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<210> 1

<211> 524

<212> PRT

<213> Artificial Sequence

<220>
<223> guaA_R29C

<400> 1
Met Thr Gln Pro Ala Thr Thr Pro Arg Pro Val Leu Val Val Asp Phe
1 5 10 15

Gly Ala Gln Tyr Ala Gln Leu Ile Ala Arg Arg Val Cys Glu Ala Ser
20 25 30

Ile Tyr Ser Glu Val Val Pro His Ser Ala Thr Val Lys Glu Ile Lys
35 40 45

Ala Lys Asn Pro Ala Ala Leu Ile Leu Ser Gly Gly Pro Ser Ser Val
50 55 60

Tyr Ala Asp Gly Ala Pro Gln Leu Lys Pro Glu Leu Leu Glu Leu Gly
65 70 75 80

Val Pro Val Phe Gly Ile Cys Tyr Gly Phe Gln Ala Met Asn His Ala
Leu Gly Gly Asn Val Ala Gln Thr Gly Asp Arg Glu Tyr Gly Arg Thr
100 105 110

Glu Ile Thr His Thr Gly Gly Val Leu His Asp Gly Leu Glu Glu Asn
115 120 125

His Lys Val Trp Met Ser His Gly Asp Ala Val Asp Lys Ala Pro Glu
130 135 140

Gly Phe Thr Val Thr Ala Ser Ser Ala Gly Ala Pro Val Ala Ala Met
145 150 155 160



Glu

Met

Val

Leu

Cys

225

Gln

Leu

Ser

Ser

Gly

305

Glu

Leu

Ile

Glu

Val

385

Phe

Glu

Leu

Cys

His

Ala

Ile

210

Gly

Arg

Leu

Thr

Lys

290

Ala

Glu

Tyr

Lys

Leu

370

Gly

Pro

Arg

Thr

Val

Ser

Gly

195

Asp

Leu

Ala

Arg

Gly

275

Leu

Glu

Ser

Pro

Ser

355

Val

Arg

Gly

Leu

Asn
435

Ala

Pro

180

Leu

Asp

Ser

Ile

Ala

260

Ala

Ala

Phe

Pro

Asp

340

His

Glu

Glu

Pro

Glu

420

Ala

Lys

165

His

Glu

Val

Gly

Gly

245

Gly

Lys

Gly

Ile

Glu

325

Val

His

Pro

Leu

Gly

405

Ile

Gly

Gln

Gly

Gln

Arg

Gly

230

Asp

Glu

Leu

Val

Arg

310

Asp

Val

Asn

Leu

Gly

390

Leu

Leu

Leu

Met

Gln

Thr

Ala

215

Val

Arg

Arg

Ile

Thr

295

Ser

Ser

Glu

Val

Arg

375

Leu

Gly

Arg

Asp

Ala

Glu

Trp

200

Gln

Asp

Leu

Glu

Thr

280

Asp

Phe

Thr

Ser

Gly

360

Leu

Pro

Ile

Gln

Gly
440

Gly

Val

185

Thr

Ile

Ser

Thr

Gln

265

Ala

Pro

Glu

Val

Gly

345

Gly

Leu

Glu

Arg

Ala

425

Asp

Val

170

Leu

Ser

Gly

Ala

Cys

250

Val

His

Glu

Arg

Asp

330

Gly

Leu

Phe

Glu

Ile

410

Asp

Ile

Gln

Val

Ala

Pro

Val

235

Val

Glu

Glu

Ala

Ala

315

Phe

Gly

Pro

Lys

Ile

395

Ile

Leu

Trp

Tyr

Arg

Asn

Glu

220

Ala

Phe

Lys

Ala

Lys

300

Val

Leu

Asp

Asp

Asp

380

Val

Gly

Ile

Gln

His

Phe

Ile

205

Gly

Ala

Val

Asp

Asp

285

Arg

Ala

Val

Gly

Asp

365

Glu

Ala

Glu

Ala

Cys
445

Pro

Leu

190

Ala

Arg

Ala

Asp

Phe

270

Ala

Lys

Gln

Gln

Thr

350

Val

Val

Arg

Val

Arg

430

Pro

Glu

175

Thr

Gln

Ala

Leu

His

255

Val

Phe

Ala

Ala

Gly

335

Ala

Glu

Arg

Gln

Thr

415

Thr

Val

Val

Glu

Gln

Ile

Val

240

Gly

Ala

Leu

Ile

Leu

320

Thr

Asn

Phe

Ala

Pro

400

Glu

Glu

Val



Leu Ala

450

Leu

Tyr His

465

Gly

Thr Ala Asp

Thr Arg Ile

Ile Thr Ser

515

<210> 2
<211> 15
<212> DN
<213> Ar

<220>

<223>  gu

<400> 2
gtgactcaac
gcacagctga
tccgccaccg
ccgtcctctg
gtgccagtct
gttgcgcaaa
ctgcacgacg
aaggcacctg
gaatgcgtgg
cacggacagg
acctcggcaa
ggccgegceta
cagcgcgceca

