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1. YRR TCRAE AR ) 2 /b — FhTYR M 3244 (TCR) o My E AR AT /B TCR BB K 2 1A ) %
R, TR TCRA AR RE A5 4 S ME L &5 & R B 5 AMHCE & FINY -ESO- 1 R4, o TCR B #4)
FRARA/BETCR BAE M AL & 51 FISEQ ID NO: 1-20f0 % M B A 3/ 90%1) )5 %1 [7] —
PER B AMREX 3 (CDR3) .

2 BRI ZE R I AL R , F AP TCRAG B R e W 5 S ME b 45 & F S HLA-DR4AE A SEQ 1D:21
H R RAL, FPTCR oM A4 5% EHSEQ 1D NO: 1-9M & IR H A £ /90%7 1]
— P, ARG L, 100%)5 %1 [8] — 1 i CDR3FH /Y TCR BHEM A& f, 2 5% I SEQ ID NO: 10-18
() B R 2 A 2 /D90% A [A] — M , et i, 100%)7 5] [8] — M) B AR 2 X3 (CDR3) »

3 RIER2MIAZIR

a) HPTCR oBEM @A S S5 5SEQ ID 22-30 54 F/80%5 [ — P (1) 7 31 i 7]
ARX, HATEH % F SEQ 1D 31-39/9)F 51 4mtD, HHR TCR a4 @ AR e B4 5 SEQ 1D
NO: 40-48[P4T—"NEA 2 /D80%F 5 [F — 1 /7 5 HATiE FHSEQ 1D NO: 49-57HE—4
st

b) /s H A TCR BEEMEAGL & & 5SEQ ID 58-66 B4 % /b80%F 4 [F — K 7
BRI AR X, HAR e ik SEQ 1D 67-75/ 7 5 4mtid, kP TCR BEEM @AMk B & 5
SEQ 1D NO: 76-84MIAE—AEA 2 /080%F 4 [Fl— 141 7 51| HAT e tHSEQ 1D NO: 85-93
AT — "t

c) HATCRIyE AL EHLHISEQ ID NO: 94- 1024 F— 2wt ;

d) HHTCR oBEMEARR/BTCR BEEMEARBLTCRIGE A IE M IE A T/EE A AT
2T 1) i B A R IR ) R IA B

4 AR R T AL IR , H A TORAA 2 Ak g W8 k5 S PR b &5 & Hh S HLA- A2 &1 SEQ 1D:103
R AL, HoA TCR a5 My A& 5SEQ 1D NO: 1954 Z/90%)F 41 [F — 1, ik i,
100%)7 51 [F] — ) B A E X3 (CDR3) F/BETCR BHEMEAM & HSEQ ID NO: 20H4 %
/90% A [ — 1, AL i, 100% 5 F1 [F] — M B AMR B X 3 (CDR3) &

5. MR ERAMAZIR ,

a) HATCR o MEAAM 2 4 5SEQ 1D 10454 2 /b80%/)F 41l [ — 1 1 2 41 1) 1] A%
X, HAT M FHSEQ 1D 1054mA85 , AR TCR aFE M ARtk A3 & 5SEQ D NO: 106 A %
/L80% 7 F1[E] — M P F FF L i SEQ 1D NO: 1074w69 ,

b) A/ HAHTCR BEEMEAE & 5SEQ 1D 10854 E 80%F 51 [H — P 41
R af AR X, HAF S SEQ 1D 1094w A%, HoAr TCR B AR % (3,4 5 SEQ ID NO: 110
A 2 /080%F F1|[F] — 1 H 7 #) H ARk i i SEQ ID NO: 111464,

c) HATCRI MK ESEQ ID NO: 1124wfY,

d) HHTCR aBEHEAR/BTCR BEEMEIRBLTCRIG A IE M IE A T/EE A AT
2T 1) Fi B A R IR ) R IA B

6. —Fhar A, HHAT— TR BRI ZL R L R g D

7. — L AT — TR IR AR B R () % IR B 1 T 2 A0 A, 3 A i 3 0 R b 2
CDA+ T FIAZ R FE AR EE 3K 2 - 3IAT — T AX R » B P 1 32 40 B e e b /2 CD8+ Ty
FRZ A RN ZE SR A - SHAT— T AZ IR , o 7 = 21 A a2 12 N\ 40

8. —Fhz e &, A&
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a) BUOFIESR1-5MATE— I AL IR , Ho4m g e o5 R e Hh 45 6ok B 5 AMHCER A [INY -
ESO- 1AL ) TCRAG A7 , 5L

b) MUFIER6MIE A, HAS MR e &k EH 5 AMICE A HINY-ESO- 1/ R4
[FITCRAA R A , B

c) BURIESRTH MG F M, AR R R e M Hb 455 kR B 5 AMHCE A [INY-ESO- 11
F 7 I TCRI A

9. BRI E R8I 25 FHAL AW FoA S BRI B3R 2 - 34T — T AL IR « HH BT iR A% R 4w A 11
AT R E EA.

10 BRI ELR 81K 25 FHAL A4, FoAL & BRI B R 4- 51T — T AZ R « B AT iR A% IR G i 11
ST TE EA.
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ST X ENY -ESO- 1AIMHC | FIMHC | | TRALAYFEEAELR & TLRAR = 1K
ERTE

[0001]  ACHIiE & iE H 201643 H11H 1 E & FH15201680015622. 9 “E-%f e bt
JANY-ESO-1HIMHC TAIMHC 11 -PR il A7 (19 iE 1 20 A TH B 52 AR 3 R VR 11 4 R G .

FAR G

[0002] A BRI Ko S 88 7 ¥ A3k, 4R ol A T i 1A O 4k M T4 R V5 BT 4 Bl 52 4k (TCR) 23
PRIS7 V25 o A B H2 A 2R i TCRAA) R AR 1Y) 28 20— Fh T4 P 52 P o BE A G AR FN /B TCR BRE RO A
[RIAZIR , BT IR TCRAG SR AR R W 45 S PE b &5 &R B 5 AMHCE A FINY-ESO-1  ({EFRACTAG-1)
[FIZRAL, Ho TCR oA AR FIT/BRTCR BEEM AL & 51E HSEQ 1D NO: 1-20/ &R E
B & /90%H 7 F [ — L T AN E X3 (CDR3) o A s B HAERR 1] T-3F [ A 76 TMHC 1 11
NY-ESO- L) A7 (1 TCRAG A4, AHRR i 32K B A#7E TMHC 113 BIRINY-ESO- 1AL TCR
PR, M IT {45 2 B ZHCDA+ A EE ZHCD8+ TN — 35 1 2H A i 4k 1 T A 7 V2 N AT RE o A
R IR B A XS L ) B 1 RN 2 A0, DA SR () R S AR T = 2 L P AR5 ) e 7 388 A 1 B
BRI A2 W TR AN/ B ST R R B A N AT, Hodr, e H, BR ) TMHC TAIMHC 11431
0 79 Foh TCR A S A4 7 265 751 SRS o AR R BH I 9 S N TCRIE [K] J8 A HLA -DRAF) 5 L [R/INER,
ABabDR4/] R .

BHEREAR

[0003] R XTI A o RE R B3 vT RIS Wi MG T ik A B E RS, T 8w
ISR E Z I BVF 2 B3 AN Be R I6 18 o S8 T iR 12 W S 8 P IHosg ) S A R () 72
BEIR)) YR IT PR A R 5, LA AR R % 1 bR 4 B T AN 53 L AU TR L S L, S
FAE T B B 8 1R ) TR 4 AR R e e 1 B A X E I 2 RO R T e AT R
IR SR FE S A, K53 TR T2 BRI 5 X0 TR B i A I 52 11 o e 4 12 T - 440 P 325 3K s ) A
JBOK 835 B T2 BRI JMeE - BB B 77, 98 e B aX e T g DL B AT 1A 258 kb Y i e 4 g, (LA
55 {4 2R X RE — PR SR (0] 45 BB o B AR P V2 o 88 4 228 2 AT 3 AN 2 8
(ELTE 32 200V T 400 o ¥ P I DR FH s H 1 7/ 2 S0 st A7 400 55 0 P O Y AR e R VR 7 R 1) A T
H.

[0004]  TCREZEERE AR F _RAMBRERTED, L5250 SE 5% F1CD3
AR AR B R TCRELaBAN y ST A AFAE , FAESS 1 FR A  (HH BA A R 45
FAr B AT B A BRI ) D RE - AR 7 SR AR aBTCRI e FIBEE RS R 1, H & HAH
P AT B 47 s A3, — N 30 R e 465 R 3k, AR — 28 I m A 86 Ry 3k o A R AR G
FOHERE N AR . ] AR A A R LT AR ) Bk 2 X (CDR) 1) /5 2 A A

[00058]  AF/NTCREE ) o] A% [X A, W] AR P B2 B, FITEBREMI 0L N AL AR B . A
AIAR X AL R AN TEREZE P B (1) 3/NCDR - (FLAMAR E X)) , — A& PR NCDR3I = A2 X o 4775
EANTHIAELL, CDRIAICDR2 7 41, A1 EH 573 BIR 22 (ICDR3 7 41 42 73l 1) J L AR 2R A () o ] A% (Va) [X
AL AP SR B P AR (VB) [X o 4% () TRAVER TRBV 538 1 IMGT iy 42948 7 Vauk VB . T4H i 52
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AR e M 2 B FH CDR3 X R E o

[0006]  TCREE: YT &R FH S A 1 1F 22 24 B 0 A . e o VPG 4% S8 1 B B il e e
B TN AR, 0 J A T) P 2B RS 08 B3 X T, 388 40 e AT TR RE R . TCR ] i 4% S E N
JALAZ T M BB A T 4 R AE B TE0 B, L mT B R AR 5 R B A B A I o APEFN T BE - TCR -
2[R T RE TN AR ATt 4 N ER Ak 297 v B0 22 B 2 4 B o /D I e iE B 3, Ao B AU B
R ERHEHIER L LIS

[0007]  J PRI v2: 22 o e 1) B KR S ATY SR 2 4 7 ml ¥l KR E T A 51 R X I A ZU AN TR
R EE L BT ) (P05 (Restifo et al, 2012, Nature Reviews 12, 269-281) . i - 5
PP S RURIIG ) L ON S () AR TR AR R IA , (BT T RV 22 R Y ) TR 2K o e -
SERLBLR BT B ARV 22 IoRg SR 28 o i S SRR R B AR IR 2 R R R IR B B = T N
O 5N RERR o Fh T o 4 B0 R A e S P TR B A S R v R 3R T — AN IRl 2
[0008]  NY-ESOZE [ #4 I - S8 ALPUR 1) — N SR , F = B, (E R dEHRAh 1 th 7R A2 5 R
H R IE SR, B AT T AE 25 PN SIS e i G B8 208 Il S T MR R, DA % Sk A 8 s A
B e e v A, T8 0 B e AT D PR AR G, FE L AT s S iR o NY - ESO - 1470 Ji 7E Jid g
Y il S 3 8 AN T35 1 0 B e e 20 4 b 3Rk, 4542 SR A 70 SR 0t T L ) 3 4 1k
THM M55 72 2 A5 5 A = LI i R A 2L R TRETCRIG B & TN #E [INY - ESO- 11 S il ik 75
TR T AEAT ) 5 A 2 2190 A TN 0% ) 1% 7% 14k 1 M2 PR 9 A8 v 2 W A B 2 ) I 4 5 A
ATH () AR 35 AR AR V2 K AT I AT o AR WL ER 24T 5 IR H 4 2R 1) 81 (Robbins et
al., 2011, J. Clin. Oncol. 29, 917-924),

[0009] 2 H gy A1k, IR E N B B L /N R AINY -ESO- LIMHC  TRR il R A B A
H S TCRIFEAT T % 5€ (Robbins et al., 2011, J. Clin. Oncol. 29, 917-924;
Linnemann et al., 2013, Nature Med. 19, 1534-1541) ; 3+ HATF 7 XHEE N EBET
NY-ESO-1HIMHC 1T (HLA-DP4) FR#IHIRA B AR FHEMITCR (Zhao et al., 2006, J
Immunother. 29 (4) :398-406) »

[0010] AT, 75 B Y ANTT IR RUEE o AEAZ B A AT A 1 5 A mT 5 S TCRX 226 (R 7 ¥ (1) AN il
RIGSER J7, 80 K TR MR 7 3 B AT = 08808 . B, Schietinger et al. (2010,
J. Exp. Med. 207, 2469-2477) fiBos et al. (2010, Cancer Res. 70(21), 8368-
837T) ik 1, 2/ BT AY Hh , CD8+4M A B i o AN A2 LARR B M , {HCDA+FICD8+T4H A I 1
[E] 4 FH AT e 75 2

RANE

[0011] 2 EIRER A, AR BN 73RBS Rr R b 45 & R L SR 1) INY - ESO - 1)
HTIC TCRAS R AA TR i 88, 45 0l f 1500 43 il 5 AMHC TTEAMHC 15245 1 G S0 iR 1 2R A7 1Y)
TCRA AR o T A 17 383 P AR 2SR A 2 U o o

[0012] A WY NP 2 1 5 B0, 4 170 R 9 /0 SR 11 R 0 B 451 LN - ESO - 1R R AL ¥ TCR
T EARLE R T EN 2R AN 7 A0/ BT REPERF AR (9] An 22 S %A B/ MEC . 44 SIS 14
IFN- v 72 4) D5t 1 A N I TCRAG 44

[0013]  HpJl2 , A B SR B i i TCRAG A4 ) 25 /b — P TR 5244 (TCR) oA AR AT/ B
TCR BHEMIEE AR NIAXIR » I IR TCRAG A RE W5 K5 52 MR L 25 5ok B 5 AMHCE £ [INY -ESO- 1

5
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(WERI:CTAG-1) B AL, HAHTCR aBE M@ AKF/BLTCR BEEM @R & B AN E X3

125 100% ) 3 51 [ — 14

[0014]  FEAKBAM BRSO, “a” BEER RN B R “—NEE AN BR AR R AN B UL B o DRt
o, an A A B I TCRAG ER A4 A 7 o FIBEE AL A 3, WA R B a1, ‘el B3 —
ANBE ML IR G -  FNBEE AL S R — i e B R etk Hh 25 Ak H 5 AMHC R A TRINY -ESO- 1
(1AL o G [5) HH T] 247 co R B ) SR A S 0 A B ) 2

[0015]  SEQ ID NO: 1-20XJ T 4<% B %5 € I TCRACDRIIX FE7n T A HiG R 12
SEQ ID NO: 1-9XFWTAKBHITCR afEfE /4 CDR3IX , H e % 1K 5IIHLA-DRA/HLA-DRB1*
0401 (HLA-DR4) -, BIMHC TT-PRA#IAINY-ESO-1,,, o.M (LPVPGVLLKEFTVSGNILTI, SEQ ID
NO: 21),SEQ ID NO: 10-18%F M T A& HHHITCR BEEMZE AR CDRI[X , H AL 4Z UL HIHLA -
DR4 - R A FINY -ESO- 1 o, BRA o IX L2 B IR 73 =5 (I RINY -ESO- LIFTHLA - DR4 - R i1l 1) & A7 A
FESF I TCR EATTIR B N TCRIE [A] 42 AT NHLA -DRA T 5 2 R /NRR

[0016] DRI, 78— AN IE ) SE Tt 7 22 M, AR BH (1) TCRA) 2 A B 5 e 12k 25 B 5 HLA -
DRAK A HINY-ESO-1, 1, A7 (SEQ ID NO: 21) 4L A7, LR TCR o s ikt & ik
HSEQ ID NO: 1-9Z FEMR B A 2 /90%)F 1 [F — 14 , L 100%)F 51 [F] — 14 I CDR3. TCR B
B AR & 5 HSEQ ID NO: 10-18H 2 F: e B A 2 /90%)F 51 [ — M, i 100% /7 1
&) — M) B AMRE X3 (CDR3) o 244K, TCR o FIBBERY AR LA BE A IR HIMHC /> T B A1 7
FAEA R B () TCRAE A BT, i S, AR R LR 203 (1 . TCR o/ B B M A ] A 7
FE223 % 7% L CDR1 . CDR2FICDR3[X. . At 1% b , TCR a1 /B B A4 AR A0 & tnE R 1 b s
CDR3[X A AE[X

[0017]  TCR oA AAT] 6,544 5SEQ ID 22-30H4 2 /080%. & /1:90%5% 100%)F 51 ]
— VLA B AT AR X, HAT 28 1 by B % I SEQ ID 31- 396 %555 1~ e Ak 19 5 371 1) % 1
B0 TCR o My AR 1 #4027 B 5SEQ 1D NO: 40-48M14F — AN 2 /080%. 2 21:90%5%,100%
F R — 0 551, FEAT L B AT SEQ 1D NO: 49-57IAT — AN T 41 1 205 - AL 1
AE LD

[0018] %1 MABabDR4/INER 73 B IR SINY -ESO-1 .- [FTHLA-DR4FR il /) TCRIY) 51 3%
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PRBINY-ESO-111512:% HLA-DRAFE $] 69 T S fo 0 4k

Téafe g fhatd

Téa e & Hhpit

TCR3598

TRAVI2-3 -CAMROQGGSEKLVF (SEQ 1D TRBEV2Z -CASSGOGAGTOYF (SEQ 1D

NO: 13- TRAJST NOQ: 10)- TRBJ2-5
TCR3s08 2 TRAV92 —CALRDSGGGADGLTF (SEQ TRBV2 -CASSVMTGLNTEAFF (SEQ ID
8L [ NO: 2)- TRAJMS NO: 11)- TRBJI-1
TeASHS TRAVE-6 —CAVTLNRDDKIIF (SEQ ID TRBV7-9 —CASSLDRPYNEQFF (SEQ
% NO: 3)- TRAJ30 ID NO: 12)- TRBJ2-1
TCRS412 2 TRAVS-6 _CAVTRNSGNTPLVF (SEQID TRBVI2-3  —CASSFLASVGYEQYF
AL NO: 4)-TRAJZ9 (SEQ ID NO: 13)- TRBJ2-7
TCRSs12 3 TRAV3S CAGQONSGGSNYKLTF (SEQ TRBVIS —CASSPPLGEQYF (SEQ ID
RS D ND: 5)- TRAJSS NO: 14)- TRBJ2-7
e TRAV4] —CAVPNSGNTPLVF (SEQ ID TRBV2 —CASSVIYEQYF (SEQ ID NO:
: NO: 6)- TRAJ29 15)- TRBJ2-7
SR TRAV4] —CAVPNSGNTPLVF (SEQ ID TRBVZ —CASSIIYEQYF (SEQ ID NO:
s NO: 7)- TRAJ29 16)- TRBJ2-7
S TRAV4] —CAVPNSGNTPLVF (SEQ ID TRBVZ -CASSVYYEQYF (SEQ ID NO:
= NO: 8)- TRAJ29 17)- TRBJ2-7
T TRAVS —CAEANDAGTALIF (SEQ ID TRBV2 —CASSSGLAGVTGELFF (SEQ

MO: 9= TRAJLS

1D NO: 18)- TRBJ2-2

TCR B4k AT A& 54 5SEQ ID NO: 58-66574 £ /80%. £ /90%E; 100% /7
FIF — B FI AT AR X, AT R B A % H SEQ 1D NO: 67- 75/ 7 #1457 - ik
PIRZ IR Dt . TCR BEEM AR B & BAF 5 SEQ 1D NO: 76-844E—" 2 /b80%. & /b
90%B% 100% 5 1| [ — VE ) > 5 AT b SEQ 1D NO: 85-93fJ4E— NI &S+ - AL I A%
TR mh .
[0019] R PEEATRI AT AR X PN B D e AT A K i — 5 3 F1 [R) — P BIR a2 1 40 S A e 2 3
A9 5 5 IR 5 BICDR3IX. (A gl anfE 2= 1 Hh s i) BA7 100%[F] — 4 1) % 4~CDR3I[X .
[0020] A B A i (it B A I A S A, LA, AN TCR - o RIBEE A4 4K F P2A T A 7 29 o 75
AL AL R AL AR, SERE I TCRAG AR W] FHSEQ 1D NO: 94- 102 AE — D HIAZ R i
i,
[0021] AR BIIEHE R —Fh /N, oA & gt 52 SR FHEMI AN TCR o« FIBRE R B2 A% 1% , 3T
FEILCDA+ THNM b 25 U5 [ L R R ) L HFTCR , i FIAR& /N R T-ERHE-HU R -2 & 451
A NHLA-DR4, oA /N R B VB TCRATVINERMHC 11284+ K 1 , AbabDR4 FH EL A HLA-DR4
PR HF)CD4+ TEH A5 2 FEA0 I NTCREE o A K B 1) IR TCRIG EA4 , HAR j] S HLA-DRAKE &
FEINY -ESO- 1247, # 5 B X FE A FR A ABabDR4A/IN B 1 /N B 5 Xt A2 A A B B A o A B 3
PO R 3% /N R T il 46 6 A7 E FHLA-DR4 B 3R A A5 5 7 14 B TCR , 487 31 52 A K BH B TCRA4

AR &
[0022] 5 AZ$AN[E], ABabDI /MR B ABabDR4 /N B3 sk A g A= iR (TAA) , 1 IINY-ESO-1

TEANTH 52 ) o R, 24 BN TAASE R B I, ABabDT T/ B8, A= B 5ot TS 6 Ak e 45 S5 i) A 20 P o
I G N, LA R R A YU EARE S E TA M B 4 3 o E SIS N TAA S 2 5, T R B O
i ABabDT T/INGR ) 55 A I TCRI I AR5 8. o X LU TCR AT i J J8 i i A SR i 5 5% 5, 72K 1 i
JR FEE I TN P A EE T Rk o I R S h) 1) T B AT R AR R 3 5 R A SF g i B R
(W02014118236/7K1) -

[0023] i F N TCRA% 2[RI /N B, A B /) B 25 ) 28 4 ) 10 A A0 N K3 1 [T LG O T e 9% 5
WA B s SR M T TCR . S FESE A ) AR T4H B e PR 16 T~ N B & -MHC 73+ FE IR A E N

7
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SR IRBUIR , B WK 7 AE - 52 28 o a8 e {5 FH K/ MHC 22 SR A%, 7 R DR /N BRU ) R e 1 T4
AT 4338 , 45 e B A PCR 7y 85 NTCR, A R IE AL TCR , 7] I 38 40 5 P 5 14 TCRES FiC
FHERHRSHAEAESEERNTHN (Uckert et al., 2009, Cancer Immunol
Immunother 58, 809-22; Kammertoens et al., 2009, Eur J Immunol 39, 2345-53,
[0024] % Wi _EIRTCRAG 2 44 N TCRIE K] JB2 FIAMHC — CRF 1) J& HLA - DR4) Ft %5 3L [R] /)N
i, RIABabDR4/INER o “Vit ™ AR FE TCRAW A (B & H W o/ BEEM £ 14) 11 22/ CDR3F 41, L
e, AAR X 5 AE DL S5 A /S B TCRAE A 1 7 B AR TR B A5 DL S 1 7N B TCRAE it
()7 B A DL _EBR E 57 81 R — 1 K T RE R A2 , (HANTR 228, IR A3 B (it
PCR) g /)N B TCRIUAZ R o QN 7E & 5 VEAR R 1) , A& /2 nT REM .

[0025]  7EABabDII/INGR HFICD8+ TARMEHT A NTAHMESZ 4 (TCR) , HAR 7 AMHC 12843+
B H0 R  HLA-A%0201 (HLA-A2) (Li et al., 2010, Nature Medicine 16, 1029-
34) o WA PR Hl FHLA-A2[FNY-ESO- 1R A7 H ¥ B ABabD I T/ iR ¥ TCR G A 0 #% 4 1A
(Linnemann et al., Nature Medicine 19, 1534-1541) A/ BHFR AL HIFR i) T-HLA-A2
RINY-ESO- 147 (SEQ ID NO: 103) Fl¥ H ABabDII/NR FTCR, H B nEDhAE EE T A A
HBE A TCR, TCR 1G4,

[0026] 2 MABabDTT/MR 73 ESHIIRHINY-ESO-1 . o HITCR-ESO/F )

EHINY-ESO-1,610:85 HLA-A2EE 4] 84 TCR-ESO

Timlid ot Tem a4 it
TRAV2ZF -CAGEGNYGOMNFVFE (S5EQ ID NO:  TRBVIZ-4 -CASNIAGGYMNEQFF (SEQ 1D NO: 20
19— TRAIZG TREBJ2-1

DRI, A BH IR $R AL RE A2 LU0 SMHC T CRe 23 2 HLA-A2) ZH A FINY -ESO- 1 R ALY
TCRAAZEAK.SEQ ID NO: 19%F N F A K BIHITCR affE ) EAARKICDRIX , FAEHL IR HIHLA-A2-,
HIMHC I-PRA#IMINY-ESO-1,, AL (SLLMWITQC, SEQ ID NO: 103),SEQ ID NO: 205t/
TAR I TCR BHEAL AR CDR3X, F e % IR IHLA- A2BR #l INY-ESO-1 ., oML AN
AT H I, AR R B A AR XM TCR B T R B /s B BE S i 2 N 20 35 1) FL e TCR B =1 1Y)
AT,

[0027] X FPTCRAAIEARRE W45 7 VEHL 25 &t S HLA-A2 A SEQ 1D NO: 1034 i) 3R
A7, HirP TCR oM @460 B 5 SEQ ID NO: 19 /b90%F 4 [F — 1 , ik 100% /% 1) [&] —
PR H AN E X3 (CDR3) A1/BLTCR BHEEM E M5 H A 5SEQ ID NO: 204 /090%/7 1/[F]
— M, L 100%)7 F1[F] — M) T oAb E X 3 (CDR3)

[0028]  FFiRTCR afEt AR A5 & S5SEQ 1D 104 B4 & /80%. & /90%54100% /7 41)
6] — P i R H ) AT AR X, HAT ik H HSEQ 1D 105/ B 00 T-- AL A A% R i . TCR a4 2t
RATALE 5SEQ 1D NO: 10654 %2 /080% 42 /090%58100%/)F 41 [F] — 14 1 ¥ 41 , HAT 3% 3h iy
SEQ ID NO: 107/ %651 - AL I R 4 il

[0029]  FFiRTCR BEEMEEAARIHLE 54 S5SEQ ID 106 54 & /b80%. & /190%58100% 7 4]
& — P i R H ) AT AR X, HAT kb SEQ 1D 108K %5 0L T-- AL A A% e Jw i . TCR BEERA 2
PRATE A 5SEQ 1D NO: 109 H4 £ /080%- 2 /090%E% 100%F 41 [F] — P 1) F¢ 51, HAT 2% b by
SEQ ID NO: 110/ %651 - AL I R 4l

[0030]  TCR#JZ: A& 42578 T2 3 CDR1 .CDR2AICDR3[X o TCRAY E A4t A] f, & T & 2h Fr
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ZNHJCDR3X AR AR X

TCRAT13 ph

TCR-ESO, it
TCR-ESO.pi

SEQ ID NO 666946-50

SEQ ID NO 1044948-52
SEQ ID NO 1084946-50

SEQ D NO 6685 68-73

SEQ ID NO 10445 T70-75
SEQ 1D NO 1086968-73

[0031] 33 A BAMITCRAAZE /A& CDR1 . CDR2AICDR3
bk
CDR1 CDR2 CDR3
TCR3598, ot SEQ 1D NO 226949-54 SEQ D NG 226572-T6 SEQ IDNO 2265111-123
TCR3598 2, aft  SEQ ID NO 238946-51 SEQ ID NO 2386569-74  SEQ ID NO 2347109-123
TCR3412, aft SEQ ID NO 2446946-51 SEQ 1D MO 248569-75  SEQ 1D NO 2465110-122
TCR53412 2, aft  SEQ ID NO 256946-51 SEQ 1D NO 256569-73 SEQ 1D NO 25691 10-123
TCR5412 3, aft SEQIDNO 26894549  SEQID NO 268967-72  SEQ ID NO 2687107-122
TCR3600, afd SEQ ID NO 274549-53  SEQID NO 274571-74  SEQID NO 2745109-121
TCR3T712. afit SEQ ID NO 286949-53  SEQ 1D NO 286571-74  SEQ 1D NO 2845 109-121
TCR5413, pid SEQ ID ND 294549-53  SEQ IDNO 296571-74  SEQ ID NO 2945 109-121
TCR3T713. afd SEQ ID NO 306547-52  SEQ ID NO 306570-75  SEQ 1D NO 3065110-122
TCR3598 SEQ ID NO 588946-50  SEQ ID NO 588968-73  SEQID NO 5889111-123
TCR3598 2 &8  SEQID NO 394946-50  SEQ ID NO 396968-73  SEQ ID NO 5969111-123
TCRS5412.pét SEQ 1D NO 608540-30 SEQ IDNO 60E68-73  SEQ D NO 608 111-124
TCR5412 2p4¢  SEQIDNO 618946-50  SEQ ID NO614368-73  SEQIDNO 6144111-125
TCR3412 344 SEQID NO 626946-50  SEQ ID NO 626568-73  SEQ ID NO 6249111-122
TCR36G00 B SEQ ID NO 636546-50  SEQ ID NO 636968-73  SEQ 1D NO 6365111-121
TCR5712.pék SEQ ID NO H44546-50 SEQ ID NO 646568-73 SEQ IDNO 6485111-121
TCR3415 (4 SEQ ID NO 636946-30 SEQ 1D NO 636968-73  SEQ [D NO 6365111-121

