<110>
<120>
<130>
<160>
<170>
<210>
<211>

<212>
<213>

22

1
1080
DNA

<220>

SEQUENCE LISTING

BiSSAP 1.3.6

<223> DEHA2B00132g

<400> 1
atgagttgtg

ggcatacgta
aatccgtttt
gtccgtgaag
tatgtgcgca
tctaagctaa
catcttagaa
gggtatgcaa
accaagccac
gacaagttcc
ttacacagcg
ctccaggaca
ggcatattga
cgttttttct
aatcccaccg
gtggaagaag
gatgacaggt
ttgaagttgg
<210> 2

<211> 2244

<212> DNA
<213>

<220>
<223>

<400> 2

ttttctgtca
ttgttgagat
ccgagagatt
atattctatc
aaagtgttgt
atgtttgcaa
cagaacacag
ttcccaacca
ccacttcaat
tccgcacaat
aaaacaagga
ggccacattt
aggttcccgt
acacgtttgc
acgaagtggt
acacgactgg
ttgcgcagtc

ctatagcaga

DEHA2F27434g

Universidad de Cérdoba

Artificial Sequence

atatttaacc
tgatggagtt
tacgcagaga
aacaattaat
atctaccgat
gctttgcttc
ggtcaatagt
aaagtgcggc
gacaaccatg
caacgccaac
agaaagtata
gaagggcacg
tctctttacg
caaggtatgc
gaagcgggcg
aatgtttatg
gaaggtgcga
ctatatgttg

Artificial Sequence

SEQLTXT

ctgcattttt
tctattttaa
tatttagcga
aaccactttg
cacgcatcgg
aatcatgcct
aatttccaac
ttttcctatt
gaaggcccgc
ctatattatg
ccggtgtttg
catcccattt
acccaggtga
ggtaaccgaa
gtgatggaga
agagccgtga
gccagaatcc

atgagaaaca
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gcaacaaaat
cacacgacgg
atgttgtagg
ataaccactc
aaatagcagg
cgaagactca
agcacgtctt
tataccgcga
atacacatct
gaaagggata
aggccgtcaa
acaatcggat
tctatgcaaa
tcatcgagga
cgatcgagaa
ttatctcgtt
tcgatggcat

acgccaatgg

ggaagcacac
aaatattctt
ttgttccagc
aaaaagccat
agtcaaagaa
ccttaatctt
cagaacaacc
aaaagaagac
ccggcacgag
cccgcagtac
gaagtatatt
gttgcgagag
ctatgccagc
agtggtgacc
gtatattgtg
gatgcttccc
caactatttc

gattctttga

Método para mejorar la tolerancia a estreses abiéticos en un organismo
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atgcatttaa
atattgaacc
ggggtttctg
aagagatatt
attcataacc
atcaattact
tgttttaacc
aagagaaaat
tgcggctttt
accatcgaag
gccaacctat
agtataccgg
ggcacgcatc
tttacgaccc
ttatgcgata
c€gggcggtga
tttatcaaag
gtgcgagcca
atgttgatga
gcatttgagt
acgatagtcg
ccggacctcg
ttgctaccgg
aaagatatgt
aacaagcttt
aatcaaaagt
gtatgcatct
tttgccaacc
aaccttctct
ttgcccattg
gttgcaatcg
gattgggaag
agcttgttag
tataagctcg

aagtatatca

cgcgtgcacg
ctgcatcttt
ttttaacaca
tagtgaatgc
acttcgataa
actctgaaat
attgcgcgcet
tccaacggca
cctatttata
gcccgcettac
attacggaaa
tgtttgaggc
ccatttacaa
aggttatcta
accgaatcat
tggagacgat
ccgtgattat
aaatctttga
gaaacaacgc
ccacacggtc
accagcagga
gcaagttggt
acgggatgtt
tcagctgcac
cttatcagca
atatgagaag
tgatcacctg
cgacagattt
ataataagaa
aggtttccaa
tggaagagca
acgacgaaga
cgtccaaggc
gcccgagaaa

gggagaagta

aatggaatct
tgcaacaaaa
tgacagaaac
catggattgt
ccactcaaaa
agcgggagtc
gaactacatt
cgtcttcaga
cggcgaaaaa
ccatctccgg
gggatacccg
cgtcaagaag
tcggatgttg
tgcaaactat
cgaggaagtg
cgaaaggtat
ctcgttgatg
cgggatcaac
caaggagatt
atacaaccat
taaccgaaag
tagatgcttg
gatggtggac
ggatttagga
gcgacgcacg
catgtttgac
tggcagtcca
ggtgcgcacg
tacgcatagc
aatagtcatc
cgggtgggcc
gtttgacgag
gctttccaag

