp

Arg

Ile

Lys

135

Pro

Val

Gln

Gly

Leu

215

Val

Leu

Glu

Val

Phe
295

Lys

Leu

Gln

120

Met

Ser

Glu

Phe

Glu

200

Gly

Pro

Glu

Arg

Leu

280

Ala

EIETT (FINEE9158)

Pro

Gln

105

Leu

Phe

Ser

Cys

Asp

185

His

Val

Ser

Ala

Arg

265

Ser

Phe

B IES

Gln

90

Pro

Arg

Ala

Ser

170

Lys

Tyr

Ile

Gln

His

250

Pro

Phe

His

Thr

Ile

Ile

Ala

His

1565

Glu

Ala

Trp

Ala

Gly

235

Val

Thr

Tyr

Glu

68/85

Glu

Leu

Ile

Leu

140

Pro

Gln

Val

Glu

Ala

220

Leu

Glu

Arg

Asp

Arg
300

Phe

Ala

Ser

125

Met

Ser

Lys

Ala

Val

205

Glu

Trp

Ala

Tle

Ala

285

Leu

ISA/CN

Leu

Glu

110

Asp

Pro

Leu

Ala

Val

190

Asp

Ala

Leu

Lys

Gly

270

Ser

Pro

Met

95

Ser

Asp

Ala

Val

Pro

175

Val

Val

Pro

Leu

Glu

255

Leu

Asp

Arg

Lys

Pro

Phe

Leu

Val

160

Pro

Ala

Gly

Arg

Gly

240

Pro

Tyr

Ala

Pro



Val Tyr Pro

305

Gln Pro Leu

<210>
211>
<212>
<213>

<400>

141
333
PRT

ZUN
141

Met Arg Lys

1

Val

Gly

Glu

Leu

65

Val

Tyr

Pro

Lys

Glu
145

Glu

Lys

Ala

50

Gly

Leu

Pro

Phe
130

Glu

Glu

Met

35

Glu

Ser

Glu

Leu

Ala

115

Gln

Leu

B IES

Phe Phe Asp Val Cys Trp His Asp Lys Gly Lys Asn Ala

310

315

Leu Leu Val Gly Pro Glu Gly Ala Glu Ala

Glu

Thr

20

Arg

Arg

Leu

Glu

Val

100

Arg

Val

Thr

325

Lys

Val

Val

Val

Asn

Val

85

Thr

Leu

Trp

Phe

Ser

Arg

Phe

Arg

Ser

70

Ala

Ser

Asp

Arg

Asp
150

Val

Gln

Leu

Gly

55

Tyr

Asp

Arg

Ile

Lys

135

Pro

Ala Val

Phe Arg
25

Ala Ala
40

Glu Ala

Leu Glu

Lys Pro

Leu Gln

105

Gln Leu
120

Met Phe

Ser Ser

EIETT (FINEE9158)

330

Leu Glu

10

Gly Ala

Leu Glu

Gly Val

Gln Leu

75

Gln Thr

90

Lys Ile

Pro Ile

Arg Ala

Ala His
155

69/85

His

Val

Gly

Ala

60

Arg

Glu

Leu

Ile

Leu

140

Pro

Gln Leu

Gly Glu
30

Ser Leu
45

Leu Arg

Gln Met

Phe Leu

Ala Glu

110

Ser Asp
125

Met Pro

Ser Leu

ISA/CN

Val

15

Gln

Asp

Arg

Glu

Met

95

Ser

Asp

Ala

Val

320

Glu

Leu

Arg

Glu

Lys

80

Lys

Pro

Phe

Leu

Val
160



Ser

Ala

His

Asp

Arg

225

Leu

Arg

Leu

Asp

Val

305

Gln

Ser

Gly

Gln

Lys

210

Gly

Arg

Ala

Ser

Ala

290

Tyr

Pro

<210>
211>
212>
<213>

<400>

Ser

Glu

Gln
195

Pro

Arg

Glu

Leu

Phe
275

Leu

Pro

Leu

142
269
PRT
2PN

142

Met Ser Ala

1

Gly

Asp

180

Leu

Arg

Leu

Gly

Arg

260

Gly

Val

Phe

Leu

Arg

165

Pro

Ser

Trp

His

Lys

245

Ser

Asp

Pro

Phe

Leu
325

Arg

Arg

Glu

Ala

Ala

230

Ile

Pro

Gly

Leu

Asp

310

Val

Val

Gln

Gly

Leu

215

Val

Leu

Glu

Val

Phe

295

Val

Gly

Glu Cys

Phe Asp
185

Glu His
200

Gly Val

Pro Ser

Glu Ala

Arg Arg
265

Leu Ser
280

Ala Phe

Cys Trp

Pro Glu

Ala Pro Gly Leu Leu His

5

EIETT (FINEE9158)

