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1. YRS TCRAYEAA ) 2 /b — FhTZH M 32 4K (TCR) o BE R EARRAITCR BokE A AR — ik
PR , BT TCRAG R AR B 5 e M ML 45 5ok H SHLA-DRAE A HHSEQ ID: 212H SHINY -
ESO- 1 RAL,

Horp TR TCRaBE M) R H0, 2 FHSEQ 1D NO: 23(1 & JE 1846 - 51 1K) & 2L % 6 51 4 B i |
A€ [X (CDR) CDRILFHSEQ ID NO: 23 FEMR69- 741 2 JE IR /7 41 2H 1.1 CDR2 A1 HH SEQ
ID NO: 23f LML 109- 1230 R IERR 7 51 2H B I CDR3 , FlFIT IR TCRB%EE M4 2 M6 & FHSEQ 1D
NO: 59f)Za iR 46- 50/ 2 R 7 #14H B CDR 1 L FHSEQ 1D NO: 590 22 JE 2 68- 73 1) 2 Jik
& 7 A AH B CDR2ATEH SEQ ID NO: 59 2 AL 111 - 1251 2 24 1R /77 41 4H il I CDR3 , 5

HoA BT R TCRa B M 4R 0 2 FHSEQ ID NO: 22(K) 2 HE 849 - 541 & B 18 5 51 4H iR 1)
CDR1EHSEQ ID NO: 22 FEERT2- 761 =R T FIZH B ICDR2 A EH SEQ TD NO: 22 %
FEPR111- 1230 2 B /R 7 51 2H B ¥ CDR3 , AT IR TCRBHE A4 400 & FHSEQ ID NO: 58] 2
24650 2 LR FE 41 41 A I CDR1 L HISEQ ID NO: 5828 HEFR68- 731 L L R FF 41 41 ik )
CDR2FIHISEQ ID NO: 58HZFERR111- 123/ 5 F/2 71 41 B i CDR3 , B,

HA BT R TCRaBE M 4R 0 2 FHSEQ ID NO: 24[K) 2 FE IR 46 - 5111 S B 18 5 51 4H B 1)
CDRI.FHSEQ ID NO: 242 FLlZ69- 758 2 FLlE 7 51| 2 I CDR2FIFH SEQ 1D NO: 24K
FEPR110- 1221 2 B R 7 51 2H B ¥ CDR3 , AT I8 TCRBHE A4 400, & FHSEQ ID NO: 60 2 &
2 46- 50 2 LR FE 41 41 A I CDR1 L HISEQ ID NO: 60 28 HE FR68- 73 L L R FF 41 41 ik )
CDR2FIHISEQ ID NO: 60M)Z LR 111 - 124/ 5 R /2 ¥ 71 41 B CDR3 , B,

HoA BT R TCRa B M AR 0. 2 FHSEQ ID NO: 27(K 2 3849 - 5311 S B 18 5 %1 4H ik 1)
CDRI.FHSEQ ID NO: 27HJZELER71-TAR 2 B 08 7 5 4 I CDR2FIFH SEQ ID NO: 27HIZ
FEIR109- 121 1) 2 B % /7 1 ZH U CDR3 , MTBTIA TCRBEEAL A4 (0 & HISEQ ID NO: 63f1) 2 4=
F246- 50 2 LR FE 41 41 A I CDR1 L HISEQ ID NO: 63028 FEFR68- 731 & L R FF 41 41 ik 1)
CDR2AIHISEQ ID NO: 63HIZ AR 111- 1211 % F:8 41 2H B CDR3 .

2 AR ZR I LR, Horb Bk TCRaFE R SR C0 5 FHSEQ 1D NO: 23 FER46-511)
TR T VA BPICORLHHSEQ TD NO: 2302 JEHZ69 - TAR 2 B8R T 51 24H 5 1¥) CDR2 A Ey
SEQ ID NO: 2312 HEIR109- 1230 2 HE IR 7 ¥ 2H ¥ CDR3 , A1 B iR TCRBEE F4 2 4R £ 7% HH
SEQ ID NO: 59F) & FEMR46- 501 & FE R 7 51 41 A fJCDR1 W FHSEQ ID NO: 59f) % FEFR68-73
() S F L 51 ZH A CDR2 AT SEQ ID NO: 5O FERR 1111250 & FEBR /7 51 41 i I CDR3

3. RUFIELR IR , Horp

a) IR TCRaBE M) A4 & FHSEQ 1D NO: 2382 JL 8 /7 41 40 B I A A% [X A1 Fr ik TCRB%E
FIFERA S EHSEQ 1D NO: 59RI & IEMR Fr FI 4L i T AR X, B

b) BT IR TCRaBE MY AR 0 2 FHSEQ 1D NO: 2215 L 18 7 71 45 1 1 T 2% [X. A1 ik TCRB4E
FIFER A S EHSEQ 1D NO: 58HI R IEMR Fr FI 4L it il AR X, B

o) IR TCRaBEMI B4R F0 Zr FHSEQ ID NO: 24102 KL 08 17 91 2H 1 1 7] A% [X F1 i iR TCRBAE
FIFERA S EHSEQ 1D NO: 60/ & LMLy FI 4L it T AR X, B

A BT IR TCRaBE M AR AL 2 HHSEQ 1D NO: 272 IR FE 41 41 A F vl 2% [X A1 Fr ik TCRB4%
Py A& HISEQ 1D NO: 6310 & FEmE 7 FI4H i T AR [X

4 AR R 3MIAL IR , oA TR TCRaBEM AL FHSEQ 1D NO: 231 Z B B2 7 F1 41 A%,
[ AT AR X AETIR TCRBEEA AR L5 FHSEQ 1D NO: 59F) = LR 7 41 4 i vl A5 [X

3
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5. —FhEr A, HHAT— TR BRI EL R 1 - R 4 D

6. — P AL AT — DT IR BRI R M AZ IR B AR 1 0 18 £ 4R

7 RUREEKR 61 15 E AR, Forb ik 1 42 A CDA+ T4 .

8. —FhZi HA &, A&

a) BURIERIMAZIR , Fogmtope ek 7t Hh 25 Aok 5 SHLA-DRAK &I SEQ 1D: 2144
FSPINY -ESO- 11 2457 1 TCRAG 22 4% , B

b) AUFIERSME A, H &R0 vk 45 Aok B SHLA-DRAE A HISEQ 1D: 2140
FSPINY -ESO- 11 2457 1 TCRAG 22 4% , B

c) MURIELR6H1E E M, HRIARE W RE Rt th 25 65k 5 SHLA-DRAE & A HHSEQ 1D:
21ZH BCINY -ESO- 11 2457 1 TCRAG 2 445

9. BRI R8I ) FHZH &4, FoAL S AR B SR 21 A% IR « Hh I i A% R 4w A 11 2 1 BB 5
B iR AL TR 1) 1 5 1

10. —Fh HF B2 257006, AL & BURI SR 8B OMIAT — I 1) 25 A & E B —

5,

AL LR NS )

1) R, LI ae Ry 3 b 45 6ok B 5 AMHC TR A1 BTd IR 52 $L R (1 R AL TCR
P g, B8

ii) EA, LA RE TS Gk E 5 AMIC TH A 1 FTIRBR 2§ IR K R A7 I TCR
P g, B8

111) 154000, HRBREGRE T 4E &k B 5 AMHC T & 1 BT IRBR 2 PR i R A7
[P TCRAG A%

11 BRI SR 8 Bk O AT — T 1) 24 20L& W 1 1l £ 25 0 vb 1 & , BITid 2659 1 388 A6 1k
PEIR 2 W TS AN/ BT, e b S5 4 1 i R SR IANY -ESO- 1.

12 BRI EL R 8BLOMIAT— T 24 FHAL S (e il 4 BT )% ik 25 b () i

13 BURIZE R 8B AT — T 25 F 4 & 018 1l 4% FH 13k 46 PR T iy 7 2 B TCREE PR 7 v
(259 b ) R

14 ORI ZE SR 1O 24 770 6 7 1) 4% 24 35 6 v 1 o, BTk 24700 8 1 389 26 MR I IR 2 1
TR A/ a6 T e rb 5 A 0 g s R TANY -ESO- 1.