tgggggccag

tacgcccagg

SEQLTXT
cgacgacaga

atggaagcaa
attcttaacc
tccattgtcc
gaccattatg
aaggaatcta
aatcaacatc
acaaccgggt
gaagacacca
tacgaggaca
cagtacttac
tatattctcc
cgagaaggca
gccagccgct
gtgaccaatc
attgtggtgg
cttcctgatg
tatttcttga
atcaaaaact
daattcaata
gtgatgatcg
gtccgggagt
gagctatacg
tatagtgttt
tacgaggaag
cagtttacca
tttcgggtga
atgtattatt
agcatgcgat
cattacgtgt
aagtccaaaa
ctggacggaa
agagatgaaa
gtgttcaagt

attttacggc
Page 2

tgagctgtcc
tacgcattgt
ctttttccga
gtgatgacat
tgcgaaaaag
aactcaatgt
tcaagaaaga
atgcaattcc
aaccgcccac
agttcctccg
acagcgaaaa
aggacaggcc
tattgaaggt
ttttctacac
ccaccgacga
aagaagacac
accggtttgc
agttggccat
gggaacatct
ggacgttgcc
ggtcggtcag
accataccac
aggagtttcg
tctacggaac
ccgtcggcga
ggctcaactt
cggagttgct
ccaacgagca
attcgaacca
caattatcaa
gcgatatgag
atgatctgga
taaagacgct
atttggagct

aggcattagt

ttttttgaaa
tgagattgat
gagatttaac
tctatcaaca
ggttgttccc
ttgcaagatt
gcatggcgtt
caaccaaaag
ttcaatgaca
cacaatcaac
caaggaagaa
acatttgaag
tccegttctc
gtttgccaag
agtggtgaag
gactgaaacg
gcagtcaaag
agcagactat
agcataccag
ggctttccag
attcagtacg
ggttcgaaac
aaagcacgcc
agacgaactc
taaatggaag
gaatatcttt
cacgttgacg
tattcagatt
taccaagatg
atatttggag
cgtggcagac
agatggggct
cttgttcatg
ggtgagtgaa
ctattttacg
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SEQLTXT

cggacgctct tggaagaagc aaagtatcaa ggagtgggga ttctcaatcg aattgattcc

attgcaggtc ataggtcaga gaccgccgat ttgcagtacg gagttacgca tagcaatatg

tatgcaaacc tatatgatgg ataa

<210> 3
<211> 1059
<212> DNA

<213> Artificial Sequence

<220>

<223> DEHA2D19448g

<400> 3
atggaagcaa

actcttaacc
tccattatcc
gaccattatg
aaggaatcta
aatcaacatc
acaaccgggt
gaagacacca
cacgaggaca
cagtacctac
tatattctcc
cgagagggca
gccagccgtt
gtgaccagtc
attgtggcgg
cttcccgatg
tatttcttga
atcaaaaaac
<210> 4

<211> 882
<212> DNA

tacgcattgt
ctttttccga
gtgatgacat
tgcgaaaaag
aactcaatgt
tcaagaaaga
atgcaattcc
aaccgcccac
agttcctccg
acagcgaaaa
aggacatacc
tattgaaggt
ttttctacac
ccaccgacga
aagaagacac
accggtttgce
agttggctat

tgggagaatc

tgagattgat
gagatttaac
tctatcaaca
ggttgttccc
ttgcaagatt
gcatagcgtt
caaccaaaag
ttcaatgaca
cacaatcaac
caaggaagaa
acatttgaag
tccegttctce
gtttgccaag
agtggtgaag
gactgaaatg
gcagtcgaag
agcagactat

tagcatacca

<213> Artificial Sequence

<220>

<223> DEHA2D00682g

<400> 4

ggggtttctg
aagagatatt

attcataacc
atcaattact
tgttttaacc
aagagaaatt
tgcggctttt
accatcgaag
gccaacctat
agcataccga
ggcacgcatc
tttacgaccc
ttatgcgata
cgagcggtga
tttatgaaag
gtgcgagcca
atgttgatga

ggcatttga

ttttaacaca
tagtgaatgc
acttcgataa
actctgaaat
attgcgcgct
tccaacggca
cctatttata
gcccgcttac
attacggaaa
tgtttgaggc
ccatttacaa
aggtgatcta
accgaatcat
tggagacgat
tcgtgattat
aaatctttga