B IES

Ser

170

Lys

Tyr

Ile

Gln

His

250

Pro

Phe

His

His

Gly
330

Gln
10

Gly

Ala

Trp

Ala

Gly

235

Val

Thr

Tyr

Glu

Asp

315

Ala

Gln

Val

Glu

Ala

220

Leu

Glu

Arg

Asp

Arg

300

Lys

Glu

Lys

Ala

Val

205

Glu

Trp

Ala

Ile

Ala

285

Leu

Gly

Ala

Ala

Val

190

Asp

Ala

Leu

Gly

270

Ser

Pro

Lys

Pro

175

Val

Val

Pro

Leu

Glu

255

Leu

Asp

Arg

Asn

Pro

Ala

Gly

Arg

Gly

240

Pro

Tyr

Ala

Pro

Ala
320

Glu Leu Ser Cys Pro Leu

70/85

ISA/CN

15



Cys

Phe

Gly

Leu

65

Val

Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Val
225

Leu

Thr
50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Gly

210

Leu

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Leu

Glu

Phe

Cys

Leu

His

85

Arg

His

Leu

Lys

Val

165

Val

Val

Asn

Val

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Ser

Ala
230

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Tyr

215

Asp

Pro

Arg

40

Cys

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu

200

Leu

Lys

EIETT (FINEE9158)

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Glu

Pro

S IES
Thr Ala Glu

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Leu

Gly

170

Leu

Gly

Gln

Gln

Gly

Pro

Val

75

Asp

Val

Ala

Gln

Glu

1565

Ala

Glu

Val

Leu

Thr
235

71/85

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ala

Arg

220

Glu

Cys

Pro

45

Arg

Gly

Leu

Ala

Ala

125

Gln

Gln

Gly

Ser

Leu

205

Gln

Phe

ISA/CN

Gly

30

Ala

Pro

Leu

Ser

Ser

110

His

Glu

Leu

Glu

Leu

190

Arg

Met

Leu

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Arg

Glu

Met

Ser

Asp

Ala

Gln

80

Tyr

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu

Lys

Lys
240



Fr3%

Tyr Cys Leu Val Thr Ser Arg Leu Gln Lys Ile Leu Ala Glu Ser Pro

245

250

Pro Pro Ala Arg Leu Asp Ile Gln Leu Pro Ile Ile Ser

<210>
<211>
212>
<213>

143
DNA
<400> 143
atgtcggctg
ttcgacgege
glggeeggseg
cggcegeagg
gtgccgecagg
cgecgegetgg
cctgeegeeg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtceg
cagatggaga
tactgcctgg
ctggacatcc
ttcegggete
agcctggteg
geccgegegeagsy
tccgagggceg
gtgatcgegg
tggctgetgg

cgegetetge

1434
E2UN

260

cgeeceggecet
ccgtgacagc
agcceggeggce
cactcagcac
gccactgcga
tgtgcggagt
aggcccacgce
gcatgcgtaa
cagtgcgtca
ctgcactgga
ccttgegecg
aggtcctgga
tgaccagcag
agctgccaat
tgatgccagce
tgtcttecte
acccgegecea
agcactactg
ccgaggecce
ggctgegega

gcagccecga

cctgcaccag
cgagtgeggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectcea
acgcctcaag
ggagaagagt
gltcegggesg
gggctecttg
ggagctggss
ggaggtggesg
gctgcagaag
tatctcagat
gctggaggag
tggeccegeege
gttcgacaag
ggaggtggat
ccgeegeggg
gggcaagatc

gaggeggeee

EIETT (FINEE9158)

265

gagctgtcct
cacagtttct
gttctctgee
ctggegegece
gacccgectga
ctcggetege
acacagctgc
gtggctgtge
geegtggges
gactgcgagg
agcctgaact
gacaagccgc
atcctggcag
gacttcaaat
ctgacctttg
gtggagtget
gcggtggees
gttggcgaca
cgcctgecacg
ctggaggcac

acgcgcattg

72/85

gceegetgtg
gcegegeetg
cctgectgeca
tggtggageg
gcatctactg
accgecggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt
agtctccccce
tccaggtgtg
acccgagctc
cggagcagaa
tggtggcgcea
agccgegetg
cggtgcceccte
acgtggaggc

gcctttacct

255

cctgcagetg
cctaggecgce
ggcececccacg
gctggeccag
cgagcaggac
tcgeetectg
actgcagctg
gctggtggag
caagatgcgg
acgggglgag
gcagectgegg
cctcatgaaa
acccgcecccegt
gaggaagatg
tgcgcaccceg
ggcgeegeeg
ccagcagctc
ggcgetggge
gcagggectg
caaggagccg

gagcttcgge

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260



gacggcgtcc
ttccacgagce
ggcaagaatg
<210>
211>

<212>
213>

144
DNA
<400> 144
atgcgcaagg
gtgcgtcagt
gcactggagg
ttgcgeeggg
gtcctggagg
accagcaggc
ctgccaatta
atgccagcgc
tcttectetg
ccgegecagt
cactactggg
gaggcccccece
ctgcgecgagg
agcccecgaga
tccttctacg
ctgcceccecagge
cagcecgetge
210>
Q1L