SEQID NO 668 111-126

SEQ ID NO 104691102122
SEQ 1D NO 10847 111-124

AR WA PR PR FR A A, Forp , BIBNTCR o RN B4 #y B4R HP2A e 40 1 - K14
TR B EA AR X FE I TCRIYEEAA T FHSEQ 1D NO: 111 AR g o

[0032] DAL SRR AT A BRI P 41 e i 1 - LA T NS 3RIA
[0033] A HAFITCR i F it A M1 /B TCR - B ) 2 A m TCR Ay A4 10 a7 2 38 Ak o 53 1)

BAREFE R TG AN OK, B T 2RI B 3 B AR, 491 G SR A B AR ] DL S
AT 1ETE EANE RIE R FRIETAR, Frid g E 40k 5 AN TN s N TE0AE AT 44, e i, A
TA B anCD8+ THHM CDA+ T X - 1CAZ TH M R - - e A2 T « - 41 B - FET 4
JH o FRAARTT DL I B3 344, ) Al 4 S i 25, el v - WAL SO BR BB R AR . A IE R
IR FRAR ) S ARG 7 T P 40 00 6 S R AR AAMPT 1 o B 20 SRk BAR A & VT A, 9 s
AR PR AR AL R 2500 1, X B 51 NI HOS AR Ah AT A R B BRI R A 1 18
UMY (AN b « Lo R BB 2 R SR o 1 L AR I I A T S — A e 2 A
PRiC LA, e o e B A B e 1 32 o B AL R IR B v 5 RAR B e 1, 7950 5 3
-, AT BRAE MO B R T G b A R B B A AR B A% IR P A B0 R T 5 G A AR B I R
B R Y 21 BN G bd AR I B I A AR B B IR 7 P 2 A8 AL H IR P 81 - J3 811
RS, WsR. 55 M CHA - R R MR E R R RS T . B P LR IE - R
BT BREE BT . ik, '© R RIS 3T, AR R AR EH: T AT TCRIY JE 31, %
KR B B30T, HdE AT AT A 3Rk A% B B R IA SR A mT g e vh H TR
KB FRERE, 85 3 AR, EARE AP T AR A RA S TS8R
Ko
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[0034] A BHILIRME—FhER 1, RN a B BEER A4 , B DL de th , £0 & oRIBBEAL S AR — 38 1
TCRAZ (AL 4K, FL AR WS Rr M 45 5 5 RAINY -ESO- 1, , AL A HUHLA-DR4, B 55 R AINY -
ESO-1,5; 165 ZH & IUHLA- A2 % 8 1 AU 3E b H A B R AZ R 2

[0035]  4nA ST AT FHI , AR TE “REAERE R M ML 45 &7 51U 48 58 I PR BR X6 45 5 1 Pt R
HARFM B TCRIMI R AR nT 5 57 M Hh 25 A RNE S 2 2 R B TR R AL, A IENY -ESO- 1,
Lk B A SRR T hn, 755 AR BE R &340, ONY-ESO- 13847 , {51 WrnHLA - A28 il (1)
NY-ESO-1,, s 77 BRHLA-DRA-FRAHIFINY -ESO-1, o AL (12110 mol/1.10" mol/1,
10° mol/1.10°° mol/1.107" mol/1.10°® mol/1.107° mol/1) ((HA&V&A Fhr) 5 FH Xt R
ok 2 A MoK o 10 0 00 o G ) 5 R B, 2 SR R TR TCRI T4 g 23 i 25 /0 29200 pe/ml B £ (4
250 pg/mlEE £ .300 pg/mlEl 5 £ .400 pg/mlELEE £ .500 pg/mlE 3 % .600 pg/mlal
% .700 pg/mlEFE £ .1000 pg mlELE £ .2,000 pg/mlEE £ .2,500 pg/mlEFH £ .5,000
pg/mlBEZ) T HZE y (IFN-v) , MITCRATH A N2 “Re b dr 45 &7 NY-ESO- 1. %
B 5 A, 7E 5 PRI B 1038 B 0 oAk e 1 R 4 S [R) 5% 9% 5, A SR SR TCRI T4 Y
IPUATEN- vy HIAR# 1 FAKCFI 2 D AF P TEN- v B, U TCRA] 4% A A XINY -ESO- 147 A
B PR 0 EFTR R IR AR “RE T BT - il - FHELTSAZ:#T.

[0036] SR Jymlad it H AR N 53 BN 7 7%, il il id BiaCore 73 AT » 100pMER 5 1 , BEARL ik
10uMER 5 = (1) TCRSE A T B T4 M2k & I N 2 sk AL o

[0037]  JEF A & AR AL (1) IR 52 A CDR3 AN AT AZ [X 5 471, 34T TCR 5 1 [ 3 Al il 32 mf
el (Chervin et al. J Immunol Methods. 2008; 339(2) : 175-84) ; Robbins et al.
J Immunol. 2008; 180: 6116-31) odF-[F L AZ EHERHUAR , H FECDR3 7 F1 H () 2 F R o
A%, AT ECTCRS BT 1 55 R J3 92 5 » B4k , 7E W] AR TRAFITRBIX. (1) 4 & 348 40 HH R TCR P 51 A%
A0 T SO TCRS ik -MHC AR A R 1149 235 1 3 o 3 ] 388 I TCR ik -MHC) S 28 A S {HARL B RS 57
PRV FIIE AN AE X N AE RS (Linette et al. Blood. 2013;122(6) :863-72) ik
i, AR A B ARE S 1 T A1 AR A R TCRER B S T B A A 70 i P AR S 1, R BT IAS 2 A8 X
RVERT, e BB EATN N B & - KA B 28 SUR B - TCRIFTIE AE [ A8 X R4 v 4
XE B A IEHIMHCE AL ZE R 40 i En# e s 8 & - BT K (Morgan et al.,
2013, J. Immunother. 36, 133-151) o [KlIk, fLiH , R A i BH A TCRAS ZE 4 1 T 4T A )
Tok o 1 B o ot fRE R A 4L S S T B TR

[0038] AR BAMITCR a1/ Bl B Al A T A0 55 4o BT L R AR IR L X P 1 i A TR R AE Bk 25
P (B IR AN 2 05 5 ) o (LA H , TCR - a1/ Bl B4 ) AR 0 25 22 /D Rl AR X, ml ml AR FE 2 X
Bian, B 5 AT AR 8l E 2 TCRIX 42 /0 60%. 22 /070%- 52 780%- 22 /b90%% %2 /> 95% /¥ 471 [7] —
PR AT AR RN/ BE 52 [X o X6 T3k 4k M TCRIT V25, A I TCRAG R A 25 5 A5 mT AR | i 5 RS JEE X
14K TCR aFNBHE o TCRAAEE A I 15 Hh LA AR 1 5 52 4 (1) N V5 DAL 5 R PR 2 b 9 2 328 iR
PE AT, B b5 P YRPETCREE LA , 4% & BH A i AR 5 N7 L B, AR ik b B, 35 — N B 2
AN, U1 -5.1-10881 - 202 FE PR AT e il N Bk iRk , 43t 575 A 2 Ik 2 R LA A8 AE W5 T2 ik
AN R (Sommermeyer et al., 2010, J. Immunol. 184, 6223-31) ., NI, TCR afiB
B R SR AR ) i X A AT DA RRPE E X

[0039]  Frigk # At m DA iR B b Jt 2 Ak, B 43, Horp, il an A TCRPT A8 X Al &2 T
AN T P S 28 Bk AR 1 7 45 M3, 9 AN T g Gl 465 M 358, Bl e 5 R 5 M b 45 5 B R A9 SN Y -
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ESO- LI HiAAR 45 K435 o
[0040]  FAEEFEAAR (scTCR) LA S 57 - RARTCRIJ AT B HETE W o sc TCRAJ L7 25— ANTCR
BEREEAR (Anak) B AT AR X FEEAS (1K) 55 —ANTCREE (WnB4E) , 8l 2 7R . 17 H., sc TCRAJ
R & — A2 ANk, FoR AN R 24 2 IR A — 8 - 23K T DU 4 s o A 1
AR ST IR ) R BT — R I K« AR B (13X FE — Fhsc TCRAB B F2 41, Ho b & F 4R 7,
wn N R 7, BN IL -2, 1L-78RI1L- 15,
[0041] AR PEAS & BH I TCRA 8 At ] LA 22 SRAR ST S A T a3 Al , AL 2 /DA s TCR
o, i ik scTCRr & Bt & T 20— MNEM R 7, MH A i sc TCRs i A4
R-EEPUEY RO HEAES:, DR TiR 2 RIEE A IRTE R et s 2 RIAE
AR, HAEHA L L, W44 AR B scTCR,
[0042] A< B (1) TCRAA Sl A4 v 8 A& i LA B3 m A DU A0 A i , 480 4, st s 12k R 7 3R L ¢ 6 A
(AR FFER G & (FITC) R & A (PE)) B (A4 B R i  BAR 1L S AL ) , Aok
(447 B R 14 R
[0043] A BH I & A0, B AR i BH A% R B0 ) i 32 4 B o i = A e mT DL B R 4 Y
WIHEY) BhW) E A, B2, BT LA i A% 41 B, G0 241 B B A2 3h ) » T 2 4 e o] DL 5 97
(1% 24t e S A 4 A, B B AR 04, G N FR 23 B 1 o T 32 4 T D R PR 4 B 1) 4
Ji, BVAE B b AR K i o T = A EZHTCR . 2 BB A H A, 78 =5 20 0 A0 328 1b 2 il L,
BNNANHL o S L Kb, T 32 40 B2 N 40 A o B A T T2 0 e v] B AT AT 40 B SR AR, T YR E AT A
FRAFIH L, o] BAALM R B M B, 18 2 40 M A0 128 Hb =2 A1 JA 1 = 40 B (PBL) B4 J if B A%
YT (PBMC) o SE AL E M, 15 32 41 B A2 TR B sk TR B AT 44 , 45 o , AT . T4H AR AT LA 2 AT A
TYH AR, 51 T3 72 0 T2H AL, 490 G S AR T 40 e, BRCR B 5 7R O T4 M R I T4 Y, 4 Jurkat
SupT14%, BRI FLENIFRAF I TN, A i st , &2 ok B N FR i T4 B B T 40 B AT T4 i
AT VR 22 SRR 9 A I B S PR E2 465 L IR, B A S B A SR A T At v e AR il
1o P ageth , TR M2 N TAN A . FEE e, TR M, i N B854 B 1M TAH MY . TR A mT B2
AR AL TR M I T B AT R BB B, B FEEANR 1, CD4+ A1/ 8 CD8+. CDA+4 Bh T 41 i »
WITh1 AITh240 g .CD8+ T (ngn i 2 HETAN ML) B iR I 4m A (TTLs) A0S 40 A s AKX 2
ARG 1EAZ TR B HET AN M 45 , Ptk A oA - 1212 T4H Y
[0044]  frideth , 1 32 40 A& A CD4 - BH P TZH A , o rp ARk B 1 TCRAA) S A< 5 BIR 1) F-MHC 1T
AL, BN CD8- BH TR AL, FEH A% % BH () TCRAG ER A4 4 BIR i) T-MHC TR A7 .
[0045] Ak BHIG SRt —Fhzh &4, HAa S

a) IR, ik, Rk H A, & A T NTYME R, gt A% & B i TCRA4 2
&, BT TCRAG AR R B8 47 e 1t Hh 25 5K H 5 AMHCE & BINY -ESO- L) R AL, B

b) A AR B I TCRA AR B 1, BTl TCRA AR RE W45 S b 45 Aok B 5 A
MHCE & HINY-ESO- 1 () 47, 5L

o) AR TE LM, an N TAHHE , R AR R P4 6ok B 5 AMHCE & 11
NY-ESO- 1) AL [ TCRAA Z A4
[0046]  FE—AMILIE R St 7 S, T 25 FHZH & W0 A BH 1) TCRA AR 2 an A SC A JF
(1) L BE A% 1H I PR th1) T-HLA - DRA I 2 57 I TCRAG 44 o
[0047] g3t , TCRAAERAA S A0 AS ST FF Y « BE A% 1R 59 PR i) - F-HLA - AO2 1) AL ) A & 1A 1)

11
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TCRAE A4
[0048] Ak BHICHRAL—FpOLIE L T B2 % Rl TRy N EF R ZieE, HeE (F
NE—H o

a) IR, ik, Rk FAE, S Re s R b &5 &R B 5 AMHC 1182 & 1R E
B ) A7 A TCRIG 244 , B

b) HE, LSRR R Ak H 5 AMIC TTE AR & § s 1R A TCR
PR AR, B

c) TE XYM, HRERWB R A &k H 5 AMHC TR A 1IRR & PR R AL
(PRI TCRAA 1A

0

1) R, ik, B AR, HgmtRe e R ah Gk B 5 AMHC TE &1 TR
PR 5 LR R AL TCRAG A, B

i) &A, LRSI AR E 5 AMIC TR AW BT R 27 i &A1
[FITCRAA R A , B

iii) 75 EAMME, HRIEGEWEEF AR E 5 AMIC TR A1 AR 2 5 R 1
F A7 I TCRIG A
[0049]  Fridk R 5 f Pt JE A0 ok i 2 6 A - 52 K - 0 A9 aONY - ESO - 1 MR8 - A OC B i
907 - 4 SR A S, AT IFESEQ ID NO: 21 (HLA-DR4-[FR ) #1103 (HLA-A02-[R
i) B ZRAL o 25 e b, P P DU AR 40 i SR AR B SR i B PR L IR K Sh Pt 5 (tumor driving
antigen) YR - A OCHU IR AT Anda i - S8 AL PR AR adk b, TCRA 40 2 N TCR, AR |
ATCR, 4 ERTid , a8 5 NTCR, s B wn - Frd i A J5AG /NS
[0050]  Z|H HIAIE, TGk METANMR AL F 2 N R Ly T-45 T-CD8+E 3 CD4+ THNMI . S8 1M A
RN O AR N A 31T 3 4k M TR M 7 V20 5 v, FL ARG B A 0 PR e 14 i g A OGP JENY -
ESO- 175 45 F ML TCRI E /K CD8+ AICD4+ TP FE RS , I SR VP P Fh 4B B S 2 () & 1 . %
51, 2 BT TORAA) f Ak 1) 1 B B 45 A B 11 1 P e P SR I 8 P 75 ke S 1k 28 R O P R PR T
Y B o CDA+ZH B, G o 9 WA 4 B R 1~ (7 i TEN - y ANTL-2, B2 HECDS+4H o 55 4 2 i 3F &
FEOM VA AR TS o X A8 15 58 G 5CHb Y 55 Pl 40D, R38R 1 sl fIE 06 by Bk Fives o A B ¥ 2
Ko
[0051]  HEJlE , Ak BRER At an _E PR 2570 &, e & iR 2 HA &9, Frid 25 A &9
THAENE W,

a) IR, ik, Rk H A, & A T NTYME 3R, gwfid A% & B i TCRA4 2
A, TR TCRA R AR BE 5 S M Hh 45 5ok 1 5 AHLA-DRAE & FINY-ESO- LI RAL, B & 5
SEQ ID NO: 1-18MIfE—"EA Mk Z >80%F #1|[F —PEFICDR3X ,

b) HE, RS AR TCRA AL, Il TCRIE AR RE R R A Gk B 5 A
HLA-DR4E & INY-ESO- L[ # A7, HALA 5SEQ ID NO: 1- 18 4E— A EAG ikt % /b80%
751 [E — P ICDR3IX. , 5%,

c) ARMAITE EUM, i N TYHHE , IR TCRI AR , BTk TCRAA 2 1A e s 45 S 1k
H2h 4K 5 SHLA-DRAK A FINY-ESO- 1HI R AL, HA & 5SEQ 1D NO: 1- 18— NEA R
16 10 22 /D 80%)F F1|[F] — PEICDR3[X .

12
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[0052]  PriR 27| G B B R N 28 —H o 2 A &4, e &

1) R, ik, B AR, HgmDae e ik as Gk B 5 AMHC T &1 TR
PR 5 0 1) AL TCRAG B , WA B B TCRAA A4, A5 5 SEQ TD NO: 19-20 A 11
16 1 22 /D 80%)F 51 [F] — P [ CDR3 X , 5L

i) &A, LA R Ak E 5 AMIC TR AW TR 27 1R A47
(R TCRAGER AR, A% BH B TCRAG 44, A5 5 SEQ 1D NO: 19-20H 4 fiLifk Hh % />80%)F 71
6] —PECDR3[X. , B,

111) 1 F40ME, HRE W RE A 6ok B 5 AMHC T A1 BT B & B
FAL A TCRAGERAA , GnA J BH IR TCRAG 1, FoA0 & 5 SEQ 1D NO: 19-20 B ik Hh 5= />80%
F 51 [F — I CDR3IX
[0053] AU BH 1 24 71 G 1A 2H 73 ] gt 1) FH T [R) B &5 7 B AT ART U7 25 7« BT 20 73 i o]
HHEZF.Tran et al. (Science, 201445 H9H ;344 (6184) : 641-5) fiid T —Fh Al g
252577 5
[0054] W FHF A i BH (1) 24 2% b ] 482 52 (140 28 Ak B R 771 40 SI2 4610 436 A 7191 i SPGA L Bl 7K
B (L AL H #E B ek IERE B ATRE G RER Al A E S, B
A R8£3R LA i R CAn i R 8 5% il ) an i R R % 1 367K
[0055] A<k BH IR 24 FHZH & W sl A O BH B0 24 5506 mT 4 T2 W S 1oL AR/ sl 5 0 , 49 dn
I AR P LB T B B 5 o Y 0 DI T g TR s, 91 B e TR R e o A — A
M3 1 S 7 2 v, S8 1 4 i P 9BE 6 SANY - ESO - 1, FITCRAA B A4 e % 1R 1) 5k I NY -ESO- 1
(1) 28 /b — N RAT AR IR HE I HE TR TT o 15905 1 JRURSE P ikt 2 I\ g 2 FHLRT 205 , P th , 48
YR ITT 10 23R 09 RV 5 98 /0 28 A T 7 b B N B R 1 DE 8 K A e b, RS 2 9 /D 22 />
10%- 5 71>25% . 25 /50%5% % /b 75% , 5 100%.
[0056] A< BH IR FE AR — Fh v o7 8 S5 b THI T 2 D0, R 2 SR B R 9 s 11 52
F T, HAFRE T A AR & 3 B0mE S i ARk b, 52605 2 77 EX FE IR TT
(1520, B R AR IR 1 St 77 S8 rp , S22 W LW 32 33, e 3k 8 A8 e =5 e yg
PRI N B TE I RS T
[0057]  FEAKBHI) bR SCH ARTE I B IR e 2R gk SR FROR AN
HU 0 R I /8 40 B e S5 DR 240 i i DA SR 23 A Sk 350 il sl B 5 B 45 s L K
B PR B PR B8 A T M R RS 4 A AT Sk BRI A - SRR 4T B e O R iR bk
Je8 Ut R e YK O 00 P e I o e AN A A ML B D T B PR R
9ot~ LR 5 R0 e (1) 9 o« FRAANY -ESO - 1A JHga A0 128 b ide 1 28 298 i « i JE AV R, AR Sk 391
Joh B T RS g
[0058] Ak BH I — NI B R 2% R V0 I S % T 7 3%, AR It it 4k P TR BT i A BH I
i A7 V2R S AT T I 4R P TN BTV I 1B I« 25 T A R BRI AL S P mT el i L FE 45 T,
AR AR R BH R TN A 2 B R o PR X R B TR AR 2 A R B A R (R Ah e SR - I E
ENETe
[0059] & idkhh, BBE U PT4h T AR BRI RLIR B 2 R IR B, FH T T AR N % 5 .
[0060] A<’k BH 1 & [ TCRAY 4438 W] 43 4n FH T R L2 13 & 1 R IBNY -ESO- 1, HARAI 2,
TR AMRYESEQ 1D NO: 219 RALATZWT H B A, X I8 Z A A0 18 9 b 1 DA E T4

iill

i
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I AL, FEHLA-DRA b 52 33 P iR A7 )R8 3 S A W ) S 4K PR TR M T 2007

[0061] A% BHIE B e — R 4 A A B g E A0 07325, LAUHE 51N G BE W s e b
ghaok B 5 AMHCE S IINY - ESO- 1 27 1) TCRA 4R 1) 2 ik 8k 22 53 1) 1 2 4 i, Ik
b, R BN TERI A

B 5 BA

[0062] A< B AE DA R Szt 451 e 2 2% B B AR 1045 20— 2D R U0 L SR T H AR Tk
TARAR B, R 5 B A 228 ikt 5| DU B AR LS & B A ST .

[0063] P11 73 H ABabDIT/MR INY-ESO157 - fp 5 HETCR-ESO5 35 - T A I TCR 1G4 T
Retb#r. (o) 15 H AR PBMC FHABabDIT-fiT A= I TCR-ESOEL A - AT A TCR  1GA%: 3 H
NY-ESO157-HLA-A2-H5 M 22 SR Ge i . [ 14 CD3+ 40 . (b) T24H0 ifg FH 36 48 & NY -ES0157
FARBIBEMKPF I+ 5 TCR- % SR TN ILEE 77 (¢) B TCR- % 5 5 TN AL 5 AN [H] ) g 40 A
% (SK.Me137: HLA-A2+/NY-ESO+,SK.Me129.MiG: HLA-A2+/NY-ESO-,SK.Me129.MiG.NY-
ESO: HLA-A2+/NY-ESO+,Me1324: HLA-A2+/NY-ESO—,Me1295;HLA-A2+/NY-ESO+) 3% 5
A FETFN y bl H B ZROR I E W BRIP4+ s . d.

[0064] &2 T #ENTCRaBHE K BE AN T/l & T/NR T-ER3E - B - 45 A 25 M35 AMHC
11254y FHLA-DR4, ABabDR4 /)N i A2 5% JE [A 1) - ABabDR4 /N i, % T /)N B  TCRATZN FRMHC T1284)
T RGRZ I o AUt , AbabDR4 F B A HLA-DRARR il CD4  TAHAE R IE 2 FEALHI A TCREE

[0065]  [&]3 15 HINY-ESO-1 DNA% () ABabDR4 /N8, Y 4 F& 1L (1 41 it $T - CD3/CD28
dynabead AN I K, BINY -ESO, | o, FF RGO 505 TEN v 0 A G £ o o) 94 22 400 i AT
CD3BH 4N AL 1 ¥ bz 1 AT

[0066] &4 Wi#e IR EETCR-EAMPT1H 4547~ B & (Linnemann et al., 2013, Nature
Medicine 19, 1534-1541) .

[0067] &5 TCR-#k = FIZRIACDAR] Jurkat 40 il FINY-ESO-1- s WA TCR¥E 5 3 FINY-ESO-
1, 6155/ DRA- VU AA (NY-ESO-1 Tet) B(CLIP/DR4-PUZRAAk (CLIP Tet) fEMXTHEGL (4,

[0068] &6 K H APBMCHITCR- %% S alAE-# F 0 (6 ) CD4+ TYHME 5 R IRFKISHLA-
DRAFN/BYNY -ESO- LA AN [F] 1Y) B8 R 40 i R AL R F7 FF X IFN y AT A N e 0 Won I B 43
Lb AR AR L FIICDA+ TN (TCR- 4 T HIFE i) BUACDA+ TN G- SFIFER) B8R T HE
S ME SRR 22 o 38 I AR 2387 P 28 2 40 R HLA-DRE A .

(00691  [&7 ABabDR4/INE -ATAMEIFAEN -RTZEINY-ESO- 1 o oo - M PETCRIFI R IX
HLA-DR4/NY-ESO- 11 58 2= J8 40 i & . FHJs H ABabDR4/)MER, (3600.5712.3598 2) B H fid fE
ANBEAA (NYTNY2NY3) [FINY-ESO-1, ¢ .- SR NPETCREE T (11CD4 TAHL 5 TFN v - FALER )R
JXHLA-DRAA/BUNY -ESO- 1 #1) BB 2 R 40 i R 3L [R]85 9%  IDANY -ESO-1, . JIk (NY116) /E A
PERTIE R I S 78 EIE TR IE IFN y o o 7 5E N S 1398 SRk w22 .l i
TG AR 5B BT 2R 2 A R HLA-DRE A .

[0070] &8 FINY-ESO-1- i 4 TCREL SHICDSAICD4A T4 it 75 fif 8 41 A A8 45 vh S 7 HA
YERL S . TCR-ESO- %% S (F)CD8  TZHJIF/BLTCR3598 2-%% S1{1CD4 T4HM 5CFSE-FRic i B 2
TN RPM-3— 215 7%, BT ik S8 KR4 RPM-3 FNY-ESO-1,,, o FINY-ESO-1 ., IKE AT
(fIRCFSES)6) MR A (FH5CFSEHE ) o CFSE-FRiC (K #E AN AL LA 12 1AL 4], %-8x10"4>
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R P3G I% . TCR- 5% SIICDSAICDA THHMIELH H AE6x10" . B IR 1T 85 , PM- 31 40 i $cied i v
AN AN & . (A) 5TCR-# 3R TN —E 1 77 J5 M- 340 i 1 AR R M B 7 A s - 3
F 22 7RNY - ESO- Lk - AP SARMLEY T 47 b ONEESR) o (B) 4% I I 2 08 e A%
A5 58 40 B 0 52 B TCR - 5% S () CDA AN /8Y.CDS T4 A i) 4H B 75 14 - S~ 7 58 N BE 2 1) P 331
EibrtfER 2

BASHEA
[0071]  ZRASTCRAGERARIT 2 /D —FhTAH R SZ 7k (TCR)  aFE A AR /B TCR BHEFA AN A%
Mz , FTIA TCRAI AR e B 5 S MR 45 5ok B 5 AMHCE A HINY-ESO- 1A R AL, A TCR oy
FRRFI/BTCR BEEM AL 2 5 SEQ ID NO: 1-20f 5 JERe B A % /b 90% [ 3 41 7] —
PER B AMREX 3 (CDR3) .
[0072] St /7 R LA IR , Ho R TCRA AR BE 545 S P Hb 4 & B S HLA-DRAKE A1 SEQ 1D:
2V ZRAL, H A TCR o MR & 516 FHSEQ 1D NO: 1-9F 2 B B A 2 /0 90%F 71
6] — ¥k, it b, 100%)F F1 A — ¥ CDR3FN /B TCR BEEM AR & 5% HSEQ ID NO: 10-
18I R IR A 2 /D 90%F 4[| — 1 , A ik 1, 100% )7 51 [F] — M i) B Ah g E X 3 (CDR3) -
[0073] s /7 SR2HINLTR

a) HHTCR ot Aa &5 5SEQ 1D 22-30. 54 % /b80% ) 1[E — 1t i FE 41
f AR X, HAT i Hh i 3% 5 SEQ 1D 31-39/ 5 Hgmtis, HAh TCR aff iy ARk B & 5
SEQ ID NO: 40-48HME—/NEA 2 /b80%F 4 [F— 11 /5 |3 4EE FHSEQ ID NO: 49-57(%)
E—"N s,

b) M/ HAHTCR BEEM M S S A SSEQ 1D 58-66 .24 % /b80% 41 A —
() B B AT AR X, HAT % H H 1%6 A SEQ 1D 67- 751 /7 51 4mhd , Fort TCR BB R4 A4 36k i £,
% 5SEQ ID NO: 76-84HMF—/ B 2 /080%F 41| [F) — i) 41 HAT %k 1SEQ ID NO:
85-93[IAE— Mg,

c) FLrRTCRAG AL EH FISEQ ID NO: 94- 102/ AF — ANt ;

d) HHITCR affMIEEAARR /B TCR B M ER AR B TCRI AR ik Hh & & T IR H
N TEH L) i 32 40 i Rk 1 R IA 4
[0074] S 5 RAMIALIR , Ho A TCRAG B AR BE 45 7 1 Hh 45 & B S HLA-A2E A 1ISEQ 1D:
103 R AL, HH TCR aFE MR & 5SEQ 1D NO: 19B4 2 /90%F 71 [F — 4 , ik
H, 100% 5 51 [H) —PER) kb 5 X 3 (CDR3) Al/BTCR BEEMIEAAE & 5SEQ ID NO: 205
A2 /90%F A [ — 1, AL ik b, 100%5 41 [F] — P HAMJE X3 (CDR3) .
[0075] S /7 SRARINLIR

a) HHITCR oA 24 5SEQ ID 104575 5 /080%)F 41l [7] — ML 5 511
AJAR X, HAT & A SEQ 1D 1054mH5, HeA TCR o ) AR i A2 5 SEQ 1D NO: 106.E:
A 2 /L80%F A R — P FIFE AR L FHSEQ 1D NO: 1074w,

b) /B ILHTCR BEEM AL &H 5SEQ 1D 1085 A £ /80%)F 41 A — 1411
JFHIR AR X, HAR e SEQ 1D 1094w, A TCR BHEEM @A L AL 5 SEQ 1D NO:
11024 & /80%% 41 [l — MR 7 A FHATEH HSEQ 1D NO: 111%wH5,

c) AR TCRIEAAIEH EHSEQ 1D NO: 112445,
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d) FHATCR afE e g AR F1/BLTCR BEEAA IR B TCRAN A AR ik th 2 & & T 7RIk H
N TR A8 32 40 08 1 SRk Ak
[0076]  —FhER I , 2L HH AT — DU AT IR S0t 77 R A% R i
[0077]  — B AT — TR O St 77 2R B A% R B 3 1) 1 = 4, G v g 32 40 P e 2
CD4+ TYHMFIZIR AT STt 77 582 - 3SHAT — T AX IR » 5 Hh 4 32 40 M it i b /2 CD8+ T4
LR AE STt 77 224 - 5HAE— TR AL IR , o rh 1 = 4 M 0 e 2 A\ 0
[0078] —FhZAHHEY), HAH

a) SR -5HME—TRIAZER , Hgm iR as s i 45 &k B 5 AMHCE &1
NY-ESO- L) A7 i TCRAS E 44 , BY,

b) St 7 Z6HIE H , HA E R RE R Hh 2 Aok B 5 AMHCE A INY -ESO- 11
AT B TCRI A, B

) SEHMEJTZRTHITE EAM, B RS R A 5ok B 5 AMHCE A IINY -ESO-
LA AT TCRAG A

(00791 Sty R8I 25 L &4, H A& sk 2- 3 — TR AR « Hh P 3R A% 1 Gt %
8 A B P IR A IR ) 1 4
(00801 Sty R8I 25 L &4, H A& sk 4-5AE— TR AL IR « P 3R A% 1 i B