gaaacaacgc

tgacagaaac
catggattgt
ccactcaaaa
agcgggagtc
gaactacatt
cgtcttcaga
ccgcgaaaaa
ccatctccgg
gggatacccg
cgtcaagaag
tcggatgttg
tgcaaactat
cgaggaagtg
cgagaagtat
ctcgttgatg
cggcatcaac

caaggagatt

atggtaagct gcgagataag tgtcgcatgg caaactattt gcggcaaatt gccaatgcga

gtcaaagaat ctaagctaaa tgtttgcaag ctttgcttca atcatgcctc aaagtcacac
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attaatcatc
agaacaaccg
aaagaataca
cgacacgaga
ccgcagtacc
aagtatattc
ttgcgagagg
tacgccggcc
gtggtgacca
tatattgtgg
atgcttcccg
aactatttct
attatcaaaa
<210>
<211>

<212>
<213>

5
996
DNA

<220>

atcttagaac
gatatgcaat
ccaaaccgcc
acgagttcct
tacacagcga
tccaggacag
gaatattgaa
gctttttctg
atcccaccga
tggaagaaga
atgaccggtt
tgaagttggc

aactgggaga

<223> DEHA2E00198¢g

<400> 5
atggagtcgc

gacaaaatag
gaaagtagtg
tccaaacagc
ggagtcaaag
cacattaatc
ttcagaacaa
gaaaaagaag
ctccggcacg
tacccgcagt
aagaagtata
atgttgcgag
aattacgccg
gaggtggtga
aagtatattg

ttgatgcttc

acgaattacg
taaatccttt
aaatccgcag
attatttatt
aatctaagct
atcatcttag
ccgggtatgce
acaccaaacc
aggacaagtt
atctacacag
ttctccagga
agggaatatt
gccgettttt
ccaatcccac
tggtggaaga

ccgatgaccg

agaacacagg
tcccaaccaa
cacttcaatg
ccgcacaatc
aaacaaggaa
accacatttg
ggtgccggcet
tacgtttgcc
cgaagtggtg
cacgactgaa
tgcgcagtcg
tatagcagac

atctagcata

Artificial Sequence

tattagagaa
ggctgagaaa
tactatattg
gaagcagata
aaatgtttgc
aacagaacac
aattcccaac
gcccacttca
cctccgcaca
cgaaaacaag
caggccacat
gaaggtgccg
ctacacgttt
cgacgaagtg
agacacgact

gtttgcgcag

SEQLTXT
gtcaattgta

aagtgcggct
acaaccatcg
aacaccaacc
gaaagcatac
aagggcacgc
ctctttacga
aagttatgca
aagcgagcgg
atgtttatga
aaggtgcgag
tatatgttga

ccatgcattt

gtcgggggag
tttgcaaata

tcggaaatta
attgctgtta
aagctttgct
agagtcaatt
caaaagtgcg
atgacaacca
atcaacgcca
gaagagagca
ttgaaaggca
gttctcttta
gccaagttat
gtgaagcgag
gaaacgttta
tcgaaggtgc
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acttccaacg
tttcctattt
aaggcccgca
tatattacgg
cagtgtttga
atcccattta
cccaggtgat
ataaccgaat
tgatggagac
aagccgtgat
ccaaaatctt

tgagaaacaa

ga

tgtctatttt
aatatctacc
aaagttacta
cagatgactc
tcaatcatgc
gcaacttcca
gcttttccta
tcgaaggccc
acctatatta
taccggtgtt
cgcatcccat
cgacgcaggt
gcgataaccg
cggtgatgga
tgaaagccgt

gagccaaaat

gcacgtcttc
ataccgcgaa
tacccatctt
aaagagatac
ggccgtcaag
caaccggatg
atatgcaaac
catcgaggaa
gatcgagaag
tatctcgttg
tgacggcatc

cgccaaggag

agtgcacaag
acgtcttatc
ccaggaacat
cgaggtacca
ctcaaagtca
acggcacgtc
tatataccgc
gcatacccat
cggaaaggga
tgaggccgtc
ttacaaccgg
gatatatgca
aatcatcgag
gacgatcgag
gattatctcg