212>
<213>

145
DNA

<400> 145
atgcgtaagg

1002
SUN

1002
E2UN

tctectteta
gcctgeccag

cccagcececget

agaagagtgt
tceggggege
gctececttgga
agctggggag
aggtggegga
tgcagaagat
tctcagatga
tggaggagct
gcecgeegegt
tcgacaaggc
aggtggatgt
gCcCcgegesey
gcaagatcct
ggecggececeac
atgccagcga
ccgtgtacce

tgctcgtggg

agaagagtgt

cgatgccagce
gccegtgtac

gctgetegtg

ggctgtgetg
cgtgggggag
ccgegaggea
cctgaactct
caagccgecag
cctggcagag
cttcaaattc
gacctttgac
ggagtgctceg
ggtggeggty
tggcgacaag
cctgcacgeg
ggaggcacac
gcgecattgge
cgcegacgeg
cttcttcgac

tccegaagge

ggctgtgetg

EIETT (FINEE9158)

B IES

gacgccgacg
ccctitetteg

ggtcccgaag

gagcatcagc
cagctgggcea
gagcgtgtac
tacctggagce
actgagttcc
tctceccecac
caggtgtgga
ccgagctctg
gagcagaagg
gtggcgcacce
ccgegetggg
gtgccctege
glggaggeca
ctttacctga
ctcgtgecge
glgtgctgge

gcecgaggeet

gagcatcagc

73/85

cgctecgtgece
acgtgtgctg

gcgecgagge

tggtggaggt
agatgcgggt
ggggtgaggce
agctgcecggea
tcatgaaata
ccgeeegtet
ggaagatgtt
cgcacccgag
cgcegeegge
agcagctctc
cgetgggegt
agggcectgtg
aggagecgeg
gcttcggega
tttttgeectt

acgacaaggg

ga

tggtggaggt

gctttttgece
gcacgacaag

ctga

ggaggagaca
gttcctgget
aggggtcgece
gatggagaag
ctgectggtg
ggacatccag
ccgggetetg
cctggtggteg
cggggaggac
cgagggegag
gatcgcecggec
gctgetgggg
cgetectgege
cggecgtecte
ccacgagcgce

caagaatgcc

ggaggagaca

ISA/CN

1320

1380

1434

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1002

60



gtgcgtcagt
gcaclggagg
ttgcgeegegg
gtcctggagg
accagcaggc
ctgccaatta
atgccagcgce
tcttcctctg
ccgegecagt
cactactggg
gaggccccecec
ctgcgcecgagg
agcccegaga
tccttictacg
ctgcccagge
cagcecgetge
<210>
211>

212>
<213>

146
810
DNA
2PN

<400> 146
atgtcggctg

ttcgacgege
gtggeeggeg
cggeegeagg
gtgccgeagg
cgegegetgg
cctgecgeceg
caggaggcat

gtggaggaga

tceggggege
gctccttgga
agctggggag
aggtggegga
tgcagaagat
tctcagatga
tggaggagct
gcegeegegt
tcgacaaggce
aggtggatgt
gcegeggsgeg
gcaagatcct
ggcggeeceac
atgccagcega
ccgtgtacce

tgctegtggg

cgcceggecet
ccgtgacagce
agccggegegce
cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgtaa

cagtgcgtca

cgtgggggag
ccgecgaggea
cctgaactct
caagccgecag
cctggeagag
cttcaaattc
gacctttgac
ggagtgctceg
ggtggeggty
tggcgacaag
cctgecacgeg
ggaggcacac
gcgecattgge
cgcecgacgeg
cttcttcgac

tccecgaagge

cctgcaccag
cgagtgcggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectcea
acgcctcaag
ggagaagagt

gttccggggg

EIETT (FINEE9158)

B IES

cagctgggca
gagcgtgtac
tacctggagc
actgagttcc
tctcecccac
caggtgtgga
ccgagctctg
gggcagaagg
gtggegeacce
ccgegetggg
gtgceetege
gtggaggceca
ctttacctga
ctcgtgececge
glgtgetgge

gcecgaggecet

gagctgtcct
cacagtttct
gttctctgee
ctggcgegece
gacccgctga
ctcggetege
acacagctgc
gtggctgtge

geegtgggeg

74/85

agatgcgggt
ggggtlgaggc
agctgeggea
tcatgaaata
ccgeeegtet
ggaagatgtt
cgcacccgag
cgcegecgge
agcagctctc
cgectgggegt
agggcetgtg
aggagcecgeg
gcttcggega
tttttgeett

acgacaaggg

ga

gceecgetgtg
gcegegeetg
cctgectgeca
tggtggageg
gcatctactg
accgeggtca
cacagcagaa

tggagcatca

agcagctggg

gttcctgget
aggggtlcgee
gatggagaag
ctgcetggtg
ggacatccag
ccgggetetg
cctggtggtg
cggggaggac
cgagggcgag
gatcgecggece
gctgetgggg
cgctetgege
cggecgtecte
ccacgagcgc