ggtgagegtyg

Asp Val

Pro Ile

Arg

Val

Ser Val

455

Leu Arg

470

Thr
485

Trp

Thr
500

Asn

Lys Pro

75
A
tificial

aA_c85t

ctgcaacaac
ttgctcgtcg
ttaaagagat
tttatgccga
ttggcatctg
ccggtgaccg
gcttagaaga
agggctttac
ccaagcaaat
aagtactcgt
atattgcgca
tttgtggect
ttggcgaccg

agcaggtaga

Arg

Glu

Pro

Val Pro

Val

Asn

Thr
520

Gly

Sequence

tccgcgecca
cgtatgtgag
taaagctaaa
tggcgccccg
ctacggcttc
tgaatacggc
aaaccacaag
cgtgaccgca
ggctggtgtyg
tcgcttectc
gcagcttatc
gtcgggegsc
tttgacctgt

aaaggacttc

Gly Vval Gln

Val Ser

475

Pro

Tyr Asp Val

490

Asp Val Asn

505

Ile Glu Trp

gtcctcgtgg
gcatcgattt
aaccctgcag
caattaaagc
caagccatga
cgcaccgaaa
gtctggatgt
tcgtcggctg
caataccacc
accgaggtag
gatgatgtcc
gtggactccg
gtgttcgtgg

gtggcttcga

Gly
460

Asp Gly
Ser Glu Asp
Leu

Glu Lys

Val Vval
510

Arg

Glu

tggatttcgg
actccgaggt
ctttgatttt
ctgaactgct
accatgcttt
tcacccatac
cccacggtga
gtgcgeceggt
ccgaggttat
cagggctaga
gcgcgcaaat
cagtcgctgc
accacggtct

ctggtgcgaa

Arg Thr
Ala Met
480

Ile Ser
495

Val Asp

tgcccaatac
agtcccacat
gtccggtggc
cgagcttggt
gggtggcaac
cggtggtgtg
tgctgtggat
tgcagcgatg
gcattcccca
gcagacctgg
cggccctgaa
agcgctcgtg
gctgegegec

gctgattacc

60

120

180

240

300

360

420

480

540

600

660

720

780

840



gcgcatgaag
cgcaaggcta
gaagaatctc
gtggttgaat
ggcctgecag
gaagtccgtg
ttccctggcec
atcctgecgtc
gatatctggc
gacggccgca
accgccgact

aacgaagtca

atcgagtggg

<210> 3

<211> 52
<212> PR
<213> Un

<220>
<223>

<400> 3

Met Thr Gln
1

Ala

Gly Gln

Ile Ser

35

Tyr

Ala Lys Asn

50
Tyr Ala
65

Asp

Val Pro Val

ctgatgcttt
tcggegegga
ctgaagactc
ccggegecees
acgatgtcga
ccgtcggecg
ctggcctagg
aagcagacct
agtgcccagt
cctacggcca
ggacccgcgt
acgacgtcaa

agtaa

4
T
known

Pro Ala

Tyr Ala

20

Glu val

Pro Ala

Gly Ala

Phe Gly

85

Thr

Gln

Val

Ala

Pro

70

Ile

cttgtctaag
attcatccgt
cacagtggac
tgacggcacc
attcgaactc
cgagctcggc
catccgcatc
gattgcgcgt
cgtactgctt
cccaatcgtg
tccttacgac

ccgegtggtc

Thr Pro

Ile

Leu

His
40

Pro

Leu Ile

55

Gln Leu

Cys Tyr

ctcgeceggtg
tcctttgagce
ttcctggtcec
gcaaatatca
gtcgagccac
ctgcctgagg
atcggtgaag
accgagctga
gccgatgtcc
ctgcgcccag
gtcctagaga

gtcgacatca

Corynebacterium stationis

Pro Val

10

Arg

Ala
25

Arg Arg

Ser Ala Thr

Leu Ser Gly

Glu
75

Lys Pro

Phe
90

Gly Gln

ttaccgatcc
gtgctgtggc
agggcacctt
agtcccacca
tacgcctgcect
aaatcgttgc
tcaccgagga
ccaacgctgg
gctccgtcegg
tgtcatccga
aaatctccac