15 BUFIZLR 1000 25 75 G 75 il 4% FH T 5 28 iR M 25 5 1 FH i

16 . BRI ZE SR 10F 24 750 60 75 1) % FH T3k 4k 14 T4 A 7 72 5 TCR L IR 725 1) 2471 46 v g
.
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&3t BhJEEHT [EINY -ESO- 1HOMHC | FOMHC | | - PR $IF A HIFEREHY
‘A A TR R R E T %

[0001] AR B Ko S 88 7 ¥ A3k, 4R ol A T i 1 3k 4 A T4 B 7 V25 BT 4 Bl 52 4k (TCR) 23
DRI ST 925 o A B H2 A 2 B TCRAA) R AR 1Y) 28 20— Fh T4 P 52 A o BE A S AR FN /B TCR BRE RO A
[RIAZIR , T IR TCRAG SR AR R W 45 S PR b &5 &R B 5 AMHCE A FINY-ESO-1  ({EFRACTAG-1)
R4, Ho TCR aBE A AR FIT/BRTCR BEEM AL & 51E HSEQ 1D NO: 1-20/ &R E
A 2 /90%1) 7 A1 [l — PRI H AN E X3 (CDR3) o A % B SR AL R 41 T3k [ £24E TMHC T E/
NY-ESO- L) A7 1 TCRAG A4, AHRR i 32K B A£7E TMHC 1193 BIRINY-ESO- 1R AL TCR
PR AR, MM {45 2 B ZHCDA+ A EE ZHCD8+ TN — 35 1 2H A i 4k P T I 7 V2 N AT RE o A
R B I A S L PR B AN T2 20 PR, DA R IR R (1) R S A 1) I 2 I P 5 1) 1 39 2 M B
BRI A2 W TR AN/ BRI R R B A N A, Hodr, e H, BR ) TMHC TRIMHC 11431
0 T Foh TCR A A4 7 265 751 3RS o AR R BH I 9 S N TCRIE [X] J8 A HLA -DRAF) 5 L IR /INER,
ABabDR4/]M R .

[0002] R XTI A T RE R B3 T RIS W G T ik A B E RS, T 8w
PSR 2 Z I BVF 2 B3 AN Be R I6 8 o S8 T i 12 W JB A 8 P s ) S A R () 72
BEIR)) YR IT PR R 5, LA AR % 1 R 4 B T AN 453 L AU T R L ES L, S
FGE T B B 8 R 00 iR 4 AR R e e 0 B A X R E i 2 RS R T e AT R
I BRI, FE S, £88 1100 T 200 FLIE 5 % e g 7 I A i 52 14D o sk 0 14 T - 4 23X s 81 R
TR 38 EH S T iR - iREBR A8 0, SR S5 K X Se TR LA & A 14T 250 v bR i 4 g, (BN
055 { B AL 2R X RE — PR SR (0] 45 BB o B AR P V2 o R84 228 2 AT 3 AN 2 8
(ELTE Ik 2 P T2 7 4 00 W R PR s o 40/ 22 S0 st AT 463 36 3K e 7 V2 AR SR E YR T R (1) A THT B
.

[0003]  TCR&ZEERE AMAEN F _RAMBEERTED, L5250 SE 5% F1CD3
AR AR B 1 R TCRELaBAN y ST AFAE , FAESS 1 F RS (B H BA A R 45
FAL B AT B A BRI ) DI RE - RARM) 7 SR AR aBTCRI e FIBEE R SR 1, K& HAH
P AT B 47 s A3, — N 30 R e 65 R 3k, AR — 28 i T A 66 Ry 3k o A e A R AR G
FOHESE N AR . ] AR A A R LT AR ) Bk 2 X (CDR) (1) 5 2 A A

[0004]  A&FANTCREE 1 o] A% [X A, 2 W AR A B2 B, FITEBREMI 0L N A& 2B A
AIAR X AL R AN TEREZE P B 1) 3/NCDR - (FLAMAR E X)) , — AR PR NCDR3I = A2 X o 4775
EANTHIAELL, CDRIAICDR2 7 1), A1 EH 573 BIR 22 (ICDR3 37 41 42 73l ) J L AR 2R A () o n] 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
PR S 3 L CDR3 X R 5E o

[0005]  TCRILPRYTERIAE B il 11 22 4 B 1 i) /. e o VG 45 S8 1 B B il e e
(B B TN AR, 70 J A 18] P 2R R 08 B 1 T A, 388 40 AT T RE R . TCR ] 9l i Sk N
JCAZ TN P B2 A T A0 R AE 0 TR B , FLvT 8 R AR FE AL I T8 47 1 35 A M RN Th g & TCR -
SR TCRE TN A AT 9l A N FR A 297 25 B0 2 B B2 4 A sk D e e BB, SO R 2
HEL(EL I ) e 2 H o1
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[0006]  J5 P17 v2: 22 5 e 1) B KB S ATY 8 2 4 7 ml ¥l KR E T A 51 A X IE H H U AN TR
B F TR A 3R Restifo et al, 2012, Nature Reviews 12, 269-281) ok - 5
FUPT S S RUAIIG ) L BN S ) AR TR AR R IA , (H BT T RV 22 R Y ) TR 2K o e -
SERLPLR BT B ARV 22 IRg 2R 28 o i S s SR RN B AR IR 2 2R R R IR B B = T N
O 5N RERR o Fh e T 6 4 B0 R e e S P TR B A S R v R 3R T — AN IRl 2
[0007]  NY-ESOZE [ #4 B - S8 ALY ) — NS0 , FL = 2L, (R dEHRAh 1 th 7R A2 5 R
H R IE SR, EAT T AE 5 PN SIS e i G B8 208 S ol S T M PR R, DA % Sk A 8 s A
JB5 T g HR R IA , 78 TS L AT T JIRE A DG, I LRI D0 A R o NY - ESO- 1 i £E iR
Y il S 3 8 AN T35 1 ) B e R 2H 2 b 3Rk, 4542 S A 70 SR 0t T e ) 3 4 1k
THM M5 72 2 A5 5 A = LI 8 R A 2L R TRETCRIG B & T4 #E [INY - ESO- 1 S s ik 75
TR T AEAT ) 5 A 28 2190 AR TS 0% ) % 7% 14k 1 M2 PR) 9 A8 v 22 W A B 2 1) I 4 A
ATTH () AR 35 AR AR V2 K AT I AT o AR WL ER 24T 5 IR H A 2R 1) 81 (Robbins et
al., 2011, J. Clin. Oncol. 29, 917-924),

[0008] | H w1k, O IR H N B B LR /N R INY -ESO- LIMHC  TRR il i) 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 H AT 7 XHEE N BEEK
NY-ESO-1HIMHC 1T (HLA-DP4) FR AR B AR FHEMITCR (Zhao et al., 2006, J
Immunother. 29 (4) :398-406) »

[0009]  ARTHT , 7% B Y ANTT IR U o AEAZ B A AT A 1 R U mT 5 S TCRX 226 (R 7 ¥ (1) AN il
RIGSER J7, 8L K TR M AE 1 3P B AT = 08508 . B, Schietinger et al. (2010,
J. Exp. Med. 207, 2469-2477) fiBos et al. (2010, Cancer Res. 70(21), 8368-
837T) ik 1, £/ A, CD8+4M A B i o AN A2 LARR BR M , {HCDA+FICD8+TH A I 1
[E) A FH AT e 75 2 .