ctttgacggc

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



SEQLTXT
atcaactatt tcttgaagtt ggccatagca gactaa 996

<210> 6

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador Dh2B00132fw

<400> 6
gaattcacga cagatgagtt gtgttttctg 30

<210> 7

<211> 22

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador Dh2B00132rv

<400> 7
accagaccga acctatcata cc 22

<210> 8

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 132F

<400> 8
ttgcgagagg gcatattgaa ggttcccgtt 30

<210> 9

<211> 27

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 132R

<400> 9
catcaccgcc cgcttcacca cttecgtc 27

<210> 10

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 198F
<400> 10

acaagttcct ccgcacaatc aacgccaacc 30

<210> 11
Page 5



SEQLTXT
<211> 30
<212> DNA
<213> Artificial Sequence

<220>
<223> Cebador 198R

<400> 11
tgcgtgcctt tcaaatgtgg cctgtcctgg 30

<210> 12

<211> 29

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 19448F

<400> 12
atgacaacca tcgaaggccc gcttaccca 29

<210> 13

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 19448R

<400> 13
atgcgtgccc ttcaaatgtg gtatgtcctg g 31

<210> 14

<211> 26

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 27434F

<400> 14
ggtgaagcgg gcggtgatgg agacga 26

<210> 15

<211> 29

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 27434R

<400> 15
gactgcgcaa accggtcatc aggaagcat 29

<210> 16

<211> 31

<212> DNA

<213> Artificial Sequence
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SEQLTXT

<220>
<223> Cebador 682F

<400> 16
ccaggacaga ccacatttga agggcacgca t

<210> 17

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Cebador 682R

<400> 17
agcggccggc gtagtttgca tatatcacct

<210> 18

<211> 359

<212> PRT

<213> Artificial Sequence

<220>
<223> DEHA2B00132

<400> 18
Met Ser Cys val Phe Cys Gln Tyr Leu Tgr Leu His Phe Cys Asn Lys
1 5 1 15
Met Glu Ala ggs Gly ITe Arg Ile ga] Glu Ile Asp Gly §81 Ser Ile
5
Leu Thr gis Asp Gly Asn Ile Lgu Asn Pro Phe Ser Glu Arg Phe Thr
5 4 45
Gln Agg Tyr Leu Ala Asn val val Gly Cys Ser ggr val Arg Glu Asp
5 55
Ile Leu Ser Thr Ile Asn Asn His Phe Asp Asn His Ser Lys Ser His
65 70 75 80
Tyr val Arg Lys ger val val Ser Thr Sgp His Ala Ser Glu é]e Ala
5 5
Gly val Lys Glu Ser Lys Leu Asn Val Cys Lys Leu Cys Phe Asn His
100 105 110
Ala Ser Lys Thr His Leu Asn Leu His Leu Arg Thr Glu His Arg val
115 120 125
Asn Ser Asn Phe GIn Gln His val Phe Arg Thr Thr Gly Tyr Ala Ile
130 135 140
Pro Asn Gln Lys Cys Gly Phe Ser Tyr Leu Tyr Arg Glu Lys Glu Asp
145 150 155 160
Thr Lys Pro Pro Thr Ser Met Thr Thr Met Glu Gly Pro His Thr His
165 170 175
Leu Arg His Glu Asp Lys Phe Leu Arg Thr Ile Asn Ala Asn Leu Tyr
180 185 190
Tyr Gly Lys Gly Tyr Pro GIn Tyr Leu His Ser Glu Asn Lys Glu Glu
195 200 205
Ser ITe Pro val Phe Glu Ala val Lys Lys Tyr Ile Leu Gln Asp Arg
210 215 220
Pro His Leu Lys Gly Thr His Pro Ile Tyr Asn Arg Met Leu Arg Glu
225 230 235 240
Gly ITe Leu Lys val Pro val Leu Phe Thr Thr Gln val Ile Tyr Ala
245 250 255
Asn Tyr Ala Ser Arg Phe Phe Tyr Thr Phe Ala Lys val Cys Gly Asn
260 265 270
Arg Ile ITe Glu Glu val val Thr Asn Pro Thr Asp Glu val val Lys
275 280 285
Arg Ala val Met Glu Thr ITe Glu Lys Tyr Ile val val Glu Glu Asp
290 295 300
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Thr Thr Gly Met

305

Asp Asp Arg Phe

Ile Asn Tyr Phe

340

Asn Asn Ala Asn

<210> 19

355

<211> 747
<212> PRT
<213> Artificial Sequence

<220>
<223> DEHA2F27434

<400> 19

Met
1
Pro
Ala
Arg
val
65
Ile
Arg
Ser
Tyr
Gln
145
Cys
Thr
Asp
Tyr
Phe
225
Gly
val
Arg
Glu
Glu
305
Phe
Ala
Leu
Glu

