SEQUENCE LISTING

<110> A*STAR
Agency for $Science Technology and Research

<120> HBV Epitope-Reactive Exogenous T Cell Receptor and Uses
Thereof
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<210> 1
<21l> 21
<212> DNA

<213> Homo sapiens

<220>
<221> misc feature
<223> Complementarity Determining Region 1 (CDR1l) for alpha 3 chain
of
wild type TCR

<400> 1

aaaactagta taaacaattt a
21

<210> 2

<211l> 24

<212> DNA

<213> Homo sapiens

<220>
<221> misc_ feature
<223> Complementarity Determining Region 2 (CDR2} for alpha 3 chain
of
wild type TCR

<400> 2

ttaatacgtt casatgaaag agag
24

<210> 3

<21l1l> 42

<212> DNA

<213> Homo sapiens

<220>
«221> misc_feature
<223> Complementarity Determining Region 3 (CDR3) for alpha 3 chain
of
wild type TCR




tgtgctacgt ggctctetgg ttectgecaagg caactgacct tt

<400> 3
42

<210> 4
<211> 822
<212> DNA
<213>
<220>
<221>
«223>
<220>
<221>
<223>
<400> 4
atggaaactc
60
agtcaacagg
120
atgaactgca
180
agaggecktyg
240
ttaagagtca
300
gcagcagaca
360
acctttggat
420
gtgtaccage
480
gattctcaaa
540
gtgctagaca
600
tctgactttg
660
cocageocay

720

Homo sapiens

Misc_feature
Alpha chain of wild type TCR

Misc_feature
Alpha 3 chain of wild type TCR

tcetgggagt

gagaagagga

gttacaaaac

tccacctaat

cgettgacac

ctgettctta

ctgggacaca

tgagagactc

caaatgtgte

tgaggtctat

catgtgcaaa

aaagttcctg

gtetttggtyg

tectoaggee

tagtataaac

tttaatacgt

ttecaagaaa

cttetgtget

attgactgtt

taaatccagt

acaaagtaag

ggacttcaag

cgectteaac

tgatgteaag

attctatgge

ttgagecatcc

aatttacagt

tcaaatgaaa

agcagttcoct

acgtggctct

ttacctgata

gacaagtetg

gattctgatyg

agcaacagty

aacagecatta

ctggtegaga

tteaactgge

aggagggtga

ggtatagaca

gagagaaaca

tgttgatcac

ctggttetge

tccagaacac

tctgectatt

tgtatatcac

ctgtggectyg

ttccagaaga

aaagctttga

tagggtgaac

aaatgecaca

aaattcaggt

cagtggaaga

ggettcoeegy

aaggcaactg

tgaccctgece

caccgaktttt

agacaaaact

gagcaacaaa

caccttctte

aacagatacg




aacctaaact ttcaaaacct gtecagtgatt gggttecgaa tectectect gaamagtggec
780

gggtttaatce tgctecatgac getgeggetyg tggtcecaget ga

822

<210> 5
<211l> 21
<212> DNA

<213> Homo sapiens

<220>
<221> Misc feature
<223> Complementarity Determining Region 1 (CDR1l) for alpha 3 chain
of
optimised TCR

<400> 5

aagacatcaa tcaacaactt ¢
21

<210> &

<21ll> 24

<212> DNA

<213> Homo sapilens

<220>
<221> Misc_ feature
<223> Complementarity Determining Region 2 (CDR2) for alpha 3 chain
of
optimised TCR

<400> ©

ctgattcecgga gtaatgageg ggaa
24

<210> 7

<211l> 42

<212> DNA

<213> Homo sapiens

<220>
<221> Misc_feature
<223> Complementarity Determining Region 3 (CDR3) forxr alpha 3 chain
of
optimised TCR

