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Sso7d Superomposition with Sac7d

Figure 3a
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Superimposition with Sac7d

Figure 3b

NAP-2 Superimposition with Sac7d
Figure 3¢

Superimposition with Sac7d
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Figure 3d
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SEQUENCE LISTING
<110> INSTITUT PASTEUR
CENTRE NATIONAL DE LA RECHERCHE SCIENTIFIQUE

PECORARI, Frédéric
ALZARI, Pedro

<120> OB-FOLD USED AS SCAFFOLD FOR ENGINEERING NEW SPECIFIC BINDERS
<130> VMA/ah-F226/133

<160> 47

<170> PatentlIn version 3.3

<210> 1
<211> 66
«<212> PRT

<213> Sulfolobus sp.

<400> 1

-

Met Val Lys Val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp
1 5 10 15

Thr Ser Lys Ile Lys Lys Val Trp Arg Val Gly Lys Met Val Ser Phe
20 25 30

Thr Tyr Asp Asp Asn Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys

Asp Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu
50 55 60

Lys Lys
65

<210> 2

<211> 79

<212> PRT

<213> Artificial

<220>
<223> Clone 6

<220>
<221> DOMAIN
<222> {1)..(12)

<223> MRGS-(His)6-tag

<400> 2

Met Arg Gly Ser His His His His His His Gly Ser Val Lys Val Lys
1 5 10 15



Phe Val

His Val

Gly Lys
50

Leu Leu
65

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

<220>
<223>

<220>
<221>
<222>
<223>

<400>
Met Arg

1

Phe Thr

Ser Val

Gly Lys
50

Leu Leu
65

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

<220>
<223>

PCT/IB20A 7/ 90k 388

Leu Gly Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Arg
20 25 30
Tyr Arg Tyr Gly Lys His Val Thr Phe Ser Tyr Asp Asp Asn
35 40 , 45
Leu Gly Leu Gly Leu Val Lys Glu Lys Asp Ala Pro Lys Glu
55 60
Asp Met Leu Ala Arg Ala Glu Arg Glu Lys Lys Leu Asn
70 75
3
79
PRT
Artificial
Clone 33
DOMAIN
(1)..(12)
MRGS- {His) 6~tag

3

Gly Ser His His His His His His Gly Ser Val Lys Val Lys
5 10 15

Trp Tyr Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Met
20 25 30

Cys Arg Trp Gly Lys Arg val Rla Phe Ser Tyr Asp Asp Asn
35 40 45

IlelAsp Tyr Gly Leu Val Asp Glu Lys Asp Ala Pro Lys Glu
5 60

Asp Met Leu Ala Arg ala Glu Arg Glu Lys Lys Leu Asn
70 75

4

73

PRT
Artificial

Clone 39
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<220>

<221> DOMAIN

<222>  (1)y..(12)

<223> MRGS-(His)6-tag

<400> 4

Met Arg Gly Ser His His His His His His Gly Ser Val Lys Val Lys
1 5 10 15

Phe Cys Trp Glu Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Arg
20 25 30

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

Gly Lys Leu Gly Leu Gly Leu Val Asn Glu Lys Asp Ala Pro Lys Glu
50 55 60

Leu Leu Asp Met Leu Ala Arg Ala Ala

65 70
<210> 5

<211> 79

<212> PRT

<213> Artificial

<220>
<223> Clone 40

<220>

<221> DOMAIN

<222>  (1)..(12)

<223> MRGS~(His)6~-tag

<400> 5

Met Arg Gly Ser His His His His His His Gly Ser Val Lys Val Lys
1 5 10 15

Phe Gly Glu His Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Met
20 25 30

Ser Val Val Arg Phe Gly Lys Trp Val Cys Phe Arg Tyr Asp Asp Asn
35 40 45

Gly Lys Ala Gly Tyr Gly
50

wy

la Val Leu Glu Lys Asp Ala Pro Lys Glu

Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys Lys Leu Asn




PCT/B20 0 7 onL 388

65 70 75
<210> 6

<211> 179

<212> PRT

<213> Artificial

<220>
<223> Clone 41

<220>

<221> DOMAIN

<222> (1)..(12)

<223> MRGS- (His) 6-tag

<400> 6

Met Arg Gly Ser His His His His His His Gly Ser Val Lys Val bys
1 5 10 15

Phe Val Met Ser Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Met
20 25 30

ser vVal Val Arg Phe Gly Lys Trp Val Cys Phe Rrg Tyr Asp Asp Asn
35 40 45

Gly Lys Ala Gly Tyr Gly Ala Val Leu Glu Lys Asp Ala Pro Lys Glu
50 v 55 60 .

Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys Lys Leu Asn

65 70 75
<210> 7

<211> 548

<212> PRT

<213> Artificial

<220>
<223> PhohA fusion with clone 6

<220>

<221> SIGNAL

<222> (1y..{2L)
<223> signal peptide

<220>

<221> CHAIN
<222>  (29)..(33)
<223> linker

<220>
<221> BIND
<222> (34)..(98)
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<223>  PalD-N

<220>

<221> CHAIN

<222>  (99)..(104)
<223> linker

<220>
<221> ACT-SITE
<222> (105} ..(548)

<223> PhoA

<400> 7

Met Lys Gln Ser Thr Ile Ala Leu Ala Leu Leu Pro Leu Leu Phe Thr
1 5 10 15

Pro val Thr Lys Ala Arg Thr Pro Glu Met Pro Val Asp Gly Thr Gly
20 25 30

Ser Val Lys Val Lys Phe Val Leu Gly Gly Glu Glu Lys Glu Val Asp
35 40 45

Thr Ser Lys Ile Arg His Val Tyr Arg Tyr Gly Lys His Val Thr Phe
50 55 60

Ser Tyx Asp BAsp Asn Gly Lys Leu Gly Leu Gly Leu Val Lys Glu Lys
65 70 75 80

Asp BAla Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu
85 20 95

Lys Lys Leu Arg Ala Gln Pro Gly Val Leu Glu Asn Arg Ala Ala Gln
100 105 110

Gly Bsp Ile Thr Ala Pro Gly Gly Ala Arg Arg Leu Thr Gly Asp Gln
115 120 125

Thr Ala Ala Leu Arg Asp Ser Leu Ser Asp Lys Pro Ala Lys Asn Ille
130 135 140

Ile Leu Leu Ile Gly Asp Gly Met Gly Asp Ser Glu Ile Thr Ala Ala
145 150 155 160

Arg Asn Tyr Ala Glu Gly Ala Gly Gly Phe Phe Lys Gly Ile Asp A
165 170 175

Leu Pro Leu Thr Gly Gln Tyr Thr His Tyr Ala Leu Asn Lys Lys Thr
180 185 190
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Gly Lys Pro Asp Tyr val Thr Asp Ser Ala Ala Ser Rla Thr Ala Trp
195 200 205