cctccaagcc

Leu Val Vval

Val Glu

30

Arg

Val Lys Glu

45

Gly Pro Ser

60

Leu Leu Glu

Ala Met Asn

tgaggctaag
acaggctttg
gtatccggat
caatgttggc
gtttaaggac
ccgccagceca
gcgtctagaa
cctcgacggt
agtccaaggc
ggatgccatg
ccgcattacc

accgggaacc

Asp Phe

15

Ala Ser

Ile Lys

Ser Val

Leu Gly

80
His Ala
95

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1575



Leu

Glu

His

Gly

145

Glu

Met

Val

Leu

Cys

225

Gln

Leu

Ser

Ser

Gly

305

Glu

Leu

Ile

Glu

Gly

Ile

Lys

130

Phe

Cys

His

Ala

Ile

210

Gly

Arg

Leu

Thr

Lys

290

Ala

Glu

Tyr

Lys

Leu
370

Gly

Thr

115

Val

Thr

Val

Ser

Gly

195

Asp

Leu

Ala

Arg

Gly

275

Leu

Glu

Ser

Pro

Ser

355

Val

Asn

100

His

Trp

Val

Ala

Pro

180

Leu

Asp

Ser

Ile

Ala

260

Ala

Ala

Phe

Pro

Asp

340

His

Glu

Val

Thr

Met

Thr

Lys

165

His

Glu

Val

Gly

Gly

245

Gly

Lys

Gly

Ile

Glu

325

Val

His

Pro

Ala

Gly

Ser

Ala

150

Gln

Gly

Gln

Arg

Gly

230

Asp

Glu

Leu

Val

Arg

310

Asp

Val

Asn

Leu

Gln

Gly

His

135

Ser

Met

Gln

Thr

Ala

215

Val

Arg

Arg

Ile

Thr

295

Ser

Ser

Glu

Val

Arg
375

Thr

Val

120

Gly

Ser

Ala

Glu

Trp

200

Gln

Asp

Leu

Glu

Thr

280

Asp

Phe

Thr

Ser

Gly

360

Leu

Gly

105

Leu

Asp

Ala

Gly

Val

185

Thr

Ile

Ser

Thr

Gln

265

Ala

Pro

Glu

Val

Gly

345

Gly

Leu

Asp

His

Ala

Gly

Val

170

Leu

Ser

Gly

Ala

Cys

250

Val

His

Glu

Arg

Asp

330

Gly

Leu

Phe

Arg

Asp

Val

Ala

155

Gln

Val

Ala

Pro

Val

235

Val

Glu

Glu

Ala

Ala

315

Phe

Gly

Pro

Lys

Glu

Gly

Asp

140

Pro

Tyr

Arg

Asn

Glu

220

Ala

Phe

Lys

Ala

Lys

300

Val

Leu

Asp

Asp

Asp
380

Tyr

Leu

125

Lys

Val

His

Phe

Ile

205

Gly

Ala

Val

Asp

Asp

285

Arg

Ala

Val

Gly

Asp

365

Glu

Gly

110

Glu

Ala

Ala

Pro

Leu

190

Ala

Arg

Ala

Asp

Phe

270

Ala

Lys

Gln

Gln

Thr

350

Val

Val

Arg

Glu

Pro

Ala

Glu

175

Thr

Gln

Ala

Leu

His

255

Val

Phe

Ala

Ala

Gly

335

Ala

Glu

Arg

Thr

Asn

Glu

Met

160

Val

Glu

Gln

Ile

Val

240

Gly

Ala

Leu

Ile

Leu

320

Thr

Asn

Phe

Ala



Val
385

Gly Arg

Phe Pro Gly

Glu Arg Leu

Thr Asn

435

Leu

Leu Ala

450

Leu

Tyr His

465

Gly

Thr Ala Asp

Thr Arg Ile

Ile Thr Ser

515

<210> 4
<211> 15
<212> DN
<213> Un
<220>
<223>
<400> 4
gtgactcaac
gcacagctga
tccgccaccg
ccgtcctctg
gtgccagtct
gttgcgcaaa