<400> 7
tgtgctacat ggctgagtgg cagegcacgg caattgactt tt
42




<210> 8
<21ll> 822
<212> DNA
<213>

Homo sapiens

<220>

<221> Misc feature

<223> Alpha 3 chain of optimised TCR

<400> 8

atggagaccce ttcectgggagt gtccctegtg attctgtgge
60

tetecageoagy gegaggaaga cocgeaggee cttageatto
120

atgaattget catacaagac atcaatcaac aacttgcagt
180

agaggactcyg tgecacctgat cotgattegg agtaatgage
240

ctgagggtga ccctegatac ctetaaaaaa teoctectece
300

gecegecgaca ccgctteocta cttetgtget acatggetga
360

acttttggga gtggecactceca gotgacagtg ctgcccgaca
420

gtgtatcage tgagagactc aaagtcaagt gacaagagtg
480

gactctcaga ccaacgtcete tcagtctaag gacagegacy
540

gtgctggaca tgcgcagtat ggactttaaa tcaaattceg
600

tctgactteg cctgtgetaa tgettttaat aactcocatca
660

cctagecceg agtcatcctg cgacgtgaag ctggtggaga
720

aatcttaact ttcagaacct gtcocgttatce gggtttagaa
780

ggattcaacce tgcttatgac gttgegectyg tggtcecaget
822

<210> 9

<211l> 7

tgcagecttge

aggaagggga

ggtaccgtca

gggaaaaaca

tgetgataac

gtggcagege

tccagaatece

tgtgectgtt

tttacatcac

cegtggettg

tteceggagga

agtcattcega

tcetgetget

ga

tcgggtgaat

gaacgctacc

gaactctggg

ctetggaagyg

cgccageagy

acggcaattyg

agatcccgea

cactgatttt

tgacaaaact

gagcaataag

tacatttttc

gaccgacacc

gaaggttgee




<212> PRT
<213> Homo sapiens

<220>
<221> Misc_feature
<223> Complementarity Determining Region 1 (CDR1) for alpha 3 chain
of
TCR

<400> 9

Lys Thr Ser Ile Asn Asn Leu

1 5
«210> 10

<21l1l> 8

<212> PRT

<213> Homo sapiens

<220>
<221> Misc feature
<223> Complementarity Determining Region 2 (CDR2) for alpha 3 chain
of
TCR

<400> 10

Leu Ile Arg Ser Asn Glu Arg Glu

1 5
<210> 11

<211l> 14

<212> PRT

<213> Homo sapiens

<220>
<221> Misc feature
<223> Complementarity Determining Region 3 (CDR3) for alpha 3 chain
of
TCR