Ser Thr Gly Val Lys Thr Tyr Asn Gly Ala Leu Gly Val Asp Ile His
210 215 220

Glu Lys Asp His Pro Thr Tle Leu Glu Met Ala Lys Ala Ala Gly Leu
225 230 235 240

Ala Thr Gly Asn Val Ser Thr Ala Glu Leu Gln Gly Ala Thr Pro Ala
245 250 255

Ala Leu Val Ala His Val Thr Ser arg Lys Cys Tyr Gly Pro Ser Ala
260 265 : 270

Thr Ser Glu Lys Cys Pro Gly Asn Ala Leu Glu Lys Gly Gly Lys Gly
275 280 285

Ser Ile Thr Glu Gln Leu Leu Asn Ala Arg Ala Asp Val Thr Leu Gly
290 295 300

Gly Gly Ala Lys Thr Phe BAla Glu Thr Ala Thr Ala Gly Glu Trp Gln
305 310 315 320

Gly Lys Thr Leu Arg Glu Gln Ala Gln Ala Arg Gly Tyr Gln Leu Val
325 330 335

Ser Asp Ala Ala Ser Leu Asn Ser Val Thr Glu Ala Asn Gln Gln Lys
340 345 350

Pro Leu Leu Gly Leu Phe Ala Asp Gly Asn Met Pro Val Arg Trp Leu
355 360 365

Gly Pro Lys Ala Thr Tyr His Gly Asn Ile Asp Lys Pro Ala Val Thr
376 375 380

Cys Thr Pro Asn Pro Gln Arg Asn Asp Ser val Pro Thr Leu Rla Gln
385 380 395 400

Met Thr Asp Lys Ala Ile Glu Leu Leu Ser Lys Asn Glu Lys Gly Phe
405 410 415

Phe Leu Gln Val Glu Gly Ala Ser Ile Asp Lys Gln Gly His Ala Ala
420 425 430




PCT/B260 7 4 go JA g

Asn Pro Cys Gly Gln Ile Gly Glu Thr Val Asp Leu Asp Glu Ala Val
435 440 445

Gln Arg Ala Leu Glu Phe Ala Lys Lys Glu Gly Asn Thr Leu Val Ile
450 455 460

Val Thr Ala Asp His Ala His Ala Ser Gln Ile Val Ala Pro Asp Thr
465 470 475 480

Lys BAla Pro Gly Leu Thr Gln Ala Leu Asn Thr Lys Asp Gly Ala Val
485 490 495

Met Val Met Ser Tyr Gly Asn Ser Glu Glu Asp Ser Gln Glu His Thr
500 505 510

Gly Ser Gln Leu Arg Ile Ala Ala Tyr Gly Pro His Ala Ala Asn Val
515 520 525

Val Gly Leu Thr Asp Gln Thr Asp Leu Phe Tyr Thr Met Lys Ala Ala
530 535 540

Leu Gly Leu Lys

545

<210> 8
<211> 330
<212> PRT

<213> Artificial

<220>
<223> GFP fusion with clone 6

<220>

<221> BRIND
<222> (13)..(77)
<223> PalD-N

<220>

<221> CHAIN
<222> {(78)..(87)
<223> linker

<220>

<221> ACT-SITE
<222> (88)..(329)
<223> GFrP

<400> 8

Met Arg Gly Ser His His His His His His Gly Ser Val Lys Val Lys
1 5 10 15
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Phe Val Leu Gly Gly Glu Glu Lys Glu Val Asp Thr Ser Lys Ile Arg
20 25 30

His val Tyr Arg Tyr Gly Lys His Val Thr Phe Ser Tyr Asp Asp Asn
35 40 45

Gly Lys Leu Gly Leu Gly TLeu Val Lys Glu Lys Asp Ala Pro Lys Glu
50 55 60

Leu Leu Asp Met Leu Ala AIrg Ala Glu Arg Glu Lys Lys Leu Gly Ser
65 70 75 80

Ala Gly Ser Ala Ala Gly Ser Gly Glu Phe Ser Lys Gly Glu Glu Leu
85 90 95

Phe Thr Gly val val Pro Ile Leu Yal Glu Leu Asp Gly Asp Val Asn
100 105 110

Gly His Lys Phe Ser val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr
115 120 125