[0010] %57 Bk mi, AR BH N Mok 1 3R RE B8 RE P b &5 & gg Hi S5 451 LrINY - ESO- 1)
ST TCRAR) 2 4% 1) i AL, 45 59102 AR 591 43 391 55 AMHC TTER AMHC T4 & 1 I R0 JF 1 AL
TCRFA AR o 1 A 7] S8 R AR S SR 1 32 AR vk

[0011] A< J B N ot 3 A L, B0 [ Sk 1 I /0 B8P s e S5 49 AnINY - ESO - 119 2R 462 I TCR
FERARTE G T B AT 22 R0 3 A0 /B e PEAREAIE (8] 7 e 2 FH 8% IR/ MHC 52 45 7 SRk 17
IFN-y P2A48) 7 AR TU8 BN B 1 TCRA E 44

[0012]  EFISE , AR B G A TCRAA B AR 1) 22 /> — FhT4H M 52 44 (TCR) - it A S A4 1 /
TCR BEEMI AR AL IR , BT IR TCRHA 2 7R e % 45 S 1t Hh 45 & R B 5 AMHC K A [FINY -ESO- 1
(4 BP: CTAG-1) )R AL, o TCR B M @ 4R /B TCR BEEM E B & B b B X3
(CDR3) , HHA H5EFSEQ 1D NO: 1-20/ & HEM 5 />70% 2 /080%. 22 2090% &= /0 95%E A
125 100% 7 3 51 [ — 14

[0013]  FEAKBAM BRSO, “a” HER RN B AR “— NEE AN BR AR R AN AU B L Rt
4, 4n A A B I TCRAG R A4 A 7 o FIBEE AL AR 3, WA B B a1, ‘el B3 —
ANBE ML IR G -  FNBEE AL B R — i e B R etk Hh 25 Ak H 5 AMHC R A TRINY -ESO- 1
(R 2R o L [R] H ) P24y , RN BB ) R A A B h 8 A i B ) 32 A

[0014]  SEQ ID NO: 1-20%FRiT A W] % 5E [ TCRIFJCDR3X Ff7n T A B R 1 A2 .

6
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SEQ ID NO: 1-9XFMTAKBHITCR a4 # /¥ CDR3IX , H 8 % 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 F A K BHHITCR BEE I AR ICDR3IX , H A8 45 1K HIHLA -
DR4 - PR A FINY -ESO-1 o, BRA o IX L2 B IR 73 =5 (I RENY -ESO- LIFTHLA - DR4 - R i1l 1) S A7 A
R MBI TCR o & A 195 1 N TCR3E [A] J88 A A HLA-DRAF 5 3£ R/ R

[0015]  [RIgtL, 7 — AN IE ) SETit 77 22 M, A BH (1) TCRA) 2 A BE 5 e 14k 25 B 5 HLA -
DRAK A HINY-ESO-1, o2 (SEQ ID NO: 21) LA R AL, oA TCR o # AR 75 ik
HSEQ ID NO: 1-9f)ZZEMREA 2 /090%5 FIl[F — 1%, fLik 100%)F 51 [7] —PE I CDR3. TCR B
FE AR A 5 EHSEQ ID NO: 10-18H) 2 Bl B A 2 /090%)F 51l [ — M, ik 100% /7 1
&) — P B AMRE X3 (CDR3) o 244K, TCR o FIBBERY AR LA RS IR HIMHC 7> 1~ B A1 7
UAEA R W ) TCRAG A B XGT , 457 A2, ANAE R LR 3503 (1) . TCR o/ Bl B A S M ] B 7
7£ 28370 75 HU I CDR 1 L CDR2FICDR3 X o At 356 1, TCR - o F /B B ) 488 4 A0, 5 i e 28 1ob o 1)
CDR3[X AT 2Z[X

[0016]  TCR A ART] 6,544 5SEQ ID 22-3054 2 /080%. & /1:90%5% 100%)F 51 [H]
— VLA B AT AR X, HAT 28 1 by B % I SEQ ID 31- 396 %555 1~ e Ak 19 5 371 1) % 1
0 TCR ki My @A Lkt 60,2 A 5 SEQ ID NO: 40-48[4F — AN % 280%. & /90%5K100%
5 [F— PR 551, FEAT L B AT SEQ 1D NO: 49-57HIAT — AN T 41 1 2505 - AL 1

CN 107428816 B

IR G o
[0017] 21 MABabDR4/INER 73 B H IR SINY -ESO-1 |- [FTHLA-DR4JR il f) TCRIT) 51 3%

IEAINY-ESO-11; 51507 HLA-DRAFE 4] &9 T s f-3 45

Tl T ol Téa it e pid
TRAVIZ-3 ~-CAMROGGSEKLVF (SEQ ID TRBV2 —-CASSGOGAGTOYF (SEQ 1D

TCR359%

NO: 1)-TRAJS? MO 10)=TRBI2-5
TCR3598 2 TRAVY-2 —CALRDSGGGADGLTF (SEQ TRBV2 —-CASSVMTGLNTEAFF (SEQ ID
e [ WO 2= TRAI4S NO: 1 D=TRBI-]
TCR5412 TRAVE-6 -CAVTLNRDDEIIF (SEQ ID TEBV7-9 -CASSLDEPYMEQFF (SEQ
i NO: 3 TRAJ30 ID NO: 12)- TRBJ2-1
. TRAVE-6 —-CAVTRNSGNTPLVF (SEQ ID TRBVI12-3 —CASSFLASVGYEQYF
[0018] TCR5422 w4y TRAID (SEQ ID NO: 13)- TRBJ2-7
TCR5412 3 TREANIF -CAGOQONSGOSNYKLTF (SEQ TEBVIE —CASSPPLGEQYF (S5EQ D
d = 1D MO 5)- TRAJSS NO: 14)-TRBJ2-7
TCR3IG00 TRAV4] —-CAVPNSGNTPLVF (SEQ ID TEBWV2 -CASSVIYEQYF (SEQ ID NO:
i NO: 6} TRAJZY 15)-TRBJ2-7
TCR5712 TRAV4D —CAVPNSGNTPLVF (SEQ ID TRBV2Z —-CASSIHYEQYF (SEQ 1D NO:
s NO: 7 TRAIZD 16 TRBRIZ-7
TCRS415 TRAVA] —CAVPNSOGNTPLVF (SEQ ID TEBWV2 -CASSVYYEQYF (SEQ 1D NO:
MNO: 8- TRAIZD 17 TRBJ2-7
TCR5713 TRAVS -CAEANQAGTALIF (SEQ ID TRBW2 -CASSSGLAGVTGELFF (SEQ
= NO:9)-TRAJLS 1D NO: 18- TRBJ2-2
[0019]  TCR BEEMIEAKRTI L2444 5SEQ 1D NO: 58-66E4 £ /080%. 2 /90%E% 100% /%

B [E— M 5 B T AR X, HAR e i % H SEQ ID NO: 67750 /7 51 i 50 1 - flt 4k
[PIAZ IR Jmfh . TCR BEEM AR B & B 5SEQ 1D NO: 76-84F1/E—~ 2 /b80%. & /b
90%8% 100% 7 41| [7] — 4 i) 7 41 AR SEQ 1D NO: 85-93HIAE— NI 2518 1 - AL ) #%
TR o

[0020] A EAIM AT AZ X A BRE DT E AT 2 KK — € 3 81 IR — PR BR 52 i A AR L e b

7
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02 5IR 2 BICDR3IX. (Ui gl nfE 2 1 rh s i) B 100%[H — 4 1) % 4~CDR3[X .

[0021] AUk BHIEFE Ik BB AR R A 4k, Jorp, I ANTCR a ANBEE AL A HP2A T A 43 15 - 7
R BRI A AR, S8 B TCRA AR P FHSEQ 1D NO: 94- 1024 — M AZ IR 9w
i,

[0022] A BHIE WS e —Fp/ER , HAL il e BEOR B HER AN TCR o FIBJE (R B LT , FF
FEHCDA+ TN 35U [ 2 A H () EEHETCR , 1 Rk il & /MR T-ER R - PR - 45 & 451
18 ANHLA-DR4 , oA /N R B = /N R TCRATZNERMHC TT2843F- . [, AbabDR4 F 2. HLA-DR4
PRI HICDA+ TR R IA 2 FEALI N TCRIE « A K B ) IR TCRA & A4, HAH ] SHLA-DRAE &
[FINY -ESO- 13847, #UR H XA PR A ABabDRA/INER 19 /N, 1% 2 A BRI B 1 - AR B 8
P B X e/ R T ) % X A7 AE THLA-DRA (19 3R A7 A8 e S PE P TCR , 5 1) 2 A & B I TCR#4)
KRR HIE .

[0023] 5 A\ KAN[E] , ABabDI TN B ABabDRA /)N B 6k A ildgd AH 64t J5 (TAA) , 5 4rINY -ESO- 1
SE AT SZ 10 o BRI, 24 F N TAASZE PS5, ABabDT T/ B AR Bt ot IR e A SRt S5 1 A 2 1) i
I G N, A FE R A IPUE R R TR B 4 3 o A S G N TAA SR 5, T HR HL 2
5 ABabDT T /)N 5 F) 155 57 & JITCRI IR AL S B IX L8 TCR A i Jim a8 il o i S #6576 R E
JR7 RE TR0 T 4T P v B3 3R 0A o I EE S R [ ) T P T A% A% (e 3 5 o R S 1 B
(W02014118236/7K1) .