<400> 11

Cys Ala Thr Trp Leu Ser Gly Ser Ala Arg Gln Leu Thr Phe

1 5 10
<210> 12

<21ll> 273

<212> PRT

<213> Homo sapiens




<220>

<221>
<223>

<400>

12

Met Glu Thr Leu

1

Ala

Ile

Ile

His

65

Leu

Thr

Leu

Thr

Arg

145

Asp

Thr

Ser

Arg

Gln

Asn

50

Leu

Arg

Ala

Ser

val

130

Asp

Ser

Asp

Ala

Val

Glu

35

Asn

Ile

val

Ser

Gly

115

Leu

Ser

Gln

Lys

Val
195

Asn

20

Gly

Leu

Leu

Thr

Arg

100

Ser

Pro

Lys

Thi

Thr

180

Ala

Misc_feature
Alpha 3 chain of

Leu

Ser

Glu

Gln

Ile

Leu

85

Ala

Ala

Asp

Ser

Asn

165

Vval

Trp

Gly

Gln

Asn

Trp

Arg

70

Asp

Ala

Arg

Ile

Ser

150

val

Leu

Ser

TCR

val

Gln

Ala

Tyr

Ser

Thr

Asp

Gln

Gln

135

Asp

Ser

Asp

Asn

Ser
Gly
Thr
40

Arg
Asn
Ser
Thr
Leu
120
Asn
Lys
Gln

Met

LyS
200

Leu

Glu

25

Met

Gln

Glu

Lys

Ala

105

Thr

Pro

Ser

Ser

Arg

185

Ser

Val

10

Glu

Asn

Asn

Arg

Lys

90

Sexr

Phe

Asp

val

Lys

170

Ser

Asp

Ile

Asp

cys

Sexr

Glu

75

Ser

Tyx

Gly

Pro

Cys

155

Asp

Meb

Phe

Leu

Pro

Ser

Gly

60

Lys

Ser

Phe

Ser

Ala

140

Leu

Ser

Asp

Ala

Trp

Gln

Tyr

45

Arg

His

Ser

cys

Gly

125

val

Phe

Asp

Phe

Cys
205

Leu

Ala

30

nys

Gly

Ser

Leu

Ala

il0

Thr

Tyxr

Thr

val

Lys

130

Ala

Gln

15

Leu

Thr

Leu

Gly

Leu

25

Thr

Gln

Gln

Asp

Tyr
175

Ser

Asn

Leu

Ser

Ser

Val

Arg

80

Tle

Trp

Leu

Leu

Phe

160

Ile

Asn

Ala




Phe Asn Asn Ser Ile Ile Pro Glu Asp Thr Phe Phe Pro Ser Pro Glu

210

215 220

Ser Ser Cys Asp Val Lys Leu Val Glu Lys Ser Phe Glu Thr Asp Thr

225

230 235 240

Asn Leu Asn Phe Gln Asn Leu Ser Val Ile Gly Phe Arg Ile Leu Leu

245 250 255

Leu Lys Val Ala Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser

Ser

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

<220>
<221>
<223>

<400>

260 265 270

13

21

DNA

Homo sapiens

Misc_feature
Complementarity Determining Region 1 (CDR1) for beta 8 chain of
wild type TCR

13

atttcaggac acgactacct t

21

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

<220>
<221>
<223>

<400>

14

24

DNA

Homo sapiens

Misc feature
Complementarity Determining Region 2 (CDR2) for beta 8 chain of
wild type TCR

14

tactttaaca acaacgttcc gata

24

<210>
<211>
<212>

15
45
DNA




TCR

ctttgeatee

gtgacagaga

cttttetggt

aacgttecega

gcatcattet

tgtgeccagea

ctcacegtge

tcagaagcag

tacccecgace

agcacagace

tggtagcaaa

tgggacaaga

acagacagac

tagatgattc

ccactetgaa

gcaategggce

tagaggacct

agatctceea

acgtggagct

cgcagcaact

<213> Homo sapiens
<220>
<221> Misc feature
<223>

wild type TCR
<400> 15
tgtgocagea geaatceggge gagectoctac aatgageagt tettce
45
<210> 16
<211> 942
<212> DNA
<213> Homo sapiens
<220>
<221> Misc_feature
<223> Beta 8 chain of wild type
<400> 16
atggactcct ggaccctetg ctgtgtgtcec
60
gctggagtta tecaatcacc ccggcacgag
120
agatgtaaac caatttcagg acacgactac
180
ggactggagt tgctcattta ctttaacaac
240
gaggatcgat tctcagectaa gatgcectaat
300
tcagaaccca gggactcage tgtgtactte
360
aatgagcagt tcottegggec agggacacgg
420
ttccecaceceg aggtegetgt gtttgageca
480
gecacactgg tgtgectgge cacaggettce
540
gtgaatggga aggaggtgca cagtggggte
600
cccgeectea atgacteccag atactgectyg

660

agcagecgec

tgagggtcte

Complementarity Determining Region 3 (CDR3) for beta 8 chain of

gcacacagat

agtgactcty

catgatgegg

agggatgcee

gatccagcceo

gagcetectac

gaaaaacgtyg

cacccaaaayg

gagctggtgy

caaggageayg

ggccacctte




9

tggecagaace ccegcaacca cttecgetgt caagtccagt totacggget cteggagaat

720

gacgagtgga cccaggatag ggcocaaacct gtracccaga tcegtcagegco cgaggectgg

780

ggtagagecag actgtggett cacctcegag tcttaccage aaggggteoct gtetgecacc

840

atcctetaty agatcettget agggaaggec accttgtatg ccegtgetggt cagtgeccte

900

gtgctgatgg ccatggtcaa gagaaaggat tccagagget ag

942

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

<220>
<221>
<223>

<400>

17

21

DNA

Homo sapiens

Misc_feature
Complementarity Determining Regionl (CDR1) for beta 8 chain of
optimised TCR

17

atctectggge acgactacct g

21

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

<220>
<221>
<223>»

<400>

18

24

DNA

Homo sapiens

Misc_feature
Complementarity Determining Region 2 (CDR2) for beta 8 chain of
optimised TCR