Gly Lys Leu Thr Leu Lys Phe Ile Cys Thr Thr Gly Lys Leu Pro Val
130 135 140

Pro Trp Pro Thr Leu Val Thr Thr Leu Thr Tyr Gly val Gln Cys Phe
145 150 155 160

Ser Arg Tyr Pro Asp His Met Lys Arg His Asp Phe Phe Lys Ser Ala
165 170 175

Met Pro Glu Gly Tyr Val Gin Glu Arg Thr Ile Ser Phe Lys Asp Asp
180 185 130

Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu
185 200 205

val Asn Arg Ile Glu Leu Lys Gly Ile Asp Phe Lys Glu Asp Gly Asn
210 215 220

Tle Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr
225 230 235 240

Tle Thr Ala Asp Lys Gln Lys Asn Gly Ile Lys Ala Asn Phe Lys Ile
245 250 255




Arg

Gln

Tyr

Asp

305

Gly

His

Asn

Leu

290

His

Met

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

<220>
<223>

<400>

gaaactccta ggtattgtgc tgacgaccce gatcgcgatc tctagectttg cggtgaaagt

gaaatt

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

<220>
<223>

<400>

gatcttgctg gtgtccactt ctttttecttc gectttatat ttaaatttca ctttcaccge

Asn

Thr
275

Ser

Met

Asp

9
66
DNA

Ile

260

Pro

Thr

Val

Glu

Glu

Ile

Gln

Leu

Leu
325

Artificial

primer SC1

9

10
68
DNA

Artificial

primer SC2

10

aaagctag

<210> 11

<211> 78

<212> DNA

<213> Artificial
<220>

<223> primer SC3
<400> 11

gaagtggaca ccagcaagat caagaaéqtt tggegtgtgg gcaaaatggt gagetttace

tacgacgaca acggcaag

Asp Gly Ser

Gly Asp Gly
280

Ser Ala Leu
295

Leu Glu Phe
310

Tyr Lys Thr

Val

265

Pro

Ser

Val

Gln

vVal

Lys

Thr

Asn
330

Leu

Leu

Asp

Ala
315

Ala

Leu

Pro
300

PCTAB2L M 71 g0} 38 g

Pro
285

Asn

Gly

His

270

Asp

Glu

Iie

Tyr Gln

Asn His

Lys Arg

Thr His
320

60

66

60

68

60

78
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10
<210> 12
<211> 60
<212> DNA
<213> Artificial
<220>
<223> primer 8C4
<400> 12
ctctttcggg gcatctttct cgctcacgge gccacggecey gtcttgeegt tgtcgtegta 60
<210> 13
<211> 59
<212> DNA
<213> Artificial
<220>
<223> primer SC5
<400> 13
gagaaagatg ccccgaaaga gttattagat atgttagege gtgeggaaag cttcaacca 59
<210> 14
<211> 23
<212> DNA
<213> Artificial
<220>
<223> primer SC6
<400> 14
tggtggttga agctttccge acg 23
.<210> 15
<211> 43
<212> DNA
<213> Artificial
<220>
<223> primer SCO7
<4Q0> 15
attaatggta ccggatccgt gaaagtgaaa tttaaatata aag 43
<210> 16
<211> 49
<212> DNA

<213> Artificial

<220>
<223> primer SCO8

<400> 16
ataattgage tctaagettt rtitcacgtt ccgcacgcege taacatatc 49
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<210> 17
<211> 49
<212> DNA

<213> Artificial

<220>
<223> primer T7C

<400> 17

atacgaaatt aatacgactc actataggga gaccacaacg gtttccctc 49
<210> 18

<211> 72

<212> DNA

<213>» Artificial

<220>
<223> primer SDA MRGS

<400> 18

agaccacaac ggtttccctc tagaaataat tttgtttaac tttaagaagg agatatatcc e0
atgagaggat cg 72
<210> 19

<211> 63

<212> DNA

<213> Artificial

<220>

<223> primer SClibl

<400> 19

ggagatatat ccatgagagg atcgcatcac catcaccatc acggatccgt caaggtgaaa 60
ttc 63
<2106> 20

<211> 63

<212> DNA

<213> Artificial

<220>
<223>» primer SClib2

<220>

<221> wmisc_feature

<222>  (22)..1(23)

<223> n is a, ¢, g, or t

220>

<221> misc feature
222> (24%y..1(24;
<223> s is g or c

<220>
<221> misc feature
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<222>  (25)..(26)
«223> n is a, ¢, g, Oor t

<220>

<221> mnisc_feature
<222> {27} ..(27)
<223> s is g or C

<220>

<221> misc_feature

<222>  (28)..1(29)

<223> n is a, ¢, g, or t

<220>

<221> misc_feature
<222>  {30)..(30)
<223> s is g or <

<400> 20

ggatcecgtca aggtgaaatt cnnsnnsnns ggcgaagaaa aagaagtgga cactagtaag 60
atc 63
<210> 21

<211> 78

<212> DNA

<213> Artificial

<220>
<223> primer SClib3

<220>

<221> misc_feature
<222> {19)..(19)
<223> s is g or C

<220>

<221> misc_feature

<222> {20)..(21)

<223> n is a, ¢, g, or t

<220>
<221> misc_feature
<222> {25)..(25)

<223> s is g or C

<220>

<221> misc_feature

<222> (26)..(27)