caagaatgcc

cctgcagcectg
cctaggecge
ggceceeccacg
gctggeccag
cgagcaggac
tcgectectg
actgcagctg
gctggtggag

caagatgcgg

ISA/CN

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1002

60
120
180
240
300
360
420
480
540



gtgttce
gcagggsy
cagatgg
tactgcc
ctggaca
<210>
211>
<212>
<213>

<220>
223>

<400>

tgg
tcg
aga
tgg
tce
147
477

PRT
AL

B IES

ctgcactgga gggctccttg gaccgecgagg

ccttgegeeg ggagetgggg agectgaact

aggtcctgga ggaggtggeg gacaagecgce

tgaccagcag gctgcagaag atcctggcag

agctgccaat tatctcctga

Fr3

AMGS3F Y S255A A I HEFR P31

147

Met Ser Ala Ala Pro Gly

1

Cys Leu

Phe Cys

Gly Thr

50

Leu Ser

65

Val Pro

Cys Glu

Ser His

Leu Lys
130

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

5

Leu Phe Asp
20

Ala Cys Leu

Leu Cys Pro

Asn Leu Gln
70

Gly His Cys
85

Asp Arg Ala
100

Gly His Arg

Gln Leu Pro

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln
135

Leu

Pro

Arg

40

Cys

Ala

Glu

Val

Leu

120

Gln

His

Val

25

Val

Gln

His

Cys

105

Pro

Lys

Gln

10

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Glu

Ala

Gly

Pro

Val

75

Asp

Val

Ala

Gln

75/85
BEIET] (4NEE915) ISA/CN

cagagcgtgt acggggtlgag
cttacctgga gcagctgcgg
agactgagtt cctcatgaaa

agtctccecee acccecgeeegt

Leu Ser Cys Pro Leu
15

Glu Cys Gly His Ser
30

Glu Pro Ala Ala Asp
45

Thr Arg Pro Gln Ala
60

Glu Gly Leu Ala Gln
80

Pro Leu Ser Ile Tyr
95

Cys Ala Ser Leu Gly
110

Glu Ala His Ala Arg
125

Leu Gln Glu Ala Cys
140

600
660
720
780
810



Met

145

Val

Gly

Glu

Leu

Val

225

Tyr

Pro

Lys

Glu

Ser

305

Ala

His

Asp

Arg

Glu

Lys

Ala

Gly

210

Leu

Cys

Pro

Phe

Glu

290

Ser

Gly

Gln

Lys

Lys

Glu

Met

Glu

195

Ser

Glu

Leu

Ala

Gln

275

Leu

Ser

Glu

Gln

Pro
355

Glu

Thr

Arg

180

Arg

Leu

Glu

Val

Arg

260

Val

Thr

Gly

Asp

Leu

340

Arg

Lys

Val

165

Val

Val

Asn

Val

Thr

245

Leu

Trp

Phe

Arg

Pro

325

Ser

Trp

Ser

150

Arg

Phe

Arg

Ser

Ala

230

Ser

Asp

Arg

Asp

Arg

310

Arg

Glu

Ala

Val

Gln

Leu

Gly

Tyr

215

Asp

Arg

Ile

Lys

Pro

295

Val

Gln

Gly

Leu

Ala

Phe

Ala

Glu

200

Leu

Lys

Leu

Gln

Met

280

Ser

Glu

Phe

Glu

Gly
360

EIETT (FINEE9158)