18

tattttaata acaatgtgee tatc

24

<210>
<21l1l>
<212>
<213>

<220>
<221>
<223>

18

45

DNA

Homo sapiens

Misc feature
Complementarity Determining Region 3 (CDR3) for beta 8 chain of




optimised TCR

10

TCR

ctgtgeatte

gtgaccgaaa

ctgttetggt

aatgtgccta

gecagettet

tgtgectect

ctgacegtge

agcgaggccg

tatccegate

agcacagacca

tocageegec

caggtgcagt

tggtggecaa

tgggccagga

acaggcagac

tegatgactco

ccaccectgaa

ccaacegggc

tggaggacct

agatcagcca

acgtggaget

ctecagecact

tgcgegtgte

tctatggget

<400> 19
tgtgecteet ccaaccggge ctectottat aacgagcagt totte
45

<210> 20

<211> 942

<212> DNA

<213> Homo sapiens

<220>

<221> Misc_feature

<223> Beta 8 chailn of optimised
<400> 20

atggacagcet ggacactgtyg ctgegtgage
60

gecggegtga tecagagoce tegecacgag
120

cgctgeaage caatctcetgg geacgactac
180

ggectggaac tgetgateta ttttaataac
240

gaggacaggt tctcecgeccaa gatgeccaac
300

teegaaccta gggactecge cgtgtactte
360

aacgagcagt tcttcggece tggaacccoge
420

tttececceg aggtggecgt gtttgaacca
480

gccaccctgyg tgtgtetgge caccggatte
540

gtgaacggga aggaggtgca ctctggegtg
600

ccegecctga atgatteteg gtactgectg
660

tggcagaacce ccagaaatca ctteaggtge
720

gacgaatgga cccaggacag agccaagect

780

gtgacacaga

tegtgtetge

gcacaccgac

ggtgacactg

catgatgagg

tggcatgece

gatccagcee

ctectettat

gaaaaatgtg

cacacagaag

gagctggtgyg

gaaagagcag

tgccacctte

gagcgagaac

cgaagectygg




11

ggcagageeg actgeggett taccagegag agetaccage agggegtget gtecgeocaca
840

attctgtacyg agatcctget gggaaaggoco acactgtacg cegtgetggt gagegecctg
200

gtgctgatgg ccatggtgaa geggaaagac tececegggget ga

942

<210> 21
«<211l> 7
<212> PRT

<213> Homo sapiens

<220>

<221> Misc_feature

<223> Complementarity Determining Region 1 (CDR1) for beta 8 chain of
TCR

<400> 21

Tle Ser Gly His Asp Tyr Leu

1 5
<210> 22

<21l> 8

<212> PRT

<213>  Homo sapiens

<220>

<221> Misc_feature

<223> Complementarity Determining Region 2 (CDR2) for beta 8 chain of
TCR

<400> 22

Tyr Phe Asn Asn Asn Val Pro Ile

1 5
<210> 23

<211> 15

<212> PRT

<213> Homo sapiens

<220>

<221> Misc_feature

<223> Complementarity Determining Region 3 (CDR3) for beta 8 chain of
TCR

<400> 23




12

Cys Ala Ser Ser Asn Arg Ala Ser Ser Tyr Asn Glu Gln Phe Phe

1

<210>
<21l1l>
L <212>
<213>

<220>
<221>
<223>

<400>
Met Asp
1

Lys His

Glu Met

Asp Tyr
50

Leu Ile
65

Glu Asp

Lys Ile

Ser ger

Thr Arg
130

val Ala
145

Ala Thr

24
313
PRT

5

Homo sapiens

Misc feature
Beta 8 chain

24

Ser Trp

Thr Asp
20

Gly Gln
35

Leu Phe

Tyr Phe

Arg Phe

Gln Pro

100

Asn Arg

115

Leu Thr

Val Phe

Leu Val

Thyr

Ala

Glu

Trp

Asn

Ser

85

Ser

Ala

Val

Glu

Cys

of TCR

Leu

Gly

Val

Tyr

Asn

70

Ala

Glu

Ser

Leu

Pro

150

Leu

Cys

Val

Thxr

Arg

55

Asn

Lys

Pro

Ser

Glu

135

Ser

Ala

Cys

Ile

Leu

40

Gln

Val

Met

Arg

Tyxr

120

Asp

Glu

Thy

val

Gln

25

Arg

Thr

Pro

Pro

Asp

105

Asn

Leu

Ala

Gly

10

Ser

10

Ser

Cys

Met

Ile

Asn

20

Ser

Glu

Lys

Glu

Phe

Leu

Pro

Lys

Met

Asp

75

Ala

Ala

Asn

Ile
155

Tyr

Cys

Arg

Pro

Arg

60

Asp

Ser

val

Phe

Val

140

Ser

Pro

Ile

His

Ile

45

Gly

Ser

Phe

Tyr

Phe

125

Phe

His

Asp

Leu

Glu

30

Ser

Leu

Gly

Ser

Phe

110

Gly

Pro

Thr

His

15

val Ala
15

val Thr

Gly His

Glu Leu

Met Pro

80

Thr Leu
95

Cys Ala

Pro Gly

Pro glu

Gln Lys

160

Val Glu




Leu

Asp

Cys

Arg

225

Asp

Ala

Gln

Lys

Met
305

Ser

Pro

Leu

210

Asn

Glu

Glu

Gln

Ala

290

val

<210>
<211l>
<212>

<213>

<220>

<221>
<223>

<400>

Trp

Gln

195

Ser

Trp

Ala

Gly

275

Thr

Lys

25
10
PRT
Hepatitis B virus

25

Trp

180

Pro

Ser

Phe

Thr

260

val

Leu

Arg

165

vVal

Leu

Arg

Arg

Gln

245

Gly

Leu

Tyxr

Lys

Misc_feature
HBc18-27 epitope (Genotype A/D/E/F);