Thr
385

His
Phe
Ile
Asn
50

Asn
His
val
Lys
Ile
130
Arg
Gly
ser
Lys
Pro
210
Glu
Thr
Pro
Phe
val

290
Thr

Gln
Lys
Ile

370
Arg

Leu
Leu
Arg
35

Ile
Ala
Asn
val
Leu
115
Asn
His
Phe
Met
Phe
195
Gln
Ala
His
val
Phe
275
val
Ile
Lys
ser
Leu
355
Ile

Ser

Thr
Lys
20

Ile
Leu
Met
His
Pro
100
Asn
Gln
val
ser
Thr
180
Leu
Tyr
val
Pro
Leu
260
Tyr
Thr
Glu
Ala
Lys
340
Ala
Lys

TYyr

Phe
Ala
325
Leu

Gly

Arg
5
Ile
val
Asn
Asp
Phe
85
Ile
val
His
Phe
Tyr
165
Thr
Arg
Leu
Lys
Ile
245
Phe
Thr
Asn
Arg
val
325
val
Ile
Asn

Asn

Met
310

Arg

Ala

val

Gln Ser Lys val

Lys

Ile

Ala
Leu
Glu
Pro
cys
70

Asp
Asnh
cys
Leu
Arg
150
Leu
Ile
Thr
His
Lys
230
Tyr
Thr
Phe
Pro
Tyr
310
Ile
Arg
Ala
Trp

His
390

Leu

Leu

Arg

Asn

Phe
55

Ser
Ash
Tyr
Lys
Lys
135
Thr
Tyr

Glu

Ser
215
Tyr
Asnh
Thr
Ala
Thr

295
Ile

Ala
Asp
Glu

375
Lys

Ala

Met
Pro
Asp
40

Ser
Ile
His
Tyr
Ile
120
Lys
Thr
Gly
Gly
Ash
200
Glu
Ile
Arg
Gln
Lys
280
Asp
val
Ser
Lys
Tyr
360
His

Phe

Ile
345

Glu
Ala
Gly
Glu
val
Ser
Ser
105
Cys
Glu
Gly
Glu
Pro
185
Ala
Asnh
Leu
Met
val
265
Leu
Glu
val
Leu
Ile
345
Met

Leu

Asn

SEQLTXT

Ile
Arg
330
Ala

Ser
10

Ser
val
Arg
Arg
Lys
90

Glu
Phe
His
Tyr
Lys
170
Leu
Asn
Lys
Gln
Leu
250
Ile
Cys
val
Glu
Met
330
Phe
Leu
Ala

Arg

ITe Ser Leu

315
Ala

Asp

Arg
Phe
Ser
Phe
Asp
75

Asp
Ile
Asn
Gly
Ala
155
Glu
Thr

Leu

Glu

Asp
235
Arg
Tyr
Asp
val
Glu
315
Leu
Asp
Met
Tyr

Thr
395

Page 8

Arg

Tyr

Arg
Ala
val
Asn
60

Asp
His
Ala
His
val
140
Ile
Asp
His
Tyr
Glu
220
Arg
Glu
Ala
Asn
Lys
300
Asp
Pro
Gly
Arg
Gln

380
Leu

Ile

Met

Gln
Thr
Leu
45

Lys
Ile
Tyr
Gly
Cys
125
Lys
Pro
Thr
Leu
Tyr
205
Ser
Pro
Gly

Asn

Arg
285
Arg
Thr
Asp
Ile
Asn
365
Ala

Pro

Met
Leu

Leu
350

Met
Lys
Thr
Arg
Leu
val
val
110
Ala
Arg
Asn
Lys
Arg
190
Gly
Ile
His
Ile
Tyr
270
Ile
Ala
Thr
Asp
Asn
350
Asn

Phe

Ala

Leu

Asp
335
Met

Ser
15

Met
His
Tyr
Ser
Arg
95

Lys
Leu
Lys
Gln
Pro
175
Tyr
Lys
Pro
Leu
Leu
255
Ala
Ile
val
Glu
Arg
335
Tyr
Ala
Glu

Phe

Pro
320
Gly

Arg

Cys
Glu
Asp
Leu
Thr
80

Lys
Glu
Asn
Phe
Lys
160
Pro
Glu
Gly
val
Lys
240
Lys
ser
Glu
Met
Thr
320
Phe
Phe
Lys
ser

Gln
400



Thr
Arg
Glu
val
Ser
465
Asn
Asp
Thr
Ser
Thr
545
Asn
His
val
Trp
Asp
625
Ser
Leu
Lys
Pro
Glu
705
Ile

His

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

Ile
Phe
Tyr
Asp
450
Cys
Lys
Lys
Arg
Pro
530
Asp
Leu
Thr
ser
Ala
610
Glu
Leu
Leu
Tyr
Arg
690
Glu
Ala