[0024] g F N TCR#% JE IRl /N BR. A FH /0 B3 IR 2 4 L) 160 AP0 N K 1 R L 3G F e 9% 5
WA B SR M T TCR . e R SR A ) AR TEH M A PR 1 - N B & -MHC /31 FF IR A E N
SR IRBUIR , B AR 7 A - 52 28 o 38 e 5 FH K/ MHC 22 SR A%, 7 R DR /N BRU ) R e 14 T4
AT 5338 , 45 e B A PCR 7y &5 NTCR, A R IE AL TCR , 7] I 8 40 5 P 5 14 TCRES FiC
FHERHRSHAEESEERNTHN (Uckert et al., 2009, Cancer Immunol
Immunother 58, 809-22; Kammertoens et al., 2009, Eur J Immunol 39, 2345-53,
[0025] A< %% BT bR TCRAA A4 Y (9 N TCRE: PR 2 AT AMHC (1) =2 HLA - DR4) (19 %% BL K] /s
i » BUABabDRA/INER » “Ust H” B AKFE TCRA A (B & H 1o/ BEEMIEAA) 19 22 /DCDR3JF 41, A1
R, P AR X5 LE DL St 491 A p /I B TCR$E AL 1) 5 71 AR [R) B 55 LA T St 491 A /)y B TCRE it
(17 51 B A DA _EBR e [ 7 91 IR — 17K P o i RE R A2, (B 7 2, R e B BIR (i i
PCR) 4 fid/INGR TCRIAZ IR o AN 7E e 77 VAR IGIR I, A1 2 v REFR o

[0026]  7EABabDII/INGR HFICD8+ TARMEH A NTAHMESZ 4 (TCR) , HAR 7 AMHC 1284+
A PUR  HLA-A%0201 (HLA-A2) (Li et al., 2010, Nature Medicine 16, 1029-
34) o IR AR il FHLA-A2FINY-ESO- 13K A7 H 5 H ABabD T T/ KR B TCR ¢ A1 2 4% 3 ik
(Linnemann et al., Nature Medicine 19, 1534-1541) A/ BHFR AL HIIFR i) T-HLA-A2
[RINY-ESO- 147 (SEQ ID NO: 103) F1¥ H ABabDII/NR FITCR, H B nEDhAE R TFIHEE A
HE ) &TCR, TCR 164,

[0027] %2 MABabDIT/IMR 73 & I IRBINY-ESO-1, | - HITCR-ESOFF 4

{2 FINY-ESD-1,5000: T HLA-A2FE 3 65 TCR-ESO

[0028] Tém 4 gt Tém i g i pid
TRAV2S —CAGEGNYGONFVF (SEQ ID NO:  TRBVI2-4 —CASMIAGGYMNEQFF (SEQ 1D NO: 20)-
19} TRAJ26 TRBJ2-1
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[0029]  [Al ik, A& B IEFE AL AL A5 IR S SMHC T (B S 2 HLA-A2) 414 FINY -ESO- 1R A7 1)
TCRAY AR SEQ ID NO: 19%F N F A K BIAITCR aff M EARRICDRIX , FBEML IR HIHLA-A2-,
HIMHC T-PRA&IFINY-ESO-1,.. . FH7 (SLLMWITQC, SEQ ID NO: 103) ,SEQ ID NO: 20%f5
TAKRKWIHITCR BEER AR HICDRIX , HLRE W THUHHLA - AR HIHINY -ESO-1, ., (- RAL. 2 A
AT MR I, A R B A BRI R TCR A W1 R B s I EE S BT T A 20 B 1 FL B TCRBE =1 1
EWAP

[0030] X FPTCRAAIEAKRE W R MEHL 25 & HH S HLA-A2KE A SEQ ID NO: 1034 3R
A7, HrP TCR oM g4 B 5SEQ ID NO: 195 /0:90% % 71 [7] — M , 1812 100%)F 51 [6] —
PEM) B AMASEIX 3 (CDR3) F/BLTCR BEEM AR HL & B 5SEQ ID NO: 202 /090%)7 71 7]
— 14, LI 100%)7 51 [F] —PE B AR E X 3 (CDR3) »

[0031]  FTiRTCR ofE AR5 & A S5SEQ 1D 104 EA F /80%. Z/90%EK 100% 5 41)
6 —PE T HI AT AR X, HAT & SEQ 1D 10560 2505 T - Ak I R TR 4% . TCR o i) 7t
A& 5SEQ 1D NO: 106545 5 /80%- 25 2b90%E% 100%)F 51 [7] — M FF 41 , FAT 158 H £
SEQ ID NO: 107 %5H - LAk K A% R it

[0032]  FFiRTCR BEEMI KRR A5 &4 5SEQ ID 10654 & /80%. % 2>90%5100%)F 71
[ — 1R B B ) AT AR X, AT e FH SEQ 1D 10811 B 18 F - AR Ak I % e 4 . TCR BEER 2
A& 5SEQ 1D NO: 109E745 £ /80%- 25 /b90%E% 100%)F 51 [/ — M FF 41 , HAT 46 Hh £
SEQ ID NO: 1108 %5H 1~ eAk R A% R it o

[0033]  TCRHEEART] 444 7~ T 22 3f¥ICDR1 . CDR2FICDR3[X o TCRA4) 8 A4t 7] 40, & T 27p
JNRICDR3 X AT A AR [X

[0034]  3R3 AN A TCRA4EE /4 CDR1CDR2AICDR3
EFbEF R
CDRI1 CDRE2 CDR3

TCR3598, afit SEQ 1D NO 226949-54 SEQ 1D NO 226572-To SEQ D MNO 2265111-123
TCR3598 2, it SEQ ID NO 238946-51 SEQID NO 238369-74  SEQ ID NO 2385109-123
TCR3412, aft SEQ ID NO 246946-51 SEQ 1D NO 2465 6%9-75 SECHID NO 2469 110-122
TCR3412 2, ot SEQ ID NO 258946-51 SEQ 1D NO 256569-75 SEQ IDNO 2565110-123
TCR5412 3, aft  SEQ ID NO 268745-49 SEQ ID NO 268567-72  SEQ ID NO 2689107-122
TCREMHI_U{&_ SEQ ID NO 276549-53 SEQID NO 276571-74 SEC D NO Z?ﬂ!;]lrﬁ}-IZI
TCR3712, atk SEQ 1D NO 2%6949-53 SEQ ID NO 286571-74  SEQ [D NO 2869 109-121
TCR34135, ait SEQ ID NO 296549-53 SEQ ID NG 296571-74  SEQ ID NO 2945 109-121
TCR3713, ait SEQ ID NO 306547-52 SEQ ID NO 3065 70-75 SECH D NO 3069 110-122
[0035] T : ; = . -
CR3598 it SEQ 1D NO 58&946-50) SEQ 1D MO 586568-73 SEQ ID NG 5867111-123
TCR3598 2 f#2  SEQ ID NO 594946-50 SEQ ID NO 396568-73  SEQ ID NO 5965111-123
TCRS412 ik SEQ ID NO 606546-50 SEQ D NO 608 68-73 SEQ IDNO 6065111-124
TCR5412 2 pée  SEQ 1D NO 618546-50 SEQ 1D NO 6146568-73 SEQ IDNO6185111-125
TCR3412 3p#E  SEDQ ID NO 626946-50 SEQ D NO 626568-73  SEQ IDNO 6249111-122
TCR3600 B4 SEQ ID NO 636546-50 SEQ ID NO 636568-73  SEQ D NO 6365111-121
TCR3712 i SEQ ID NO 6485 46-50 SEQ D NO 646568-73 SEQ D NO 6465111-121
TCR3415 & SEQ ID NO 636946-50 SEQ ID NO 656568.73  SEQ D NO 6565111-121
TCRAT13 ik SEQ ID NO 666946-50 SEQ 1D NO 666568-73 SEQ 1D NO 6669111-126

TCR-ESO, oit
TCR-ESO fiéit

SEQ ID NO 1044%48-52
SEQ ID NO 1084946-50

SEQ D NO 10449 T70-75
SEQ IDNO 1084968-73

SEQ 1D MO 104691102122
SEQ ID MO 10869 111-124
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[0036] A% B IR (i B BEAX TR A A, JLHp, AN TCR o« FNBHEAL A4 P2ATL AR 73 15 - 14
AL P A AR X AL TCRAER AR PT FHSEQ 1D NO: 111X IR %6 .