Asn

Lys

Leu

Cys

230

Asp

Arg

Ser

Ala

Asp
310

Gly

Glu

Arg

215

Gln

Arg

Ala

Ala

val

295

Ser

Lys

Gln

200

val

val

Ala

Asp

Thr

280

Leu

Arg

13

Glu

185

Pro

Ser

Gln

Lys

Ccys

265

Ile

Val

Gly

170

Val

Ala

Ala

Phe

Pro

250

Gly

Leu

Ser

Phe Leu Pro Ser Asp Phe Phe Pro Ser Val

1

<210>
<211l>

26
10

5

10

His

Leu

Thr

Tyr

235

vVal

Phe

Tyr

Ala

Ser

Asn

Phe

220

Gly

Thx

Thr

Glu

Leu
300

Gly

Asp
205

Trp

Leu

Gln

Ser

Ile

285

Val

val

190

Ser

Gln

Ser

Ile

Glu

270

Leu

Leu

(W C18-27)

175

Ser

Arg

Asn

Glu

Val

255

Sex

Leu

Met

Thr

TYyY

Pro

Asn

240

Ser

Tyx

Gly

Ala




<212>
<213>

<220>
<221>
<223>

<400>

14

PRT
Hepatitis B virus

Misc feature
HBc18-27 epitope (Genotype B/C); 27I

26

Phe Leu Pro Ser Asp Phe Phe Pro Ser Ile

1

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

<220>
<221>
<223>

<400>

5 10

27

10

PRT

Hepatitis B virus

Misc_feature
Natural Variant 1 of HBcl8-27 epitope

27

Phe Leu Pro Asn Asp Phe Phe Pro Ser Val

1

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

<220>
<221>
<223>

<400>

5 10

28

10

PRT

Hepatitis B virus

Misc feature
Natural Variant 2 of HBc18-27 epitope

28

Phe Leu Pro Asn Asp Phe Phe Pro Ser Ala

1

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

<220>
<221>
<223>

<400>

5 10

29

10

PRT

Hepatitis B virus

Misc_feature
Naturxal Variant 3 of HBcl18-27 epitope

29




15

Phe Leu Pro Ala Asp Phe Phe Pro Ser Tle

1 5 10
<210> 30

<211> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc_feature

<223> Natural Variant 4 of HBc18-27 epitope
<400> 30

Phe Leu Pro Val Asp Phe Phe Pro Ser Ile

1 5 10
<210> 31

«<211l> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221l> Misc_feature

<223> Natural Variant 5 of HBcl18-27 epitope
<400> 31

Phe Leu Pro Thr Asp Tyr Phe Pro Ser Val

1 .5 10
<210> 32

<211> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc_feature

<223> Natural Variant 6 of HBcl8-27 epitope
<400> 32

Phe Leu Pro Ser Asp Phe Tyr Pro Pro val

1 5 10
<210> 33

<211> 10

<212> PRT

<213> Hepatitis B virus




16

<220>

<221> Misc_feature

<223> Natural Variant 7 of HBcl8-27 epitope; 26¢
<400> 33

Phe Leu Pro Ser Asp Phe Phe Pro Gly val

1 5 10
<210> 34

<211> 10

<212> PRT

<213> Hepatitis B wvirus

<220>

<221> Misc_ feature

<223> Natural Variant 8 of HBcl18-27 epltope; 25M, 26G
<400> 34

Phe Leu Pro Ser Asp Phe Phe Met Gly val

1 5 10
<210> 35

<211> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc feature

<223> Natural Variant 9 of HBc1B-27 epiltope; 23Y
<400> 35

Phe Leu Pro Ser Asp Tyr Phe Pro Ser Val

1 5 10
<210> 36

<211l> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc_feature

<223> Natural Variant 10 of HRc18-27 epitope; 24L
<400> 36

Phe Leu Pro Ser Asp Phe Leu Pro Ser val
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1 5 10
<210> 37