Ser

<220>

<223>
<400>

Met
1
His
Tyr
Ser
Arg
65
Lys

Leu

Glu
Asp
Leu
Thr
50

Lys
Glu

Asn

20
352
PRT
Artificial Sequence

val
ser
His
435
Glu
Thr
Leu
Trp
Leu
515
Phe
Leu
Leu
Lys
Ile
595
Lys
Glu
Leu
Phe
Leu
675
Ile
Ala
Gly

Asn

Ala
Arg
val
35

Ile
Arg

Ser

Tyr

Asp
Thr
420
Thr
Leu
Asp
ser
Lys
500
Asn
Arg
val
Tyr
Met
580
Ile
ser
Phe
Ala
Met
660
Glu
Leu

Lys

Met
740

Ile
Asn
20

Asn
His
val
Lys

Ile
100

Gln
405
Pro
Thr
Tyr
Leu
Tyr
485
Asn
Leu
val
Arg
Asn
565
Leu
Lys
Lys
Asp
Ser
645
Tyr
Leu
Arg
Tyr
Arg

725
Tyr

DEHA2D19448
20

Arg
5

Thr
Ala
Asn
val
Leu

85
Asn

Gln
Asp
val
Glu
Gly
470
Gln
Gln
Asnh
Thr
Thr
550
Lys
Pro
Tyr
Ser
Glu
630
Lys
Lys
val
Gln
Gln
710
Ser

Ala

Ile
Leu
Met
His
Pro
70

Asnh

Gln

Asp
Leu
Arg
Glu
455
Tyr
Gln
Lys
Ile
Glu
535
Met

Asn

Leu
Asp
615
Leu
Ala
Leu
Ser
Ala
695
Gly
Glu

Asn

val
Asnh
Asp
Phe
55

Ile
val

His

Ash
Gly
Ash
440
Phe
Ser
Arg
Tyr
Phe
520
Leu
Tyr
Thr
Glu
Glu
600
Met
Asp
Leu
Gly
Glu
680
Leu
val
Thr

Leu

Glu
Pro
cys
40

Asp
Asn
cys

Leu

Arg
Lys
425
Leu
Arg
val
Arg
Met
505
val
Leu
Tyr
His
val
585
val
Ser
Gly
Ser
Pro
665
Lys
val
Gly
Ala

TYyr
745

Ile
Phe
25

Ser
Asnh
Tyr
Lys

Lys
105

SEQLTXT
Lys val
410

Leu val

Leu Pro
Lys His

Phe Tyr
475

Thr Tyr

490

Arg Ser

Cys Ile
Thr Leu

Ser Asn
555

Ser Ser

570

Ser Lys

Ala Ile
val Ala

Asn Asp
635

Lys Arg

650

Arg Asn

Tyr Ile
Tyr Phe

Ile Leu
715

Asp Leu

730

Asp Gly

Asp Gly
10
Ser Glu

Ile Ile

His Ser

Tyr Ser
75

Ile Cys

90

Lys Glu

Page 9

Met
Arg
Asp
Ala
460
Gly
Glu
Met
Leu
Thr
540
Glu
Met
Ile
val
Asp
620
Leu
Asp
Gly
Arg
Thr
700
Asn

Gln

val
Arg
Arg
Lys
60

Glu
Phe

His

Cys
Gly
445
Lys
Thr
Glu
Phe
Ile

525
Phe

Arg
val
Glu
605
Asp
Glu
Glu
Gly
Glu
685
Arg
Arg

Tyr

Ser
Phe
Asp
45

Asp
Ile
Asn

Ser

Gly
Leu
430
Met
Asp
Asp
Ala
Asp
510
Thr
Ala
Ile
Tyr
Ile
590
Glu
Trp
Asp
Ile
Gln
670
Lys
Thr
Ile

Gly

val
Asn
30

Asp
His
Ala
His

val
110

Ser
415
val
Leu
Met
Glu
val
495
Gln
Cys
Asn
Gln
Ser

575
His

Glu
Gly
Lys
655
val
Tyr
Leu

Asp

val
735

Leu
15

Lys
Ile
Tyr
Gly
Cys

95
Lys

val
Arg
Met
Phe
Leu
480
Gly
Phe
Gly
Pro
Ile
560
Asn
Tyr
Gly
Asp
Ala
640
Thr
Phe
Thr
Leu
ser