() B B P A% R 1 15 3 40
[0081]  —FhH TR M &, WS AFNE—Hor

a) IR, HYmtDRets R e as 5k B 5 AMHC 112 GBI & PR 1R AL TCR
M, B

b) HEH, HASRER RS RE 5 AMIC TTE &R E PR R AP TCR
Pk, B

c) fE 4N, HRIARE R R as 6ok B 5 AMHC TTE A 1R & PUJE i R AL
[P TCRAG A%

F

1) MR, Howmtoae e rs Rtk th 45 6ok 5 5 AMHC TE A1 ik BR € Hi 5 1 R AL )
TCRIG A4, Bl

i) EH, HOFRBrrtEhdg G kA 5 AMAC TE 68 Frid R & Pl i =467
[P TCRAG A% , B

111) 1 F40M, HRE AW RE TS &k B 5 AMHC T8 A1 Brid B & B
AL TCRI A,

Horb BT I B B P SR A 20 A2 e 1 i - 52 KL - LR AANY - ESO- 1S e - AH SR 1Y
B - R e R LR
[0082] ST S L LI 550 &, HoAL S VRN 28 —2H 0 I S it 7 SR 9 25 A &4, Ak ik
iy, 1R 9 58— 2H 53 B STt 7 S8 101 25 A &4, e 9 b 2H 4343 J50 ) T IR IN 45 5 B DA AT
AW F 45 T
[0083] Sty 22 8- 1O AT — T (1) 245 FHAH & W el st 77 22 1 1B 2 AT — T ) 24575 &0, HL
T3 AR P O B MR L Ik R EIGTR A PR 95 s (1) 12 W TSI AT/ BRYG T , HHR G BE 1 2
o B8 Ji 8 FIENY -ESO- 1
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[0084] ity 28 13HR s FHIV 24 A & el 25 700 &, o F T S ey vk e b, FH T3k 4k 4
T M7 V5B TCRAE 7%

[0085]  — /N, AL 7 Gt 52 BE R B AHE NTCR o FBEE R R I X R , FF 7E HLCD4+ T4H
b AR Y5 E B 22 R AR () B HETCR , IS KA b 22 /N B T-ER R - B - 45 & 45 /3 A
HLA-DR4, Forp Frid /N R i = /N BR TCRAIZNERMHC 1128431

St 1
[0086]  sLjififfll -7EABabDII/INE HHXINY-ESO-1 ., 55 PEMHLA-A02- PR 1 ¥ A TCRIF
FEE

WI{ELi et al. (2010, Nature Medicine 16, 1029-1034) 1 ffri& =4 ABabDI1
B RINY -ESO-1, ., o4 5 PR IR KB CDS+ A AL A28 1 1 /S B 70 8 JF 4% I AEL innemann
et al. (2013, Nature Medicine 19, 1534-1541) FPAFFHITT R, @ IT TCRILEHHFE 34
[0087] ;=42 FroR i ALE IS AR HESEQ 1D NO: 181191 CDR3 51| R AE A TCR-ESO.
[0088]  FH T4 KM AR B4 /5 HIZESEQ ID NO: 106/107FISEQ ID NO: 110/111+#%
it SEQ ID NO: 1125~ S FHI B AL TR A B A
[0089]  sEjifsl2 - HLA-A02-FR i AN TCRE DIRE S Hr

5% ABabDI T/NER FUNY-ESO .~ FEFPETCR-ESO, Qs it il 1 - AR ), 5 B 38
BE-FTAMITCR 1G4HL %S (Chen, et al., 2005, J. Exp. Med. 201, 1243-55) . B FHTCR
WNFRALI157-165 (SEQ 1D NO: 103) - TCRTER H A HEAKFPBMCHT A T4HHE H FRiL (Kl 1a)
FHABabDIT-fiT4E 1 TCR-ESO%% S 1 TZH L 1iF S 34 i ) B JiR B0 5 76 R il A - fr 8P T2. 40 i
75 S FHN -7 AE B TCR 1G4%% 5 1O TE0 i 58 /= 11 e R TFN v 7K1 (Bl 1b) - itk 4k, TCR-ESO-
S NTAMAE 5 R IR HLA- A2 S5 ZH M (RINY - ESOFL [ 35 35 J5 72 AR HL 164 - 5 S T4 B %2
FIIFNY  (Ellc) .
[0090] 5 M fHEAKR S BB TCREG R , 73 H ABabDT T/)N i ¥ TCR 4 A\ Wz 5t b st 7 e B 1) T
T
[0091]  SEjiafl3 - 7EABabDRA/NER HHXINY-ESO-1, o % 5 M [KIHLA-DR4 - BR 1) A TCRIY)
FEE

&t GENY -ESO- 1 HLA-DR4 - BR 41 /4 TCRZE N TCR3& [A J# /HLA-DRA- TE/HLA-DRB1
0401 - IE#4 3L K] (ABabDR4) /NS, A 4177 (B2) o 3% B2 /)N L i o f# HLA-DRA- IE/HLA-DRB1%0401 -
TER: PR /N, (Tto et al., 1996, J Exp Med 183(6) : 2635-2644) 5 A TCRIE PK i f ik
BRI/NER (L1 et al., 2010, Nat. Medicine 16(9) :1029-1034) 2472 A i o 3% ME R AL
R TEABabDRA /N FRH 1 TYH A 0k 2 FEAL A N TCRE , (B AN RE 28 52 5 70 Hod A FI/INRR P 971
A AN [ By DX 43 1) N ek e SR T T S AT ) o A % BN R I FHNY -ESO - 1 %2 £ ABabDR4 /)N B
SEAE NP ANRE K BLIP &5 285 A TCRIP) AR B o B F-HLA-DR4 - TEAE N AhAE FIMHC  TTSRR il
53 » G ABabDR4 /)N BR A2 B R 1) LA HLA - DR4 PR i () S B2 Hi SR (1) D4+ T4HAE.
[0092]  7E FINY-ESO-1,,, 4 IKEX A KNY-ESO-1 DNAE:FJ5 , \ABabDRA /)R A= i % S5 HLA -
DRAZH A HINY-ESO- 1, oo A RERPERITCR AINY -ESO- 1, | o 5 5 PRI K EECDA+TER: 23 B
AITCRAEE JB L cDNAK 3ty (1) 57 BRI G SR R B &I 3 2.7 5k H Pt -CD3/CD28 dynabead ANHH
K BREINY -ESO, |, 0 71 ABabDRA /N B (9 &0 A AL 11 200 P 5 S5 ek i P e o
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IFN vy [ AR P~ FriE e )
[0093] A= p i@ HRPESEQ 1D NO: 111028011 3F0112. 440135481146 F115.7F116.8F117
FN9AN18HICDR3 5 FI R AL K TCR, AR 1R BT o AS & W K] 42 5 F-NY -ESO - 1# 55— /NHLA -
DR4PR 1] A TCR.
[0094]  HT4KHEEKRIFHILESEQ ID NO: 40-48/49-57F1SEQ ID NO: 76-84/
85-93H$24t .SEQ 1D NO: 94-1025%F BT FH - DA T S 56 iy B A I A A4
[0095]  sjiifsi4 -HLA-DR4-BR il NTCRI ZhRE 73 A

YRS 43 B B TCRIB 77 X6 A5 2 K /MHC R SR 1 e e 1 45 6, TCR- B = AR A CDAR
Jurka t 20l B 407 S5 3 P ) 46 (FINY -ESO- 1 - M PETCRE% 5, 3 FANY-ESO- 1, ,,./DR4~
PO 54Kk (NY-ESO-1 Tet) B{CLIP/DR4-PY %44k (CLIP Tet) {E Ay B 4Lt (TCR3598 . TCR3600 A1
TCR541 211 H 4 72 5 B IR) o R S PR 5K
[0096] 43 B (K TCRHBIGR T 41 X R IANY -ESO- 11 41 M () THRETE 1k » X 4 5 K AR TAHLA-DR4
A1/BINY -ESO- LA TEN v 40 i A 4% € (1) AN [R] B8 2290 41 B Z L [R) 355 772 10 2§ AN PBMCH TCR-
HSRadE- %5 (6 ) CD4+ THHMIAIEE (TCR3598. TCR3600MITCRE41 21 £ 8 78 K| 6+ &
) o
[0097]  TCR54121) %% %% FEIFN- v CDA+4HHRAY 56 =y LU 7] o PRItk , £ 27 SEQ ID NO: 3AH121
CDR3 7 41| () TCRAA) A4 7E A i BH B4 455 O Hh =2 e ) ILAde 1) o
[0098]  sjfafs5 - XINY-ESO- 1R 4745 5 14 I CDA+ FICD8+ T I 25 & 1 izk 4k 14 T4 g 4%
%

XINY-ESO- 1¢S5 4 (IMHC TARIMHC T TR fill 1) TCRI¥ 2665 7 FH 7E Ja e 140 3k 4% P4 T4 A
75 /N BRI rp 3 AT AR5 o NY -ESO- 1RTHLA - A2 $H 14 fift 9% 41 g 22 7EHLA-DR4 - TExRag-/- /)
B, FR RS AL, I FIMHC T- PR A9 TCREE S 1 5.CDS TR B & FIMHC 11 -FR I/ TCRE: 51 5
CD4 THHMIER#E — 2 [WTR S WV TT o BE I 8] 4 F% MR D252 25 /N BRI IR ke I B R
X7 FMHC TAMHC TIFRIMITCR = #1497, B AE K .
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EIIES
<110> Hyya -84 & 5o - 40 R O I E LA 2=
<120> EFAFHLENY -ESO- 1 MHCT FAMHCT T A5 ) Ja R 2H 45 T2 i 52 4 35 R 7 v
<130> MDC15875EP
<160> 112
<170> BiSSAP 1.3
210> 1
211> 13
<212> PRT
213> AN
<220>
<223> TCR3598 a%#%CDR3
<400> 1
Cys Ala Met Arg Gln Gly Gly Ser Glu Lys Leu Val Phe
1 5 10
210> 2
211> 15
<212> PRT
213> A
<220>
<223> TCR3598 2 afCDR3
<400> 2
Cys Ala Leu Arg Asp Ser Gly Gly Gly Ala Asp Gly Leu Thr Phe
1 5 10 15
<210> 3
211> 13
<212> PRT
213> EN
<220>
<223> TCR5412 a%%CDR3
<400> 3
Cys Ala Val Thr Leu Asn Arg Asp Asp Lys Ile Ile Phe
1 5 10
210> 4
211> 14
<212> PRT
213> AN
<220>

19
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<223> TCR5412_2 a§%CDR3

<400> 4

Cys Ala Val Thr Arg Asn Ser Gly Asn Thr Pro Leu Val Phe
1 5 10

<210> 5

211> 16

<212> PRT

213> BN

220>

<223> TCR5412 3

<400> 5

Cys Ala Gly Gln GIn Asn Ser Gly Gly Ser Asn Tyr Lys Leu Thr Phe
1 5 10 15
<210> 6

211> 13

<212> PRT

213> FA

220>

<223> TCR3600 a%fCDR3

<400> 6

Cys Ala Val Pro Asn Ser Gly Asn Thr Pro Leu Val Phe
1 5 10

210> 7

211> 13

<212> PRT

213> BN

220>

<223> TCR5712 a%CDR3

<400> 7

Cys Ala Val Pro Asn Ser Gly Asn Thr Pro Leu Val Phe
1 5 10

<210> 8

211> 13

<212> PRT

213> BN

220>

<223> TCR5415 a%fCDR3

<400> 8

Cys Ala Val Pro Asn Ser Gly Asn Thr Pro Leu Val Phe

20
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1 5 10
<210> 9

211> 13

<212> PRT

213> A

<220>

<223> TCR5713 a%%CDR3

<400> 9

Cys Ala Glu Ala Asn Gln Ala Gly Thr Ala Leu Ile Phe

1 5 10

<210> 10

211> 13

<212> PRT

213> EN

<220>

<223> TCR3598 B#ECDR3

<400> 10

Cys Ala Ser Ser Gly Gln Gly Ala Gly Thr Gln Tyr Phe

1 5 10

<210> 11

211> 15

<212> PRT

213> A

<220>

<223> TCR3598 2 B4%CDR3

<400> 11

Cys Ala Ser Ser Val Met Thr Gly Leu Asn Thr Glu Ala Phe Phe
1 5 10 15
210> 12

211> 14

<212> PRT

213> N

<220>

<223> TCR5412 B%#ECDR3

<400> 12

Cys Ala Ser Ser Leu Asp Arg Pro Tyr Asn Glu Gln Phe Phe
1 5 10

<210> 13

211> 15

21
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<212> PRT
213> A

<220>

<223> TCR5412 2 B%%ECDR3

<400> 13

Cys Ala Ser Ser Phe Leu Ala Ser Val Gly Tyr Glu Gln Tyr Phe
1 5 10 15
<210> 14

211> 12

<212> PRT

213> AN

<220>

<223> TCR5412 3 B%ECDR3

<400> 14

Cys Ala Ser Ser Pro Pro Leu Gly Glu Gln Tyr Phe
1 5 10

<210> 15

211> 11

<212> PRT

213> N

<220>

<223> TCR3600 BHECDR3

<400> 15

Cys Ala Ser Ser Val Ile Tyr Glu Gln Tyr Phe

1 5 10

<210> 16

211> 11

<212> PRT

213> BN

<220>

<223> TCR5712 B%ECDR3

<400> 16

Cys Ala Ser Ser Ile Ile Tyr Glu Gln Tyr Phe

1 5 10

210> 17

211> 11

<212> PRT

213> BN

<220>

22
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<223> TCR5415 B4ECDR3

<400> 17

Cys Ala Ser Ser Val Tyr Tyr Glu Gln Tyr Phe

1 5 10

<210> 18

211> 15

<212> PRT

213> BN

220>

<223> TCR5713 B4ECDR3

<400> 18

Cys Ala Ser Ser Gly Leu Ala Gly Val Thr Gly Glu Leu Phe Phe
1 5 10 15
<210> 19

211> 13

<212> PRT

213> FA

220>

<223> HLA-A2[R H|AITCR-ESO a%%CDR3

<400> 19

Cys Ala Gly Glu Gly Asn Tyr Gly Gln Asn Phe Val Phe

1 5 10

<210> 20

211> 14

<212> PRT

213> BN

220>

<223> HLA-A2Rfif{JTCR-ESO BHECDR3

<400> 20

Cys Ala Ser Asn Ile Ala Gly Gly Tyr Asn Glu Gln Phe Phe
1 5 10

<210> 21

211> 20

<212> PRT

213> BN

220>

<223> HLA-DR4FEAINY-ESO-1 116-135

<400> 21

Leu Pro Val Pro Gly Val Leu Leu Lys Glu Phe Thr Val Ser Gly Asn
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1 5 10 15
Ile Leu Thr Ile
20
<210> 22
211> 134
<212> PRT
213> BN
220>
<223> IHLA-DRAFRAINY-ESO-1 116- 1355 M TCR3598 TCR o
, AT AR X
<400> 22
Met Met Lys Ser Leu Arg Val Leu Leu Val Ile Leu Trp Leu Gln Leu
1 5 10 15
Ser Trp Val Trp Ser Gln Gln Lys Glu Val Glu Gln Asp Pro Gly Pro
20 25 30
Leu Ser Val Pro Glu Gly Ala Ile Val Ser Leu Asn Cys Thr Tyr Ser
35 40 45
Asn Ser Ala Phe Gln Tyr Phe Met Trp Tyr Arg Gln Tyr Ser Arg Lys
50 55 60
Gly Pro Glu Leu Leu Met Tyr Thr Tyr Ser Ser Gly Asn Lys Glu Asp
65 70 75 80
Gly Arg Phe Thr Ala Gln Val Asp Lys Ser Ser Lys Tyr Ile Ser Leu
85 90 95
Phe Ile Arg Asp Ser Gln Pro Ser Asp Ser Ala Thr Tyr Leu Cys Ala
100 105 110
Met Arg Gln Gly Gly Ser Glu Lys Leu Val Phe Gly Lys Gly Thr Lys
115 120 125
Leu Thr Val Asn Pro Tyr
130
<210> 23
211> 134
<212> PRT
213> BN
220>
223> FHLA-DRAFRAINY-ESO-1 116-1355E M TCR3598 2 TCR o
, AIAEX
<400> 23
Met Asn Tyr Ser Pro Gly Leu Val Ser Leu Ile Leu Leu Leu Leu Gly
1 5 10 15
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Arg Thr Arg Gly Asp Ser Val
20
Ser Glu Glu Ala Phe Leu Thr
35
Tyr Pro Ser Leu Phe Trp Tyr
50 55
Leu Leu Leu Lys Ala Thr Lys
65 70
Phe Glu Ala Thr Tyr Arg Lys
85
Gly Ser Val Gln Val Ser Asp
100
Asp Ser Gly Gly Gly Ala Asp
115
Leu Ile Ile Gln Pro Tyr
130
<210> 24
<211> 133
<212> PRT
213> BN
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, X
<400> 24
Met Leu Leu Leu Leu Val Pro
1 5
Gly Thr Arg Ala Gln Ser Val
20
Phe Glu Glu Ala Pro Val Glu
35
Ser Val Tyr Leu Phe Trp Tyr
50 55
Leu Leu Leu Lys Tyr Leu Ser
65 70
Gly Phe Glu Ala Glu Phe Asn
85
Lys Pro Ser Val His Ile Ser
100
Thr Leu Asn Arg Asp Asp Lys

Thr Gln
25

Ile Asn

40

Val Gln

Ala Asp
Glu Thr
Ser Ala

105

Gly Leu
120

Met
Cys
Tyr
Asp
Thr
90

Val

Thr

Glu

Thr

Pro

Lys

75

Ser

Tyr

Phe

Gly
Tyr
Gly
60

Gly
Phe

Phe

Gly

Pro

Thr

45

Glu

Ser

His

Cys

Lys
125

Val
30
Ala

Gly

Asn

Leu

Ala

110
Gly

Thr

Thr

Leu

Lys

Glu

95

Leu

Thr

116- 13545 R EMITCR5412 TCR ok

Ala Phe

Thr Gln
25

Leu Arg

40

Val Gln

Gly Ser
Lys Ser
Asp Thr

105

Ile Ile

25

Gln
10

Leu
Cys
Tyr
Thr
Gln
90

Ala

Phe

Val

Asn
Pro
Leu
75

Thr

Glu

Gly

Ile

Ser

Tyr

Asn

60

Val

Ser

Tyr

Lys

Phe

Gln

Ser

45

Gln

Glu

Phe

Phe

Gly

Thr

Val
30

Ser

Gly

Ser

His

Cys

110
Thr

Leu
15

Pro
Ser
Leu
Tle
Leu
95

Ala

Arg

Leu
Gly
Gln
Gly
80

Lys

Arg

His

Gly

Val

Val

Gln

Asn

80

Arg

Val

Leu
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115

His Ile Leu Pro Asn

130
<210> 25
211> 13

4

<212> PRT

213> &
<220>

A

<223> XTHLA-DR4AFEINY-ESO-1
, AJARX

<400> 25
Met Leu
1

Gly Thr

Phe Glu

Ser Val
50

Leu Leu

65

Gly Phe

Lys Pro

Thr Arg

Leu Ser

130
<210> 26
211> 13

Leu
Arg
Glu
35

Tyr
Leu
Glu
Ser
Asn

115
Val

3

<212> PRT

213> &
<220>

<223> HHLA-DRAFEAINY-ESO-1 116- 1354 I TCR5412 3 TCR ot

A

Leu
Ala

20
Ala

Leu

Lys

Ala

Val

100

Ser

Ile

, AT

<400> 26

Leu

Gln

Pro

Phe

Tyr

Glu

85

His

Gly

Ala

Val

Ser

Val

Trp

Leu

70

Phe

Ile

Asn

Asn

Pro

Val

Glu

Tyr

95

Ser

Asn

Ser

Thr

120

116- 1354 S PEMITCR5412 2 TCR ok

Ala
Thr
Leu
40

Val

Gly

Lys

Pro
120

Phe GIn Val
10

Gln Leu Asp

25

Arg Cys Asn

Gln Tyr Pro

Ser Thr Leu
75
Ser Gln Thr
90
Thr Ala Glu
105
Leu Val Phe

Ile

Ser

Tyr

Asn

60

Val

Ser

Tyr

Gly

125

Phe

Gln

Ser

45

Gln

Glu

Phe

Phe

Lys
125

Thr

Val
30

Ser

Gly

Ser

His

Cys

110
Gly

Leu

15

Pro

Ser

Leu

Ile

Leu

95

Ala

Thr

Gly

Val

Val

Gln

Asn

80

Arg

Val

Arg

Met Leu Leu Glu His Leu Leu Ile Ile Leu Trp Met Gln Leu Thr Trp

1

5

10

26
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Val Ser Gly Gln Gln Leu Asn
20
Glu Gly Glu Asp Val Ser Met
35
Thr Trp Leu Trp Tyr Lys Gln
50 55
Ile Ala Leu Tyr Lys Ala Gly
65 70
Ala GIn Phe Gly Ile Thr Arg
85
Ser Ile Pro Ser Asp Val Gly
100
Ser Gly Gly Ser Asn Tyr Lys
115
Thr Val Asn Pro Asn
130
210> 27
211> 132
<212> PRT
213> BN
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, X
<400> 27
Met Val Lys Ile Arg Gln Phe
1 5
Ser Cys Val Ser Ala Ala Lys
20
Leu Thr Ala Gln Glu Gly Glu
35
Val Gly Ile Ser Ala Leu His
50 55
Ile Val Ser Leu Phe Met Leu
65 70
Leu Ile Ala Thr Ile Asn Ile
85
Thr Ala Ser His Pro Arg Asp
100
Asn Ser Gly Asn Thr Pro Leu

Gln Ser
25

Asn Cys

40

Asp Pro

Glu Leu

Lys Asp

Ile Tyr

105
Leu Thr
120

Pro
Thr
Gly
Thr
Ser
90

Phe

Phe

Gln
Ser
Glu
Ser
75

Phe

Cys

Gly

Ser
Ser
Gly
60

Asn
Leu

Ala

Lys

Met
Ser
45

Pro
Gly
Asn

Gly

Gly
125

Phe
30

Tle
Val
Arg
Tle
Gln

110
Thr

Ile

Phe

Leu

Leu

Ser

95

Gln

Leu

116- 13545 R EITCR3600 TCR ok

Leu Leu

Asn Glu
25

Phe Ile

40

Trp Leu

Ser Ser
Gln Glu
Ser Ala

105

Val Phe

27

Ala
10

Val
Thr
Gln
Gly
Lys
90

Val

Gly

Ile

Glu

Ile

Gln

Lys

75

His

Tyr

Lys

Leu

Gln

Asn

His

60

Lys

Ser

Ile

Gly

Trp

Ser

Cys

45

Pro

Lys

Ser

Cys

Thr

Leu
Pro
30

Ser
Gly
His
Leu

Ala
110

Gln
15

Gln
Tyr
Gly
Gly
His
95

Val

Leu

Gln
Asn
Leu
Thr
80

Ala

Asn

Leu

Leu

Asn

Ser

Gly

Arg

80

Ile

Pro

Ser
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115

Val Ile Ala
130

<210> 28
<211> 132
<212> PRT
213> A
220>

<223> XTHLA-DR4AFEINY-ESO-1

Asn

, AT

<400> 28
Met Val Lys
1

Ser Cys Val

Leu Thr Ala
35
Val Gly Ile
50
Ile Val Ser
65
Leu Ile Ala

Thr Ala Ser

Asn Ser Gly
115
Val Ile Ala
130
<210> 29
211> 132
<212> PRT
213> BN
<400> 29
Met Val Lys
1
Ser Cys Val

Leu Thr Ala

Ile

Ser

20

Gln

Ser

Leu

Thr

His

100

Asn

Asn

Ile

Ser
20
Gln

120

Arg GIn Phe Leu

Ala Ala Lys Asn

Glu Gly Glu Phe
40

Ala Leu His Trp

55
Phe Met Leu Ser
70

Ile Asn Ile Gln

85

Pro Arg Asp Ser

Thr Pro Leu Val
120

Arg GIn Phe Leu
5
Ala Ala Lys Asn

Glu Gly Glu Phe

Leu

Glu
25
Tle

Leu

Ser

Glu

Ala

105
Phe

Leu

Glu
25
Tle

28

Ala Ile
10
Val Glu

Thr Ile
Gln Gln
Gly Lys

75
Lys His
90

Val Tyr

Gly Lys

Leu

Gln

Asn

His

60

Lys

Ser

Ile

Gly

125

Trp

Ser

Cys

45

Pro

Lys

Ser

Cys

Thr
125

Ala Tle Leu Trp

10

Val Glu Gln Ser

Leu
Pro
30

Ser
Gly
His
Leu

Ala
110

Leu

Pro
30

116- 13545 R PEMITCR5712 TCR ok

Gln
15
Gln

Tyr
Gly
Gly
His
95

Val

Leu

Gln
15
Gln

Leu

Asn

Ser

Gly

Arg

80

Ile

Pro

Ser

Leu

Asn

Thr Ile Asn Cys Ser Tyr Ser
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35
Val Gly Ile Ser Ala Leu His
50 55
Ile Val Ser Leu Phe Met Leu
65 70
Leu Ile Ala Thr Ile Asn Ile
85
Thr Ala Ser His Pro Arg Asp
100
Asn Ser Gly Asn Thr Pro Leu
115
Val Ile Ala Asn
130
<210> 30
<211> 133
<212> PRT
213> FA
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, X
<400> 30
Met Lys Thr Phe Ala Gly Phe
1 5
Asp Cys Met Ser Arg Gly Glu
20
Val Arg Glu Gly Asp Ser Ser
35
Ser Ser Thr Tyr Leu Tyr Trp
50 55
Gln Leu Leu Thr Tyr Ile Phe
65 70
Arg Leu Thr Val Leu Leu Asn
85
Ile Ala Asp Thr Gln Thr Gly
100
Ala Asn Gln Ala Gly Thr Ala
115
Ser Val Ser Ser Asn
130

40

Trp Leu Gln Gln

Ser Ser

Gln Glu

Ser Ala

105
Val Phe
120

Gly
Lys
90

Val

Gly

Lys
75
His

Tyr

Lys

His
60

Lys
Ser

Ile

Gly

45

Pro

Lys

Ser

Cys

Thr
125

Gly

His

Leu

Ala

110
Arg

Gly
Gly
His
95

Val

Leu

116- 13545 R PEMITCR5713 TCR ok

Ser Phe

Asp Val
25

Val Ile

40

Tyr Lys

Ser Asn
Lys Lys
Asp Ser

105

Leu Ile
120

29

Leu
10

Glu
Asn
Gln
Met
Asp
90

Ala

Phe

Phe

Gln

Cys

Glu

75

Lys

Ile

Gly

Leu

Ser

Thr

Pro

60

Met

His

Tyr

Lys

Trp

Leu

Tyr

45

Gly

Lys

Leu

Phe

Gly
125

Leu
Phe
30

Thr
Ala
Gln
Ser
Cys

110
Thr

Gln
15

Leu
Asp
Gly
Asp
Leu
95

Ala

Thr

Gly
Arg
80

Ile

Pro

Ser

Leu

Ser

Ser

Leu

Gln

80

Arg

Glu

Leu
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<210> 31
<211> 400
<212> DNA

213> NLR5

<220>

<223> XTHLA-DRAFAINY-ESO-1 116- 13545 F 4 TCR3598 TCR

) ﬂ

<400> 31
atgatgaaat
agccaacaga
gtttctctca
tattccagaa
ggaaggttta
tcacagccca
ctggtctttg
<210> 32
211> 400
<212> DNA