<223> n is a, ¢, g, or t

<220>

<221> misc_feature
<222> (31)..(31)
<223» s 1s g ©or C

<220>
<221> misc_feature
<222> (32)..(33)




13 PCTAB20N 7/ o0k 38¢
<223> n is a, ¢, g, or t
<220>
<221> misc_feature
222> (40)..{40)
<223> s is g or ¢
<220>
<221> misc_feature
222> (41)..(42)
<223> n is a, ¢, g, or t
<220>
<221> nmisc_feature
<222> (46)..(46)
<223> s is g or ¢
<220>
<221> misc_feature
<222> (47)..(48)
<223> n is a, c, g, or t
<220>
<221> misc_feature
<222> {52)..{52)
<223> s is g or ¢
<220>
<221> misc_feature
<222> {53)..{54)
<223> n is a, ¢, g, or t
<220>
<221> misc_feature
<222> (55})..({55}
<223> s 1is g or ¢
<220>
<221> misc _feature
<222> {56}..1{57)
<223> n is a, ¢, g, or t
<400> 21
cttgcecgttg tegtcgtasn naaasnncac snntittgccs nnacgsnnaa csnnsnngat 60

cttactagtg tccacttce

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

<220>
<223>

<220>
<221>
222>
<223>

22

66

DNA
Artificial

primer SClibi4

misc_ feature
(28)..(28)
s is g or c

78
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<220>

<221> misc_feature

<222>  {29)..{(30)

<223> n is a, ¢, g, or t

<220>

<221> misc_feature

<222>  {34)..(34)

<223> s is g or C

<220>

<221> misc_feature

<222>  (35)..(36)

<293> n is a, ¢, g, or t

<220>

<221> misc_feature

<222>  (40)..(40)

<223> s 1s g or cC

<220>

<221> mnisc_feature

<222>  (41)..142)

<223> n is a, ¢, g, or t

<220>

<221> misc_feature

<222> (46)..(46)

<223> s is g or C

<220>

<221> misc_feature

<222> {47)..1(48)

<?223> n is a, ¢, g, or t

<400> 22

taataactct ttcggggcat ctttctesnn cacsnngccs nngcesnnct tgcecgttgte 60
gtcgta 66
<210> 23

<211> 64

<212> DNA

<213> Artificial

<220>

<223> primer SClibb

<400> 23

ccatataaag ctttttctcg cgttecegeac gcgctaacat atctaataac tctttcgggg 60
catc 64
<210> 24

<211> 39

<212> DNA

<213> Artificial




PCT/B2u ™ 7/ 9"k 38 ¢

15
<220>
<223> primer SClink
<400> 24 )
gcggaacgceg agaaaaagct ttatatggece tcgggggcece 39
<210> 25
<211> 45
<212> DNA
<213> Artificial
<220>
<223> primer T7B
<400> 25
ccgcacacca gtaaggtgtg cggtttcagt tgcegetttc tttct 45
<210> 26
<211> 33
<212> DNA
<213> Artificial
<220>
<223> primer SCPhoAF
<400> 26
attaatggta ccggatccgt gaaggtgaaa ttc 33
<210> 27
<211> 36
<212> DNA
<213> Artificial
<220>
<223> primer SCPhoAR
<400> 27
ataattgagc tctaagettt ttttcacgct ccgceac 36
<210> 28
<211> 64
<212> PRT

<213> Sulfolobus sp.

<400> 28

Met Ala Thr Val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp
1 5 10 15

Ile Ser Lys Ile Lys Lys Val Trp Arg Val Gly Lys Met Ile Ser Phe
20 25 30

Thr Tyr Asp Glu Gly Gly Gly Lys Thr Gly Arg Gly Ala Val Ser Glu
35 40 45
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Lys Asp Ala Pro Lys Glu Leu Leu Gln Met Leu Glu Lys Gin Lys Lys