[0037] L4 BT A HIRZIR 7 41 9t 300 1 - R 1k F T AN 4B R0k

[0038] A% HHTRITCR o A4 G441 /B TCR  BAE M 8 47k i TCRAS A4 12 1 2 A2 23 1)
HARALFE B BT G AN R, B T ik B 0 TR, 451 2 Sk A 7 o B A T DL
A T1ETE LA RIBHIFRIEEA, Frid 1 3 40k BN TY0 A BN T M R 44, Ae ik e, A
TR A nCD8+ TN .CDA+ THHAE  HpHX - 1CAZ T AL 2508 - e 12 T4H B« T 40 it - BE T4
P o BAAR T DU R B A, (9 Wil B SO S, KRR v - W SRR BRI R R A A E I R
K IR S22 T B 400 1 3 SR R AR AP 1 B R E AR S R R 41, 9 s 5%
FNEIBEAT IR AN 0T T, FO R 5N OB AR A AT A R A R I 3R 08 1) 15 2
ARSI (U B 5 B8 AEY) , BB S S PRI o T L, AR BRI AR T AL — AN A
FRICHED , He fo e B AL B Y (0 16 o B2 Rk AR T AL S R AR B A e b, S5 R B
T, HT A Hh B T D A R B A AR A IR T 51, BB B T 5 G A A B 1 A 2
R AZ R 7 51 AN EX 55 A AR 2 BRI AL AR TR A% R J7 91 Z S X P IR P 1 A Bl T
ERERS, 5R A S CHA R R AR E R R R T Jash TR DL TR - R S
TR EE A B T ik, B TR A B T, AR R AR E R T A T4 I TCRIY J5 20 1, 41
KA EE BT, HalE & T AT A 3R0E Ak B 1) B R IEFAR T 51T T ki
RiL KRk, 80 3 AR, EHRERAE P HSHTARMERESHTHESHE
B

[0039] A BRIEFEfHE—FhER (1, RN QB BHEAL SR A4 , B I I 1, 0, 2 ORI B A 1k — 38 1Y)
TCRAZ (A 4K, FL AR WS Rr M 45 5 5 RAINY -ESO- 1, , AL A HUHLA-DR4, B 55 R AINY -
BSO-1,5, 165 ZH & IUHLA- A2 % 8 A DU3E bt AS 5 B R AZ R 2

[0040]  4pA ST AT FHI , AR TE “REAERE R ME ML 45 &7 B U7 48 5 H PR BR 06 45 5 1 Pt 5
HARFM B TCRIMI R AR nT 5 57 M Hh 25 A ANE S 2 2 R B TR R AL, A IENY -ESO- 1,
AR IE A R Ay, 75 -5 AR BE 0 - A, WINY -ESO- 1R A, 5 4nHLA - A2Fi i1l
NY-ESO-1,, s 27 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 & VaA Fhr) 5 FH Xt R
ok A7 ik v ) 4 240 B [ 955 SR I, 4n B SR TCR R T4 P 23 9 25 /0 29200 pg/m1 B8 2 (4
250 pg/mlE B £ .300 pg/mlal 5 £ .400 pg/mlELE £ .500 pg/mlE 3 % .600 pg/mlal B
% .700 pg/mlEF £ .1000 pg mlELE £ .2,000 pg/mlEE £ .2,500 pg/mlEFH £ .5,000
pg/mlBEZ) TFHE Y (IFN-v) , MITCRATHE A 2 “Re s e S MEHL 45 A7 NY-ESO- 1. %
e BY 5 AL, 7 5 AR R PR 4038 B Rk ) S 4T B s ] 55 9% 0 5 i SRR IA TCRI T4 A
Iy UATEN- v IR AR 5 BRI 2 DB A5 I TEN- v B, I TCRAT 4 A 4INY -ESO- 13847
A PURFEFM B TR IX AR R R - lin - FELTSAS:#T .

[0041] SR Jymlad it H R N 53 BN 7 7%, il il id BiaCore 7341 - 100pMER 5 57 , BEARL ik
10uMEl B &1 I TCRSE AN JJER TN SR & T A 2 s f T

[0042]  JE-F- g A A B B AL A R 52 B9 CDR3 AN ] A% [X 5 31 , 33E 47 TCR 5 471 F4) 312 A0 7 B b ]
HEM] (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 FECDR3FF F1 H () 2 F R o

10
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A7, i) FECTCRAY SEHTJF I 5% A1 J148 51 o BL 4N, 7£ AT AR TRAFATRBIX. 1 H &35 73 7 (1) TCR /7 51 A%
A AT B AR TCRXS JBK -MHC S A A (149 23 A1 7 o 3 AT 38 INTCR X JIK -MHC ) s 572 R0 7, {ELVB B AR 5
PRV ARG N AE X N AE RS (Linette et al. Blood. 2013;122(6) :863-72) ik
Hi, AR LI R S 4 7 510 A8 A TCRAR BE 6T FR AR ) #E 40 I HE At e e v B BT AN 2 28 X
SN ) i B L) EAT T N E B - AN B 58 SO B « TCRIF T 7E 1R 28 e 7 4 A 4
XE B A IEHIMHCE AL ZL R 40 i En# 2 s 8 & - BT K (Morgan et al.,
2013, J. Immunother. 36, 133-151) o [KlIk, f0iH , K A i BH B TCRAA ZE 4 1 T4H A )
b gk VR R i RE A 2 A R I AR

[0043] AR EHIYITCR o/ BBHEFA) S A v A 25 %) BT R AR I IR 0 0 BT A BRI Bl 45
PRk, HIX AN 2 D TR AR D, TCR o1/ B B4E A4 AR B B2 /b ] AR X, B T AR FIME 5 X
fian, B 5 A AR 8l E 2 TCRIX 42 20 60%. 2 /070%- 52 780%- 22 /090%% %8 /> 95% /¥ 41 [7] —
PR T AR RN/ BAE 5E X o % T ik gk PETCRYT V25, A e TCRAG A &5 5 ] 2% L 5 S iR [X
[P 4K TCR afB%E . TCRAIA A fIE it b LA JE AR 1 358 4 1 N U5 DL 5 K PR b o 2D 4 928 I
PE AR, BT 1k 5 A 5 TCREE B , A B A @A 5 NP A LG A, Dl B 5 — A el 2
AN, I1-5.1-10881 - 204N 3L R AT e 3l N BB 2K , a4t 55 A0 2 Fok URR DA A e 96 T 1% A
AN R (Sommermeyer et al., 2010, J. Immunol. 184, 6223-31) ., NI, TCR afiB
A AR E B XA AT DL R E X .

[0044]  Ffrif fag ARt AT DA 2 % BT 5 S A, B0 40, Hod, 45 N TCRAT A% [X ] 3 4% T
AN [) 1 B 9% K B 1 E &5 K6 3, 49 W T g GHEL 5 25 WA 35, BB % R 7 M b 25 6 P JiR 491 Ny -
ESO- 1) PuAk 46 1435k .