A2 X

ccttgagagt tttactggtg
aggaggtgga gcaggatcct
actgcactta cagcaacagt
aaggccctga gttgctgatg
cagcacaggt cgataaatcc
gtgattcagc cacctacctc

gaaagggaac gaaactgaca

213> NLR5

<220>

atcctgtgge
ggaccactca
gcttttcaat
tacacatact
agcaagtata
tgtgcaatga

gtaaacccat

ttcagttaag
gtgttccaga
acttcatgtg
ccagtggtaa
tctecettgtt

ggcagggcegy

a’p

ctgggtttgg
gggagccatt

gtacagacag
caaagaagat
catcagagac

atctgaaaag

<223> STHLA-DRAZFAINY-ESO-1 116- 13545 PEMITCR3598 2 TCR ok

) ﬂ

<400> 32

atgaactact
gattctgtga
aattgcacct
gagggcctgce
ttcgaggcca
gtgtccgact
ctgacctttg
<210> 33

211> 397

<212> DNA

22X

ctcceggeet ggtgtetetg
cccagatgga aggccccecgtg
acaccgccac cggctacccce
agctgectget gaaagccacc
cctaccggaa agagacaacc
ccgeegtgta tttetgegece

gcaagggcac acacctgatc

213> NLR5

<220>

attctgctge
accctgagcg
agcctgtttt
aaggccgacg
agcttccacc
ctgagagatt

atccagccct

tgctgggeceg
aggaagcctt
ggtacgtgca
acaagggcag
tggaaaaggg
ctggcggesg

<223> XTHLA-DRAFAINY-ESO-1 116- 13545 F 4 TCR5412 TCR

) ﬂ

<400> 33

X

atgctcctge tgectggtgee tgecttccaa gtgatcttca ccctgggegg

30

gaccagaggc
cctgaccatce
gtaccccgge
caacaagggc
cagcgtgcag
agccgatgge

a’p

caccagagcc

60
120
180
240
300
360
400

60
120
180
240
300
360
400

60
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cagagcgtga cacagctgga tagccaggtg cccgtgttcg aagaggccce tgtggaactg 120
cggtgcaact actccagcag cgtgtccgtg tacctgtttt ggtacgtgca gtaccccaac 180
cagggcctge agectgetget gaagtacctg ageggetcca ccctggtgga atccatcaac 240
ggcttcgagg ccgagttcaa caagagccag accagcecttcc acctgagaaa gcccagegtg 300
cacatcagcg ataccgccga gtacttctge gcececgtgacce tgaaccggga cgacaagatce 360
atcttcggca agggcaccag actgcacatc ctgccca 397
210> 34
<211> 400
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-1354F 7 HITCR5412_2 TCR aff

, AJARIX
<400> 34
atgctcctge tgectggtgee tgecttccaa gtgatcttca ccctgggegg caccagggece 60
cagtctgtga cacagctgga tagccaggtg cccgtgttcg aagaggccce tgtggaactg 120
cggtgcaact actccagcag cgtgtccgtg tacctgtttt ggtacgtgca gtaccccaac 180
cagggcctge agectgetget gaagtacctg ageggetcca ccctggtgga atccatcaac 240
ggcttcgagg ccgagttcaa caagagccag accagcecttcce atctgeggaa gceccagegtg 300
cacatcagcg ataccgccga gtacttctgt gcecgtgacce ggaactccgg caacacccect 360
ctggtgtttg gcaagggcac acggcectgage gtgatcgeca 400
<210> 35
211> 397
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_3 TCR aff

, AJARIX
<400> 35
atgctgctgg aacatctget gatcatcctg tggatgcage tgacctgggt gtccggecag 60
cagctgaatc agagccccca gagcatgttc atccaggaag gcgaggacgt gtccatgaac 120
tgcaccagca gcagcatctt caatacctgg ctgtggtaca agcaggaccc cggcgaagga 180
cccgtgetge tgatcgecct gtacaaagec ggegagcetga ccagcaatgg caggcetgaca 240
gcccagttcg gcattacccg gaaggacagce ttcctgaaca tcagcecgectce catccccage 300
gacgtgggca tctatttctg cgccggacag cagaactccg geggetccaa ctacaagcetg 360
accttcggca agggcacact gctgacagtg aacccca 397
<210> 36
211> 394
<212> DNA



32

CN 114195883 A F 5 = 14/70 T

213> NI
220>
223> XHLA-DRAFRAINY-ESO-1 116- 13552 TCR3600 TCR o

, AJARIX
<400> 36
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtcece 60
gccgceccaaga acgaggtgga acagagceccce cagaacctga ccgectcagga aggegagtte 120
atcaccatca actgcagcta cagcgtgggce atcagegece tgcattgget gcagcagcecat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac cgccagccac 300
cctagagaca gcgceccgtgta catctgegee gtgcecccaata gcecggcaacac ccctetggtg 360
ttcggecaagg gcaccagact gagecgtgatc gcca 394
<210> 37
211> 394
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCRE712 TCR afE

, AJARIX
<400> 37
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtece 60
gccgceccaaga acgaggtgga acagagceccce cagaacctga ccgetcagga aggegagtte 120
atcaccatca actgcagcta cagcgtggge atcagegece tgcattgget gcagcagceat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac cgccagcecac 300
cctagagaca gcgceccgtgta catctgegee gtgcecccaata gcecggcaacac ccctetggtg 360
ttcggecaagg gcaccagact gagegtgatc gcca 394
<210> 38
211> 394
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5415 TCR afE

, AJARIX
<400> 38
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtece 60
gccgceccaaga acgaggtgga acagageccce cagaacctga ccgcectcagga aggegagtte 120
atcaccatca actgcagcta cagcgtggge atcagegecce tgcattgget gcagcagcecat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
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ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac

cctagagaca gcgccgtgta catctgegee gtgcccaata gecggcaacac

ttcggcaagg gcaccagact gagcgtgatc gcca

<210> 39
211> 397
<212> DNA

213> NLR5

<220>

<223> XTHLA-DRAFAINY-ESO-1 116- 13545 F 4 TCR5713 TCR

, AJ
<400> 39
atgaagacct
agaggcgagg
atcaattgca
ggegetggece
cggctgacag

cagacaggceg

X

tcgeeggett cagettectg
acgtggaaca gagcctgttt
cctacaccga cagctccagce
tgcagctget gacctacatce
tgctgctgaa caagaaggac
actccgccat ctatttctge

ttcctgtgge
ctgagcgtgce
acatacctgt
ttctccaaca
aagcacctga

gcegaggeca

tgcagctgga
gcgagggcega
actggtataa
tggacatgaa
gcctgeggat
atcaggccgg

cgccagcecac

ccctectggtg

a’p

ctgcatgagc
cagcagcgtg
gcaggaaccce
gcaggaccag
cgccgatacce

caccgccecctg

300
360
394

60
120
180
240
300
360

atctttggca 397
<210> 40

211> 270

<212> PRT

213> NI

220>

<223> XFHLA-DR4ZFAINY-ESO-1
<400> 40

Met Met Lys Ser Leu Arg Val
1 5

Ser Trp Val Ser Gln

agggcacaac actgagcgtg tccagca

116- 13545 I TCR3598 TCR af
Leu Val Ile Leu Trp Leu Gln
10 15
Val Glu Gln Gly

Leu Leu

Gln Glu
25
Val

Pro Pro
30

Thr

Trp Lys Asp

20
Pro Ala Ile
40

Met

Leu Ser Val
35

Ser Ala

50

Pro Glu

Glu Gly Ser Leu Asn Cys Tyr Ser

45
Phe Gln Tyr Phe Tyr
55

Tyr

Tyr Arg Gln Ser Arg Lys
60
Ser Ser Gly
75
Ser Ser Lys
90

Ser Ala Thr

Asn Trp

Leu Met Thr Asn

70
Ala Gln
85

Ser Gln

Gly Leu
65

Gly

Glu Asp
80
Leu

Tyr Lys

Arg Phe Thr Val Ile Ser

95
Cys

Asp Lys Tyr

Phe Leu Ala

110

Ile Arg Pro Ser Asp Tyr

105

Asp
100

33
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Met
Leu
Leu
145
Phe
Tle
Asn
Tle
Asp
225

Phe

Ala

<210>
211>
<212>
<213>

Arg
Thr
130
Lys
Asp
Thr
Gly
Phe
210
Ala

Gln

Gly

<220>

223>
<400>

41
270
PRT

NILF5

Gln
115
Val
Asp
Ser
Asp
Ala
195
Lys
Thr

Asn

Phe

Gly

Asn

Pro

Gln

Lys

180

Ile

Glu

Leu

Leu

Asn
260

Gly
Pro
Arg
Ile
165
Thr
Ala
Thr
Thr
Ser

245
Leu

Met Asn Tyr Ser Pro

1
Arg

Ser

Tyr

Leu

65
Phe

Thr

Glu

Pro

50

Leu

Glu

5

Arg Gly Asp

20

Glu Ala Phe

35

Ser Leu Phe

Leu Lys Ala

Ala Thr Tyr

85

Ser
Tyr
Ser
150
Asn
Val
Trp
Asn
Glu
230

Val

Leu

Gly

Ser

Leu

Trp

Thr

70
Arg

Glu
Tle
135
Gln
Val
Leu
Ser
Ala
215
Lys

Met

Met

XTHLA-DR4FAINY -ESO-1
41

Leu
Val
Thr
Tyr
55

Lys

Lys

Lys
120
Gln
Asp
Pro
Asp
Asn
200
Thr
Ser

Gly

Thr

116- 1354 FPEMITCR3598 2 TCR ok

Val

Thr

Ile

40

Val

Ala

Glu

Leu Val Phe

Asn

Ser

Lys

Met

185

Gln

Tyr

Phe

Leu

Leu
265

Ser
Gln
25

Asn
Gln

Asp

Thr

34

Pro

Thr

Thr
170
Lys

Thr

Pro

Glu

Arg

250
Arg

Glu

Leu

155

Met

Ala

Ser

Ser

Thr

235

Ile

Leu

Gly
Pro
140
Cys
Glu
Met
Phe
Ser
220
Asp

Leu

Trp

Lys
125
Ala
Leu
Ser
Asp
Thr
205
Asp
Met

Leu

Ser

Gly

Val

Phe

Gly

Ser

190

Cys

Val

Asn

Leu

Ser
270

Thr

Tyr

Thr

Thr

175

Lys

Gln

Pro

Leu

Lys
255

Lys
Gln
Asp
160
Phe
Ser
Asp
Cys
Asn

240
Val

Leu Ile Leu Leu Leu Leu Gly

10
Met

Cys

Tyr

Asp

Thr
90

Glu

Thr

Pro

Lys

75

Ser

Gly
Tyr
Gly
60

Gly

Phe

15

Pro Val Thr

30

Thr Ala Thr

45

Glu Gly Leu

Ser Asn Lys

His Leu Glu

95

Leu

Gly

Gln

Gly

80
Lys
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Gly
Asp
Leu
Leu
145
Phe
Ile
Asn
Ile
Asp
225

Phe

Ala

<210>
211>
<212>
<213>

Ser
Ser
Tle
130
Lys
Asp
Thr
Gly
Phe
210
Ala

Gln

Gly

<220>

223>
<400>

42
269
PRT

NILF5

Val
Gly
115
Ile
Asp
Ser
Asp
Ala
195
Lys
Thr

Asn

Phe

Gln
100
Gly
Gln
Pro
Gln
Lys
180
Tle
Glu
Leu

Leu

Asn
260

Val

Gly

Pro

Arg

Ile

165

Thr

Ala

Thr

Thr

Ser

245
Leu

Met Leu Leu Leu Leu

1

5

Gly Thr Arg Ala Gln

20

Phe Glu Glu Ala Pro

35

Ser Val Tyr Leu Phe

50

Leu Leu Leu Lys Tyr

65

Ser
Ala
Tyr
Ser
150
Asn
Val
Trp
Asn
Glu
230

Val

Leu

Val

Ser

Val

Trp

Leu
70

Asp
Asp
Tle
135
Gln
Val
Leu
Ser
Ala
215
Lys

Met

Met

XTHLA-DR4FAINY -ESO-1
492

Pro

Val

Glu

Tyr

95

Ser

Ser Ala
105

Gly Leu

120

Gln Asn

Asp Ser
Pro Lys
Asp Met
185
Asn Gln
200
Thr Tyr
Ser Phe

Gly Leu

Thr Leu
265

Val

Thr

Pro

Thr

Thr

170

Lys

Thr

Pro

Glu

Arg

250
Arg

Tyr

Phe

Glu

Leu

155

Met

Ala

Ser

Ser

Thr

235

Ile

Leu

Phe
Gly
Pro
140
Cys
Glu
Met
Phe
Ser
220
Asp

Leu

Trp

Cys
Lys
125
Ala
Leu
Ser
Asp
Thr
205
Asp
Met

Leu

Ser

Ala
110
Gly
Val
Phe
Gly
Ser
190
Cys
Val
Asn

Leu

Ser
270

Leu

Thr

Tyr

Thr

Thr

175

Lys

Gln

Pro

Leu

Lys
255

116- 13545 R EMITCR5412 TCR ok

Ala Phe Gln Val Ile Phe Thr

10

Thr Gln Leu Asp Ser Gln Val

25

30

Leu Arg Cys Asn Tyr Ser Ser

40

45

Val Gln Tyr Pro Asn Gln Gly

60

Gly Ser Thr Leu Val Glu Ser

35

75

Leu

15

Pro

Ser

Leu

Ile

Arg
His
Gln
Asp
160
Phe
Ser
Asp
Cys
Asn

240
Val

Gly

Val

Val

Gln

Asn
80
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Gly
Lys
Thr
His
Lys
145
Asp
Thr
Gly
Phe
Ala
225

Gln

Gly

<210>
211>
<212>
<213>

Phe
Pro
Leu
Tle
130
Asp
Ser
Asp
Ala
Lys
210
Thr

Asn

Phe

<220>

223>
<400>

43
270
PRT

NILF5)

Glu

Ser

Asn

115

Leu

Pro

Gln

Lys

Ile

195

Glu

Leu

Leu

Asn

Ile

Thr

180

Ala

Thr

Thr

Ser

Leu
260

Glu
85

His
Asp
Asn
Ser
Asn
165
Val
Trp
Asn
Glu
Val

245
Leu

Phe
Tle
Asp
Tle
Gln
150
Val
Leu
Ser
Ala
Lys
230

Met

Met

Asn
Ser
Lys
Gln
135
Asp
Pro
Asp
Asn
Thr
215
Ser

Gly

Thr

XTHLA-DR4FAINY -ESO-1
43

Met Leu Leu Leu Leu Val Pro

1

5

Gly Thr Arg Ala Gln Ser Val

20

Phe Glu Glu Ala Pro Val Glu

35

Ser Val Tyr Leu Phe Trp Tyr

50

95

Lys
Asp
Tle
120
Asn
Ser
Lys
Met
Gln
200
Tyr
Phe

Leu

Leu

116- 1354 FPEMITCR5412 2 TCR ok

Ser
Thr
105
Tle
Pro
Thr
Thr
Lys
185
Thr
Pro
Glu

Arg

Arg
265

Gln Thr
90
Ala Glu

Phe Gly

Glu Pro

Leu Cys
155

Met Glu

170

Ala Met

Ser Phe

Ser Ser

Thr Asp
235

Ile Leu

250

Leu Trp

Ser
Tyr
Lys
Ala
140
Leu
Ser
Asp
Thr
Asp
220
Met

Leu

Ser

Ala Phe Gln Val Ile

10

Thr Gln Leu Asp Ser

25

Leu Arg Cys Asn Tyr

40

Val Gln Tyr Pro Asn

36

60

Phe
Phe
Gly
125
Val
Phe
Gly
Ser
Cys
205
Val
Asn

Leu

Ser

His
Cys
110
Thr
Tyr
Thr
Thr
Lys
190
Gln
Pro

Leu

Lys

Leu
95

Ala
Arg
Gln
Asp
Phe
175
Ser
Asp
Cys

Asn

Val
255

Arg

Val

Leu

Leu

Phe

160

Ile

Asn

Ile

Asp

Phe

240
Ala

Phe Thr Leu Gly

15

Gln Val Pro Val

30

Ser Ser Ser Val

45

Gln Gly Leu Gln



CN 114195883 A

.1l

2.3

19/70 7

Leu
65

Gly
Lys
Thr
Leu
Leu
145
Phe
Tle
Asn
Tle
Asp
225

Phe

Ala

<210>
211>
<212>
<213>

Leu
Phe
Pro
Arg
Ser
130
Lys
Asp
Thr
Gly
Phe
210
Ala

Gln

Gly

<220>

223>
<400>

44
269
PRT

NILF5)

Leu
Glu
Ser
Asn
115
Val
Asp
Ser
Asp
Ala
195
Lys
Thr

Asn

Phe

Lys

Ala

Val

100

Ser

Ile

Pro

Gln

Lys

180

Ile

Glu

Leu

Leu

Asn
260

Tyr
Glu
85

His
Gly
Ala
Arg
Tle
165
Thr
Ala
Thr
Thr
Ser

245
Leu

Leu
70

Phe
Tle
Asn
Asn
Ser
150
Asn
Val
Trp
Asn
Glu
230

Val

Leu

Ser

Asn

Ser

Thr

Ile

135

Gln

Val

Leu

Ser

Ala

215

Lys

Met

Met

XTHLA-DR4FAINY -ESO-1
44

Met Leu Leu Glu His Leu Leu

1

5

Val Ser Gly Gln Gln Leu Asn

20

Glu Gly Glu Asp Val Ser Met

35

Gly
Lys
Asp
Pro
120
Gln
Asp
Pro
Asp
Asn
200
Thr
Ser

Gly

Thr

116- 1354 S PEMITCR5412 3 TCR ok

Ser Thr Leu

Ser

Thr

105

Leu

Asn

Ser

Lys

Met

185

Gln

Tyr

Phe

Leu

Leu
265

Gln
90

Ala
Val
Pro

Thr

Thr
170
Lys

Thr

Pro

Glu

Arg

250
Arg

75
Thr

Glu

Phe

Glu

Leu

155

Met

Ala

Ser

Ser

Thr

235

Ile

Leu

Val
Ser
Tyr
Gly
Pro
140
Cys
Glu
Met
Phe
Ser
220
Asp

Leu

Trp

Glu
Phe
Phe
Lys
125
Ala
Leu
Ser
Asp
Thr
205
Asp
Met

Leu

Ser

Ser
His
Cys
110
Gly
Val
Phe
Gly
Ser
190
Cys
Val
Asn

Leu

Ser
270

Ile

Leu

95

Ala

Thr

Tyr

Thr

Thr

175

Lys

Gln

Pro

Leu

Lys
255

Asn
80

Arg
Val
Arg
Gln
Asp
160
Phe
Ser
Asp
Cys
Asn

240
Val

Ile Ile Leu Trp Met Gln Leu Thr Trp

10

15

Gln Ser Pro GIn Ser Met Phe Ile Gln

25

30

Asn Cys Thr Ser Ser Ser Ile Phe Asn

40

37

45



CN 114195883 A

.1l

2.3

20/70 7

Thr
Tle
65

Ala
Ser
Ser
Thr
Lys
145
Asp
Thr
Gly
Phe
Ala
225

Gln

Gly

<210>
211>
<212>
<213>

Trp
50

Ala
Gln
Ile
Gly
Val
130
Asp
Ser
Asp
Ala
Lys
210
Thr

Asn

Phe

<220>

223>
<400>

45
268
PRT

NILF5

Leu

Leu

Phe

Pro

Gly

115

Asn

Pro

Gln

Lys

Ile

195

Glu

Leu

Leu

Asn

Trp

Tyr

Gly

Ser

100

Ser

Pro

Arg

Ile

Thr

180

Ala

Thr

Thr

Ser

Leu
260

Tyr
Lys
Tle
85

Asp
Asn
Asn
Ser
Asn
165
Val
Trp
Asn
Glu
Val

245
Leu

Lys
Ala
70

Thr
Val
Tyr
Tle
Gln
150
Val
Leu
Ser
Ala
Lys
230

Met

Met

Gln
55

Gly
Arg
Gly
Lys
Gln
135
Asp
Pro
Asp
Asn
Thr
215
Ser

Gly

Thr

XTHLA-DR4FAINY -ESO-1
45

Met Val Lys Ile Arg Gln Phe

1

5

Ser Cys Val Ser Ala Ala Lys

20

Asp

Glu

Lys

Ile

Leu

120

Asn

Ser

Lys

Met

Gln

200

Tyr

Phe

Leu

Leu

Pro Gly Glu

Leu
Asp
Tyr
105
Thr
Pro
Thr
Thr
Lys
185
Thr
Pro
Glu

Arg

Arg
265

Thr

Ser

90

Phe

Phe

Glu

Leu

Met

170

Ala

Ser

Ser

Thr

Ile

250
Leu

Ser
75

Phe
Cys
Gly
Pro
Cys
155
Glu
Met
Phe
Ser
Asp
235

Leu

Trp

Gly
60

Asn
Leu
Ala
Lys
Ala
140
Leu
Ser
Asp
Thr
Asp
220
Met

Leu

Ser

Pro

Gly

Asn

Gly

Gly

125

Val

Phe

Gly

Ser

Cys

205

Val

Asn

Leu

Ser

Val
Arg
Tle
Gln
110
Thr
Tyr
Thr
Thr
Lys
190
Gln
Pro

Leu

Lys

Leu
Leu
Ser
95

Gln
Leu
Gln
Asp
Phe
175
Ser
Asp
Cys

Asn

Val
255

116- 13545 R PEITCR3600 TCR ok

Leu

Thr
80
Ala

Asn

Leu

Leu

Phe

160

Ile

Asn

Ile

Asp

Phe

240
Ala

Leu Leu Ala Ile Leu Trp Leu Gln Leu

10

15

Asn Glu Val Glu Gln Ser Pro Gln Asn

25

38

30



CN 114195883 A

.1l

2.3

21/70 7

Leu

Val

Tle
65
Leu

Thr
Asn
Val
Asp
145
Ser
Asp
Ala
Lys
Thr
225

Asn

Phe

<210>
211>
<212>
<213>

Thr
Gly
50

Val
Tle
Ala
Ser
Tle
130
Pro
Gln
Lys
Tle
Glu
210
Leu

Leu

Asn

<220>

223>
<400>

46
268
PRT

NILF5

Ala
35

Tle
Ser
Ala
Ser
Gly
115
Ala
Arg
Tle
Thr
Ala
195
Thr
Thr

Ser

Leu

Gln

Ser

Leu

Thr

His

100

Asn

Asn

Ser

Asn

Val

180

Asn

Glu

Val

Leu
260

Glu

Ala

Phe

Ile

85

Pro

Thr

Ile

Gln

Val

165

Leu

Ser

Ala

Lys

Met

245
Met

Gly
Leu
Met
70

Asn
Arg
Pro
Gln
Asp
150
Pro
Asp
Asn
Thr
Ser
230

Gly

Thr

Glu
His
55

Leu
Tle
Asp
Leu
Asn
135
Ser
Lys
Met
Gln
Tyr
215
Phe

Leu

Leu

XTHLA-DR4FAINY -ESO-1
46

Met Val Lys Ile Arg Gln Phe

1

5

Phe
40

Trp
Ser
Gln
Ser
Val
120
Pro
Thr
Thr
Lys
Thr
200
Pro
Glu

Arg

Arg

Tle Thr Ile

Leu

Ser

Glu

Ala

105

Phe

Glu

Leu

Met

Ala

185

Ser

Ser

Thr

Ile

Leu
265

Gln
Gly
Lys
90

Val
Gly
Pro
Cys
Glu
170
Met
Phe
Ser
Asp
Leu

250
Trp

Gln
Lys
75

His
Tyr
Lys
Ala
Leu
155
Ser
Asp
Thr
Asp
Met
235

Leu

Ser

Asn
His
60

Lys
Ser
Tle
Gly
Val
140
Phe
Gly
Ser
Cys
Val
220
Asn

Leu

Ser

Cys
45

Pro
Lys
Ser
Cys
Thr
125
Tyr
Thr
Thr
Lys
Gln
205
Pro

Leu

Lys

Ser

Gly

His

Leu

Phe

Ser

190

Cys

Asn

Val

Tyr

Gly

Gly

His

95

Val

Leu

Leu

Phe

Ile

175

Asn

Ile

Asp

Phe

Ala
255

116- 1354 R PEMITCR5712 TCR ok

Ser

Gly

80

Ile

Pro

Ser

Lys

160

Thr

Gly

Phe

Ala

Gln

240
Gly

Leu Leu Ala Ile Leu Trp Leu Gln Leu

39

10

15



CN 114195883 A

.1l

2.3

22/70 7

Ser
Leu
Val
Tle
65

Leu
Thr
Asn
Val
Asp
145
Ser
Asp
Ala
Lys
Thr
225

Asn

Phe

<210>
211>
<212>
<213>

Cys
Thr
Gly
50

Val
Tle
Ala
Ser
Tle
130
Pro
Gln
Lys
Tle
Glu
210
Leu

Leu

Asn

<220>

223>
<400>

47
268
PRT

NILF5

Val
Ala
35

Tle
Ser
Ala
Ser
Gly
115
Ala
Arg
Tle
Thr
Ala
195
Thr
Thr

Ser

Leu

Ser

20

Gln

Ser

Leu

Thr

His

100

Asn

Asn

Ser

Asn

Val

180

Asn

Glu

Val

Leu
260

Ala

Glu

Ala

Phe

Ile

85

Pro

Thr

Ile

Gln

Val

165

Leu

Ser

Ala

Lys

Met

245
Met

Ala
Gly
Leu
Met
70

Asn
Arg
Pro
Gln
Asp
150
Pro
Asp
Asn
Thr
Ser
230

Gly

Thr

Lys
Glu
His
55

Leu
Tle
Asp
Leu
Asn
135
Ser
Lys
Met
Gln
Tyr
215
Phe

Leu

Leu

XTHLA-DR4FAINY -ESO-1
47

Asn
Phe
40

Trp
Ser
Gln
Ser
Val
120
Pro
Thr
Thr
Lys
Thr
200
Pro
Glu

Arg

Arg

Glu Val Glu

25
Ile

Leu

Ser

Glu

Ala

105

Phe

Glu

Leu

Met

Ala

185

Ser

Ser

Thr

Ile

Leu
265

Thr
Gln
Gly
Lys
90

Val
Gly
Pro
Cys
Glu
170
Met
Phe
Ser
Asp
Leu

250
Trp

Tle
Gln
Lys
75

His
Tyr
Lys
Ala
Leu
155
Ser
Asp
Thr
Asp
Met
235

Leu

Ser

Gln
Asn
His
60

Lys
Ser
Tle
Gly
Val
140
Phe
Gly
Ser
Cys
Val
220
Asn

Leu

Ser

Ser
Cys
45

Pro
Lys
Ser
Cys
Thr
125
Tyr
Thr
Thr
Lys
Gln
205
Pro

Leu

Lys

Pro
30

Ser
Gly
His
Leu
Ala
110
Arg
Gln
Asp
Phe
Ser
190
Asp
Cys

Asn

Val

Gln

Tyr

Gly

Gly

His

95

Val

Leu

Leu

Phe

Ile

175

Asn

Ile

Asp

Phe

Ala
255

116- 13545 R EMITCR5415 TCR ok

40

Asn
Ser
Gly
Arg
80

Tle
Pro
Ser
Lys
Asp
160
Thr
Gly
Phe
Ala
Gln

240
Gly



CN 114195883 A

.1l

%=

23/70 7

Met
1

Ser
Leu

Val

Tle
65
Leu

Thr
Asn
Val
Asp
145
Ser
Asp
Ala
Lys
Thr
225

Asn

Phe

<210> 48

Val
Cys
Thr
Gly
50

Val
Tle
Ala
Ser
Tle
130
Pro
Gln
Lys
Tle
Glu
210
Leu

Leu

Asn

Lys
Val
Ala
35

Tle
Ser
Ala
Ser
Gly
115
Ala
Arg
Tle
Thr
Ala
195
Thr
Thr

Ser

Leu

211> 269
<212> PRT
213> NI
<220>

Tle
Ser
20

Gln
Ser
Leu
Thr
His
100
Asn
Asn
Ser
Asn
Val
180
Trp
Asn
Glu

Val

Leu
260

Arg

Ala

Glu

Ala

Phe

Ile

85

Pro

Thr

Ile

Gln

Val

165

Leu

Ser

Ala

Lys

Met

245
Met

Gln
Ala
Gly
Leu
Met
70

Asn
Arg
Pro
Gln
Asp
150
Pro
Asp
Asn
Thr
Ser
230

Gly

Thr

Phe
Lys
Glu
His
55

Leu
Tle
Asp
Leu
Asn
135
Ser
Lys
Met
Gln
Tyr
215
Phe

Leu

Leu

Leu
Asn
Phe
40

Trp
Ser
Gln
Ser
Val
120
Pro
Thr
Thr
Lys
Thr
200
Pro

Glu

Arg

Leu Ala Ile

Glu

25

Ile

Leu

Ser

Glu

Ala

105

Phe

Glu

Leu

Met

Ala

185

Ser

Ser

Thr

Ile

Leu
265

41

10
Val

Thr
Gln
Gly
Lys
90

Val
Gly
Pro
Cys
Glu
170
Met
Phe
Ser
Asp
Leu

250
Trp

Glu
Ile
Gln
Lys
75

His
Tyr
Lys
Ala
Leu
155
Ser
Asp
Thr
Asp
Met
235

Leu

Ser

Leu
Gln
Asn
His
60

Lys
Ser
Tle
Gly
Val
140
Phe
Gly
Ser
Cys
Val
220
Asn

Leu

Ser

Trp
Ser
Cys
45

Pro
Lys
Ser
Cys
Thr
125
Tyr
Thr
Thr
Lys
Gln
205
Pro

Leu

Lys

Leu

Pro

30

Ser

Gly

His

Leu

Ala

110

Gln

Asp

Phe

Ser

190

Asp

Cys

Asn

Val

Gln
15

Gln
Tyr
Gly
Gly
His
95

Val
Leu
Leu
Phe
Ile
175
Asn
Ile
Asp

Phe

Ala
255

Leu
Asn
Ser
Gly
Arg
80

Ile
Pro
Ser
Lys
Asp
160
Thr
Gly
Phe
Ala
Gln

240
Gly



N 114195883 A F 5 * 24/70 T

<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCRE713 TCR aff
<400> 48
Met Lys Thr Phe Ala Gly Phe Ser Phe Leu Phe Leu Trp Leu Gln Leu
1 5 10 15
Asp Cys Met Ser Arg Gly Glu Asp Val Glu Gln Ser Leu Phe Leu Ser
20 25 30
Val Arg Glu Gly Asp Ser Ser Val Ile Asn Cys Thr Tyr Thr Asp Ser
35 40 45
Ser Ser Thr Tyr Leu Tyr Trp Tyr Lys Gln Glu Pro Gly Ala Gly Leu
50 55 60
Gln Leu Leu Thr Tyr Ile Phe Ser Asn Met Asp Met Lys Gln Asp Gln
65 70 75 80
Arg Leu Thr Val Leu Leu Asn Lys Lys Asp Lys His Leu Ser Leu Arg
85 90 95
Ile Ala Asp Thr Gln Thr Gly Asp Ser Ala Ile Tyr Phe Cys Ala Glu
100 105 110
Ala Asn Gln Ala Gly Thr Ala Leu Ile Phe Gly Lys Gly Thr Thr Leu
115 120 125
Ser Val Ser Ser Asn Ile Gln Asn Pro Glu Pro Ala Val Tyr Gln Leu
130 135 140
Lys Asp Pro Arg Ser Gln Asp Ser Thr Leu Cys Leu Phe Thr Asp Phe
145 150 155 160
Asp Ser Gln Ile Asn Val Pro Lys Thr Met Glu Ser Gly Thr Phe Ile
165 170 175
Thr Asp Lys Thr Val Leu Asp Met Lys Ala Met Asp Ser Lys Ser Asn
180 185 190
Gly Ala Ile Ala Trp Ser Asn Gln Thr Ser Phe Thr Cys Gln Asp Ile
195 200 205
Phe Lys Glu Thr Asn Ala Thr Tyr Pro Ser Ser Asp Val Pro Cys Asp
210 215 220
Ala Thr Leu Thr Glu Lys Ser Phe Glu Thr Asp Met Asn Leu Asn Phe
225 230 235 240
Gln Asn Leu Ser Val Met Gly Leu Arg Ile Leu Leu Leu Lys Val Ala
245 250 255
Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser
260 265
<210> 49
211> 813
<212> DNA