<211l> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc_ feature

<223> Natural Variant 11 of HBcl8-27 epitope; 21P
<400> 37

Phe Leu Pro Pro Asp Phe Phe Pro Ser Val

1 5 10
<210> 38

«<211> 10

<212> PRT

<213> Hepatitis B virus

<220>

<221> Misc_feature

<223> Natural Variant 12 of HBcl18-27 epitope; 27A
<400> 38

Phe Leu Pro Ser Asp Phe Phe Pro Ser Ala

1 5 10
<210> 39

<211> 10

<212> PRT
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<223> Complementarity Determining Region 1 (CDR1) for alpha 12 chain
of
wild type TCR
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tttactagty

gcagaattct

cagtgaccga

gttgataatg

caataaagcec

cacctaccte

aaggttaatg

ctectaaatee

gtcacaaagt

tatggactte

aaacgecttc

ctgtgatgte

cctgteagtg

gacgctgegg

19

atccetgtgge

ggacccetea

ggtteccagt

ttcatatact

agccagtatg

tgtgccgtga

gtcaaaccce

agtgacaagt

aaggattctg

aagagcaaca

aacaacagca

aagctggteg

attgggttec

ctgtggtceca

ttecagttgag

gtgttecaga

ccttettetg

ccaatggtga

tttcteotget

acctctatge

atatccagaa

ctgtetgect

atgtgtatat

gtgctgtgge

ttattccaga

agaaaagett

gaatcctcct

gctga

ctgggtttgyg

gggagccatt

gtacagacaa

caaagaagat

catcagagac

aggcaacatg

ceckgacect

attcaccgat

cacagacaaa

ctggagcaac

agacaccttc

tgaaacagat

cctgaaagtyg




20

Asp Arg Gly Ser Gln Ser

1 5
<210> 45

<211l> 5

<212> PRT

<213> Homo sapiens

<220>
<221> Misc_feature
<223> Complementarity Determining Region 2 (CDR2) for alpha 12 chain
of
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<223> Complementarity Determining Region 1 (CDR1) for beta 7.8 chain
of
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of
wild type TCR

<400> 50




23

tgtgecagea geteggactt tggcaatcag ccccageatt tt

42

«210> 51
<211> 933
<212> DNA
<213>
<220>
<221>
«223>
<400> 51
atgggcacca
60
gctggagtet
120
aggtgtgate
180
gggccagagt
240
agtgatcget
300
acacagcagg
360
cccecageatt
420
ccaccegagyg
480
acactggtgt
540
aatgggaagg
600
gcectcaatyg
660
cagaacecec
720
gagtggacce
780
agagcagact

840

Homo sapiens

Misc feature
Beta 7.8 chain

ggctectetyg

cecagtecce

caattteggg

ttctgactta

tctttgeaga

aggactcage

ttggtgatgg

tegetgtgtt

geetggecac

aggtgcacag

actcocagata

gcaaccactt

aggataggge

gtggetttac

of wild type TCR

ctgggtggte ctgggtttcc
taggtacaaa gtcgcaaaga
tcatgtatece cttttttggt
ttteocagaat gaagctcaac
aaggcctgag ggatccegtct
cgtgtatete tgtgecagea
gactecgacte tccatectag
tgagccatca

gaagcagaga

aggcttette cectgaccacg

tggggtcage acggaccega
ctgecetgage agécgcctga
cegetgteaa gtecaghttet
caaaccegtce

acccagateg

cteggtgtee taccageaag

tagggacaga

gaggacagga

accaacaggce

tagacaaatc

ccactctgaa

gctcoggactt

aggacctgaa

tetcceacac

tggagetgag

agcccoctcaa

gggtctcecgge

acgggctete

tcagegecga

gggtcctgte

tcacacaggt

tgtagetete

cctggggeag

ggggctgecee

gatccagege

tggcaatcag

caaggtgtte

ccaaaaggac

ctggtgggty

ggagcageac

caccttetgg

ggagaatgac

ggcctggggt

tgccaccate




24

ctectatgaga tectgetagg gaaggccacce ctgtatgetg tgetggtcag cgeecttgtg
900

ttgatggoca tggtcaagag aaaggattte tga

933
<210> 52

<21l1l> 5

<212> PRT

<213> Homo sapiens

<220>
<221> Misc_feature
<223> Complementarity Determining Region 1 (CDR1l) for beta 7.8 chain
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Misc feature
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