ctgcacgacg

aaggcacctg

Glu Leu

Gly

Leu Pro

390

Pro Gly

405

Glu
420

Ile
Ala Gly
Asp Val

Pro Ile

Leu

Leu

Leu

Arg

Val

Gly Ile

Arg Gln

Asp Gly

440
Ser Val
455

Leu Arg

470

Thr
485

Trp

Thr
500

Asn

Lys Pro

75
A
known

ctgcaacaac
ttgctcgtcg
ttaaagagat
tttatgccga
ttggcatctg
ccggtgaccg
gcttagaaga

agggctttac

Arg

Glu

Pro

Val Pro

Val Asn

Thr
520

Gly

tccgcgcecca
cgtacgtgag
taaagctaaa
tggcgccccg
ctacggcttc
tgaatacggc
aaaccacaag

cgtgaccgca

Glu Glu Ile

395

Ile
410

Arg Ile

Ala
425

Asp Leu

Asp Ile Trp

Gly val Gln

Val Ser

475

Pro

Tyr Asp Val

490

Asp Val Asn

505

Ile Glu Trp

Corynebacterium stationis

gtcctcgtgg
gcatcgattt
aaccctgcag
caattaaagc
caagccatga
cgcaccgaaa
gtctggatgt

tcgtcggctg

Val Ala Arg

Gly Glu Val

Ile Ala Arg

430
Gln

Cys Pro

445

Gly
460

Asp Gly

Ser Glu Asp

Leu Glu Lys

Val Val

510

Arg

Glu

tggatttcgg
actccgaggt
ctttgatttt
ctgaactgct
accatgcttt
tcacccatac

cccacggtga

gtgcgeccggt

Gln Pro

400

Thr
415

Glu

Thr Glu

Val Vval

Arg Thr

Ala Met

480

Ile
495

Ser

Val Asp

tgcccaatac
agtcccacat
gtccggtggc
cgagcttggt
gggtggcaac
cggtggtgtg
tgctgtggat

tgcagcgatg

60

120

180

240

300

360

420

480



gaatgcgtgg
cacggacagg
acctcggcaa
ggccgecgcta
cagcgcgceca
ggtgagcgtg
gcgcatgaag
cgcaaggcta
gaagaatctc
gtggttgaat
ggcctgccag
gaagtccgtg
ttccctggcec
atcctgegtc
gatatctggc
gacggccgcea
accgccgact

aacgaagtca

atcgagtggg

<210> 5

<211> 18
DNA
Artificial Sequence

<212>
<213>

<220>
<223>

<400> 5
gcgatgtgat

<210> 6

Ccaagcaaat
aagtactcgt
atattgcgca
tttgtggect
ttggcgaccg
agcaggtaga
ctgatgcttt
tcggegegga
ctgaagactc
ccggegeees
acgatgtcga
ccgtcggecg
ctggcctagg
aagcagacct
agtgcccagt
cctacggcca
ggacccgcgt
acgacgtcaa

agtaa

primer

tgccggtg

ggctggtgtg
tcgcttcectc
gcagcttatc
gtcgggegsc
tttgacctgt
aaaggacttc
cttgtctaag
attcatccgt
cacagtggac
tgacggcacc
attcgaactc
cgagctcggc
catccgcatc
gattgcgcgt
cgtactgctt
cccaatcgtg
tccttacgac

ccgegtggtc

caataccacc
accgaggtag
gatgatgtcc
gtggactccg
gtgttcgtgg
gtggcttcga
ctcgeccggtg
tcctttgagc
ttcctggtcc
gcaaatatca
gtcgagccac
ctgcctgagg
atcggtgaag
accgagctga
gccgatgtcc
ctgcgcccag
gtcctagaga

gtcgacatca

ccgaggttat
cagggctaga
gcgcgcaaat
cagtcgctgc
accacggtct
ctggtgcgaa
ttaccgatcc
gtgctgtggc
agggcacctt
agtcccacca
tacgcctgct
aaatcgttgc
tcaccgagga
ccaacgctgg
gctccgtcegg
tgtcatccga
aaatctccac

cctccaagcc

gcattcccca
gcagacctgg
cggccctgaa
agcgctcgtg
gctgcgegcec
gctgattacc
tgaggctaag
acaggctttg
gtatccggat
caatgttggc
gtttaaggac
ccgccagceca
gcgtctagaa
cctcgacggt
agtccaaggc
ggatgccatg
ccgcattacc