42



43

CN 114195883 A F 5 = 25/70 T
213> NI
220>
<223> XIHLA-DRAFRAINY-ESO-1 116- 13555 M TCR3598 TCR ok
<400> 49
atgatgaagt ccctgecgggt gectgetegtg atcectgtgge tgcagetgag ctgggtgtgg 60
tcccagcaga aagaggtgga acaggaccca ggceccctcectga gegtgecaga gggegetatce 120
gtgtccctga attgcaccta cagcaacagce geccttccagt acttcatgtg gtatcggcecag 180
tacagccgga agggccccga getgetgatg tacacctact ccagcecggcaa caaagaggac 240
ggccggttca cagcccaggt ggacaagagce agcaagtaca tctccctgtt catccgggac 300
agccagccca gcgacagcege cacatatctg tgcecgceccatga gacagggegg ctccgagaag 360
ctggtgttcg gcaagggcac aaagctgacc gtgaacccct acatccagaa ccccgagcecce 420
gcecgtgtacce agctgaagga ccctagaagce caggacagca ccctgtgect gttcaccgac 480
ttcgacagcc agatcaacgt gcccaagacc atggaaagcecg gcaccttcat caccgacaag 540
accgtgctgg acatgaaggc catggacagc aagagcaacg gcgecattge ctggtccaac 600
cagaccagct tcacatgcca ggacatcttc aaagagacaa acgccaccta ccccagcagce 660
gacgtgccct gtgatgeccac cctgaccgag aagtctttcg agacagacat gaacctgaac 720
ttccagaacc tgagcgtgat gggcctgaga atcctgetge tgaaagtgge cggattcaac 780
ctgctgatga ccctgegget gtggteccage tga 813
<210> 50
211> 813
<212> DNA
213> NI
220>
<223> FHLA-DRAFRAINY-ESO-1 116-1355E M TCR3598 2 TCR o
<400> 50
atgaactact ctcccggect ggtgtectetg attcectgetge tgetgggecg gaccagagge 60
gattctgtga cccagatgga aggccccgtg accctgageg aggaagectt cctgaccatce 120
aattgcacct acaccgccac cggctacccce agectgtttt ggtacgtgeca gtacccegge 180
gagggcctge agetgetget gaaagccacc aaggeccgacg acaagggceag caacaagggce 240
ttcgaggecca cctaccggaa agagacaacc agcttccacc tggaaaaggg cagegtgcecag 300
gtgtccgact ccgecgtgta tttectgegee ctgagagatt ctggeggegg agecgatgge 360
ctgacctttg gcaagggcac acacctgatc atccagccct acatccagaa ccccgagect 420
gccgtgtacce agctgaagga ccctagaagce caggacagca ccctgtgect gttcaccgac 480
ttcgacagcc agatcaacgt gcccaagacc atggaaagcecg gcaccttcat caccgacaag 540
accgtgctgg acatgaaggc catggacagc aagagcaacg gcgecattge ctggtccaac 600
cagaccagct tcacatgcca ggacatcttc aaagagacta acgccacata ccccagcagce 660
gacgtgccct gtgatgeccac cctgaccgag aagtctttcg agacagacat gaacctgaac 720
ttccagaacc tgagcgtgat gggcctgaga atcctgetge tgaaggtgge cggettcaac 780
ctgctgatga ccctgagact gtggtccage tga 813



44

CN 114195883 A F 5 = 26/70 T
<210> 51
211> 810
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7RI TCR5412 TCR aff
<400> 51
atgctcctge tgectggtgee tgecttccaa gtgatcttca ccctgggegg caccagagece 60
cagagcgtga cacagctgga tagccaggtg cccgtgttcg aagaggccce tgtggaactg 120
cggtgcaact actccagcag cgtgtccgtg tacctgtttt ggtacgtgca gtaccccaac 180
cagggcctge agectgetget gaagtacctg ageggetcca ccctggtgga atccatcaac 240
ggcttcgagg ccgagttcaa caagagccag accagcecttcc acctgagaaa gcccagegtg 300
cacatcagcg ataccgccga gtacttctge gcececgtgacce tgaaccggga cgacaagatce 360
atcttcggca agggcaccag actgcacatc ctgcccaaca tccagaaccce cgagceccgece 420
gtgtaccagc tgaaggaccc tagaagccag gatagcaccc tgtgtctgtt caccgacttce 480
gacagccaga tcaacgtgcc caagaccatg gaaagcggca ccttcatcac cgacaagaca 540
gtgctggaca tgaaggccat ggacagcaag agcaacggeg ccattgectg gtccaaccag 600
acaagcttca catgccagga catcttcaaa gagacaaacg ccacctaccc cagctccgac 660
gtgccetgtg atgccacccect gaccgagaag tccttcgaga cagacatgaa cctgaatttce 720
cagaacctga gcgtgatggg cctgeggatc ctgetgetga aagtggececgg cttcaacctg 780
ctgatgaccc tgagactgtg gtccagetga 810
<210> 52
211> 813
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_2 TCR aff
<400> 52
atgctcctge tgectggtgee tgecttccaa gtgatcttca ccctgggegg caccagggece 60
cagtctgtga cacagctgga tagccaggtg cccgtgttcg aagaggccce tgtggaactg 120
cggtgcaact actccagcag cgtgtccgtg tacctgtttt ggtacgtgca gtaccccaac 180
cagggcctge agectgetget gaagtacctg ageggetcca ccctggtgga atccatcaac 240
ggcttcgagg ccgagttcaa caagagccag accagcecttcce atctgeggaa geccagegtg 300
cacatcagcg ataccgccga gtacttctgt gcecgtgacce ggaactccgg caacacccct 360
ctggtgtttg gcaagggcac acggctgage gtgatcgcecca atatccagaa ccccgagect 420
gcecgtgtace agctgaagga ccccagaagce caggatagca ccctgtgect gttcaccgac 480
ttcgacagcc agatcaatgt gcccaagacc atggaaagcecg gcaccttcat caccgacaag 540
accgtgctgg acatgaaggc catggacagc aagagcaacg gcgecattge ctggtccaac 600
cagacaagct tcacatgcca ggacatcttc aaagagacaa acgccaccta ccccagetcece 660



45

CN 114195883 A F 5 = 27/70 T
gacgtgccct gtgatgeccac cctgaccgag aagtccttcg agacagacat gaacctgaac 720
ttccagaacc tgtccgtgat gggectgegg atcctgetge tgaaagtgge cggettcaac 780
ctgctgatga ccctgagact gtggtccage tga 813
<210> 53
211> 810
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_3 TCR aff
<400> 53
atgctgctgg aacatctget gatcatcctg tggatgcage tgacctgggt gtccggecag 60
cagctgaatc agagccccca gagcatgttc atccaggaag gcgaggacgt gtccatgaac 120
tgcaccagca gcagcatctt caatacctgg ctgtggtaca agcaggaccc cggcgaagga 180
cccgtgetge tgatcgecct gtacaaagec ggegagetga ccagcaatgg caggcetgaca 240
gcccagttcg gcattacccg gaaggacagce ttcctgaaca tcagecgectce catccccage 300
gacgtgggca tctatttctg cgccggacag cagaactccg geggetccaa ctacaagcetg 360
accttcggca agggcacact gctgacagtg aaccccaaca tccagaaccc cgagcccgece 420
gtgtaccagc tgaaggaccc tagaagccag gacagcaccc tgtgecctgtt caccgactte 480
gacagccaga tcaacgtgcc caagaccatg gaaagcggca ccttcatcac cgacaagacc 540
gtgctggaca tgaaggccat ggacagcaag agcaacggeg caatcgectg gtccaaccag 600
accagcttca catgccagga catcttcaaa gagacaaacg ccacctaccc cagctccgac 660
gtgccetgtg atgccacccect gaccgagaag tccttcgaga cagacatgaa cctgaacttce 720
cagaatctga gcgtgatggg cctgegecatce ctgetgetga aggtggececgg ctttaacctg 780
ctgatgaccc tgeggetgtg gtccagetga 810
<210> 54
211> 807
<212> DNA
213> NI
220>
<223> XHLA-DRAZFRAINY-ESO-1 116- 13552 TCR3600 TCR o
<400> 54
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtece 60
gccgceccaaga acgaggtgga acagageccce cagaacctga ccgectcagga aggegagtte 120
atcaccatca actgcagcta cagcgtggge atcagegece tgcattgget gcagcagcecat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac cgccagccac 300
cctagagaca gcgccgtgta catctgegee gtgcecccaata gcecggcaacac ccctetggtg 360
ttcggcaagg gcaccagact gagecgtgatc gccaatatcc agaaccccga gectgeegtg 420
taccagctga aggaccctag aagccaggac agcaccctgt gcecctgttcac cgacttcgac 480
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agccagatca acgtgcccaa gaccatggaa agcggcacct tcatcaccga caagaccgtg 540
ctggacatga aggccatgga cagcaagagc aacggcgeca ttgectggtc caaccagacce 600
agcttcacat gccaggacat cttcaaagag acaaacgcca cctaccccag cagcgacgtg 660
ccctgtgatg ccaccctgac cgagaagtct ttcgagacag acatgaacct gaacttccag 720
aatctgtccg tgatgggcect gagaatcctg ctgctgaaag tggccggatt caacctgetg 780
atgaccctge ggetgtggte cagetga 807
<210> 55
211> 807
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCRE712 TCR aff
<400> 55
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtece 60
gccgceccaaga acgaggtgga acagageccce cagaacctga ccgectcagga aggegagtte 120
atcaccatca actgcagcta cagcgtggge atcagegece tgcattgget gcagcagcecat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac cgccagccac 300
cctagagaca gcgccgtgta catctgegee gtgcecccaata gcecggcaacac ccctetggtg 360
ttcggcaagg gcaccagact gagcgtgatc gccaatatcc agaaccccga gectgeegtg 420
taccagctga aggaccctag aagccaggac agcaccctgt gcecctgttcac cgacttcgac 480
agccagatca acgtgcccaa gaccatggaa agcggcacct tcatcaccga caagaccgtg 540
ctggacatga aggccatgga cagcaagagc aacggcgeca ttgectggtc caaccagacce 600
agcttcacat gccaggacat cttcaaagag acaaacgcca cctaccccag cagcgacgtg 660
ccctgtgatg ccaccctgac cgagaagtct ttcgagacag acatgaacct gaacttccag 720
aatctgtccg tgatgggcect gagaatcctg ctgctgaaag tggceccggatt caacctgetg 780
atgaccctge ggetgtggte cagetga 807
<210> 56
211> 807
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5415 TCR afE
<400> 56
atggtcaaaa tccggcagtt cctgectggece atcctgtgge tgcagetgag ctgtgtgtece 60
gccgceccaaga acgaggtgga acagageccce cagaacctga ccgetcagga aggegagtte 120
atcaccatca actgcagcta cagcgtggge atcagegecce tgcattgget gcagcagcecat 180
cctggeggag gcecatcgtgte tctgttcatg ctgagcagecg gaaagaagaa gcacggecgg 240
ctgatcgcca caatcaacat ccaggaaaag cacagcagcc tgcacatcac cgccagccac 300
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cctagagaca gcgccgtgta catctgegee gtgcecccaata gecggcaacac ccctetggtg 360
ttcggcaagg gcaccagact gagcgtgatc gccaatatcc agaaccccga gectgeegtg 420
taccagctga aggaccctag aagccaggac agcaccctgt gecctgttcac cgacttcgac 480
agccagatca acgtgcccaa gaccatggaa agcggcacct tcatcaccga caagaccgtg 540
ctggacatga aggccatgga cagcaagagc aacggcgeca ttgectggtce caaccagacce 600
agcttcacat gccaggacat cttcaaagag acaaacgcca cctaccccag cagcgacgtg 660
ccctgtgatg ccaccctgac cgagaagtct ttcgagacag acatgaacct gaacttccag 720
aatctgtccg tgatgggcect gagaatcctg ctgctgaaag tggceccggatt caacctgetg 780
atgaccctge ggetgtggte cagetga 807
<210> 57
211> 810
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 EHITCRE713 TCR aff
<400> 57
atgaagacct tcgccggett cagecttectg ttectgtgge tgcagetgga ctgcecatgage 60
agaggcgagg acgtggaaca gagcecctgttt ctgagegtge gecgagggega cagcecagegtg 120
atcaattgca cctacaccga cagctccagce acatacctgt actggtataa gcaggaaccce 180
ggcgetggee tgcagetget gacctacatce ttctccaaca tggacatgaa gcaggaccag 240
cggctgacag tgctgctgaa caagaaggac aagcacctga gcctgeggat cgceccgatacce 300
cagacaggcg actccgceccat ctatttctge gccgaggeca atcaggececgg caccgecectg 360
atctttggca agggcacaac actgagcgtg tccagcaaca tccagaaccc cgagcccgece 420
gtgtaccagc tgaaggaccc tagaagccag gacagcaccc tgtgecctgtt caccgactte 480
gacagccaga tcaacgtgcc caagaccatg gaaagcggca ccttcatcac cgacaagact 540
gtgctggata tgaaggccat ggacagcaag agcaacggeg ccattgectg gtccaaccag 600
accagcttca catgccagga catcttcaaa gagacaaacg ccacctaccc cagcagcgac 660
gtgccetgtg atgccacccect gaccgagaag tctttcgaga cagacatgaa cctgaacttce 720
cagaacctga gcgtgatggg cctgagaatc ctgctgetga aggtggecgg cttcaacctg 780
ctgatgaccc tgagactgtg gtccagetga 810
<210> 58
211> 133
<212> PRT
213> BN
220>
223> FFHLA-DRAFRAINY-ESO-1 116-135%E 3 TCR3598 TCR B

, AJARIX
<400> 58
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1 5
Gly Leu Thr Glu Pro Glu Val
20
Gln Met Gly Gln Glu Val Ile
35
Leu Tyr Phe Tyr Trp Tyr Arg
50 55
Leu Val Ser Phe Tyr Asn Asn
65 70
Asp Asp GIn Phe Ser Val Glu
85
Lys Ile Arg Ser Thr Lys Leu
100
Ser Ser Gly Gln Gly Ala Gly
115
Leu Leu Val Leu Glu
130
<210> 59
211> 135
<212> PRT
213> HA
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, AIAEX
<400> 59
Met Asp Thr Trp Leu Val Cys
1 5
Gly Leu Thr Glu Pro Glu Val
20
Gln Met Gly Gln Glu Val Ile
35
Leu Tyr Phe Tyr Trp Tyr Arg
50 55
Leu Val Ser Phe Tyr Asn Asn
65 70
Asp Asp GIn Phe Ser Val Glu
85
Lys Ile Arg Ser Thr Lys Leu
100

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile
Arg Pro
Glu Asp

105

Thr Gln
120

116- 1354 FPEMITCR3598 2 TCR Phk

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile

Arg Pro

Glu Asp
105

48

10
Thr Pro

Cys Val

Leu Gly

Ser Glu
75

Asp Gly

90

Ser Ala

Tyr Phe

ITle Phe
10
Thr Pro

Cys Val

Leu Gly

Ser Glu
75

Asp Gly

90

Ser Ala

Ser
Pro
Gln
60

Lys
Ser

Met

Gly

Ser
Ser
Pro
Gln
60

Lys

Ser

Met

His

Ile

45

Lys

Ser

Asn

Tyr

Pro
125

Leu
His
Ile
45

Lys

Ser

Asn

Gln
30

Ser
Val
Glu
Phe
Phe

110
Gly

Leu
Gln
30

Ser
Val
Glu

Phe

Phe
110

15
Val

Asn

Glu

Ile

Thr

95

Cys

Thr

Lys
15
Val

Asn

Glu

Ile

Thr

95
Cys

Thr
His
Phe
Phe
80

Leu

Ala

Arg

Ala
Thr
His
Phe
Phe
80

Leu

Ala
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Ser Ser Val Met Thr Gly Leu Asn Thr Glu Ala Phe Phe Gly Gln Gly

115
Thr Arg Leu Thr Val Val Glu
130 135
<210> 60
211> 134
<212> PRT
213> BN
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, AIAEX
<400> 60
Met Gly Thr Ser Leu Leu Cys
1 5
Asp His Ala Asp Thr Gly Val
20
Lys Arg Gly Gln Asn Val Thr
35
Asn Arg Leu Tyr Trp Tyr Arg
50 55
Leu Thr Tyr Phe Gln Asn Glu
65 70
Ser Asp Arg Phe Ser Ala Glu
85
Glu Ile Gln Arg Thr Glu Gln
100
Ser Ser Leu Asp Arg Pro Tyr
115
Arg Leu Thr Val Leu Glu
130
<210> 61
211> 135
<212> PRT
213> BN
220>

<223> FHLA-DRAFEAINY-ESO-1 116- 1354 ¥ TCR5412 2 TCR P&

, A
<400> 61

120

125

116-135%5 FMERITCR5412 TCR Bk

Trp
Ser
Phe
40

Gln

Ala

Gly

Asn
120

Met

Gln

25

Thr

Gln

Pro

Asp

105
Glu

Ala
10

Asp
Cys
Leu
Leu
Lys
90

Ser

Gln

Leu

Pro

Asp

Gly

Glu

75

Gly

Ala

Phe

Cys

Arg

Pro

Gln

60

Lys

Ser

Met

Phe

Leu Leu

His Lys
30

Ile Ser

45

Gly Pro

Ser Arg

Phe Ser

Tyr Leu

110
Gly Pro
125

Gly
15

Tle
Glu
Glu

Leu

Thr
95
Cys

Gly

Ala

Thr

His

Phe

Leu

80

Leu

Ala

Thr

Met Asp Ser Trp Thr Phe Cys Cys Val Ser Leu Cys Ile Leu Val Ala

49
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1
Lys His

Glu Met

Asn Ser
50

Leu Ile

65

Glu Asp

Lys Ile

Ser Ser

Thr Arg
130

<210> 62

Thr
Gly
35

Leu
Tyr
Arg
Gln
Phe

115
Leu

<211> 132
<212> PRT
213> BN

<220>

Asp
20

Gln
Phe
Phe
Phe
Pro
100

Leu

Thr

Ala

Glu

Asn

Ser

85

Ser

Ala

Val

Gly

Val

Tyr

Asn

70

Ala

Glu

Ser

Thr

Val

Thr

Arg

95

Asn

Lys

Pro

Val

Glu
135

<223> XTHLA-DR4AFEINY-ESO-1
, AJARX

<400> 62

Met Asp
1
Gly Leu

Arg Arg

Ser His
50

Met Val

65

Lys Glu

Arg Tle

Thr
Ser
Gly
35

Val
Tyr

Arg

Gln

Arg
Asn
20

Gln
Tyr
Leu

Phe

Gln
100

Val

Ala

Glu

Trp

Gln

Ser

85
Val

Leu
Gly
Ala
Tyr
Lys
70

Ala

Val

Cys

Val

Arg
55
Glu

Glu

Ile Gln
25

Leu Arg

40

Gln Thr

Val Pro
Met Pro
Arg Asp

105

Gly Tyr
120

116- 1354 S PEMITCR5412 3 TCR PhE

Cys Ala

Met Gln
25

Leu Arg

40

Gln Leu

Asn Ile

Phe Pro

Gly Asp
105

50

10

Ser Pro

Cys Lys

Met Met

Ile Asp
75

Asn Ala

90

Ser Ala

Glu Gln

Val Ile
10

Asn Pro

Cys Ser

Pro Glu

Ile Asp
75

Lys Glu

90

Ser Ala

Arg
Pro
Arg
60

Asp
Ser

Val

Tyr

Cys
Arg
Pro
Glu
60

Glu

Gly

Ala

His
Tle
45

Gly
Ser
Phe

Tyr

Phe
125

Leu
His
Met
45

Gly

Ser

Pro

Glu
30

Ser
Leu
Gly

Ser

Phe
110
Gly

Leu
Leu
30

Lys
Leu
Gly

Ser

Phe
110

15
Val

Gly
Glu
Met
Thr
95

Cys

Pro

Gly
15

Val
Gly
Lys

Met

Ile
95
Cys

Thr
His
Leu
Pro
80

Leu

Ala

Gly

Ala
Arg
His
Phe
Pro
80

Leu

Ala
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Ser Ser Pro Pro Leu Gly Glu Gln Tyr Phe Gly Pro Gly Thr Arg Leu

115 120 125
Thr Val Thr Glu
130
<210> 63
211> 131
<212> PRT
213> BN
220>
<223> FIHLA-DRAFRAINY-ESO-1 116- 1355 M TCR3600 TCR B
, AIAEX
<400> 63
Met Asp Thr Trp Leu Val Cys Trp Ala Ile Phe Ser Leu Leu Lys Ala
1 5 10 15
Gly Leu Thr Glu Pro Glu Val Thr Gln Thr Pro Ser His Gln Val Thr
20 25 30
Gln Met Gly Gln Glu Val Ile Leu Arg Cys Val Pro Ile Ser Asn His
35 40 45
Leu Tyr Phe Tyr Trp Tyr Arg Gln Ile Leu Gly Gln Lys Val Glu Phe
50 55 60
Leu Val Ser Phe Tyr Asn Asn Glu Ile Ser Glu Lys Ser Glu Ile Phe
65 70 75 80
Asp Asp Gln Phe Ser Val Glu Arg Pro Asp Gly Ser Asn Phe Thr Leu
85 90 95
Lys Ile Arg Ser Thr Lys Leu Glu Asp Ser Ala Met Tyr Phe Cys Ala
100 105 110
Ser Ser Val Ile Tyr Glu Gln Tyr Phe Gly Pro Gly Thr Arg Leu Thr
115 120 125
Val Thr Glu
130
<210> 64
211> 131
<212> PRT
213> BN
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5712 TCR BE
, X
<400> 64

Met Asp Thr Trp Leu Val Cys Trp Ala Ile Phe Ser Leu Leu Lys Ala

51
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1 5
Gly Leu Thr Glu Pro Glu Val
20
Gln Met Gly Gln Glu Val Ile
35
Leu Tyr Phe Tyr Trp Tyr Arg
50 55
Leu Val Ser Phe Tyr Asn Asn
65 70
Asp Asp GIn Phe Ser Val Glu
85
Lys Ile Arg Ser Thr Lys Leu
100
Ser Ser Ile Ile Tyr Glu Gln
115
Val Thr Glu
130
<210> 65
211> 131
<212> PRT
213> HA
220>
<223> XFHLA-DR4ZFRAINY-ESO-1
, AIAEX
<400> 65
Met Asp Thr Trp Leu Val Cys
1 5
Gly Leu Thr Glu Pro Glu Val
20
Gln Met Gly Gln Glu Val Ile
35
Leu Tyr Phe Tyr Trp Tyr Arg
50 55
Leu Val Ser Phe Tyr Asn Asn
65 70
Asp Asp GIn Phe Ser Val Glu
85
Lys Ile Arg Ser Thr Lys Leu
100

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile
Arg Pro
Glu Asp

105

Tyr Phe
120

10
Thr Pro

Cys Val
Leu Gly
Ser Glu

75
Asp Gly
90

Ser Ala

Gly Pro

Ser
Pro
Gln
60

Lys
Ser

Met

Gly

His

Ile

45

Lys

Ser

Asn

Tyr

Thr
125

Gln

30

Ser

Val

Glu

Phe

Phe
110

15
Val

Asn

Glu

Ile

Thr

95

Cys

Leu

116- 13545 R EITCR5415 TCR BhE

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile

Arg Pro

Glu Asp
105

52

ITle Phe
10
Thr Pro

Cys Val

Leu Gly

Ser Glu
75

Asp Gly

90

Ser Ala

Ser

Ser

Pro

Gln

60

Lys

Ser

Met

Leu
His
Ile
45

Lys

Ser

Asn

Leu

Gln

30

Ser

Val

Glu

Phe

Phe
110

Lys
15
Val

Asn

Glu

Ile

Thr

95
Cys

Thr

His

Phe

Phe

80

Leu

Ala

Thr

Ala

Thr

His

Phe

Phe

80

Leu

Ala
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Ser Ser Val Tyr Tyr Glu Gln Tyr Phe Gly Pro Gly Thr Arg Leu Thr
115 120 125
Val Thr Glu
130
<210> 66
211> 136
<212> PRT
213> BN
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5713 TCR BE
, AIAEX
<400> 66
Met Asp Thr Trp Leu Val Cys Trp Ala Ile Phe Ser Leu Leu Lys Ala
1 5 10 15
Gly Leu Thr Glu Pro Glu Val Thr Gln Thr Pro Ser His Gln Val Thr
20 25 30
Gln Met Gly Gln Glu Val Ile Leu Arg Cys Val Pro Ile Ser Asn His
35 40 45
Leu Tyr Phe Tyr Trp Tyr Arg Gln Ile Leu Gly Gln Lys Val Glu Phe
50 55 60
Leu Val Ser Phe Tyr Asn Asn Glu Ile Ser Glu Lys Ser Glu Ile Phe
65 70 75 80
Asp Asp Gln Phe Ser Val Glu Arg Pro Asp Gly Ser Asn Phe Thr Leu
85 90 95
Lys Ile Arg Ser Thr Lys Leu Glu Asp Ser Ala Met Tyr Phe Cys Ala
100 105 110
Ser Ser Ser Gly Leu Ala Gly Val Thr Gly Glu Leu Phe Phe Gly Glu
115 120 125
Gly Ser Arg Leu Thr Val Leu Glu
130 135
<210> 67
211> 397
<212> DNA
213> NI
220>
<223> IHLA-DRAFRAINY-ESO-1 116- 13555 M TCR3598 TCR BH%E
, X
<400> 67
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60

53
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cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gecggecaggg cgetggeacce 360
cagtattttg gccctggcac cagactgetg gtgetgg 397
<210> 68
211> 403
<212> DNA
213> NI
220>
<223> FHLA-DRAFRAINY-ESO-1 116-1355E M TCR3598 2 TCR BHE