[0045]  FAEEFEEAAR (scTCR) LA S 57— RARTCRI AU B HETE N o sc TCRA AL 25— ANTCR
SER A (nak) (1 AT AR X FNEEAS (4K 45 —ANTCREE (nB4E) , 5 2 TR . 1 B, scTCRAJ
R & — A2 Nk, FoR AR 24 2 IR AR — 8 - 2k T DU ) et o A
ASCHGIR I BB AR — K o A R B IR — Pl s e TCRAB A F A3 , IRl & T 40 a1 7
wn NP R 7, BN IL -2, 1L-78kI1L- 15,

[0046]  HRAEAS A AR TCRAG @ ARt AT DL 2 SRR B SR 3 gt , HAL S 2 /D P A scTCR
o, ik sc TCRr & B & T 20— MNEM R 75, MH A i sc TCRs i A4
R-FEVIAEM R EAE R EAEE, U Rk 2R IEE S hE N e Rt m R 2 BAEE
Al A ALY L, a4 AR B I scTCR,

[0047] A< B (1) TCRAA Sl A4 v A A& i LA B3 m A DU A0 s i , 480 4, st s 12k R 7 3R ¢ 6 A
(W F AR E FITC) A5 H (PE)) B Cndl B IR « BRI S4B , A1k
(& ks BURE 1HE FURE)

[0048] Ak BHIE SR AL 5 AR i B I AZ R Bl 1 A SR 4 o 1 3 40 i T DA AR 40
WIHEYD S Hw, B, BT DL JEAZ 4R B, a4 TR B8R A2 sh A7« 15 S 40 i o] DL 35 5%
(1) 4 i i S A QAR , BRI B3 AR, A N Hb 40 5 0] o 1 = 28 AT D il B 4 i i sk 1 4
i, BVAE B b AR K i oA T = A EZHTCR . 2 IR A H Y, 78 =5 20 0 40 328 1b 2 il 3L,
BNNANHL o S L Kb, T 2 40 B2 N A0 A o BRSO T T A0 e v B AT AT 40 B SR R, ] YR E AT AR
FRAFIH L, o] BAALM R B0 B, 18 2 40 M A0 128 Hb =2 A JA 1 = 40 i (PBL) B4 J if B A%
YT (PBMC) o S AL e M, 15 32 41 B A2 TAR B sk TR B AT 44 , 45 o , AT . TS0 AR AT LA 2 AT A

11
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TH A, 51 T3 72 0 T2H AR, 490 G SR AR T 40 e, Bk B 5 7R I TN M R I T4 Y, 4 Jurkat
SupT14%, BRI FLENIFRAF I TN, A i st , &2 ok B N FR i T4 B B T4 B AT T4 i
AT VR 22 SRR 9 A I B S PR E2 &5 L IR, B e A G B A SR A T At v e AR il
1o A ageth , TR M2 N TE0 A . FE AL e, TR M, i N B854 B 1M T Y . TR A mT B2
AEAR] AL TR M I T B AT R BB B, B FEE AR 1, CD4+ A1/ 8 CD8+. CDA+4# Bh T 41 i »
WITh1FITh240 A8 . CD8+ TAHAE (Un4H A 5 TP  Rd i T AP (TTLs) R0 40 A HX AL
AR IETZTANAE ST AR 2 , AR i R X - e 12 TR .

[0049]  figkth , 1 3= 40 f& A CD4 - BH P TZH A , o rp AR B 1 TCRA) S A< 5 BIR 1) F-MHC 1T
AL, BN CD8- BH P TAH AL, FEH A% % BH () TCRAG R A4 4 BIR i T-MHC TR A7 .

[0050] AR BRI —Mg A G, A

[0051] &) HXIR, fLifchh, RIXE AR, HiE & T7E AN TANM A RIE , G i A K B I TCRH4 4
&, BT TCRAG AR R B8 47 e 1t th 25 5K H 5 AMHCE & BINY -ESO- L) R AL, B

[0052]  b) ALK TCRIEEIIEE , FTIATCRII AR RE R aE Gk B 5 A
MHCE & HINY-ESO- 1 () 47, 5L

[0053]  ¢) AKHAMTE E40M, a0 N TEHME , R A Re R 45 6ok B 5 AMHCE & (1)
NY-ESO- 11 R AL TCRAG A4

[0054]  7E—AMILIE R St 7 S, T 25 FHZH & W00 A B 1) TCRA AR 2 an A SC A JF
(1) L BE A% 15 S PR fh1) T-HLA - DRA I 2 157 I TCRAG 44 o

[0055] £ it , TCRAAERAA S A0 AS SC /A T « BE A% 1R 79 PR il - F-HLA - AO2 ) AL ) A & B 1)
TCRAE A4

[0056] AUk BHIGHRE At — R UL B T = 2%, R AR 697 N BB 257 &, e & 1
NE—H

[0057] &) #ZPR,fLikHh, RIEFA, iR e s T4 Aok B 5 AMIC TTE AR &
B ) A7 A TCRIG 244, B

[0058] b) A, HEERRER TS RE S5 AMIC 118 & 1R &Pt JE R AL TCR
PR, B

[0059] ¢) fg L4, HE XGRS AE &k H 5 AMIC 118 & KRR & Hi R 1) # AL
[FITCRAA A

[0060] b8l

[0061] 1) HXIR,fLikHh, RIAEAR, Hgmidae R 45 Ak B 5 AMHC TR &1 Tk
B 5 LR R R AL TCRAG A, B

[0062] ii) fZEE,HBERRBREREMLS S KA 5AMIC TE AR & PR R AL
[FITCRAA R A , B

[0063]  iii) fF E4uf, HFRAREG R I ES Ak E 5 AMIC 12 A1 FTiA R 2 5t 5 1)
F A7 I TCRI A

[0064]  Fridk R 5 [ Pt JE A0 ok i 2 6 o A - 52 K - 0 A9 GONY - ESO - 1 JMgE - AH DG B i
907 - SR A S, AT IFESEQ ID NO: 21 (HLA-DR4-[FR#)) #1103 (HLA-A02-R
i) B RAL o 25 e b, P P DU AR 40 i SR A H SR i B LR S IR K Sh Pt & (tumor driving
antigen) JHYRT - A OCHU IR 0 AP0 AndeeiE - S8 AL AR ik b, TCRA 40 2 N TCR, AR |

12
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NTCR, wn E i, s N TCR, 4ndi 4o b ATk i A IR /NS

[0065]  Z|H HIAIE, TGk METANM AL F 2 N R Ly T45 T-CD8+E & CD4+ THNMI . S8 1M , A
RN O N A BT 3 4k M TR M7 V20 5 v, JL AL G B A 0 PR e (149 i e A DG PT JENY -
ESO- 175 %5 F ML TCRI E /K [ CD8+ AICD4+ TP FE RS , I SR VP P Fh B B S5 2 () & 1 . %
51, 2t BT TORAA) F A7 1) % B B 45 A B 11 1 M e P SR I 8 P 75 e 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 &
PRV AR I TS o X 58 15 56 G 5CHb Y 55 Pl 40D, R8T sl fIE 26 b i Bk s o A B ¥ |
Ko

[0066]  RpJlE , Ak BRER AL an_E BRI 2570 &, B & iR 2 HA &9, Frid 25 A &9
THARNE W,

[0067] &) HXIR, il , RIXE AR, HiE & T7E AN TANM A RIE , G i A K B I TCRH4 4
7, TR TCRI E R e o4 e e ML 45 Ak B 5 AHLA-DRAE & HINY-ESO- 1R AL, A 5
SEQ ID NO: 1-18fIfE—"EA ikl Z >80%F 51|[F —PEFICDR3X ,

[0068]  b) HEE, HAEAKHMTCRIGEM, TR TCRIE KR RIS RB 5 A
HLA-DR4%E & IINY-ESO- 1/ 247, HAL & 5SEQ ID NO: 1-18[K4F— AN A HLikHh % 280%
751 [E — P ICDR3[X. , 5%,

[0069]  ¢) A BAMITE 40, a0 N TR, HRIATCRAY A , Bk TCRA 2R A4 BE 0% 5 = 1%
2k 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] — PEICDR3IX .

[0070]  FriRZjA) @ttt SN Ao A A, HaE

[0071] 1) IR, fRikHh, RIAEAR, Hgmidae R Tt 45 Ak B 5 AMHC TR &1 Tk
B 5 HU IR A R AL TCRA A, UnAS i BH G TCRAA 28 44, o0 2 5 SEQ 1D NO: 19-20 1
16 1 22 /D 80%)F 51 [F] — P [ CDR3 X , 5L

[0072] ii) A, HBERBREREMS S RE 5AMIC TE AR & PR &AL
[P TCRAG A, A A% & A TCRAG 4 , HoAW % 5 SEQ 1D NO:  19-20 B A M ideth 2 />80% /7 41
6] —PECDR3X. , B,

[0073]  iii) fF E4Uf, HFRAREG R b Es Ak E 5 AMIC T2 A1 FTIA R 2 515 1)
FALIFITCRAEE AR , 4nA R WA I TCRAG A, AL & 5 SEQ 1D NO:  19-20 54 ftidk h 2= />80%
FF 51 [F — A CDR3IX

[0074] AU BH I 245 700 & 1 28 73 ] e o) FH T [RD B &5 7 B DAL ART U7 25 7« BT 20 43 i m]
HEY% T .Tran et al. (Science, 201445 H9H ;344 (6184) : 641-5) iR 7 —FhrT fE
G257 % .