accgggaacc

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1575

18



<211> 18

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 6

gctctaggaa gtcagcag

<210> 7

<211> 19

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 7

tgcccaatac gcacagctg

<210> 8

<211> 16

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 8

ggctgggget ttgtcc

<210> 9

<211> 18

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 9

ggcttagcaa gacctggc

<210> 10
<211> 37
<212> DNA

18

19

16

18



<213> Artificial Sequence

<220>
223> primer
<400> 10

gtgaattcga gctcggtacc cgcaccgcag ttagccc

<210> 11

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 11

taaatcgatg cctcacatac gcgacgagca atc

<210> 12

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 12

gattgctcgt cgcgtatgtg aggcatcgat tta

<210> 13

<211> 39

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 13

ggtcgactct agaggatccc ccgaggtcca ggtctgctc

<210> 14

<211> 17

<212> DNA

<213> Artificial Sequence

37

33

33

39



<220>
<223> primer

<400> 14
ggaatccgaa gcggagc

<210> 15

<211> 18

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 15

caggccacaa atagcgceg

<210> 16

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 16

taaatcgatg cctcgcctac gcgacgagca atc

<210> 17

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 17

gattgctcgt cgcgtaggcg aggcatcgat tta

<210> 18

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

10

17

18

33

33



<400> 18
taaatcgatg cctcgaatac gcgacgagca atc

<210> 19

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 19

gattgctcgt cgcgtattcg aggcatcgat tta

<210> 20

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 20

taaatcgatg cctcggatac gcgacgagca atc

<210> 21

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 21

gattgctcgt cgcgtatccg aggcatcgat tta

<210> 22

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

11

33

33

33

33



<400> 22
taaatcgatg cctcgtatac gcgacgagca atc

<210> 23

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 23

gattgctcgt cgcgtatacg aggcatcgat tta

<210> 24

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 24

taaatcgatg cctcccatac gcgacgagca atc

<210> 25

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 25

gattgctcgt cgcgtatggg aggcatcgat tta

<210> 26

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 26

taaatcgatg cctcgattac gcgacgagca atc

12

33

33

33

33

33



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

<220>
<223>

<400>

27

33

DNA

Artificial Sequence

primer

27

gattgctcgt cgcgtaatcg aggcatcgat tta

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

<220>
<223>

<400>

28

33

DNA

Artificial Sequence

primer

28

taaatcgatg cctccactac gcgacgagca atc

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

<220>
<223>

<400>

29

33

DNA

Artificial Sequence

primer

29

gattgctcgt cgcgtagtgg aggcatcgat tta

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

<220>
<223>

<400>

30

33

DNA

Artificial Sequence

primer

30

taaatcgatg cctctggtac gcgacgagca atc

13

33

33

33

33



<210> 31

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 31

gattgctcgt cgcgtaccag aggcatcgat tta

<210> 32

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

223> primer

<400> 32

taaatcgatg cctcggttac gcgacgagca atc

<210> 33

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 33

gattgctcgt cgcgtaaccg aggcatcgat tta

<210> 34

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 34

taaatcgatg cctctgctac gcgacgagca atc

<210> 35
<211> 33

14

33

33

33

33



<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 35

gattgctcgt cgcgtagcag aggcatcgat tta

<210> 36

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 36

taaatcgatg cctcatctac gcgacgagca atc

<210> 37

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 37

gattgctcgt cgcgtagatg aggcatcgat tta

<210> 38

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 38

taaatcgatg cctcgtttac gcgacgagca atc

<210> 39

<211> 33

<212> DNA

<213> Artificial Sequence

15
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33

33

33



<220>
<223> primer

<400> 39
gattgctcgt cgcgtaaacg aggcatcgat tta

<210> 40

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 40

taaatcgatg cctcgtgtac gcgacgagca atc

<210> 41

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 41

gattgctcgt cgcgtacacg aggcatcgat tta

<210> 42

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 42

taaatcgatg cctccagtac gcgacgagca atc

<210> 43

<211> 33

<212> DNA

<213> Artificial Sequence
<220>
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33



<223> primer

<400> 43
gattgctcgt cgcgtactgg aggcatcgat tta

<210> 44

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 44

taaatcgatg cctccattac gcgacgagca atc

<210> 45

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 45

gattgctcgt cgcgtaatgg aggcatcgat tta

<210> 46

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 46

taaatcgatg cctcctgtac gcgacgagca atc

<210> 47

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer
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<400> 47
gattgctcgt cgcgtacagg aggcatcgat tta

<210> 48

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 48

taaatcgatg cctcctttac gcgacgagca atc

<210> 49

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 49

gattgctcgt cgcgtaaagg aggcatcgat tta

<210> 50

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 50

taaatcgatg cctcttctac gcgacgagca atc

<210> 51

<211> 33

<212> DNA

<213> Artificial Sequence
<220>

<223> primer

<400> 51
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gattgctcgt cgcgtagaag aggcatcgat tta
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