, AJARIX
<400> 68
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatgac cggectgaac 360
accgaggcat tctttgggceca gggcaccegg ctgaccgtgg tgg 403
<210> 69
211> 400
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5412 TCR BE

, AJARIX
<400> 69
atgggaacat ctctgectgtg ttggatggece ctgtgectge tgggagecga tcatgceccgat 60
acaggcgtgt cccaggaccc ccggcacaag attaccaage ggggccagaa cgtgacctte 120
agatgcgacc ccatcagcga gcacaaccgg ctgtactggt acagacagac cctgggcecag 180
ggccceccgagt tcctgaccta cttccagaac gaggcecccage tggaaaagag ccggetgetg 240
agcgacagat tcagcgccga aagacccaag ggcagcettca gcaccctgga aatccagegg 300
accgagcagg gcgacagcge catgtatctg tgtgccageca gecctggaccg gecctacaac 360
gagcagttct ttggcccagg cacccggetg accgtgetgg 400
<210> 70
211> 403
<212> DNA
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213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_2 TCR B

, AJARIX
<400> 70
atggatagct ggaccttttg ctgecgtgtee ctgtgecatece tggtggeccaa gcacacagat 60
gcecggegtga tccagagecc cagacacgaa gtgaccgaga tgggccagga agtgacccetg 120
cgctgcaage ctatcagcecgg ccacaacagce ctgttctggt acagacagac catgatgcegg 180
ggcctggaac tgctgatcta cttcaacaac aacgtgccca tcgacgacag cggecatgecce 240
gaggatagat tcagcgccaa gatgcccaac gccagcettca gcaccctgaa gatccagcecce 300
agcgagccca gagacagcecge cgtgtacttt tgegceccageca getttectgge cagegtggge 360
tacgagcagt acttcggcce tggcaccaga ctgaccgtga ccg 403
210> 71
211> 397
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_3 TCR BEE

, AJARIX
<400> 71
atggatacca gagtgctgtg ctgcgecgtg atctgectge tgggagecgg actgtctaat 60
gcecggegtga tgcagaaccce cagacacctce gtgecggegga gaggacagga agccagactg 120
cgctgcagec ccatgaaggg ccacagccac gtgtactggt acagacagct gcccgaagag 180
ggcctgaagt tcatggtgta cctgcagaaa gagaacatca tcgacgagag cggcatgcecce 240
aaagagcggt tcagcgccga gttccccaaa gagggeccca gecatcctgag aatccagceag 300
gtcgtgcggg gegatagege cgectacttt tgtgceccaget ctccacctet gggegageag 360
tactttggcce ctggcaccag actgaccgtg accgagg 397
210> 72
211> 391
<212> DNA
213> NI
220>
<223> FHLA-DRAFRAINY-ESO-1 116- 13552 M TCR3600 TCR B

, AJARIX
<400> 72
atggatactt ggctcgtgtg ctgggccate ttcagcctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240



213> NLR5

<220>

<223> XTHLA-DRAFAINY-ESO-1 116-1354F F 4 TCR5713 TCR Pk
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gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatcta cgagcagtac 360
ttcggeeetg gecaccegget gaccgtgace g 391
210> 73
211> 391
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5712 TCR BE

, AJARIX
<400> 73
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gcatcatcta cgagcagtac 360
ttcggeeetg gecaccegget gaccgtgace g 391
210> 74
211> 391
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5415 TCR B

, AJARIX
<400> 74
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgtacta cgagcagtac 360
ttcggeeetg gecaccegget gaccgtgace g 391
<210> 75
211> 406
<212> DNA
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, AJ
<400> 75
atggatactt
cccgaagtga
cgctgegtge
aaagtggaat
gacgaccagt
accaagctgg
acaggcgagce
<210> 76
211> 305
<212> PRT

X

ggctcgtgtg
cccagacacc
ccatcagcaa
ttctggtgte
tcagcgtgga
aagatagcgc
tgttttttgg

213> NLR5

<220>

<223> XTHLA-DR4AFEINY-ESO-1

<400> 76

Met Asp Thr Trp Leu Val

1

Gly Leu Thr

Gln Met Gly
35
Leu Phe
Leu Ser
65
Asp Gln

Lys Ile Arg
Gly
115

Val

Ser Ser

Leu
130
Phe

Leu

Leu Glu

145
Leu

Val Cys

Trp Val

5
Glu Pro
20
Gln Glu

Tyr Trp

Phe Tyr

Phe Ser
85

Ser Thr
100
Gln Gly

Leu Glu

Pro Ser

Glu

Val

Tyr

Asn

70

Val

Lys

Ala

Lys

ctgggccatce
tagccaccaa
ccacctgtac
cttctacaac
acggcccgac

catgtacttt
cgagggcagce

Cys Trp

Val Thr

Ile Leu
40
Arg Gln
55
Asn Glu

Glu Arg

Leu Glu

Thr
120
Arg

Gly

Leu
135

Ala Glu

150

Ala
165
Gly

Leu

Asn

Arg

Lys

Gly Phe

Glu Val

ttcagcectge
gtgacacaga
ttctactggt
aacgagatca
ggcagcaact
tgcgccagcea

agactgaccg

Ala

10
Gln Thr
25

Arg

Pro

Cys Val

Ile Leu Gly

Ile Glu
75
Gly

Ser

Asp
90

Ser

Pro

Asp Ala

105

Gln Tyr Phe

Asn Val Thr

Tle Ala Asn

155
Asp

Phe Pro

170
Ser

His Gly

57

tgaaggccegg
tgggccagga
acagacagat
gcgagaagtc
tcaccctgaa

gctctggact
tgctgg

Ile Phe Ser Leu Leu Lys

Gln
30

Ser

Ser His
Ile
45
Lys

Pro
Gln Val
60
Lys

Ser Glu

Ser Asn Phe

Phe
110
Gly

Met Tyr

Gly Pro

125

Pro Pro Lys

140

Lys Gln Lys

His Val Glu

Val Ser Thr

actgaccgag
agtgatcctg
cctggggceag
cgagatcttc
gatcagaagc

ggceggegtg

116- 13545 I TCR3598 TCR Bk

Ala
15
Val Thr

Asn His

Glu Phe

Ile Phe
80
Thr Leu
95
Cys Ala

Thr Arg

Val Ser

Ala Thr
160
Leu Ser
175

Asp Pro

60
120
180
240
300
360
406
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Gln

Arg

Gln

225

Ser

Ala

Ala

Val

Ser
305

<210>
211>
<212>
<213>

Ala
Val
210
Val
Pro
Asp

Thr

Leu
290

<220>

223>
<400>

7
307
PRT

NILF5)

Tyr
195

Ser

Gln

Lys

Cys

Ile

275
Val

180
Lys

Ala
Phe
Pro
Gly
260

Leu

Ser

Glu
Thr
His
Val
245
Tle

Tyr

Gly

Ser
Phe
Gly
230
Thr
Thr

Glu

Leu

Met Asp Thr Trp Leu Val

1

Gly Leu Thr

Gln
Leu
Leu
65

Asp

Lys

Ser

Met
Tyr
50

Val
Asp

Ile

Ser

Gly
35

Phe
Ser
Gln

Arg

Val

Glu
20
Gln

Tyr

Phe

Phe

Ser

100
Met

5

Pro
Glu
Trp
Tyr
Ser
85

Thr

Thr

Glu
Val
Tyr
Asn
70

Val

Lys

Gly

Asn
Trp
215
Leu
Gln
Ser

Ile

Val
295

XTHLA-DR4FAINY -ESO-1
77

Cys

Val

Ile

Arg

95

Asn

Glu

Leu

Leu

185
Tyr Ser
200

His Asn

Ser Glu

Asn Ile

Ala Ser
265

Leu Leu

280

Leu Met

116- 1354 FPEMITCR3598 2 TCR Phk

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile
Arg Pro
Glu Asp

105

Asn Thr

58

Tyr
Pro
Glu
Ser
250
Tyr

Gly

Ala

Cys
Arg
Asp
235
Ala
His
Lys

Met

Leu

Asn

220

Lys

Glu

Gln

Ala

Val
300

ITle Phe Ser

10
Thr

Cys
Leu
Ser
Asp
90

Ser

Glu

Pro
Val
Gly
Glu
75

Gly

Ala

Ala

Ser

Pro

Gln

60

Lys

Ser

Met

Phe

Ser
205
His

Trp

Ala

Gly

Thr

285
Lys

190

Ser
Phe
Pro
Trp
Val
270

Leu

Lys

Arg
Arg
Glu
Gly
255
Leu

Tyr

Lys

Leu
Cys
Gly
240
Arg
Ser

Ala

Asn

Leu Leu Lys Ala

His

Ile

45

Lys

Ser

Asn

Tyr

Phe

Gln
30

Ser

Val

Glu

Phe

Phe

110
Gly

15
Val

Asn

Glu

Ile

Thr

95

Cys

Gln

Thr

His

Phe

Phe

80
Leu

Ala

Gly
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115 120 125
Thr Arg Leu Thr Val Val Glu Asp Leu Arg Asn Val Thr Pro Pro Lys
130 135 140
Val Ser Leu Phe Glu Pro Ser Lys Ala Glu Ile Ala Asn Lys Gln Lys
145 150 155 160
Ala Thr Leu Val Cys Leu Ala Arg Gly Phe Phe Pro Asp His Val Glu
165 170 175
Leu Ser Trp Trp Val Asn Gly Lys Glu Val His Ser Gly Val Ser Thr
180 185 190
Asp Pro Gln Ala Tyr Lys Glu Ser Asn Tyr Ser Tyr Cys Leu Ser Ser
195 200 205
Arg Leu Arg Val Ser Ala Thr Phe Trp His Asn Pro Arg Asn His Phe
210 215 220
Arg Cys Gln Val Gln Phe His Gly Leu Ser Glu Glu Asp Lys Trp Pro
225 230 235 240
Glu Gly Ser Pro Lys Pro Val Thr Gln Asn Ile Ser Ala Glu Ala Trp
245 250 255
Gly Arg Ala Asp Cys Gly Ile Thr Ser Ala Ser Tyr His Gln Gly Val
260 265 270
Leu Ser Ala Thr Ile Leu Tyr Glu Ile Leu Leu Gly Lys Ala Thr Leu
275 280 285
Tyr Ala Val Leu Val Ser Gly Leu Val Leu Met Ala Met Val Lys Lys
290 295 300
Lys Asn Ser
305
<210> 78
211> 306
<212> PRT
213> NLFH)
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5412 TCR BE
<400> 78
Met Gly Thr Ser Leu Leu Cys Trp Met Ala Leu Cys Leu Leu Gly Ala
1 5 10 15
Asp His Ala Asp Thr Gly Val Ser Gln Asp Pro Arg His Lys Ile Thr
20 25 30
Lys Arg Gly Gln Asn Val Thr Phe Arg Cys Asp Pro Ile Ser Glu His
35 40 45
Asn Arg Leu Tyr Trp Tyr Arg Gln Thr Leu Gly Gln Gly Pro Glu Phe

59
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50
Leu Thr
65
Ser Asp

Glu Ile

Ser Ser

Arg Leu
130

Ser Leu

145

Thr Leu

Ser Trp

Pro Gln

Leu Arg
210

Cys Gln

225

Gly Ser

Arg Ala

Ser Ala

Ala Val
290
Asn Ser
305
<210> 79
211> 30
<212> PR

Tyr
Arg
Gln
Leu
115
Thr
Phe
Val
Trp
Ala
195
Val
Val
Pro
Asp
Thr

275
Leu

7
T

Phe
Phe
Arg
100
Asp
Val
Glu
Cys
Val
180
Tyr
Ser
Gln
Lys
Cys
260

Ile

Val

213> NLR5

<220>

<223> FHLA-DRAFEINY-ESO-1 116- 1354 54 I TCR5412 2 TCR BéE

Gln
Ser
85

Thr
Arg
Leu
Pro
Leu
165
Asn
Lys
Ala
Phe
Pro
245
Gly

Leu

Ser

Asn
70

Ala
Glu
Pro
Glu
Ser
150
Ala
Gly
Glu
Thr
His
230
Val
Tle

Tyr

Gly

55
Glu

Glu

Gln

Asp
135
Lys

Lys

Ser

Phe

215

Gly

Thr

Thr

Glu

Leu
295

Ala

Arg

Gly

Asn

120

Leu

Ala

Gly

Glu

Asn

200

Leu

Gln

Ser

Ile

280
Val

Gln Leu Glu

Pro
Asp
105
Glu
Arg
Glu
Phe
Val
185
Tyr
His
Ser
Asn
Ala
265

Leu

Leu

60

Lys
90

Ser
Gln
Asn
Tle
Phe
170
His
Ser
Asn
Glu
Tle
250
Ser

Leu

Met

75
Gly

Ala

Phe

Val

Ala

155

Pro

Ser

Tyr

Pro

Glu

235

Ser

Tyr

Gly

Ala

60
Lys

Ser

Met

Phe

Thr

140

Asn

Asp

Gly

Cys

Arg

220

Asp

Ala

His

Lys

Met
300

Ser
Phe
Tyr
Gly
125
Pro
Lys
His
Val
Leu
205
Asn
Lys
Glu
Gln
Ala

285
Val

Arg
Ser
Leu
110
Pro
Pro
Gln
Val
Ser
190
Ser
His
Trp
Ala
Gly
270

Thr

Lys

Leu
Thr
95

Cys
Gly
Lys
Lys
Glu
175
Thr
Ser
Phe
Pro
Trp
255
Val

Leu

Lys

Leu
80

Leu
Ala
Thr
Val
Ala
160
Leu
Asp
Arg
Arg
Glu
240
Gly
Leu

Tyr

Lys
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<400> 79

Met Asp Ser

1
Lys

Glu
Asn
Leu
65

Glu
Lys
Ser
Thr
Val
145
Ala
Leu
Asp
Arg
Arg
225
Glu
Gly

Leu

Tyr

His
Met
Ser
50

Tle
Asp
Tle
Ser
Arg
130
Ser
Thr
Ser
Pro
Leu
210
Cys
Gly
Arg

Ser

Ala
290

Thr
Gly
35

Leu
Tyr
Arg
Gln
Phe
115
Leu
Leu
Leu
Trp
Gln
195
Arg
Gln
Ser
Ala
Ala

275
Val

Trp
Asp
20

Gln
Phe
Phe
Phe
Pro
100
Leu
Thr
Phe
Val
Trp
180
Ala
Val
Val
Pro
Asp
260

Thr

Leu

Thr

Ala

Glu

Trp

Asn

Ser

85

Ser

Ala

Val

Glu

Cys

165

Val

Tyr

Ser

Gln

Lys

245

Cys

Ile

Val

Phe
Gly
Val
Tyr
Asn
70

Ala
Glu
Ser
Thr
Pro
150
Leu
Asn
Lys
Ala
Phe
230
Pro
Gly

Leu

Ser

Cys
Val
Thr
Arg
55

Asn
Lys
Pro
Val
Glu
135
Ser
Ala
Gly
Glu
Thr
215
His
Val
Tle

Tyr

Gly
295

Cys
Ile
Leu
40

Gln
Val
Met
Arg
Gly
120
Asp
Lys
Arg
Lys
Ser
200
Phe
Gly
Thr
Thr
Glu

280
Leu

Val
Gln
25

Arg
Thr
Pro
Pro
Asp
105
Tyr
Leu
Ala
Gly
Glu
185
Asn
Trp
Leu
Gln
Ser
265

Ile

Val

61

Ser Leu
10

Ser Pro

Cys Lys

Met Met

Ile Asp
75

Asn Ala

90

Ser Ala

Glu Gln

Arg Asn

Glu Ile
155

Phe Phe

170

Val His

Tyr Ser

His Asn

Ser Glu
235

Asn Ile

250

Ala Ser

Leu Leu

Leu Met

Cys
Arg
Pro
Arg
60

Asp
Ser
Val
Tyr
Val
140
Ala
Pro
Ser
Tyr
Pro
220
Glu
Ser
Tyr

Gly

Ala
300

Ile
His
Ile
45

Gly
Ser
Phe
Tyr
Phe
125
Thr
Asn
Asp
Gly
Cys
205
Arg
Asp
Ala
His
Lys

285
Met

Leu
Glu
30

Ser
Leu
Gly
Ser
Phe
110
Gly
Pro
Lys
His
Val
190
Leu
Asn
Lys
Glu
Gln
270

Ala

Val

Val
15

Val
Gly
Glu
Met
Thr
95

Cys
Pro
Pro
Gln
Val
175
Ser
Ser
His
Trp
Ala
255
Gly

Thr

Lys

Ala
Thr
His
Leu
Pro
80

Leu
Ala
Gly
Lys
Lys
160
Glu
Thr
Ser
Phe
Pro
240
Trp
Val

Leu

Lys
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Lys Asn Ser

305

<210>
211>
<212>
<213>

<220>

223>
<400>

80
304
PRT

NILF5

Met Asp Thr Arg Val Leu

1
Gly

Arg

Ser

Met

65

Lys

Arg

Ser

Thr

Phe

145

Val

Trp

Ala

Val

Val
225

Leu
Arg
His
50

Val
Glu
Tle
Ser
Val
130
Glu
Cys
Val
Tyr
Ser

210
Gln

Ser
Gly
35

Val
Tyr
Arg
Gln
Pro
115
Thr
Pro
Leu
Asn
Lys
195

Ala

Phe

Asn
20

Gln
Tyr
Leu
Phe
Gln
100
Pro
Glu
Ser
Ala
Gly
180
Glu

Thr

His

5
Ala

Glu

Trp

Gln

Ser

85

Val

Leu

Asp

Lys

Arg

165

Lys

Ser

Phe

Gly

Gly

Ala

Tyr

Lys

70

Ala

Val

Gly

Leu

Ala

150

Gly

Glu

Asn

Trp

Leu
230

XTHLA-DR4FAINY -ESO-1
80

Cys
Val
Arg
Arg
55

Glu
Glu
Arg
Glu
Arg
135
Glu
Phe
Val
Tyr
His

215

Ser

116- 1354 S PEMITCR5412 3 TCR PhE

Cys
Met
Leu
40

Gln
Asn
Phe
Gly
Gln
120
Asn
Tle
Phe
His
Ser
200

Asn

Glu

Ala
Gln
25

Arg
Leu
Tle
Pro
Asp
105
Tyr
Val
Ala
Pro
Ser
185
Tyr

Pro

Glu

62

Val
10

Asn
Cys
Pro
Ile
Lys
90

Ser
Phe
Thr
Asn
Asp
170
Gly
Cys

Arg

Asp

Ile

Pro

Ser

Glu

Asp

75

Glu

Ala

Gly

Pro

Lys

155

His

Val

Leu

Asn

Lys
235

Cys Leu Leu Gly Ala

Arg
Pro
Glu
60

Glu
Gly
Ala
Pro
Pro
140
Gln
Val
Ser
Ser
His

220
Trp

His
Met
45

Gly
Ser
Pro
Tyr
Gly
125
Lys
Lys
Glu
Thr
Ser
205

Phe

Pro

Leu
30

Lys
Leu
Gly
Ser
Phe
110
Thr
Val
Ala
Leu
Asp
190
Arg

Arg

Glu

15
Val

Gly

Lys

Met

Ile

95

Cys

Arg

Ser

Thr

Ser

175

Pro

Leu

Cys

Gly

Arg

His

Phe

Pro

80

Leu

Ala

Leu

Leu

Leu

160

Trp

Gln

Arg

Gln

Ser
240



CN 114195883 A

F 5l

2.3

45/70 7

Pro Lys Pro Val Thr

245

Asp Cys Gly Ile Thr

260

Thr Ile Leu Tyr Glu

275

Leu Val Ser Gly Leu

<210>
211>
<212>
<213>

290

<220>

223>
<400>

81
303
PRT

NILF5)

Gln

Ser

Ile

Val

Met Asp Thr Trp Leu Val

1
Gly

Gln
Leu
Leu
65

Asp
Lys
Ser
Val
Glu
145

Cys

Val

Leu
Met
Tyr
50

Val
Asp
Tle
Ser
Thr
130
Pro

Leu

Asn

Thr
Gly
35

Phe
Ser
Gln
Arg
Val
115
Glu
Ser

Ala

Gly

Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Tle
Asp
Lys

Arg

Lys
180

5

Pro

Glu

Trp

Tyr

Ser

85

Thr

Tyr

Leu

Ala

Gly

165
Glu

Glu
Val
Tyr
Asn
70

Val
Lys
Glu
Arg
Glu
150

Phe

Val

Asn

Ala

Leu

Leu
295

XTHLA-DR4FAINY -ESO-1
81

Cys
Val
Tle
Arg
55

Asn
Glu
Leu
Gln
Asn
135
Tle

Phe

His

Tle Ser Ala Glu Ala

250

Ser Tyr His Gln Gly

265

Leu Gly Lys Ala Thr

280

Met Ala Met Val Lys

300

Trp Gly Arg

255

Val Leu Ser

270

Leu Tyr Ala

285

Lys Lys Asn

116- 13545 I TCR3600 TCR Bk

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile
Arg Pro
Glu Asp
105
Tyr Phe
120
Val Thr
Ala Asn

Pro Asp

Ser Gly
185

63

Tle Phe Ser

10
Thr

Cys

Leu

Ser

Asp

90

Ser

Gly

Pro

Lys

His

170
Val

Pro
Val
Gly
Glu
75

Gly
Ala
Pro
Pro
Gln
155

Val

Ser

Ser
Pro
Gln
60

Lys
Ser
Met
Gly
Lys
140
Lys

Glu

Thr

Leu
His
Tle
45

Lys
Ser
Asn
Tyr
Thr
125
Val
Ala

Leu

Asp

Leu
Gln
30

Ser
Val
Glu
Phe
Phe
110
Arg
Ser
Thr

Ser

Pro
190

Lys
15

Val
Asn
Glu
Tle
Thr
95

Cys
Leu
Leu
Leu
Trp

175
Gln

Ala

Ala

Val

Ser

Ala
Thr
His
Phe
Phe
80

Leu
Ala
Thr
Phe
Val
160

Trp

Ala
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Tyr
Ser
Gln
225
Lys
Cys

Ile

Val

<210>
211>
<212>
<213>

Lys
Ala
210
Phe
Pro
Gly

Leu

Ser
290

<220>

223>
<400>

82
303
PRT

NILF5)

Glu
195
Thr
His
Val
Tle
Tyr

275
Gly

Met Asp Thr

1
Gly

Gln

Leu

Leu

65

Asp

Lys

Ser

Val

Leu

Met

Tyr

50

Val

Asp

Ile

Ser

Thr
130

Thr

Gly
35
Phe

Ser

Gln

Arg

Ile

115
Glu

Ser
Phe
Gly
Thr
Thr
260

Glu

Leu

Asn
Trp
Leu
Gln
245
Ser

Ile

Val

Tyr

His

Ser

230

Asn

Ala

Leu

Leu

Trp Leu Val

Glu
20

Gln
Tyr
Phe
Phe
Ser
100

Ile

Asp

5

Pro

Glu

Trp

Tyr

Ser

85

Thr

Tyr

Leu

Glu

Val

Tyr

Asn

70

Val

Lys

Glu

Arg

Ser

Asn

215

Glu

Ile

Ser

Leu

Met
295

XTHLA-DR4FAINY -ESO-1
82

Cys

Val

Ile

Arg

95

Asn

Glu

Leu

Gln

Asn
135

Tyr Cys
200
Pro Arg

Glu Asp

Ser Ala

Tyr His
265

Gly Lys

280

Ala Met

Leu Ser

Asn His

Lys Trp
235

Glu Ala

250

Gln Gly

Ala Thr

Val Lys

Ser
Phe
220
Pro
Trp
Val

Leu

Lys
300

Arg
205
Arg
Glu
Gly
Leu
Tyr

285
Lys

Leu
Cys
Gly
Arg
Ser
270

Ala

Asn

Arg
Gln
Ser
Ala
255
Ala

Val

Ser

116- 13545 R EMITCR5712 TCR Bk

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile
Arg Pro
Glu Asp

105
Tyr Phe

120
Val Thr

64

Ile Phe Ser Leu Leu Lys

10
Thr Pro

Cys Val

Leu Gly

Ser Glu
75

Asp Gly

90

Ser Ala

Gly Pro

Pro Pro

Ser

Pro

Gln

60

Lys

Ser

Met

Gly

Lys
140

His
Tle
45

Lys
Ser
Asn
Tyr
Thr

125
Val

Gln

30

Ser

Val

Glu

Phe

Phe

110

Ser

15
Val

Asn

Glu

Ile

Thr

95

Cys

Leu

Leu

Val
Val
Pro
240
Asp

Thr

Leu

Ala

Thr

His

Phe

Phe

80

Leu

Ala

Thr

Phe
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Glu
145
Cys
Val
Tyr
Ser
Gln
225
Lys
Cys

Ile

Val

<210>
211>
<212>
<213>

Pro
Leu
Asn
Lys
Ala
210
Phe
Pro
Gly
Leu
Ser
290

83
30

<220>

223>
<400>

83

Ser
Ala
Gly
Glu
195
Thr
His
Val
Ile
Tyr

275
Gly

3

PRT
NIFH

Lys Ala
Gly
165
Glu

Arg

Lys
180
Ser Asn

Phe Trp

Gly Leu

Thr Gln
245
Thr Ser
260
Glu Ile

Leu Val

Glu
150
Phe
Val
Tyr
His
Ser
230
Asn
Ala

Leu

Leu

Met Asp Thr Trp Leu Val

1
Gly

Gln

Leu

Leu

65
Asp

5

Leu Thr Glu Pro

20

Met Gly Gln Glu

35

Tyr Phe Tyr Trp

50

Val Ser Phe Tyr

Asp Gln Phe Ser

85

Glu

Val

Tyr

Asn

70
Val

Ile

Phe

His

Ser

Asn

215

Glu

Ile

Ser

Leu

Met
295

XTHLA-DR4FAINY -ESO-1

Cys
Val
Ile
Arg
55

Asn

Glu

Ala Asn

Pro Asp

Ser Gly
185

Tyr Cys

200

Pro Arg

Glu Asp

Ser Ala

Tyr His
265

Gly Lys

280

Ala Met

Lys Gln
155
Val

Lys
His Glu
170
Val

Ser Thr

Leu Ser Ser

His Phe
220

Pro

Asn

Trp
235
Ala

Lys

Glu
250
Gln

Trp

Gly Val

Ala Thr Leu

Val Lys

300

Lys

Ala Thr Leu

Leu Ser Trp
175
Pro Gln
190

Leu

Asp
Arg Arg
205
Arg

Cys Gln

Glu Gly Ser
Ala
255

Ala

Gly Arg
Ser
270
Ala

Leu

Tyr Val

285
Lys

Asn Ser

116- 13545 R EITCR5415 TCR BhE

Trp Ala

Thr Gln
25

Leu Arg

40

Gln Ile

Glu Ile

Arg Pro

65

Tle Phe Ser
10
Thr Pro Ser

Cys Val Pro

Leu Gly Gln
60
Ser Glu Lys
75
Asp Gly Ser
90

Leu Leu Lys

15

His GIn Val

30

Ile Ser
45

Lys Val

Asn
Glu
Ser Glu Ile

Asn Phe Thr

95

Val
160
Trp
Ala
Val
Val
Pro
240
Asp

Thr

Leu

Ala

Thr

His

Phe

Phe

80
Leu
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Lys

Ser

Val

Glu

145

Cys

Val

Tyr

Ser

Gln

225

Lys

Cys

Ile

Val

<210>
211>
<212>
<213>

Tle
Ser
Thr
130
Pro
Leu
Asn
Lys
Ala
210
Phe
Pro
Gly

Leu

Ser
290

<220>

223>
<400>

84
308
PRT

NILF5)