Val

Arg

Ala

185

Ala

Glu

Pro

Gln

Leu

265

Phe

Ser

Cys

Asp

His

345

Val

B IES

Leu

Gly

170

Leu

Gly

Gln

Gln

Lys

250

Pro

Arg

Ala

Ser

Lys

330

Tyr

Ile

Glu

1565

Ala

Glu

Val

Leu

Thr

235

Ile

Ile

Ala

His

Glu

315

Ala

Trp

Ala

76/85

His

Val

Gly

Ala

Arg

220

Glu

Leu

Ile

Leu

Pro

300

Gln

Val

Glu

Ala

Gln

Gly

Ser

Leu

205

Gln

Phe

Ala

Ser

Met

285

Ser

Lys

Ala

Val

Glu
365

ISA/CN

Leu

Glu

Leu

190

Arg

Met

Leu

Glu

Asp

270

Pro

Leu

Ala

Val

Asp

350

Ala

Val

Gln

175

Asp

Arg

Glu

Met

Ala

255

Asp

Ala

Val

Pro

Val

335

Val

Pro

Glu

160

Leu

Cys

Glu

Lys

Lys

240

Pro

Phe

Leu

Val

Pro

320

Ala

Gly

Arg



B IES

Arg Gly Arg Leu His Ala Val Pro Ser Gln Gly
370 375

Leu Arg Glu Gly Lys Ile Leu Glu Ala His Val
385 390 395

Arg Ala Leu Arg Ser Pro Glu Arg Arg Pro Thr
405 410

Leu Ser Phe Gly Asp Gly Val Leu Ser Phe Tyr
420 425

Asp Ala Leu Val Pro Leu Phe Ala Phe His Glu
435 440

Val Tyr Pro Phe Phe Asp Val Cys Trp His Asp
450 455

Gln Pro Leu Leu Leu Val Gly Pro Glu Gly Ala
465 470 475

<210> 148
<211> 333
<212> PRT
213> ANILFR%

<220>
<223> AMGH3TEER! S255ARAMA AL T T

<400> 148

Met Arg Lys Glu Lys Ser Val Ala Val Leu Glu
1 5 10

Val Glu Glu Thr Val Arg Gln Phe Arg Gly Ala
20 25

Gly Lys Met Arg Val Phe Leu Ala Ala Leu Glu
35 40

Glu Ala Glu Arg Val Arg Gly Glu Ala Gly Val
50 55

77/85

EIETT (FINEE9158)

Leu

380

Glu

Arg

Asp

Lys
460

Glu

His

Val

Gly

Ala
60

Trp Leu

Ala Lys

Ile Gly

Ala Ser
430

Leu Pro
445

Gly Lys

Ala

Gln Leu

Gly Glu
30

Ser Leu
45

Leu Arg

ISA/CN

Leu

Glu

Leu

415

Asp

Asn

Val

15

Gln

Asp

Arg

Gly

Pro

400

Tyr

Ala

Pro

Ala

Glu

Leu

Arg

Glu



Leu

65

Val

Tyr

Pro

Lys

Glu

145

Ser

Ala

His

Asp

Arg

225

Leu

Arg

Leu

Gly

Leu

Cys

Pro

Phe

130

Glu

Ser

Gly

Gln

Lys

210

Gly

Arg

Ala

Ser

Ser

Glu

Leu

Ala

115

Gln

Leu

Ser

Glu

Gln

195

Pro

Arg

Glu

Leu

Phe
275

Leu

Glu

Val

100

Arg

Val

Thr

Gly

Asp

180

Leu

Arg

Leu

Gly

Arg

260

Gly

Asn

Val

85

Thr

Leu

Trp

Phe

Arg

165

Pro

Ser

Trp

His

Lys

245

Ser

Asp

Ser

70

Ala

Ser

Asp

Arg

Asp

150

Arg

Arg

Glu

Ala

Ala

230

Ile

Pro

Gly

Tyr

Asp

Arg

Ile

Lys

135

Pro

Val

Gln

Gly

Leu

215

Val

Leu

Glu

Val

Leu

Lys

Leu

Gln

120

Met

Ser

Glu

Phe

Glu

200

Gly

Pro

Glu

Arg

Leu
280

EIETT (FINEE9158)

Glu

Pro

Gln

105

Leu

Phe

Ser

Cys

Asp

185

His

Val

Ser

Ala

Arg

265

Ser

EZlES
Gln Leu Arg

Gln

90

Lys

Pro

Arg

Ala

Ser

170

Lys

Tyr

Ile

Gln

His

250

Pro

Phe

75

Thr

Ile

Ile

Ala

His

155

Glu

Ala

Trp

Ala

Gly

235

Val

Thr

Tyr

78/85

Glu

Leu

Ile

Leu

140

Pro

Gln

Val

Glu

Ala

220

Leu

Glu

Arg

Asp

Gln

Phe

Ala

Ser

125

Met

Ser

Lys

Ala

Val

205

Glu

Trp

Ala

Ile

Ala
285

ISA/CN

Met

Leu

Glu

110

Asp

Pro

Leu

Ala

Val

190

Asp

Ala

Leu

Gly
270

Ser

Glu

Met

95

Ala

Asp

Ala

Val

Pro

175

Val

Val

Pro

Leu

Glu

255

Leu

Asp

Lys

80

Lys

Pro

Phe

Leu

Val
160

Pro

Ala

Gly

Arg

Gly

240

Pro

Tyr

Ala



290

295

s lES
Asp Ala Leu Val Pro Leu Phe Ala Phe His Glu Arg Leu Pro Arg Pro

300

Val Tyr Pro Phe Phe Asp Val Cys Trp His Asp Lys

305

310

315

Gln Pro Leu Leu Leu Val Gly Pro Glu Gly Ala

<210>
<211>
212>
<213>

<220>
223>

<400>

149
333
PRT

ANIFF3)

325

330

AMGS3F Y S255A A I HEFR P31

149

Met Arg Lys

1

Val

Gly

Glu

Leu

65

Val

Tyr

Pro

Lys

Glu

Ala

50

Gly

Leu

Cys

Pro

Phe
130

Glu

Met

35

Glu

Ser

Glu

Leu

Ala

115

Gln

Glu

Thr

20

Arg

Arg

Leu

Glu

Val

100

Val

Lys Ser Val Ala Val Leu

5

Val

Val

Val

Asn

Val

85

Thr

Leu

Trp

Arg

Phe

Arg

Ser

70

Ala

Ser

Asp

Arg

Gln

Leu

Gly

55

Tyr

Asp

Arg

Ile

Lys
135

Phe

Ala

40

Glu

Leu

Lys

Leu

Gln

120

Met

EIETT (FINEE9158)