50 55 60
<210> 29
<211> 89
<212> PRT

<213> FEscherichia coli

<400> 29

Met Lys Lys Met Phe Met Ala val Leu Phe Ala Leu Val Ser Val

Asn
1 5 - 10 15

Ala Met BAla Ala Asp Cys Ala Lys Gly Lys Ile Glu Phe Ser Lys Tyr
) 20 25 30

Asn Glu Asp Asp Thr Phe Thr val Lys Val Asp Gly Lys Glu Tyr Trp

Thr Ser Arg Trp Asn Leu Gln Pro Leu Leu Gln Ser Ala Gln Leu Thr
50 55 60

Gly Met Thr Val Thr Tle Lys Ser Ser Thr Cys Glu Ser Gly Ser Gly
65 70 75 80

Phe Ala Glu Val Gln Phe Asn Asn Asp
85

<210> 30
<211> 128
<212> PRT

<213> Homo sapiens

<400> 30

Met Ser Leu Arg Leu Asp Thr Thr Pro Ser Cys Asn Ser Ala Arg Pro
1 5 10 15

Leu His Rla Leu Gin Val Leu Leu Leu Leu Ser Leu Leu Leu Thr Ala
20 25 30

T,eu Ala Ser Ser Thr Lys Gly Gln Thr Lys Arg Asn Leu Ala Lys Gly
35 40 45

Lys Glu Glu Ser Leu Asp Ser Asp Leu Tyr Ala Glu Leu Arg Cys Met
50 55 60

Cys Ile Lys Thr Thr Ser Gly Ile His Pro Lys Asn Ile Gln Ser Leu
65 70 75 80




Glu Val Ile Gly Lys Gly Thr

85

Thr Leu Lys Asp Gly Arg Lys

100

Tle Lys Lys Ile Val Gln Lys

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

<400>

115

31
142
PRT

His

Ile

Lys
120

Azotobacter vinelandii

31

Met Lys Ile

1

Lys

ASpP

Leu

Leu

65

Leu

Val

Lys

Ala

Glu
Lys
Ala
50

Leu
Thr
Thr

Glu

Val
130

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

Gly

Leu

35

Ala

Met

Gly

Leu

Ala
115

Ile

32
14
PRT

Ser

Ala

20

Ala

Gly

Thr

Thr

Ala

100

Val

Lys

Ala

Val

Ala

Lys

Asp

Val

85

Leu

Ala

Ala

hrtificial

Arg

Asn

Val

Glu

Ser

70

Lys

Gln

Glu

Ser

Asn

Ala

Val

Val

o
o)

Ser

Thr

Gly

Leu

Asn
135

Val

Glu

Thr

40

Val

Gly

Gly

Gly
120

Val

Cys

Cys

105

Leu

Phe

Leu

Ala

Tyr

Glu

Thr

105

Leu

Ile

17

Asn
90

Leu

Ala

Lys

10

Asp

Glu

Val

Arg

Thr

90

Glu

Leu

Gln Val Glu

Asp Pro Asp

Gly Asp Glu

Gly

Ile

Ser

Val

Leu

75

Gly

Ile

Pro

Gly

Thr

Leu

Ala

Lys

60

Ser

Ala

Thr

Gly

Val
140

125

Val

Leu

Arg

45

Ala

Ala

Val

Ser

Ala

125

Pro

PCTABZL " 71 00 L 388

Val Ile Ala
95

Ala Pro Arg
110

Ser Ala Asp

Ser Ala Leu
15

Gly Gly Gly
30

Ser Leu Gln
Pro Trp Val
Arg Asn Ile

80
Asn Ala Glu
Met Val Thr
110

Ser Ala Ser

Ala
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<220>
<223> Peptidic linker

<400> 32

Lys Leu Gly Ser Ala Gly Ser Ala Ala Gly Ser Gly Glu Phe

1 5 10
<210> 33

<211> 65

<212> PRT

<213> Sulfolobus sp.