720
Thr

Thr
Arg
Leu
val
val
Ala

Arg



Asn
Gln
Pro
145
His
Lys
Pro
Leu
Leu
225
Ala
Ile
val
Glu
Arg
305
Tyr

Ala

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

Phe
Lys
130
Pro
Glu
Gly
Met
Lys
210
Lys
ser
Glu
Met
Met
290
Phe
Phe

Lys

<220>

<223>
<400>

Met
1
Leu
Phe
His
Tyr
65
Lys
His
Asn
Lys
Gln
145
Leu
Ile

Cys

val
Pro
Asn
Arg
50

Ala
Glu
Thr
Leu
Glu
130
Asp
Arg
Tyr

Asn

Gln
115
Cys
Thr
Asp
Tyr
Phe
195
Gly
val
Arg
Glu
Glu

275
Phe

Leu

Glu

21
293
PRT
Artificial Sequence

ser
Met
His
35

val
Ile
Tyr
His
Tyr
115
Glu
Arg
Glu
Ala

Asn
195

Arg
Gly
ser
Lys
Pro
180
Glu
Thr
Pro
Phe
val
260
Thr
Met
Gln
Lys

Ile
340

Cys
Arg
20

Ala
Asn
Pro
Thr
Leu
100
Tyr
Ser
Pro
Gly
Asn

180
Arg

Phe
Met
Phe
165
Gln

Ala

val
Phe

245
val

Lys
Ser
Leu

325
Ile

DEHA2D00682
21

Glu
5
val
Ser
Cys
Asn
Lys
85
Arg
Gly
Ile
His
Ile
165
Tyr

Ile

val
Ser
Thr
150
Leu
Tyr
val
Pro
Leu
230
Tyr
Thr
Glu
val
Lys
310
Ala

Lys

Ile
Lys
Lys
Asnh
Gln
70

Pro
His
Lys
Pro
Leu
150
Leu

Ala

Ile

Phe
Tyr
135
Thr
Arg
Leu
Lys
Ile
215
Phe
Thr
Ser
Lys
val

295
val

Lys

Ser
Glu
Ser
Phe
55

Lys
Pro
Glu
Arg
val
135
Lys
Lys
Gly

Glu

Arg
120
Leu

Thr
His
Lys
200
Tyr
Thr
Phe
Pro
Tyr
280
Ile
Arg
Ala

Leu

val
Ser
His
40

Gln
cys
Thr
Ash
Tyr
120
Phe
Gly
val
Arg

Glu
200

Thr
Tyr
Glu
Ile
Ser
185
Tyr
Asnh
Thr
Ala
Thr
265
Ile
Ile
Ala
Asp

Gly
345

Ala
Lys
Ile
Arg
Gly
Ser
Glu
105
Pro
Glu
Thr
Pro
Phe

185
val

SEQLTXT
Thr Gly

Arg Glu

Gly Pro
155

Asn Ala

170

Glu Asn

ITe Leu
Arg Met
Gln val
235
Lys Leu
250
Asp Glu
val Ala
Ser Leu
Lys Ile
315
Tyr Met
330
Glu Ser

Trp Gln
10
Leu Asn
Asn His
His val
Phe Ser
Met Thr
90
Phe Leu
Gln Tyr
Ala val
His Pro
155
Ala Leu
170
Phe Cys

val Thr

Page 10

Tyr
Lys
140
Leu
Asn
Lys
Gln
Leu
220
Ile
Cys
val
Glu
Met
300
Phe
Leu

Ser

Thr
val
His
Phe
60

Tyr
Thr
Arg
Leu
Lys
140
Ile
Phe
Thr

Asn

Ala
125
Glu
Thr
Leu
Glu
Asp
205
Arg
Tyr
Asp
val
Glu
285
Leu
Asp
Met

Ile

Cys
Leu
45

Arg
Leu
Ile
Thr
His
125
Lys
Tyr
Thr
Phe

Pro
205

Ile
Asp
His
Tyr
Glu
190
Ile
Glu
Ala
Asn
Lys
270
Asp
Pro
Gly
Arg

Pro
350

Cys
Lys
30

Arg
Thr
Tyr
Glu
Ile
110
Ser
Tyr
Asn
Thr
Ala

190
Thr

Pro
Thr
Leu
Tyr
175
Ser
Pro
Gly
Asn
Arg
255
Arg
Thr
Asp
Ile
Asn

335
Gly

Gly
15

Leu
Thr
Thr
Arg
Gly
95

Asn
Glu
Ile
Arg
Gln
175
Lys

Asp

Asn
Lys
Arg

160
Gly

Tyr
240
Ile

Thr
Asp
Asn
320
Asn

Ile

Lys
Cys
Glu
Gly
Glu
80

Pro
Thr
Asn
Leu
Met
160
val

Leu

Glu



val
Glu
225
Met
Phe
Leu

Ser

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

val
210
Glu
Leu
Asp
Met

Ile
290

<220>

<223>
<400>

Met
1
Leu
Asn
Ile
Tyr
65
Gly
Ala
Asn
Pro
Thr
145
Leu
Tyr
Ser
Pro
Gly
225
Asn
Arg
Arg
Thr
Asp