Arg

Val

115

Glu

Ser

Ala

Gly

Glu

195

Thr

His

Val

Ile

275
Gly

Ser
100
Tyr
Asp
Lys
Arg
Lys
180
Ser
Phe
Gly
Thr
Thr
260

Glu

Leu

Thr
Tyr
Leu
Ala
Gly
165
Glu
Asn
Trp
Leu
Gln
245
Ser

Ile

Val

Lys

Glu

Glu
150
Phe
Val
Tyr
His
Ser
230
Asn
Ala

Leu

Leu

Leu

Gln

Asn

135

Ile

Phe

His

Ser

Asn

215

Glu

Ile

Ser

Leu

Met
295

XTHLA-DR4FAINY -ESO-1
84

Met Asp Thr Trp Leu Val Cys

1

5

Gly Leu Thr Glu Pro Glu Val

20

Gln Met Gly Gln Glu Val Ile

35

Glu Asp
105

Tyr Phe

120

Val Thr

Ala Asn

Pro Asp

Ser Gly
185

Tyr Cys

200

Pro Arg

Glu Asp

Ser Ala

Tyr His
265

Gly Lys

280

Ala Met

Ser
Gly
Pro
Lys
His
170
Val
Leu
Asn
Lys
Glu
250
Gln

Ala

Val

Ala
Pro
Pro
Gln
155
Val
Ser
Ser
His
Trp
235
Ala
Gly

Thr

Lys

Met
Gly
Lys
140
Lys
Glu
Thr
Ser
Phe
220
Pro
Trp
Val

Leu

Lys
300

Tyr

Thr

125

Val

Ala

Leu

Asp

Arg

205

Arg

Glu

Gly

Leu

285
Lys

Phe
110
Arg
Ser
Thr
Ser
Pro
190
Leu
Cys
Gly
Arg
Ser
270

Ala

Asn

Cys
Leu
Leu
Leu
Trp
175
Gln
Arg
Gln
Ser
Ala
255
Ala

Val

Ser

116- 13545 R PEITCR5713 TCR Bk

Ala
Thr
Phe
Val
160
Trp
Ala
Val
Val
Pro
240
Asp

Thr

Leu

Trp Ala Ile Phe Ser Leu Leu Lys Ala

10

15

Thr Gln Thr Pro Ser His Gln Val Thr

25

30

Leu Arg Cys Val Pro Ile Ser Asn His

40

66

45
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Leu
Leu
65

Asp
Lys
Ser
Gly
Lys
145
Lys
Glu
Thr
Ser
Phe
225
Pro
Trp
Val

Leu

Lys
305

<210> 85

Tyr
50

Val
Asp
Ile
Ser
Ser
130
Val
Ala
Leu
Asp
Arg
210
Arg
Glu
Gly
Leu
Tyr

290
Lys

Phe
Ser
Gln
Arg
Ser
115
Arg
Ser
Thr
Ser
Pro
195
Leu
Cys
Gly
Arg
Ser
275

Ala

Asn

<211> 918
<212> DNA
213> NI
<220>

Tyr
Phe
Phe
Ser
100
Gly
Leu
Leu
Leu
Trp

180
Gln

Gln

Ser

Ala
260
Ala
Val

Ser

Trp
Tyr
Ser
85

Thr
Leu
Thr
Phe
Val
165
Trp
Ala
Val
Val
Pro
245
Asp

Thr

Leu

Tyr
Asn
70

Val
Lys
Ala
Val
Glu
150
Cys
Val
Tyr
Ser
Gln
230
Lys
Cys

Ile

Val

Arg
55

Asn
Glu
Leu
Gly
Leu
135
Pro
Leu
Asn
Lys
Ala
215
Phe
Pro
Gly

Leu

Ser
295

Gln

Glu

Glu

Val

120

Glu

Ser

Ala

Gly

Glu

200

Thr

His

Val

Ile

280
Gly

Ile Leu Gly

Ile
Pro
Asp
105
Thr
Asp
Lys
Arg
Lys
185
Ser
Phe
Gly
Thr
Thr
265

Glu

Leu

67

Ser
Asp
90

Ser
Gly
Leu
Ala
Gly
170
Glu
Asn
Trp
Leu
Gln
250
Ser

Ile

Val

Glu
75

Gly
Ala

Glu

Glu
155
Phe
Val
Tyr
His
Ser
235
Asn
Ala

Leu

Leu

Gln

60

Lys

Ser

Met

Leu

Asn

140

Ile

Phe

His

Ser

Asn

220

Glu

Ile

Ser

Leu

Met
300

Lys
Ser
Asn
Tyr
Phe
125
Val
Ala
Pro
Ser
Tyr
205
Pro
Glu
Ser
Tyr
Gly

285
Ala

Val
Glu
Phe
Phe
110
Phe

Thr

Asn

Gly
190
Cys

Asp
Ala
His
270

Lys

Met

Glu
Ile
Thr
95

Cys
Gly
Pro
Lys
His
175
Val
Leu
Asn
Lys
Glu
255
Gln

Ala

Val

Phe
Phe
80

Leu
Ala
Glu
Pro
Gln
160
Val
Ser
Ser
His
Trp
240
Ala
Gly

Thr

Lys
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<223> XIHLA-DRAFRAINY-ESO-1 116- 13555 M TCR3598 TCR BH%E
<400> 85
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gecggeccaggg cgetggeacce 360
cagtattttg gccctggcac cagactgetg gtgectggaag atctgeggaa cgtgacccecce 420
cccaaggtgt ccctgttcga gecctagcaag gceccgagatcg ccaacaagca gaaagccacce 480
ctcgtgtgee tggccagagg cttcttecece gaccacgtgg aactgtecttg gtgggtcaac 540
ggcaaagagg tgcacagcecgg cgtgtccacc gatccccagg cctacaaaga gagcaactac 600
agctactgece tgtccagcag actgegggtg tccgecacct tctggcecacaa cccceceggaac 660
cacttcagat gccaggtgca gtttcacggce ctgagcgaag aggacaagtg gecctgaggge 720
agccccaagce ccgtgactca gaatatctct geccgaggcecat ggggcagage cgactgtgge 780
attaccagcg ccagctacca tcagggcgtg ctgagegecca ccatcctgta cgagatcctg 840
ctgggcaagg ccaccctgta cgecgtgetg gtgtcaggee tggtgetgat ggccatggte 900
aagaagaaga acagctga 918
<210> 86
211> 924
<212> DNA
213> NI
220>
223> FHLA-DRAFRAINY-ESO-1 116-135%E M TCR3598 2 TCR BHE
<400> 86
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatgac cggectgaac 360
accgaggcat tctttgggca gggcaccecgg ctgaccgtgg tggaagatct gagaaacgtg 420
acccccceccca aggtgtcecect gttcgagect agcaaggecg agatcgccaa caagcagaaa 480
gccacccteg tgtgectgge cagaggette ttccceccecgace acgtggaact gtettggtgg 540
gtcaacggca aagaggtgca cagcggegtg tccaccgatc cccaggecta caaagagagce 600
aactacagct actgcctgtc cagcagactg cgggtgtceg ccaccttcectg gcacaaccce 660
cggaaccact tcagatgcca ggtgcagttt cacggcctga gcgaagagga caagtggect 720
gagggcagcc ccaagcecccgt gactcagaat atctctgecg aggcatgggg cagagcecgac 780
tgtggcatta ccagcgccag ctaccatcag ggcgtgetga gcecgceccaccat cctgtacgag 840
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atcctgctgg gcaaggccac cctgtacgece gtgetggtgt ctggectggt getgatggece 900
atggtcaaga agaagaacag ctga 924
<210> 87
211> 921
<212> DNA
213> N3
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5412 TCR BE
<400> 87
atgggaacat ctctgctgtg ttggatggec ctgtgectge tgggagecga tcatgceccgat 60
acaggcgtgt cccaggaccc ccggcacaag attaccaage ggggccagaa cgtgacctte 120
agatgcgacc ccatcagcga gcacaaccgg ctgtactggt acagacagac cctgggecag 180
ggccceccgagt tcctgaccta cttccagaac gaggcecccage tggaaaagag ccggetgetg 240
agcgacagat tcagcgccga aagacccaag ggcagcettca gcaccctgga aatccagegg 300
accgagcagg gcgacagcge catgtatctg tgtgccageca gecctggaccg gecctacaac 360
gagcagttct ttggcccagg cacccggetg accgtgetgg aagatctgag aaacgtgacce 420
ccccecccaagg tgtcececectgtt cgagectage aaggceccgaga tcgceccaacaa gcagaaagcece 480
accctcgtgt gecctggecag aggettectte cccgaccacg tggaactgte ttggtgggte 540
aacggcaaag aggtgcacag cggecgtgtece accgatccece aggectacaa agagagcaac 600
tacagctact gcctgagcag cagactgecgg gtgtceccgeca ccttectggea caacccececegg 660
aaccacttca ggtgccaggt gcagtttcac ggcctgageg aagaggacaa gtggeccgag 720
ggcagcccta agcecccgtgac ccagaatatc tctgceccgaag cctggggecag agecgactgt 780
ggcattacca gcgccagcta ccatcagggce gtgctgageg ccaccatcct gtacgagatce 840
ctgctgggea aggccaccct gtacgeegtg ctggtgtetg gectggtget gatggecatg 900
gtcaagaaga agaacagctg a 921
<210> 88
211> 924
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_2 TCR BE
<400> 88
atggatagct ggaccttttg ctgecgtgtece ctgtgecatece tggtggecaa gcacacagat 60
gccggegtga tccagagecc cagacacgaa gtgaccgaga tgggccagga agtgacccetg 120
cgctgcaage ctatcagcecgg ccacaacagce ctgttctggt acagacagac catgatgcegg 180
ggcctggaac tgctgatcta cttcaacaac aacgtgccca tcgacgacag cggecatgecce 240
gaggatagat tcagcgccaa gatgcccaac gccagettca gcaccctgaa gatccagcecce 300
agcgagccca gagacagcecge cgtgtacttt tgegceccagea getttectgge cagegtggge 360
tacgagcagt acttcggccce tggcaccaga ctgaccgtga ccgaggacct gagaaacgtg 420
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acccccceccca aagtgtcectet gttcgagecc agcaaggcecg agatcgccaa caagcagaaa 480
gccacccteg tgtgectgge cagaggette ttccceccecgace acgtggaact gtettggtgg 540
gtcaacggca aagaggtgca cagcggegtg tccaccgatc cccaggecta caaagagagce 600
aactacagct actgcctgag cagcagactg cgggtgtceg ccaccttcectg gcacaaccce 660
cggaaccact tcagatgcca ggtgcagttt cacggcctga gcgaagagga caagtggcecce 720
gagggcagcce ctaagcccgt gacccagaat atctctgecg aagectgggg cagagcecgac 780
tgtggcatta ccagcgccag ctaccatcag ggcgtgetga gcecgceccaccat cctgtacgag 840
atcctgectgg gcaaggccac cctgtacgece gtgetggtgt ctggectggt getgatggece 900
atggtcaaga agaagaacag ctga 924
<210> 89
211> 915
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 HITCR5412_3 TCR B
<400> 89
atggatacca gagtgctgtg ctgcgecgtg atctgectge tgggagecgg actgtctaat 60
gcecggegtga tgcagaaccce cagacacctce gtgeggegga gaggacagga agccagactg 120
cgctgcagec ccatgaaggg ccacagccac gtgtactggt acagacagct gcccgaagag 180
ggcctgaagt tcatggtgta cctgcagaaa gagaacatca tcgacgagag cggcatgcecce 240
aaagagcggt tcagcgccga gttccccaaa gagggeccca gecatcctgag aatccagceag 300
gtcgtgcggg gegatagege cgectacttt tgtgeccaget ctccacctet gggegagceag 360
tactttggce ctggcaccag actgaccgtg accgaggacc tgagaaacgt gacccccccee 420
aaggtgtcce tgttcgagcec tagcaaggcc gagatcgcecca acaagcagaa agccaccctce 480
gtgtgcetgg ccagaggett cttcceccgac cacgtggaac tgtcttggtg ggtcaacgge 540
aaagaggtgc acagcggegt gtccaccgat ccccaggect acaaagagag caactacagce 600
tactgcctga gcagcagact gcgggtgtee gecaccttect ggcacaaccce ccggaaccac 660
ttcagatgcc aggtgcagtt tcacggectg agcgaagagg acaagtggec cgagggeage 720
cctaagccecg tgacccagaa tatctctgec gaagcecctggg gcagagecga ctgtggeatt 780
accagcgcca gctaccatca gggegtgetg agegecacca tcctgtacga gatcctgetg 840
ggcaaggcca ccctgtacge cgtgetggtg tectggectgg tgetgatgge catggtcaag 900
aagaagaaca gctga 915
<210> 90
211> 912
<212> DNA
213> NLF3
220>
<223> KIHLA-DRAFRAINY-ESO-1 116- 13552 M TCR3600 TCR BHE
<400> 90
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atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatcta cgagcagtac 360
ttcggeeectg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaage caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcecgtgtce caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gcagactgeg ggtgtecegee accttectgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggcecagecce 720
aagcccgtga ctcagaatat ctctgeccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgccecgt getggtgtet ggectggtge tgatggecat ggtcaagaag 900
aagaacagct ga 912
<210> 91
211> 912
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5712 TCR BE
<400> 91
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gcatcatcta cgagcagtac 360
ttcggeceetg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaagce caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcegtgtce caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gecagactgeg ggtgteegee accttectgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggcecagecce 720
aagcccgtga ctcagaatat ctctgccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgccegt getggtgtet ggectggtge tgatggecat ggtcaagaag 900
aagaacagct ga 912
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<210> 92
211> 912
<212> DNA
213> NI
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5415 TCR BE
<400> 92
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgtacta cgagcagtac 360
ttcggeeetg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaage caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcegtgtce caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gcagactgeg ggtgtecegee accttectgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggcecagecce 720
aagcccgtga ctcagaatat ctctgeccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgeccegt getggtgtet ggectggtge tgatggecat ggtcaagaag 900
aagaacagct ga 912
<210> 93
211> 927
<212> DNA
213> N3
220>
<223> SFHLA-DRAZFRAINY-ESO-1 116-135%F 7 PEHITCR5713 TCR BE
<400> 93
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccagca getctggact ggecggegtg 360
acaggcgagce tgttttttgg cgagggcagce agactgaccg tgctggaaga tctgeggaac 420
gtgacccccece ccaaggtgtce cctgttcgag cctagcaagg ccgagatcge caacaagcag 480
aaagccaccc tcgtgtgect ggccagagge ttcttcceccecg accacgtgga actgtettgg 540
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tgggtcaacg gcaaagaggt gcacagcgge gtgtccaccg atccccagge ctacaaagag 600
agcaactaca gctactgcct gtcctececegg ctgagagtgt ccgecacctt ctggcacaac 660
ccccecggaacc acttcagatg ccaggtgcag tttcacggec tgagcgaaga ggacaagtgg 720
cctgagggceca gccccaagee cgtgactcag aatatctctg ccgaggecatg gggcagagece 780
gactgtggca ttaccagcgc cagctaccat cagggegtge tgagcgecac catcctgtac 840
gagatcctge tgggcaagge caccctgtac gececgtgetgg tgtcaggect ggtgetgatg 900
gccatggtca agaagaagaa cagctga 927
<210> 94
211> 1794
<212> DNA
213> NI
220>
<223> HLA-DR4FRAINY-ESO-1 116- 1354 5 M (1) TCR3598 HL 4 A% R TCRAA £ Ak
<400> 94
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gecggeccaggg cgetggeace 360
cagtattttg gccctggecac cagactgetg gtgectggaag atctgeggaa cgtgacccecce 420
cccaaggtgt ccctgttcga gecctagcaag gceccgagatcg ccaacaagca gaaagccacce 480
ctcgtgtgee tggeccagagg cttcttecece gaccacgtgg aactgtecttg gtgggtcaac 540
ggcaaagagg tgcacagcgg cgtgtccacc gatccccagg cctacaaaga gagcaactac 600
agctactgecce tgtccagcag actgegggtg tccecgecacct tctggcecacaa cccceceggaac 660
cacttcagat gccaggtgca gtttcacggce ctgagcgaag aggacaagtg gecctgaggge 720
agccccaagce ccgtgactca gaatatctct gceccgaggcecat ggggcagage cgactgtgge 780
attaccagcg ccagctacca tcagggcgtg ctgagegeca ccatcctgta cgagatcctg 840
ctgggcaagg ccaccctgta cgecgtgetg gtgtcaggee tggtgetgat ggccatggte 900
aagaagaaga acagcggcag cggcgceccacc aactttagtc tgctgaaaca ggceccggegac 960
gtggaagaga accctggecce catgatgaag tccctgeggg tgetgetegt gatcctgtgg 1020
ctgcagctga gctgggtgtg gtcccagecag aaagaggtgg aacaggaccce aggcecctcetg 1080
agcgtgceccag agggegetat cgtgteccectg aattgecacct acagcaacag cgecttcecag 1140
tacttcatgt ggtatcggeca gtacagccgg aagggccccg agetgetgat gtacacctac 1200
tccagcggca acaaagagga cggecggttc acagecccagg tggacaagag cagcaagtac 1260
atctccctgt tcatccggga cagccagecce agcecgacageg ccacatatct gtgegecatg 1320
agacagggcg gctccgagaa getggtgttc ggcaagggeca caaagcectgac cgtgaacccce 1380
tacatccaga accccgagec cgecgtgtac cagcectgaagg accctagaag ccaggacagce 1440
accctgtgee tgttcaccga cttcgacagce cagatcaacg tgcccaagac catggaaagce 1500
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ggcaccttca tcaccgacaa gaccgtgcectg gacatgaagg ccatggacag caagagcaac 1560
ggcgccattg cctggtccaa ccagaccage ttcacatgec aggacatctt caaagagaca 1620
aacgccacct accccagcecag cgacgtgecce tgtgatgeca ccctgaccga gaagtcettte 1680
gagacagaca tgaacctgaa cttccagaac ctgagcgtga tgggcctgag aatcctgetg 1740
ctgaaagtgg ccggattcaa cctgctgatg accctgegge tgtggtccag ctga 1794
<210> 95
<211> 1800
<212> DNA
213> NLF3
220>
<223> HLA-DR4ZAINY-ESO-1 116-135%5 LK TCR3598 2 FRFE LR TCRAA £ 14
<400> 95
atggatactt ggctcgtgtg ctgggccatec ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatgac cggcectgaac 360
accgaggcat tctttgggca gggcaccecgg ctgaccgtgg tggaagatct gagaaacgtg 420
acccccceccca aggtgtcecect gttcgagect agcaaggcecg agatcgccaa caagcagaaa 480
gccacccteg tgtgectgge cagaggette ttccccecgace acgtggaact gtettggtgg 540
gtcaacggca aagaggtgca cagcggegtg tccaccgatc cccaggecta caaagagagce 600
aactacagct actgcctgtc cagcagactg cgggtgtceg ccaccttcectg gcacaaccce 660
cggaaccact tcagatgcca ggtgcagttt cacggcctga gcgaagagga caagtggect 720
gagggcagcce ccaagcecccgt gactcagaat atctctgecg aggcatgggg cagagcecgac 780
tgtggcatta ccagcgccag ctaccatcag ggcgtgetga gcecgceccaccat cctgtacgag 840
atcctgctgg gcaaggccac cctgtacgece gtgetggtgt ctggectggt getgatggece 900
atggtcaaga agaagaacag cggcagcgge gccaccaact ttagtctget gaaacaggcece 960
ggcgacgtgg aagagaaccc tggccccatg aactactctc ccggectggt gtetetgatt 1020
ctgetgetge tgggecggac cagaggegat tctgtgacce agatggaagg cccecgtgace 1080
ctgagcgagg aagccttcct gaccatcaat tgcacctaca ccgeccaccgg ctaccccage 1140
ctgttttggt acgtgcagta ccceggegag ggectgeage tgetgetgaa ageccaccaag 1200
gcegacgaca agggcagceaa caagggcettc gaggeccacct accggaaaga gacaaccagce 1260
ttccacctgg aaaagggcag cgtgcaggtg tccgactccg ccgtgtattt ctgegecctg 1320
agagattctg gcggcecggage cgatggectg acctttggea agggceacaca cctgatcate 1380
cagccctaca tccagaaccc cgagectgece gtgtaccage tgaaggaccc tagaagccag 1440
gacagcaccc tgtgcctgtt caccgacttc gacagccaga tcaacgtgcc caagaccatg 1500
gaaagcggca ccttcatcac cgacaagacc gtgctggaca tgaaggccat ggacagcaag 1560
agcaacggceg ccattgectg gtccaaccag accagecttca catgccagga catcttcaaa 1620
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gagactaacg ccacataccc cagcagcgac gtgccctgtg atgccaccct gaccgagaag 1680
tctttcgaga cagacatgaa cctgaacttc cagaacctga gcgtgatggg cctgagaatc 1740
ctgetgetga aggtggeegg cttcaacctg ctgatgacce tgagactgtg gtccagetga 1800
<210> 96
211> 1794
<212> DNA
213> NI
220>
<223> HLA-DR4ZAINY-ESO-1 116-135%5 5 LMK TCRE41 2 B FE X IR TCRAA 22 44
<400> 96
atgggaacat ctctgctgtg ttggatggece ctgtgectge tgggagecga tcatgceccgat 60
acaggcgtgt cccaggaccc ccggcacaag attaccaage ggggccagaa cgtgacctte 120
agatgcgacc ccatcagcga gcacaaccgg ctgtactggt acagacagac cctgggecag 180
ggccceccgagt tcctgaccta cttccagaac gaggcecccage tggaaaagag ccggetgetg 240
agcgacagat tcagcgccga aagacccaag ggcagcettca gcaccctgga aatccagegg 300
accgagcagg gcgacagcge catgtatctg tgtgccageca gecctggaccg gecctacaac 360
gagcagttct ttggcccagg cacccggetg accgtgetgg aagatctgag aaacgtgacce 420
ccccecccaagg tgtcececectgtt cgagectage aaggceccgaga tcgceccaacaa gcagaaagcece 480
accctcgtgt gecctggecag aggettectte cccgaccacg tggaactgte ttggtgggte 540
aacggcaaag aggtgcacag cggecgtgtece accgatcccece aggectacaa agagagcaac 600
tacagctact gcctgagcag cagactgecgg gtgtceccgeca ccttectggea caacccececegg 660
aaccacttca ggtgccaggt gcagtttcac ggcctgagecg aagaggacaa gtggeccgag 720
ggcagcccta agcecccgtgac ccagaatatc tctgceccgaag cctggggecag agecgactgt 780
ggcattacca gcgccagcta ccatcagggce gtgctgageg ccaccatcct gtacgagatce 840
ctgctgggea aggccaccct gtacgeegtg ctggtgtetg gectggtget gatggecatg 900
gtcaagaaga agaacagcgg cagcggegece accaacttca gecctgetgaa acaggcecgge 960
gacgtggaag agaaccctgg ccctatgete ctgetgetgg tgectgectt ccaagtgate 1020
ttcaccctgg gcggcaccag agcecccagage gtgacacage tggatagcecca ggtgecegtg 1080
ttcgaagagg cccctgtgga actgeggtge aactactcca gecagegtgte cgtgtacctg 1140
ttttggtacg tgcagtaccc caaccaggge ctgcagetge tgectgaagta cctgagegge 1200
tccaccctgg tggaatccat caacggcttc gaggeccgagt tcaacaagag ccagaccagce 1260
ttccacctga gaaagcccag cgtgcacatc agcgataccg ccgagtactt ctgegecgtg 1320
accctgaacc gggacgacaa gatcatcttc ggcaagggca ccagactgca catcctgecce 1380
aacatccaga accccgagcc cgceccgtgtac cagctgaagg accctagaag ccaggatage 1440
accctgtgtec tgttcaccga cttcgacagce cagatcaacg tgcccaagac catggaaagce 1500
ggcaccttca tcaccgacaa gacagtgctg gacatgaagg ccatggacag caagagcaac 1560
ggcgccattg cctggtccaa ccagacaage ttcacatgec aggacatctt caaagagaca 1620
aacgccacct accccagetce cgacgtgecee tgtgatgeca ccctgaccga gaagtectte 1680
gagacagaca tgaacctgaa tttccagaac ctgagcgtga tgggcctgeg gatcctgetg 1740
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58/70 T

ctgaaagtgg ccggcttcaa cctgectgatg accctgagac tgtggtccag ctga

210>
211>
212>
213>
220>
223>
<400> 97

atggatagct
gceggegtga
cgctgcaagce

97
1800
DNA

ggcctggaac
gaggatagat
agcgagccca
tacgagcagt
accccceeca
gccacccteg
gtcaacggca
aactacagct
cggaaccact
gagggcagcce
tgtggcatta
atcctgctgg
atggtcaaga
ggcgacgtgg
atcttcaccc
gtgttcgaag
ctgttttggt
ggctccacce
agcttccatce
gtgacccgga
atcgccaata
gatagcaccc
gaaagcggea
agcaacggceg
gagacaaacg
tccttcgaga
ctgctgetga
<210> 98

NILF5)

ggaccttttg
tccagagccce
ctatcagcgg
tgctgatcta
tcagcgccaa
gagacagcgc
acttcggccce
aagtgtctct
tgtgcctgge
aagaggtgca
actgcctgag
tcagatgcca
ctaagcccgt
ccagcgcecag
gcaaggccac
agaagaacag
aagagaaccce
tgggceggceac
aggccccetgt
acgtgcagta
tggtggaatc
tgcggaagcece
actccggcaa
tccagaaccce
tgtgectgtt
ccttecatcac
ccattgcctg
ccacctaccc

cagacatgaa

aagtggccgg

ctgcgtgtcece
cagacacgaa
ccacaacagc
cttcaacaac
gatgcccaac
cgtgtacttt
tggcaccaga
gttcgagcce
cagaggcttc
cagcggegtg
cagcagactg
ggtgcagttt
gacccagaat
ctaccatcag
cctgtacgcece
cggcagceggce
tggccectatg
cagggcccag
ggaactgcgg
ccccaaccag
catcaacggc
cagcgtgcac
cacccctetg
cgagcctgece
caccgacttc
cgacaagacc
gtccaaccag
cagctccgac
cctgaacttce

cttcaacctg

ctgtgcatcce
gtgaccgaga
ctgttctggt
aacgtgccca
gccagcttca
tgcgceccagcea
ctgaccgtga
agcaaggccg
ttccecgacce
tccaccgatc
cgggtgteeg
cacggcctga
atctctgcecceg
ggcgtgcetga
gtgetggtgt
gccaccaact
ctcctgetge
tctgtgacac
tgcaactact
ggcctgcage
ttcgaggcecg
atcagcgata
gtgtttggca
gtgtaccagc
gacagccaga
gtgctggaca
acaagcttca
gtgcecctgtg
cagaacctgt

ctgatgaccc

76

tggtggccaa
tgggccagga
acagacagac
tcgacgacag
gcaccctgaa
gctttetgge
ccgaggacct
agatcgccaa
acgtggaact
cccaggccta
ccaccttctg
gcgaagagga
aagcctgggg
gcgcecaccat
ctggccectggt
tcagcctget
tggtgcectge
agctggatag
ccagcagcgt
tgctgectgaa
agttcaacaa
ccgecgagta
agggcacacg
tgaaggaccc
tcaatgtgcc
tgaaggccat
catgccagga
atgccaccct
ccgtgatggg
tgagactgtg

gcacacagat
agtgaccctg
catgatgcgg
cggcatgccce
gatccagccce
cagcgtgggce
gagaaacgtg
caagcagaaa
gtcttggtgg
caaagagagc
gcacaaccce
caagtggccce
cagagccgac
cctgtacgag
gctgatggece
gaaacaggcce
cttccaagtg
ccaggtgccce
gtccgtgtac
gtacctgagc
gagccagacc
cttctgtgee
gctgagegtg
cagaagccag
caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cctgeggate
gtccagctga

1794

HLA-DRAZRAINY-ESO-1 116-135%F 7+ LI TCR54 12 2 55 A% R TCRAA 4 1A

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
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211> 1788
<212> DNA

213> NLR5

<220>

<223> HLA-DRAFKAINY-ESO-1 116-135%8F S PEMITCR5412 3B HE A% R TCRA4) & 44

<400> 98

atggatacca
gceggegtga
cgctgcagcece
ggcctgaagt
aaagagcggt
gtcgtgeggg
tactttggcce
aaggtgtccce
gtgtgectgg
aaagaggtgc
tactgcctga
ttcagatgcc
cctaagcccg
accagcgcca
ggcaaggcca
aagaagaaca
gaagagaacc
acctgggtgt
gaggacgtgt
caggacccceg
agcaatggca
agcgcctcca
ggctccaact
cagaacccceg
tgcectgtteca
ttcatcaccg
atcgcctggt
acctacccca
gacatgaacc
gtggeegget
<210> 99

211> 1782
<212> DNA

gagtgctgtg
tgcagaaccc
ccatgaaggg
tcatggtgta
tcagcgccga
gcgatagcege
ctggcaccag
tgttcgagcce
ccagaggctt
acagcggcegt
gcagcagact
aggtgcagtt
tgacccagaa
gctaccatca
ccctgtacge
geggeagegsg
ctggccectat
ccggecagea
ccatgaactg
gcgaaggacce
ggctgacagce
tccccagega
acaagctgac
agcccgecegt
ccgacttcga
acaagaccgt
ccaaccagac
gctccgacgt
tgaacttcca

ttaacctgct

ctgcgecegtg
cagacacctc
ccacagccac
cctgcagaaa
gttccccaaa
cgcctacttt
actgaccgtg
tagcaaggcc
cttccecgac
gtccaccgat
gegggtgtee
tcacggcctg
tatctctgece
gggegtgetg
cgtgetggtg
cgccaccaac
gctgectggaa
gctgaatcag
caccagcagc
cgtgectgetg
ccagttcggce
cgtgggcatce
cttcggcaag
gtaccagctg
cagccagatc
gctggacatg
cagcttcaca
gcectgtgat
gaatctgagc
gatgaccctg

atctgcctge
gtgeggegga
gtgtactggt
gagaacatca
gagggcccca
tgtgccaget
accgaggacc
gagatcgcca
cacgtggaac
ccccaggect
gccaccttet
agcgaagagg
gaagccetggg
agcgccacca
tctggeetgg
ttcagcectge
catctgctga
agcccccaga
agcatcttca
atcgccctgt
attacccgga
tatttctgeg
ggcacactgce
aaggacccta
aacgtgccca
aaggccatgg
tgccaggaca
gccaccctga
gtgatgggcce
cggetgtggt