[0075] W FH T A i BH (1) 24 2% b ] 482 52 (140 285 Ak B R 771 40 S 4610 43 A 71191 i SPGA L Bl 7K
B (A AL H EE B ek S IERE B ATRE AR Al A E S, B
A R 48 Gan 2f 37 O L AN 2% iR CAn i IR 8 5% il ) an i R R 2% 1 37K

[0076] Ak BH IR 2] FHAH -G W Bl i BRI 245 70 0 vl 4 FH T2 W L T A/ 86 7 500 , 49 4
I AR P B T B B M 50 o S 9 DI T g TR s 91 G B e TR A R e o A — A
M3 1 S 7 2 v, S8 1 4 i P 9BE 6 JANY - ESO - 1, FITCRAA 2 A4 e % 1R 1) 5k I NY -ESO- 1
(1) 28 /b — N RAT AR IR HE I HE VAT o 15905 1 JRURSE P gkt e I\ Do 2 THLRT 205 , P et , 48

13
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VB IT B 523 [ RS 48 el 2 22 AR T AE BGRB8 15 K, PRIk, PRUPS: i gk 2D 2 D
10%- 5 71>25% . 25 /50%8% % /b 75% , 5 100%.

[0077] ARk B IR FEARE — Fhy6 o7 8 fE a0 b THI T 2 0, R 2 IR B R 9 005 11 52 ik
FH T, HAFERS T A K AR B A BUE E 4. fiikth, 5230 2 7% EX AR T
(P52, BB AR ) St 7 R, 521 2 W AL 52 3, Pzt 2 i e e i
PRI N B TETEFILLE W ELS T .

[0078]  FEACKRBHEY bR 3CH, ARTE “Musg” B M 5w 3ROk B R R AR s
HUF 0 R I/ 40 B e 5 DR 240 i o i DA SR 23 A Sk 350 il sl B 5 B 45 s K
B RVE B AR S BSR4 A R e 2 A R S Bt Py A - S bR 200 e e B9 B e L bk E2
Je8 Ut RN T VK O 00 P e T o P AN A A ML B D T B PR R
I« L R e () 5505 o FRAKNY -ESO- 1 Mg AL 128 i ik 1 B8 2 oo T MR e =k 23
Jors £ R AT e

[0079] AR B —MLIL I I8 5% IR S S dZe 7, adeadh 48 PR TR M7 V2t o A BH IR 77
i A7 V2R S AT T I 4R P TN BTV I B I« 45 T A R BRI AL S P mT el i L FE 45 T,
AR AR R BH R TN A 28 i B o PR X R ) TR AR 2 A R B A R (R Ah e SR - I E
ENEe

[0080]  fafhh, FFH A 25 T AR B ILIR , i ol e Rk Bk, - T T4nf A N 3%
[0081] A<’k BH I 1 [ TCRAY 4438 W] 43 4n FH 1 R L5213 & 1 R IENY -ESO- 1, HAR A2,
A RPESEQ ID NO: 21/ RALIIZET B 8. Nk, IXFF 5 A8 E AR de i b e DU AE T4
D A3 Hb , PEHLA-DR4 - 52568 BT IR 2 A7 1) £8 38 3 3ok A 6 B () s 4k M T M T 7 V3R T

[0082] AR BHIERYS o —Flifill & A BH 1K) 18 32 4l B 0 75325, FL AL HE 51N G i g % 57 M
44k EH 5 AMHCE & HINY -ESO- 11 247 1 TCRAY Z A4 1) ik ik 2= A& 10 75 S 40, ik
Hh, B4 B N THRAE A o

[0083] A<k BHAE AR Szt 451 e 2 2% b B A0 1045 B — 2D RO U0 L SR T H AR Tk
AR B, RIS T 225 SCkiE 5| DA AR 25 A B A .

[0084] &1 15 H ABabDIT/MR FINY-ESO157 - 45 F M TCR-ESO5 & - fiTAE I TCR 16410 I
Retb#r. (o) 15 H AR PBMC FHABabDIT-fiT A= I TCR-ESOEL A - AT A TCR  1GA%: 3 H
NY-ESO157-HLA-A2-45 51 22 B AR Geft [ T3 CD3+40 M (b) T2 fa FH 36 18 B AUNY -ES0157
FARBI KK FF 5 TCR- 7 F R T M LS 77 . (¢) 8k TCR- % T 1 TR A 5 AN [F] 14 s 48 g
% (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—,Mel1295;HLA-A2+/NY-ESO+) 3L5% 5% 5
AFEIFN v bl BRI ZRoR I E W E B P8+ s.d.

[0085]  [&]2 ST #ENTCRaBHE K BE AN T/l & T/NR T-ER3E - B - 45 A 45 M3 1 AMHC
11254y FHLA-DR4, ABabDR4 /)N i A2 5% JE [A ) - ABabDR4 /N i, % T /)N B  TCRATZNFRMHC T1284)
TR Z 1. K, AbabDR4 FH H A5 HLA-DR4FR 1 ff)CD4 T 3145 £ FEAL I N TCRIE .

[0086] &3 754 HINY-ESO-1 DNA% ¥ ) ABabDR4 /)N R i 4 J& Ifi. (1 40 g F #71-CD3/CD28
dynabead AN I K , BINY -ESO, | o, FF RGO 5F TEN v 0 A G £ o o) 94 22 400 i AT
CD3PH P2 A ] 45 bz (1) 4

[0087] &4 ¥R EETCR-EAMPT1H 4547~ B & (Linnemann et al., 2013, Nature

ill

iill

14
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Medicine 19, 1534-1541) .

[0088]  [&]5 TCR-#k= FIRIACDAN] Jurka t 41 FNY -ESO-1- e B 4 TCR#% T IF FINY -ESO-
1, 6155/ DRA- VUS4 (NY-ESO-1 Tet) B(CLIP/DR4- PSR4k (CLIP Tet) fE Xt HEGL (1,

[0089] K6 >KH APBMCHITCR- %% S alAE-# F 0 (6 ) CD4+ TYHME 5 R IRFKISHLA-
DRAF/BYNY -ESO- 1A AN [F] 1Y) B8 2R B3 40 i R AL R F7 FF 0 IFN v AT A N e o Wos I B 43
bb R FR % FICDA+ T4HME (TCR- % 3 FE ) BLECDA+ THIM (- SRR B/ 7 &
S ME SRR 22 o 38 I AR 2387 BT 28 2 4 R HLA-DRE A .

[0090]  P7 ABabDRA/NR -FTABI(EFFAE N -ATAEMINY-ESO-1, |-~ M PETCRIA K TX
HLA-DR4/NY-ESO- 11 58 2= J8 40 i % . FH U5 H ABabDR4/)MER, (3600.5712.3598 2) B H fid fE
A (NYTNY2NY3) [FINY-ESO-1, o ..~ SR NPETCREE T (11CD4 TAHML 5 TFN v - FALER )R
JXHLA-DRAA/BENY -ESO- 1 #1) BB 2 R 40 i R 3L [R]85 9% « IIANY -ESO-1, . JIk (NY116) /E A
PERTIR B R S, #E EIE TR IE IFN y o o 1 5E N B S 1 F 398 SRk w22 .l i
TG 5B BT 2R 2 A R HLA-DRK IS .