10

Arg Gly
25

Ala Leu

Ala Gly

Glu Gln

Pro Gln
90

Gln Lys
105

Leu Pro

Phe Arg

Glu

Ala

Glu

Val

Leu

75

Thr

Ile

Ile

Ala

79/85

Glu

His

Val

Gly

Ala

60

Arg

Glu

Leu

Ile

Leu
140

Gly Lys Asn Ala

Ala

Gln Leu

Gly Glu
30

Ser Leu
45

Leu Arg

Gln Met

Phe Leu

Ala Glu
110

Ser Asp
125

Met Pro

ISA/CN

Val
15

Gln

Arg

Glu

Met

95

Ala

Ala

320

Glu

Leu

Arg

Glu

Lys

80

Lys

Pro

Phe

Leu



Glu

145

Ser

Ala

His

Asp

Arg

225

Leu

Arg

Leu

Asp

Val

305

Gln

Glu

Ser

Gly

Gln

Lys

210

Gly

Arg

Ala

Ser

Ala

290

Tyr

Pro

<210>
211>
<212>
<213>

<220>

Leu

Ser

Glu

Gln

195

Pro

Arg

Glu

Leu

Phe

275

Leu

Pro

Leu

150
269
PRT

Thr

Gly

Asp

180

Leu

Arg

Leu

Gly

Arg

260

Gly

Val

Phe

Leu

ANIFF3

Phe

Arg

165

Pro

Ser

Trp

His

Lys

245

Ser

Asp

Pro

Phe

Leu
325

Asp

150

Arg

Arg

Glu

Ala

Ala

230

Ile

Pro

Gly

Leu

Asp

310

Val

Pro

Val

Gln

Gly

Leu

215

Val

Leu

Glu

Val

Phe

295

Val

Gly

Ser

Glu

Phe

Glu

200

Gly

Pro

Glu

Arg

Leu

280

Ala

Cys

Pro

EIETT (FINEE9158)

Ser

Cys

Asp

185

His

Val

Ser

Ala

Arg

265

Ser

Phe

Trp

Glu

B IES

Ala

Ser

170

Lys

Tyr

Ile

Gln

His

250

Pro

Phe

His

His

Gly
330

His

1565

Gly

Ala

Trp

Ala

Gly

235

Val

Thr

Tyr

Glu

Asp

315

Ala

80/85

Pro

Gln

Val

Glu

Ala

220

Leu

Glu

Arg

Asp

Arg

300

Lys

Glu

Ser

Lys

Ala

Val

205

Glu

Trp

Ala

Tle

Ala

285

Leu

Gly

Ala

ISA/CN

Leu

Ala

Val

190

Asp

Ala

Leu

Lys

Gly

270

Ser

Pro

Lys

Val

Pro

175

Val

Val

Pro

Leu

Glu

255

Leu

Asp

Arg

Asn

Val
160

Pro

Ala

Gly

Arg

Gly

240

Pro

Tyr

Ala

Pro

Ala
320



150

Met Ser Ala Ala

1

Cys

Phe

Gly

Leu

65

Val

Cys

Ser

Leu

Met

145

Val

Gly

Glu

Leu

Thr

50

Ser

Pro

Glu

His

Lys

130

Arg

Glu

Lys

Ala

Gln

Arg

35

Val

Thr

Gln

Gln

Arg

115

Thr

Lys

Glu

Met

Glu
195

Leu

20

Ala

Leu

Asn

Gly

Asp

100

Gly

Gln

Glu

Thr

Arg

180

Arg

Pro

Phe

Cys

Leu

His

85

Arg

His

Leu

Lys

Val

165

Val

Val

Gly

Asp

Leu

Pro

Gln

70

Cys

Ala

Arg

Pro

Ser

150

Arg

Phe

Arg

Leu

Ala

Gly

Cys

55

Leu

Glu

Leu

Leu

Gln

135

Val

Gln

Leu

Gly

Leu

Pro

Arg

40

Cys

Ala

Glu

Val

Leu

120

Gln

Ala

Phe

Ala

Glu
200

EIETT (FINEE9158)

His

Val

25

Val

Gln

Arg

His

Cys

105

Pro

Lys

Val

Arg

Ala

185

Ala

Fr5#
<223> AMGH3TEER! S255ARAMA AL T T

<400>

Gln

10

Thr

Ala

Ala

Leu

Leu

90

Gly

Ala

Leu

Leu

Gly

170

Leu

Gly

Glu

Ala

Pro

Val

75

Asp

Val

Ala

Gln

Glu

155

Ala

Glu

Val

81/85

Leu

Glu

Glu

Thr

60

Glu

Pro

Cys

Glu

Leu

140

His

Val

Gly

Ala

Ser Cys

Cys Gly
30

Pro Ala
45

Arg Pro

Gly Leu

Leu Ser

Ala Ser
110

Ala His
125

Gln Glu

Gln Leu

Gly Glu

Ser Leu

190

Leu Arg
205

ISA/CN

Pro

15

His

Ala

Gln

Ala

Ile

95

Leu

Ala

Ala

Val

Gln

175

Asp

Arg

Leu

Ser

Ala

Gln

80

Gly

Arg

Cys

Glu

160

Leu

Arg

Glu



Gly
210

Leu

Val
225

Leu

Tyr Cys

Pro Pro

<210>
211>
212>
<213>

151
DNA
<220>
223>

<400> 151
atgtcggctg

ttcgacgege
glggeeggsg
cggccgeagg
gtgccgecagg
cgecgegetgg
cctgecgeceg
caggaggcat
glggaggaga
gtgttcctgg
gcaggggtceg
cagatggaga
tactgcctgg
ctggacatcc