<400> 33

val Lys Val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp Thr
1 5 10 15

Ser Lys Ile Lys Lys val Trp Arg Val Gly Lys Met Val Ser Phe Thr
20 25 30

Tyr ﬁsp Asp Asn Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys

50 55 60
Lys
65
<210> 34
<211> 63
<212> PRT

<213> Sulfolobus acidocaldarius

<400> 34

Lys Val Arg Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp Thr Ser
1 5 10 15

Lys Ile Lys Lys Val Trp Arg Val Gly Lys Met Val Ser Phe Thr Tyr
20 25 30

Asp Asp Asn Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys Asp Ala
35 40 45

Prc Lys Glu Leu Met Asp Met Leu Ala Arg Ala Glu Lys Lys Lys
50 55 60

<210> 35
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<211> 63
<212> PRT
<213> Sulfolobus tokodaiil

<400> 35

Val Thr Val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp Ile
1 5 10 15

Ser Lys Ile Lys Lys Val Trp Arg Val Gly Lys Met Ile Ser Phe Thr
20 25 30

Tyr Asp Asp Asn Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Gln Met Leu Glu Lys Ser Gly Lys Lys

50 55 &0
<210> 36
<211> 62
<212> PRT

<213> Sulfolobus shibatae

<400> 36

Val Thr val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp Thr

Ser Lys Ile Lys Lys Val Trp Arg Val Gly Lys Met Ile Ser Phe Thr
20 25 30

Tyr Asp Glu Gly Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Gln Met Leu Glu Lys Gln Lys Lys

50 55 60
<210> 37
<211> 60
<212> PRT

<213> Sulfolobus solfataricus

<400> 37

Val Lys Phe Lys Tyr Lys Gly Glu Glu Lys Glu Val Asp Ile Ser Lys
1 5 10 15

Ile Lys Lys Val Trp Arg Val Gly Lys Met Ile Ser Phe Thr Tyr Asp
20 25 30

Glu Gly Gly Lys Thr Gly Arg Gly Ala Val Ser Glu Lys Asp Ala Pro




35

40

20

Lys Glu Leu Leu Gln Met Leu Glu Lys Gln Lys Lys

50

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

<400>

38
60
PRT

55

sulfolobus shibatae

38

Val Lys Phe Lys Tyr

1

Tle Lys Lys Val Trp

Glu Gly Gly Lys Thr

35

Lys Glu Leu Leu Gln

50

<210>
<21l>
<212>
<213>

<220>
<223>

<400>

39

65

PRT
Artificial

binder

39

val Lys Val Lys Phe

1

Ser Lys Ile Arg His

20

Tyr Asp Asp Asn Gly

35

Ala Pro Lys Glu Leu

50

oy b
U
[

<210>

40

Lys

Arg

Gly

Val

Val

Lys

Leu

Gly

Val

Arg

Leu
55

Leu

Tyx

Leu

Asp
55

Glu

Gly

Gly

40

Glu

Gly

Arg

Gly

Met

Glu

Lys

25

Ala

Lys

Tyx
25

Leu

Leu

Lys
10
Met

Val

Gln

Glu
10
Gly

Gly

Ala

Gln

Ile

Ser

Lys

Lys

Leu

Arg

60

Val

Ser

Glu

Lys
60

Lys

His

Val

Ala
60

PCTIBA A 7/ gy 59,

45

Bsp Ile Ser Lys
15

Phe Thr Tyr Asp
30

Lys Asp Ala Pro
45

Glu Val Asp Thr

Val Thr Phe Ser
30

Lys Glu Lys Asp
45

Glu Arg Glu Lys




" PCTAB2N 71 004 38§

<211> 65
<212> PRT
<213> Artificial

<220>
<223> Dbinder

<400> 40

val Lys Val Lys Phe Trp Gly Ser Gly Glu Glu Lys Glu Val Asp Thr
1 5 10 15

Ser Lys Ile Arg Ser Val Gly Arg Met Gly Lys Leu Val Ala Phe Arg
20 25 30

Tyr BAsp Asp Asn Gly Lys Asn Gly Tyr Gly Val Val Asp Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys

50 55 60
Lys
65
<210> 41
<211> 65

<212> PRT
<213> Artificial

<220>
<223> Dbinder

<400> 41
val Lys Val Lys Phe Thr Val Leu Gly Glu Glu Lys Glu Val Asp Thr
1 5 10 15

Ser Lys Ile Leu Arg Val Ala Arg Tyr Gly Lys Ala Val Cys Phe Arg
20 25 30

Tyr Asp Asp Asn Gly Lys Ile Gly Tyr Gly Leu Val Ile Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys
50 55 60

Lys
65

<210> 42
<211> 65
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<212> PRT
<213> Artificial