305
Ile

Glu
val
Lys
Leu
50

Leu
val
sSer
Cys
Asn
130
Lys
Arg
Gly
Ile
His
210
Ile
Tyr
Ile
Ala
Thr
290
Asp

Asn

22

331
PRT
Artificial Sequence

Lys
Asp
Pro
Gly
Arg

275
Pro

Arg
Thr
Asp
Ile
260
Asn

Cys

Ala
Thr
Asp
245
Asn
Asn

Ile

DEHA2E00198
22

Ser His Glu

His
Tyr
35

ser
Leu
Lys
Lys
Asn
115
Gln
Pro
His
Lys
Pro
195
Leu
Leu
Ala
Ile
val
275
Glu
Arg

Tyr

Lys
20

Leu
Glu
Lys
Glu
ser
100
Phe
Lys
Pro
Glu
Gly
180
val
Lys
Lys
Gly
Glu
260
Met
Thr
Phe

Phe

5
Asp

Pro
Ile
Gln
Ser
85

His
Gln
Cys
Thr
Asp
165
Tyr
Phe
Gly
val
Arg
245
Glu
Glu
Phe
Ala

Leu
325

val
Glu
230
Arg
Tyr

Ala

Leu
Lys
Arg
Lys
Ile
70

Lys
Ile
Arg
Gly
Ser
150
Lys
Pro
Glu
Thr
Pro
230
Phe
val
Thr
Met
Gln

310
Lys

Met
215
Met
Phe
Phe

Lys

Arg
Ile
Leu
Ser
55

Ile
Leu
Ash
His
Phe
135
Met
Phe
Gln
Ala
His
215
val
Phe

val

Lys
295
Ser

Leu

Glu
Phe
Ala
Leu

Glu
280

Ile
val
Ile
40

Tyr
Ala
Ash
His
val
120
Ser
Thr
Leu
Tyr
val
200
Pro
Leu
Tyr
Thr
Glu
280
Ala
Lys

Ala

Thr
Met
Gln
Lys

265
Ile

Arg
Ash
25

Glu
Tyr
val
val
His
105
Phe
Tyr
Thr
Arg
Leu
185
Lys
Ile
Phe
Thr
Asnh
265
Lys
val
val

Ile

SEQLTXT
ITe Glu

Lys Ala
235

Ser Lys

250

Leu Ala

Ile Lys

Glu val
10
Pro Leu

Ser Ser
Gln Glu

Thr Asp
75

Cys Lys

90

Leu Arg

Arg Thr
Ile Tyr

ITe Glu
155

Thr Ile

170

His Ser

Lys Tyr
Tyr Asnh
Thr Thr
235
Phe Ala
250
Pro Thr
Tyr Ile
ITe Ile
Arg Ala
315

Ala Asp
330
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Lys
220
val
val
Ile

Lys

Gly
Ala
Glu
His
60

Asp
Leu
Thr
Thr
Arg
140
Gly
Asn
Glu
Ile
Arg
220
Gln
Lys
Asp
val
Ser

300
Lys

Tyr
Ile
Arg
Ala

Leu
285

Gly
Glu
Ile
45

Ser
Ser
Cys
Glu
Gly
125
Glu
Pro
Ala
Asn
Leu
205
Met
val
Leu
Glu
val
285
Leu

Ile

Ile
Ile
Ala
Asp

270
Gly

val
Lys
30

Arg
Lys
Glu
Phe
His
110
Tyr
Lys
His
Asn
Lys
190
Gln
Leu
Ile
Cys
val
270
Glu
Met

Phe

val
Ser
Lys
255
Tyr

Glu

Ser
15
Phe
Ser
Gln
val
Asn
95
Arg
Ala
Glu
Thr
Leu
175
Glu
Asp
Arg
Tyr
Asp
255
val
Glu
Leu

Asp

val
Leu
240
Ile
Met

Ser

Ala
Thr
His
Pro
80

His

val

Asp
His
160
Tyr
Glu
Arg
Glu
Ala
240
Asn
Lys
Asp
Pro

Gly
320