ttcecgggetce

agcctggtgg

1434

Ser Leu Asn Ser Tyr Leu Glu

215

230

245

260

NIFF3)

cgecceggeet
ccgtgacagce
agccggeggce
cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgtaa
cagtgcgtca
ctgcactgga
ccttgegeeg
aggtcctgga
tgaccagcag
agctgccaat
tgatgccagce

tgtcttecte

Ala Arg Leu Asp Ile Gln Leu

cctgcaccag
cgagtgcggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectea
acgcctcaag
ggagaagagt
gltcegggesg
gggctecttg
ggagctggesg
ggaggtggcesg
gctgcagaag
tatctcagat
gctggaggag

tggcegecege

EIETT (FINEE9158)

B]ES

Glu Glu Val Ala Asp Lys Pro Gln Thr

235

Leu Val Thr Ser Arg Leu Gln Lys Ile

250

Pro Ile
265

AMGS3E Y S255AR ALAA ) S RS A% L /7 3]

gagctgtceet
cacagtttct
gttctectgee
ctggcgegece
gacccgetga
ctcggectege
acacagctgc
gtggctgtge
geegtggges
gactgcgagg
agcctgaact
gacaagccgc
atcctggcag
gacttcaaat

ctgacctttg

gtggagtgcet

82/85

220

Gln Leu Arg Gln Met Glu Lys

Glu Phe Leu Met Lys

240

Leu Ala Glu Ala Pro

Ile Ser

gceegetgtg
gcegegeetg
cctgetgeca
tggtggageg
gcatctactg
accgeggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt
aggctccccece
tccaggtgtg
acccgagctc

cggagcagaa

255

cctgcagetg
cctaggecgce
ggcececcacg
gctggeccag
cgagcaggac
tcgectectg
actgcagctg
gctggtggag
caagatgcgg
acgggglgag
gcagetgegg
cctcatgaaa
acccgeccegt
gaggaagatg
tgcgcaccceg

g8CECCYCCY

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960



geeggggags
tccgagggceg
gtgatcgegg
tggctgetgg
cgegetetge
gacggcegtcce
ttccacgage
ggcaagaatg
<210>
Q11>

<212>
<213>

152
1002
DNA

AL

<220>
<223>

<400> 152
atgcgcaagg

gtgcgtcagt
gcactggagg
ttgegeeggg
gtcctggagg
accagcaggc
ctgccaatta
atgccagcgce
tcttcctetg
ccgegecagt
cactactggg
gaggccccece
ctgcgegagg
agccccgaga

tccttctacg

acccgegeea
agcactactg
ccgaggecce
ggctgegega
gcageecceega
tctectteta
gcectgeccag

cccageccget

P3|

agaagagtgt
tceggggggce
gctccttgga
agctlggggag
aggtggegga
tgcagaagat
tctcagatga
tggaggagct
gcegeegegt
tcgacaaggc
aggtggatgt
gcegegggeg
gcaagatcct
ggcggececeac

atgccagcega

gttcgacaag
ggaggtggat
cegeegeggg
gggcaagatc
gaggceggcecce
cgatgccagc
gceecgtgtac

gctgetegtg

ggetgtgetg
cgtgggggag
ccgegaggea
cctgaactct
caagccgeag
cctggcagag
cttcaaattc
gacctttgac
ggagtgctceg
ggtggeggty
tggcgacaag
cctgcacgeg
ggaggcacac
gcgecattgge

cgcecgacgeg

EIETT (FINEE9158)

Frail
geggtggegs
gttggcgaca
cgcctgecacg
ctggaggcac
acgcgcattg
gacgccgacg
cccttetteg

ggtcccgaag

AMG53IEBY S255ARAFAA ) u i #% FR Y 1)

gagcatcagc
cagctgggea
gagcgtgtac
tacctggagc
actgagttcc
gctcecceccac
caggtgtgga
ccgagctctg
gagcagaagg
gtggcgcacc
ccgegetggg
gtgcceetege
glggaggeca
ctttacctga

ctcgtgecege

83/85

tggtggegea
agccgegetg
cggtgeccte
acgtggaggc
gcctttacct
cgctegtgece
acgtgtgectg

gegeegagege

tggtggaggt
agatgegggl
ggggtgaggce
agctgceggea
tcatgaaata
ccgeeegtet
ggaagatgtt
cgcacccgag
cgccgecgge
agcagctctc
cgctgggegt
agggeetgtg
aggageegeg
gcttcggega