7

tgggagecegg
gaggacagga
acagacagct
tcgacgagag
gcatcctgag
ctccacctcet
tgagaaacgt
acaagcagaa
tgtcttggtg
acaaagagag
ggcacaaccce
acaagtggcce
gcagagccga
tcctgtacga
tgctgatgge
tgaaacaggc
tcatcctgtg
gcatgttcat
atacctggct
acaaagccgg
aggacagctt
ccggacagcea
tgacagtgaa
gaagccagga
agaccatgga
acagcaagag
tcttcaaaga
ccgagaagtc
tgcgcatcect

ccagctga

actgtctaat
agccagactg
gceccgaagag
cggcatgccce
aatccagcag
gggcgageag
gaccccececce
agccacccte
ggtcaacggce
caactacagc
ccggaaccac
cgagggcagce
ctgtggcatt
gatcctgetg
catggtcaag
cggcgacgtg
gatgcagctg
ccaggaaggc
gtggtacaag
cgagctgacc
cctgaacatc
gaactccggce
ccccaacatce
cagcaccctg
aagcggcacc
caacggcgcea
gacaaacgcce
cttcgagaca

gctgectgaag

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1788



213> NLR5

<220>
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CN 114195883 A F 5 = 60/70 i
213> NI
220>
<223> HLA-DR4FRAINY-ESO-1 116- 1354 5 M (1) TCR3600 4 % IR TCRAA £ Ak
<400> 99
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgatcta cgagcagtac 360
ttcggeceetg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaage caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcegtgte caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gcagactgeg ggtgteegee accttectgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggecagecce 720
aagcccgtga ctcagaatat ctctgeccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgccegt getggtgtet ggectggtge tgatggeccat ggtcaagaag 900
aagaacagcg gcagcggcecge caccaacttt agtctgectga aacaggeccgg cgacgtggaa 960
gagaaccctg gccccatggt caaaatccgg cagttcctge tggcecatcet gtggetgeag 1020
ctgagctgtg tgtccgecge caagaacgag gtggaacaga gcccccagaa cctgaccget 1080
caggaaggcg agttcatcac catcaactgc agctacageg tgggecatcag cgecctgeat 1140
tggetgecage agcatccetgg cggaggeatce gtgtctetgt tcatgetgag cagecggaaag 1200
aagaagcacg gccggectgat cgccacaatc aacatccagg aaaagcacag cagcctgcecac 1260
atcaccgcca gccaccctag agacagegec gtgtacatct gegecgtgee caatagegge 1320
aacacccctc tggtgttcgg caagggcacc agactgageg tgatcgcecaa tatccagaac 1380
cccgagectg ccgtgtacca gectgaaggac cctagaagcc aggacagcac cctgtgectg 1440
ttcaccgact tcgacagcca gatcaacgtg cccaagacca tggaaagcgg caccttcatc 1500
accgacaaga ccgtgctgga catgaaggcc atggacagca agagcaacgg cgccattgece 1560
tggtccaacc agaccagctt cacatgccag gacatcttca aagagacaaa cgccacctac 1620
cccagecageg acgtgecctg tgatgecacce ctgaccgaga agtctttcga gacagacatg 1680
aacctgaact tccagaatct gtccgtgatg ggcctgagaa tcctgetget gaaagtggece 1740
ggattcaacc tgctgatgac cctgeggetg tggtccaget ga 1782
<210> 100
211> 1782
<212> DNA
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<223> HLA-DR4ZAINY-ESO-1 116-135%5 LK TCRE7 1 2 B FE X R TCRAA 22 44
<400> 100
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gcatcatcta cgagcagtac 360
ttcggeeectg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaage caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcegtgtce caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gcagactgeg ggtgtecegee accttetgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggcecagecce 720
aagcccgtga ctcagaatat ctctgccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgccecgt getggtgtet ggectggtge tgatggeccat ggtcaagaag 900
aagaacagcg gcagcggcecge caccaacttt agtctgectga aacaggeccgg cgacgtggaa 960
gagaaccctg gccccatggt caaaatccgg cagttcctge tggcecatcet gtggetgeag 1020
ctgagctgtg tgtccgecge caagaacgag gtggaacaga gcccccagaa cctgaccget 1080
caggaaggcg agttcatcac catcaactgce agctacageg tgggecatcag cgecctgeat 1140
tggetgecage agcatcetgg cggaggeatce gtgtctetgt tcatgetgag cagecggaaag 1200
aagaagcacg gccggectgat cgccacaatc aacatccagg aaaagcacag cagcctgcecac 1260
atcaccgcca gccaccctag agacagegece gtgtacatct gegecgtgee caatagegge 1320
aacacccctc tggtgttcgg caagggcacc agactgageg tgatcgcecaa tatccagaac 1380
cccgagectg ccgtgtacca gectgaaggac cctagaagcc aggacagcac cctgtgectg 1440
ttcaccgact tcgacagcca gatcaacgtg cccaagacca tggaaagcgg caccttcatc 1500
accgacaaga ccgtgctgga catgaaggcc atggacagca agagcaacgg cgccattgece 1560
tggtccaacc agaccagctt cacatgccag gacatcttca aagagacaaa cgccacctac 1620
cccagecageg acgtgecctg tgatgecacce ctgaccgaga agtctttcga gacagacatg 1680
aacctgaact tccagaatct gtccgtgatg ggcctgagaa tcctgetget gaaagtggece 1740
ggattcaacc tgctgatgac cctgeggetg tggtccaget ga 1782
<210> 101
211> 1782
<212> DNA
213> NLF3
220>
<223> HLA-DR4ZZAINY-ESO-1 116-135%F 5714 () TCR54 15 B BE AL R TCRAL A4
<400> 101
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atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccageca gegtgtacta cgagcagtac 360
ttcggeeectg gecaccegget gaccgtgacce gaggatctga gaaacgtgac cccccccaag 420
gtgtccetgt tcgagcecctag caaggccgag atcgccaaca agcagaaage caccctegtg 480
tgcectggeca gaggettett cccecgaccac gtggaactgt cttggtgggt caacggcaaa 540
gaggtgcaca gcggcecgtgtce caccgatccc caggcecctaca aagagagcaa ctacagctac 600
tgcectgtcecca gcagactgeg ggtgtecegee accttectgge acaacccceceg gaaccactte 660
agatgccagg tgcagtttca cggcctgage gaagaggaca agtggcecctga gggcecagecce 720
aagcccgtga ctcagaatat ctctgeccgag gcatggggeca gagecgactg tggcattacce 780
agcgccaget accatcaggg cgtgetgage gceccaccatce tgtacgagat cctgetggge 840
aaggccaccc tgtacgccecgt getggtgtet ggectggtge tgatggecat ggtcaagaag 900
aagaacagcg gcagcggcecge caccaacttt agtctgectga aacaggeccgg cgacgtggaa 960
gagaaccctg gccccatggt caaaatccgg cagttcctge tggcecatcet gtggetgeag 1020
ctgagctgtg tgtccgecge caagaacgag gtggaacaga gcccccagaa cctgaccget 1080
caggaaggcg agttcatcac catcaactgce agctacageg tgggecatcag cgecctgeat 1140
tggetgecage agcatccetgg cggaggeatce gtgtctetgt tcatgetgag cagecggaaag 1200
aagaagcacg gccggectgat cgccacaatc aacatccagg aaaagcacag cagcctgcecac 1260
atcaccgcca gccaccctag agacagecgec gtgtacatct gegecgtgee caatagegge 1320
aacaccccte tggtgttcgg caagggcacc agactgageg tgatcgcecaa tatccagaac 1380
cccgagectg ccgtgtacca gectgaaggac cctagaagcc aggacagcac cctgtgectg 1440
ttcaccgact tcgacagcca gatcaacgtg cccaagacca tggaaagcgg caccttcatc 1500
accgacaaga ccgtgctgga catgaaggcc atggacagca agagcaacgg cgccattgece 1560
tggtccaacc agaccagctt cacatgccag gacatcttca aagagacaaa cgccacctac 1620
cccagecageg acgtgecctg tgatgecacce ctgaccgaga agtctttcga gacagacatg 1680
aacctgaact tccagaatct gtccgtgatg ggcctgagaa tcctgetget gaaagtggece 1740
ggattcaacc tgctgatgac cctgeggetg tggtccaget ga 1782
<210> 102
<211> 1800
<212> DNA
213> NI
220>
<223> HLA-DR4ZFZAINY-ESO-1 116-135%F 5714 A TCRE7 1 3 A BE AL R TCRAL 44
<400> 102
atggatactt ggctcgtgtg ctgggccate ttcagecctge tgaaggeccgg actgaccgag 60
cccgaagtga cccagacacc tagccaccaa gtgacacaga tgggccagga agtgatcctg 120
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cgctgegtge ccatcagcaa ccacctgtac ttctactggt acagacagat cctggggcecag 180
aaagtggaat ttctggtgtc cttctacaac aacgagatca gcgagaagtc cgagatcttce 240
gacgaccagt tcagcgtgga acggcccgac ggcagcaact tcaccctgaa gatcagaagce 300
accaagctgg aagatagcgc catgtacttt tgcgccagca getctggact ggececggegtg 360
acaggcgagce tgttttttgg cgagggcagce agactgaccg tgctggaaga tctgeggaac 420
gtgaccccece ccaaggtgte cctgttcgag cctagcaagg ccgagatcge caacaagcag 480
aaagccaccc tcgtgtgect ggccagagge ttcttccceccecg accacgtgga actgtettgg 540
tgggtcaacg gcaaagaggt gcacagcgge gtgtccaccg atccccagge ctacaaagag 600
agcaactaca gctactgcct gtcctececegg ctgagagtgt ccgecacctt ctggecacaac 660
cccecggaacc acttcagatg ccaggtgcag tttcacggec tgagcgaaga ggacaagtgg 720
cctgagggceca gccccaagee cgtgactcag aatatctctg ccgaggecatg gggcagagece 780
gactgtggca ttaccagcgc cagctaccat cagggegtge tgagcgecac catcctgtac 840
gagatcctge tgggcaaggce caccctgtac gececgtgetgg tgtcaggect ggtgetgatg 900
gccatggtca agaagaagaa cagcggcage ggcgecacca actttagtct gctgaaacag 960
gcecggegacg tggaagagaa ccctggecce atgaagacct tcgecggett cagettectg 1020
ttcetgtgge tgcagetgga ctgecatgage agaggegagg acgtggaaca gagectgttt 1080
ctgagcgtge gcgagggcega cagcagegtg atcaattgeca cctacaccga cagcectccage 1140
acatacctgt actggtataa gcaggaaccc ggecgetggee tgcecagetget gacctacate 1200
ttctccaaca tggacatgaa gcaggaccag cggctgacag tgctgctgaa caagaaggac 1260
aagcacctga gcctgeggat cgecgatacce cagacaggeg actccgecat ctatttetge 1320
gccgaggeca atcaggececgg caccgecctg atctttggea agggcacaac actgagegtg 1380
tccagcaaca tccagaaccc cgagcccgee gtgtaccage tgaaggaccc tagaagccag 1440
gacagcaccc tgtgcctgtt caccgacttc gacagccaga tcaacgtgcc caagaccatg 1500
gaaagcggca ccttcatcac cgacaagact gtgctggata tgaaggccat ggacagcaag 1560
agcaacggceg ccattgectg gtccaaccag accagecttca catgccagga catcttcaaa 1620
gagacaaacg ccacctaccc cagcagcgac gtgccctgtg atgccaccct gaccgagaag 1680
tctttcgaga cagacatgaa cctgaacttc cagaacctga gcgtgatggg cctgagaatc 1740
ctgetgetga aggtggeegg cttcaacctg ctgatgacce tgagactgtg gtccagetga 1800
<210> 103
211> 9
<212> PRT
213> BN
220>
<223> HLA-A2FAINY-ESO-1 157-165
<400> 103
Ser Leu Leu Met Trp Ile Thr Gln Cys
1 5
<210> 104
211> 133
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212> PRT
213> HA
220>
<223> HLA-A2FAINY-ESO-1 157- 16545 M TCR aff,
AR X
<400> 104
Met Lys Ser Leu Arg Val Leu Leu Val Ile Leu Trp Leu Gln Leu Ser
1 5 10 15
Trp Val Trp Ser Gln Gly Gln Gln Val Met Gln Ile Pro Gln Tyr Gln
20 25 30
His Val Gln Glu Gly Glu Asp Phe Thr Thr Tyr Cys Asn Ser Ser Thr
35 40 45
Thr Leu Ser Asn Ile Gln Trp Tyr Lys Gln Arg Pro Gly Gly His Pro
50 55 60
Val Phe Leu Ile Gln Leu Val Lys Ser Gly Glu Val Lys Lys Gln Lys
65 70 75 80
Arg Leu Thr Phe Gln Phe Gly Glu Ala Lys Lys Asn Ser Ser Leu His
85 90 95
Ile Thr Ala Thr Gln Thr Thr Asp Val Gly Thr Tyr Phe Cys Ala Gly
100 105 110
Glu Gly Asn Tyr Gly Gln Asn Phe Val Phe Gly Pro Gly Thr Arg Leu
115 120 125
Ser Val Leu Pro Asp
130
<210> 105
211> 400
<212> DNA
213> NI
220>
<223> HLA-A2FAINY-ESO-1 157- 16545 M TCR aff,
AR X
<400> 105
atgaagagcc tgcgegtget getggtcate ctgtggetge aattgtettg ggtetggtcea 60
caggggcage aggtcatgca gattccacag tatcagcacg tccaggaggg ggaggacttce 120
actacatatt gtaacagctc caccacactg tcaaatatcc agtggtacaa gcagcgacca 180
ggaggacacc cagtgttcct gattcagctg gtgaagagecg gcgaggtcaa gaaacagaaa 240
agactgacct tccagtttgg cgaagccaag aaaaactcta gtctgcatat cacagctact 300
cagactaccg acgtcggcac ctacttttge gcaggagagg gcaactatgg gcagaatttce 360
gtgtttggge ctggaacaag getgtcetgte ctgeccgata 400
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<210>
211>
<212>
<213>

<220>

223>
<400>

106
269
PRT

NILF5

Met Lys Ser Leu Arg Val Leu Leu Val

1
Trp

His
Thr
Val
65

Arg
Tle
Glu
Ser
Lys
145
Asp
Thr
Gly
Phe
Ala

225
Gln

Val
Val
Leu
50

Phe
Leu
Thr
Gly
Val
130
Asp
Ser
Asp
Ala
Lys
210

Thr

Asn

Trp
Gln
35

Ser
Leu
Thr
Ala
Asn
115
Leu
Pro
Gln
Lys
Tle
195
Glu

Leu

Leu

Ser
20

Glu
Asn
Tle
Phe
Thr
100

Tyr

Pro

Tle
Cys
180
Ala
Thr

Thr

Ser

5
Gln

Gly

Ile

Gln

Gln

85

Gln

Gly

Asp

Ser

Asn

165
Val

Asn

Glu

Val
245

Gly
Glu
Gln
Leu
70

Phe
Thr
Gln
Tle
Gln
150
Val
Leu
Ser
Ala
Lys

230
Met

Gln
Asp
Trp
55

Val
Gly
Thr
Asn
Gln
135
Asp
Pro
Asp
Asn
Thr
215

Ser

Gly

Gln
Phe
40

Tyr
Lys
Glu
Asp
Phe
120
Asn
Ser
Lys
Met
Gln
200
Tyr

Phe

Leu

Val
25

Thr
Lys
Ser
Ala
Val
105
Val
Pro
Thr
Thr
Lys
185
Thr
Pro

Glu

Arg

83

Tle
10

Met
Thr
Gln
Gly
Lys
90

Gly
Phe
Glu
Leu
Met
170
Ala
Ser
Ser

Thr

Ile
250

HLA-A2FAINY-ESO-1 1571654 544 1) TCR
106

Leu
Gln
Tyr
Arg
Glu
75

Lys
Thr
Gly
Pro
Cys
155
Glu
Met
Phe
Ser
Asp

235
Leu

a’p
Trp
Tle
Cys
Pro
60

Val
Asn
Tyr
Pro
Ala
140
Leu
Ser
Asp
Thr
Asp
220

Met

Leu

Leu
Pro
Asn
45

Gly
Lys
Ser
Phe
Gly
125
Val
Phe
Gly
Ser
Cys
205
Val

Asn

Leu

Gln
Gln
30

Ser
Gly
Lys
Ser
Cys
110
Thr
Tyr
Thr
Thr
Lys
190
Gln
Pro

Leu

Lys

Leu
15

Tyr
Ser
His
Gln
Leu
95

Ala
Arg
Gln
Asp
Phe
175
Ser
Asp
Cys

Asn

Val
255

Ser
Gln
Thr
Pro
Lys
80

His
Gly
Leu
Leu
Phe
160
Ile
Asn
Ile
Asp
Phe

240
Ala
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Met Gly Ser Trp Thr Leu Cys Cys Val Ser Leu

1

5

10

Lys His Thr Asp Ala Gly Val Ile Gln Ser Pro

20

25

Glu Met Gly Gln Glu Val Thr Leu Arg Cys Lys

35

40

Asp Tyr Leu Phe Trp Tyr Arg Gln Thr Met Met

50

95

84

Cys Ile Leu Val Ala

15

Arg His Glu Val Thr

30

Pro Ile Ser Gly His

45

Arg Gly Leu Glu Leu

60

CN 114195883 A 66/70 7T

Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser
260 265
<210> 107
211> 810
<212> DNA
213> N3
220>
<223> HLA-A2FAINY-ESO-1 157- 16545 M TCR afE
<400> 107
atgaagagcc tgcgegtget getggtcate ctgtggetge aattgtettg ggtetggtcea 60
caggggcagce aggtcatgca gattccacag tatcagcacg tccaggaggg ggaggacttce 120
actacatatt gtaacagctc caccacactg tcaaatatcc agtggtacaa gcagcgacca 180
ggaggacacc cagtgttcct gattcagctg gtgaagagcg gcgaggtcaa gaaacagaaa 240
agactgacct tccagtttgg cgaagccaag aaaaactcta gtctgcatat cacagctact 300
cagactaccg acgtcggcac ctacttttge gcaggagagg gcaactatgg gcagaatttce 360
gtgtttggge ctggaacaag gctgtcectgte ctgeccecgata ttcagaatcce cgaacctgece 420
gtataccagc tgaaggaccc ccgatctcag gatagtactc tgtgecctgtt caccgacttt 480
gatagtcaga tcaatgtgcc taaaaccatg gaatccggaa cttttattac cgacaagtgce 540
gtgctggata tgaaagccat ggacagtaag tcaaacggcg ccatcgcttg gagcaatcag 600
acatccttca cttgccagga tatcttcaag gagaccaacg caacataccc atcctctgac 660
gtgccetgtg atgccacccect gacagagaag tctttcgaaa cagacatgaa cctgaatttt 720
cagaatctga gcgtgatggg cctgagaatc ctgctgetga aggtcgetgg gtttaatcectg 780
ctgatgacac tgcggetgtg gtectcatga 810
<210> 108
211> 134
212> PRT
213> BN
220>
<223> HLA-A2FAINY-ESO-1 157- 16545 M TCR BEE,
AR X

<400> 108
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Leu Ile Tyr
65
Glu Asp Arg

Lys Ile Gln

Ser Asn Ile
115
Arg Leu Thr
130
<210> 109
211> 400
<212> DNA
213>
220>
223>

Phe Asn

Phe Ser
85

Pro Ser
100
Ala Gly

Val Leu

NILF5

AAR X

<400> 109
atggggagct
gctggagtga
cgatgcaagc
ggcetggage
gaagacaggt
tctgaacctc
gagcagttct
<210> 110
211> 309
<212> PRT

ggaccctgtg
ttcagagccce
ccatctccegg
tgctgatcta
tcagcgcaaa
gcgatagtge
ttggaccagg

213> NLR5

<220>

120

Glu

ttgtgtgagce
tagacatgaa
acacgactac
ctttaacaat
gatgcctaat
tgtgtacttc

caccagactg

Asn Asn Val Pro Ile Asp
70
Ala Lys Met Pro Asn Ala

75

90

Glu Pro Arg Asp Ser Ala

105

Gly Tyr Asn Glu Gln Phe

HLA-A2FAINY-ESO-1 1571654 544 1) TCR

ctgtgtatcc
gtgactgaaa
ctgttctggt
aacgtgccca
gccagetttt
tgtgccagta
acagtcctgg

<223> HLA-A2FAINY-ESO-1 157- 16545 M TCR
<400> 110

Met Gly Ser Trp Thr Leu Cys Cys Val Ser Leu
1 5 10

Lys His Thr Asp Ala Gly Val Ile Gln Ser Pro

20 25
Glu Met Gly Gln Glu Val Thr Leu Arg Cys Lys
35 40
Asp Tyr Leu Phe Trp Tyr Arg Gln Thr Met Met

85

Asp Ser Gly

Ser Phe Ser

Val Tyr Phe
110
Phe Gly Pro

125

B,

tggtggcaaa
tggggcagga
atcggcagac
tcgacgattc
ccaccctgaa

atattgctgg

Bk

Cys Ile Leu

Arg His Glu
30
Pro Ile Ser
45
Arg Gly Leu

Met Pro
80

Thr Leu

95

Cys Ala

Gly Thr

gcataccgac
ggtcaccctg
aatgatgaga
agggatgccce
aatccagccce

cgggtataac

Val Ala
15
Val Thr

Gly His

Glu Leu

60
120
180
240
300
360
400
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50
Leu Ile
65
Glu Asp

Lys Ile

Ser Asn

Arg Leu
130

Ser Leu

145

Thr Leu

Ser Trp

Pro Gln

Leu Arg
210

Cys Gln

225

Gly Ser

Arg Ala
Ser Ala
Ala Val

290

Asn Ser
305

Tyr
Arg
Gln
Tle
115
Thr
Phe
Val
Trp
Ala
195
Val
Val
Pro
Asp
Thr
275

Leu

Thr

<210> 111
<211> 921
<212> DNA
213> NI

<220>

Phe
Phe
Pro
100
Ala
Val
Glu
Cys
Val
180
Tyr
Ser
Gln
Lys
Cys
260
Ile

Val

Gly

Asn
Ser
85

Ser
Gly
Leu
Pro
Leu
165
Asn
Lys
Ala
Phe
Pro
245
Gly
Leu

Ser

Ala

Asn
70

Ala
Glu
Gly
Glu
Ser
150
Ala
Gly
Glu
Thr
His
230
Val
Tle

Tyr

Gly

95

Asn

Lys

Pro

Tyr

Asp

135

Lys

Arg

Lys

Ser

Phe

215

Gly

Thr

Thr

Glu

Leu
295

Val
Met
Arg
Asn
120
Leu
Ala
Gly
Glu
Asn
200
Trp
Leu
Gln
Ser
Tle

280
Val

Pro
Pro
Asp
105
Glu
Arg
Glu
Phe
Val
185
Tyr
His
Ser
Asn
Ala
265

Leu

Leu

Ile

Asn

90

Ser

Gln

Asn

Ile

Phe

170

His

Ser

Asn

Glu

Ile

250

Ser

Leu

Met

Asp
75

Ala
Ala
Phe
Val
Ala
155
Pro
Ser
Tyr
Pro
Glu

235

Ser

Gly

Ala

60
Asp

Ser

Val

Phe

Thr

140

Asn

Asp

Gly

Cys

Arg

220

Asp

Ala

His

Lys

Met
300

<223> HLA-A2FRAINY-ESO-1 157- 165455 MM TCR B4E

86

Ser
Phe
Tyr
Gly
125
Pro
Lys
His
Val
Leu
205
Asn
Lys
Glu
Gln
Ala

285
Val

Gly
Ser
Phe
110
Pro
Pro
Gln
Val
Cys
190
Ser
His
Trp
Ala
Gly
270

Thr

Lys

Met
Thr
95

Cys
Gly
Lys
Lys
Glu
175
Thr
Ser
Phe
Pro
Trp
255
Val

Leu

Lys

Pro
80

Leu
Ala
Thr
Val
Ala
160
Leu
Asp
Arg
Arg
Glu
240
Gly
Leu

Tyr

Lys
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<400> 111
atggggagct ggaccctgtg ttgtgtgage ctgtgtatce tggtggcaaa gcataccgac 60
gctggagtga ttcagagccc tagacatgaa gtgactgaaa tggggcagga ggtcacccetg 120
cgatgcaagc ccatctccgg acacgactac ctgttctggt atcggcagac aatgatgaga 180
ggcctggage tgctgatcta ctttaacaat aacgtgccca tcgacgattc agggatgcecce 240
gaagacaggt tcagcgcaaa gatgcctaat gccagectttt ccaccctgaa aatccagcecce 300
tctgaacctc gcgatagtge tgtgtacttc tgtgccagta atattgectgg cgggtataac 360
gagcagttct ttggaccagg caccagactg acagtcctgg aagatctacg taacgtgaca 420
ccacccaaag tctcactgtt tgagcctagc aaggcagaaa ttgccaacaa gcagaaggcece 480
accctggtgt gcctggcaag agggttcttt ccagatcacg tggagectgte ctggtgggte 540
aacggcaaag aagtgcattc tggggtctgce accgacccece aggcecttacaa ggagagtaat 600
tactcatatt gtctgtcaag ccggctgaga gtgtccgeca cattctggeca caaccctagg 660
aatcatttcc gctgccaggt ccagtttcac ggcctgagtg aggaagataa atggccagag 720
gggtcaccta agccagtgac acagaacatc agcgcagaag cctggggacg agcagactgt 780
ggcattacta gcgcctccta tcatcaggge gtgectgageg ccactatcct gtacgagatt 840
ctgctgggaa aggccaccct gtatgetgtg ctggtcectecg gectggtget gatggecatg 900
gtcaagaaaa agaactcttg a 921
210> 112
211> 1794
<212> DNA
213> NLF3
220>
223> HLA-A2FAINY-ESO-1 157~ 16545 571 (1) BABE A% FR TCR 4 2 1
<400> 112
atggggagct ggaccctgtg ttgtgtgage ctgtgtatce tggtggcaaa gcataccgac 60
gctggagtga ttcagagccc tagacatgaa gtgactgaaa tggggcagga ggtcacccetg 120
cgatgcaagc ccatctccgg acacgactac ctgttctggt atcggcagac aatgatgaga 180
ggcctggage tgctgatcta ctttaacaat aacgtgccca tcgacgattc agggatgcecce 240
gaagacaggt tcagcgcaaa gatgcctaat gccagectttt ccaccctgaa aatccagcecce 300
tctgaacctc gcgatagtge tgtgtacttc tgtgccagta atattgectgg cgggtataac 360
gagcagttct ttggaccagg caccagactg acagtcctgg aagatctacg taacgtgaca 420
ccacccaaag tctcactgtt tgagcctagc aaggcagaaa ttgccaacaa gcagaaggcece 480
accctggtgt gcctggcaag agggttcttt ccagatcacg tggagectgte ctggtgggte 540
aacggcaaag aagtgcattc tggggtctgce accgaccccece aggcecttacaa ggagagtaat 600
tactcatatt gtctgtcaag ccggctgaga gtgtccgeca cattctggeca caaccctagg 660
aatcatttcc gctgccaggt ccagtttcac ggcctgagtg aggaagataa atggccagag 720
gggtcaccta agccagtgac acagaacatc agcgcagaag cctggggacg agcagactgt 780
ggcattacta gcgcctccta tcatcaggge gtgctgageg ccactatcct gtacgagatt 840
ctgctgggaa aggccaccct gtatgetgtg ctggtcecteecg gectggtget gatggecatg 900
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gtcaagaaaa agaactctgg gagtggagcc acaaatttct ctctgctgaa acaggcectgga 960
gatgtggagg aaaaccccgg ccctatgaag agectgegeg tgetgetggt catcctgtgg 1020
ctgcaattgt cttgggtctg gtcacagggg cagcaggtca tgcagattcc acagtatcag 1080
cacgtccagg agggggagga cttcactaca tattgtaaca gctccaccac actgtcaaat 1140
atccagtggt acaagcagcg accaggagga cacccagtgt tcctgattca gectggtgaag 1200
agcggegagg tcaagaaaca gaaaagactg accttccagt ttggcgaage caagaaaaac 1260
tctagtctge atatcacage tactcagact accgacgtcg gcacctactt ttgegcagga 1320
gagggcaact atgggcagaa tttcgtgttt gggcctggaa caaggetgte tgtcctgece 1380
gatattcaga atcccgaacc tgccgtatac cagctgaagg acccccgatce tcaggatagt 1440
actctgtgee tgttcaccga ctttgatagt cagatcaatg tgcctaaaac catggaatcce 1500
ggaactttta ttaccgacaa gtgcgtgctg gatatgaaag ccatggacag taagtcaaac 1560
ggcgeccatcg cttggagcecaa tcagacatcc ttcacttgee aggatatctt caaggagacc 1620
aacgcaacat acccatcctc tgacgtgcecce tgtgatgceca ccctgacaga gaagtcttte 1680
gaaacagaca tgaacctgaa ttttcagaat ctgagcgtga tgggcctgag aatcctgetg 1740
ctgaaggtcg ctgggtttaa tctgctgatg acactgcgge tgtggtccte atga 1794
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