<220>
<223> Dbinder

<400> 42

Val Lys Val Lys Phe Thr Trp Tyr Gly Glu Glu Lys Glu val Asp Thr
1 5 10 15

Sexr Lys Tle Met Ser Val Cys Arg Trp Gly Lys ARrg Val Ala Phe Ser
20 25 30

Tyr Asp Asp Asn Gly Lys Ile Asp Tyx Gly Leu Val Asp Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Arg Ala Glu Arg Glu Lys

50 55 60
Lys
65
<210> 43
<211> 61
<212> PRT

<213> Artificial

<220>
<223> Dbinder

<400> 43

val Lys Val Lys Phe Cys Trp Glu Gly Glu Glu Lys Glu val Asp Thr
1 5 10 15

Ser Lys Ile Arg His val Tyr Brg Tyr Gly Lys Tyr Yal Thr Phe Ser
20 25 30

Tyr Asp Asp Asn Gly lys Leu Gly Leu Gly Leu Val Asn Glu Lys Asp
35 40 45

Ala Pro Lys Glu Leu Leu Asp Met Leu Ala Rrg Rla Ala

50 55 60
<210> 44
<211> 65

<212> PRT
<213> Artificial

<220>
<223> Dbinder




<400> 44

Val Lys Val Lys Phe Gly

1

5

Ser Lys Ile Met Ser Val

20

Tyr Asp Asp Asn Gly Lys

35

Ala Pro Lys Glu Leu Leu

50
Lys
65
<210> 45
<211> 65
<212> PRT

<213> Artificial

<220>
<223> binderxr

<400> 45
Val Lys Val Lys

1

Ser Lys Ile Met
20

Tyr Asp Asp Asn
35

Ala Pro Lys Glu

50
Lys
65
<210> 46
<211> 65
<212> PRT

Ser

Gly

Leu

<213> Artificial

<220>
<223> Dbinder

Val

Val

Lys

Leu

Glu

Val

Ala

Asp
55

Met S

Val

Ala

Asp
55

His

Arg

Gly
40

Met

Axg

~~

Gly
40

Met

Gly

Phe

25

Tyr

Leu

Gly

Tyr

Leu

23

Glu

10

Gly

Gly

Ala

Giu

10

Gly

Gly

Ala

Glu

Lys

Ala

Arg

Glu

Lys

Ala

Arg

Lys

Trp

Val

Ala
60

Lys

Trp

Val

Ala
60

Glu

Val

Leu

45

Glu

Glu

Val

Leu

45

Glu

PCTIB N 71 gny 38

Val Asp Thr

Cys Phe Arg
30

Glu Lys Asp

Arg Glu Lys

Val Asp Thr
15

Cys Phe Axrg
30

Glu Lys Asp

Arg Glu Lys




<400> 46

Vval Lys Val Lys

1

Ser Lys Ile Ser

20

Tyr Asp Asp Asn

35

Ala Pro Lys Glu

50

Lys
65

<210>
<211>
<212>

47
68
PRT

Ser

Gly

Leu

<213> Artificial

<220>
223>
<400>

1

Asp Thr

Phe Gln

Lys Asp
50

Glu Lys
65

D5 _GarhA

47

Ser

Tyr

35

Ala

Lys

Lys Ile Trp

20

Asp Asp Asn

Pro Lys Glu

Leu

5

Glu

Val

Lys

Leu

Gly Ser Val Lys Val Lys

Ile Ser Gly

Ala Arg Leu

Thr Gly Tyr

40

Asp Met Leu

Phe

Phe

Gly

Leu
55

Leu Tyr

Val Met
25

Lys Tyr
40

Leu Asp

24

Glu Glu

10

Gly Lys

Gly val

Ala Arg

Leu Gly

10

Arg Ala

Gly Ile

Met Leu

Lys

Leu

Val

Ala
60

Glu

Gly

Gly

Ala

PC\/mLM

Glu Val

Val Ala
30

Pro Glu
45

Glu Arg

Glu Lys

Lys His

Asp
15

Phe

Lys

Glu

Asp

Lys

Glu Val

15

Val

Arg

Glu

Tyr

Glu

Arg

)712]“&388