tttttgeectt

ccagcagctc
ggecgetggge
gcagggecetg
caaggagccg
gagcttcgge
gctttttgee
gcacgacaag

ctga

ggaggagaca
gttcctgget
aggggtcgee
gatggagaag
ctgcectggtg
ggacatccag
ccgggetetg
cctggtggtg
cggggaggac
cgagggegag
gatcgecggcece
getgetgges
cgctetgege
cggegtecte

ccacgagcge

ISA/CN

1020
1080
1140
1200
1260
1320
1380
1434

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900



BIES

ctgcecagge ccgtgtacee cttecttecgac gtgtgetgge acgacaaggg caagaatgcec

cagccgetge tgetegtggg tcccgaagge gecgaggect ga

<210>
211>
<212>
<213>

153
1002
DNA

AL

<220>
<223>

<400> 153
atgcgtaagg

gtgcgtcagt
gcactggagg
ttgegeeggg
gtcctggagg
accagcaggc
ctgccaatta
atgccagcgce
tcttcctetg
ccgegecagt
cactactggg
gaggccccece
ctgecgegagg
agccccgaga
tccttctacg
ctgcecagge
cagccgetge
<210>
Q11>

<212>
<213>

154
810
DNA
AL

<220>

P3|

agaagagtgt
tceggggggce
gctccttgga
agctggggag
aggtggegga
tgcagaagat
tctcagatga
tggaggagct
gcegeegegt
tcgacaaggc
aggtggatgt
geegegggeg
gcaagatcct
ggcggececeac
atgccagcega
ccgtgtaccce

tgctegtggg

P3|

ggetgtgetg
cgtgggggag
ccgegaggea
cctgaactct
caagccgeag
cctggcagag
cttcaaattc
gacctttgac
ggagtgctceg
ggtggeggty
tggcgacaag
cctgcacgeg
ggaggcacac
gcgecattgge
cgcegacgeg
cttcttcgac

tcccecgaaggce

EIETT (FINEE9158)

AMG53IEBY S255ARAFAA ) u i #% FR Y 1)

gagcatcagc
cagctgggea
gagcgtgtac
tacctggagc
actgagttcc
gctcecceccac
caggtgtgga
ccgagctctg
gggcagaagg
gtggcgcacc
ccgegetggg
gtgcceetege
gtggaggcca
ctttacctga
ctcgtgecege
gtgtgetgge

gcecgaggect

84/85

tggtggaggt
agatgcgggt
ggggtgaggce
agctgceggea
tcatgaaata
ccgeeegtet
ggaagatgtt
cgcacccgag
cgccgecgge
agcagctctc
cgctgggegt
agggeetgtg
aggagccgeg
gcttcggega
tttttgeectt

acgacaaggg

ga

ggaggagaca
gttcctgget
aggggtcgee
gatggagaag
ctgcectggtg
ggacatccag
ccgggetetg
cctggtggtg
cggggaggac
cgagggegag
gatcgecggcece
getgetgges
cgctetgege
cggegtecte
ccacgagcgce

caagaatgcc

ISA/CN

960
1002

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1002



Fr3l%

<223>  AMGH3TEER! S255A AN A I AL RS

<400> 154
atgtcggctg

ttcgacgege
gtggeecggeg
cggeegeagg
gtgccgeagg
cgegegetgg
cctgecgeceg
caggaggcat
gtggaggaga
gtgttcctgg
gcaggggteg
cagatggaga
tactgcctgg

ctggacatcc

cgeceeggect
ccgtgacage
agccggegece
cactcagcac
gccactgega
tgtgcggagt
aggcccacgce
gcatgcgtaa
cagtgcgtca
ctgcactgga
ccttgegeceg
aggtcctgga
tgaccagcag

agctgccaat

cctgcaccag
cgagtgecggce
ggatggcacc
caacctgcag
ggagcacctg
gtgcgectcea
acgcctcaag
ggagaagagt
gttcegggesg
gggcteecttg
ggagctggesg
ggaggtggesg
gctgcagaag

tatctcctga

EIETT (FINEE9158)

gagctgtcct
cacagtttct
gttctctgee
ctggcgegece
gacccgctga
ctcggetege
acacagctgc
gtggctgtge
gcegtgggesy
gaccgegagg
agcctgaact
gacaagccgce

atcctggcag

85/85

gceegetgtg
gcegegeetg
cctgetgeca
tggtggageg
gcatctactg
accgcggtca
cacagcagaa
tggagcatca
agcagctggg
cagagcgtgt
cttacctgga
agactgagtt

aggctccccce

cctgcagcectg
cctaggccgce
ggceceeccacg
gctggeccag
cgagcaggac
tcgectecetg
actgcagctg
gctggtggag
caagatgcgg
acggggtgag
gcagectgegg
cctcatgaaa

acccgcececegt

ISA/CN

60
120
180
240
300
360
420
480
540
600
660
720
780
810