[0091] &8 FINY-ESO-1- i TCREL SHICDSAICDA T4 it 75 fif 8 41 A A8 45 b S 7 HA
YER i . TCR-ESO- %% S (F)CD] TZHJIF1/ B TCR3598 2-%% S1{1CD4 T4HM 5CFSE-FRic i B &
TN RPM-3— 215 7%, fT ik S8 KR4 RPM-3 FNY-ESO-1,,, o FINY-ESO-1 ., HKE AT
(fIRCFSES)t) MR A (F5CFSEHE ) o CFSE-FRiC (K #E AN AL LA 1 - 1AL 4], %-8x10"4>
ZHPIG J% . TCR- 5% SHICDSAICDA THAHMIELH H AE6x10" . B IR 185 , PM- 31 40 i ¥ i i v
XA E . (A) STCR-H ST — 4215 77 5 (I FM- 341 AR = M B 5 AR H o 3L
H RIRNY -ESO- 1K - H A7 IRFM- 3401 1 4 bk ONETR) « B) 25T KR IA anA-h firzR i i 2%
5 B4 B I 5E (O TCR- 5% S/ CDA AN /BCDS TN i 4l 25 1k . B 1 e N 8 2 1 P 1M
B 22 -

St 1

[0092]  sijfifsl - 7EABabDII/NR A XINY-ESO-1 . 55 P HLA - A02 - R i1 (¥) A TCRIF)
FEE

[0093]  4N7ELi et al. (2010, Nature Medicine 16, 1029-1034) o Bk =4 ABabDI T
B o RINY -ESO-1 o 05 5 M B KB CDS+E AR 22 ¥ 18 /N Bl 70 1 JF 4% IR AEL innemann
et al. (2013, Nature Medicine 19, 1534-1541) FPAFFHITT L, @ IT TCRILEIHHFE 34
[0094] =42 FroR i AE S AR HESEQ 1D NO: 1811191 CDR3 J# 51| R AL A TCR-ESO.
[0095]  FH T4 KM AR 435 5I7ESEQ ID NO: 106/107F1SEQ ID NO: 110/111+#%
ft,SEQ ID NO: 112XF ST F ST R B BEAX TR A R A

[0096]  sEjifs|2 - HLA-AO02-FR i AN TCRE DIRE 53 Hr

[0097] 13 F ABabDI /N FINY-ESO, o~ 455 PETCR-ESO, 4S5 1 b A= i), 15 F 2108
BE-HTHMITCR 1G4HL %S (Chen, et al., 2005, J. Exp. Med. 201, 1243-55) . BHFHTCR
PAEAL157-165 (SEQ ID NO: 103) - TCRYER H ALK PBMCHI AT 1 3R1E (F1a) .
FHABabDIT-fiT4E () TCR-ESO%% S 1 TZH L 11 5% 34 i i) B JiR B0 P 5 6 R il A - fir 8P T2. 40 i
75 S FHN -7 AE B TCR 1G4%% 5 1O TE0 M 58 /= 1 e K TFN v 7K1 (Bl 1b) - itk 4k, TCR-ESO-
S NTAMAE 5 R A HLA- A2 S5 ZH M (RINY - ESOFL [ 35 3% J5 72 AR HL 164 - 5 S T2 B %2

15
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MIFNY (Ellc) .

[0098] 5 M A RS> BS K TCREL 8¢ , 75 F1 ABabDT /)R Y TCR A AWz fit Hb S5 o 5L R 1 Th g
T

[0099]  sijfifsl3 - fEABabDRA/INR A XINY-ESO-1, . o % 5 PEAIHLA-DRA-BR il 1) A TCRIF]
FEE

[0100] % %FNY-ESO- 1/ HLA-DR4 - FE # {¥) TCR7ZE_\ TCRE[X] Jé& /HLA - DRA- TE/HLA - DRB1 %
0401 - TE#4 3L K] (ABabDR4) /NS, A 41 77 (B2) o 3% /)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 s 4 ik
BRIZNBR (L1 et al., 2010, Nat. Medicine 16(9) :1029-1034) 2438 KA B o iX MBI 41
RAZTEABabDRA /N R HH IR THI R Rk 2 FEAL 1 N TCRIE , (HANRE 28 52 5 75 A A FI/N R 7 31
A8 M AN [) 4 DX 858 H 1 N e e SR P T 52 AL ) o AR & BN R I FINY - ESO - 140 8 ABabDR4 /)N R
SEAE NP ANRE K BLIP &5 28 A TCRIPI AR B o B F-HLA-DR4 - TEAE N ARAE FIMHC  TTSRR il
53 » G ABabDR4 /)N BR A2 B R 1) LA HLA - DR4 PR i () S 2 Hi SR (1) CD4+ T4HAE.

[0101]  ZEFANY-ESO-1,,, ,, MKEAKNY-ESO-1 DNAFEF 5 , MABabDR4/)N B A= kS STHLA -
DRAZH A HINY-ESO- 1, oo A RERPERITCR AINY -ESO- 1, o 5 5P 1 K EECDA+TER: 43 B
AITCREE I I cDNAAK i 5 PRIE P 18 R 2 B . B 3427~ 2K H 9T -CD3/CD28 dynabead . AN AH
FKRHIIREENY -ESO |5 FF I 7 1 ABabDRA /)N B 1D 41 ] Ifl (1 208 1) A S5 ek i M, i ok
IFNy [ A 72 Bk B )

[0102] A= i@ HRPESEQ 1D NO: 1AI10.2F011.3F0112.4 4013581146115, 7F116.8F117
FN9AN18HICDR3 5 FI R AL K TCR, 4122 1R FT R o AS & W K] 42 5 F-NY -ESO - 1# 55— /NHLA-
DR4PR ] ¥ A TCR.

[0103]  HHTAKWBEIENSEMIFFIAESEQ 1D NO: 40-48/49-57HISEQ ID NO: 76-84/
85-93H$2 4t . SEQ 1D NO: 94-1025%F BT FH - DA T S 56 iy B A I A A4

[0104]  sjfafsl4 -HLA-DR4-FRE HilfK) A\ TCRI ThEE 4

[0105]  JuF 543 B i TCRIGK T % AH G K/ MHC . A AR B R S R 45 -, TCR - i = A ERIACDAY)
Jurka t 0l B 407 S 64513 P 1) 46 (FUNY -ESO- 1 - M PETCRE% 5, 3 FNY-ESO- 1, ,./DR4-
PS4k (NY-ESO-1 Tet) B{CLIP/DR4-PY %44k (CLIP Tet) {F Ay B 4Lt (TCR3598 . TCR3600 A1
TCR541 211 4 72 B 5 B IR) o R S PR 5K

[0106] 43 B FK TCRLIGR T 41 X RIANY -ESO- 11 41 M0 () THBETE 1 - X 4 5 K AR FTAHLA-DR4
A1/BINY -ESO- LA TEN v 40 A 4% € (1) A [R] B8 2290 41 B 3 L (7] 355 772 10 2k B AN PBMCH TCR-
HSadE- 5 6 IR CD4+ THHMIER] (TCR3598. TCR3600AITCR541 21 $ i £E Kl 6+ &
) o

[0107]  TCR5412/) 5% %% FEIFN- v CDA+4H AR 56 =y LU 71 o PRItk , £ 2 SEQ ID NO: 3AH121
CDR3 7 41| () TCRAA) A4 7E A i BH B4 455 D Hh =2 e ) Lde 1) o

[0108]  Sjfafsi|5 - XINY-ESO- 1R 4745 5 14 I CDA+ FNCD8+ TN L I 25 & 1 sk 4k 14 T4 g 4%
%

[0109]  X¥NY-ESO- LE SR (KIMHC THIMHC T TP il (%) TCRI¥I 2H. & N FH AE S8 ik (1) 3k 4% 4 T4 i
FEIZ I /INER AR Y R 473050  NY - ESO - LAIHLA - A2 BH 4 Jif 83 41 s R 7EHLA-DR4-TExRag-/- />
B, A A, F FIMHC T-BR 1 TCREL S0 B CDS  T4H A i & FIMHC 11 - PR i1l i TCRA%: 5 1) B8,

16
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CD4 THHMI B — 3 (R G VIR TT o Bl I 8] AR M U2 52 3 /0N B3R Bt e e AN o
XFF FIMHC TAIMHC TIFR IR TCR — #6797, WA E K.
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[0001]

FF51#%
<110> Max-Delbrueck-Centrum fuer Moleculare Medizin
<120> B B IRIHTENY-ESO-1AUMHC TRIMHC 11— PR il A7 (8 (0 4145 TN 52 A PR 7
<130> MDC15875EP
<160> 112
<170> BiSSAP 1.3
210> 1
<211> 13
<212> PRT
213> BA
<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 a ff CDR3
400> 2
Cys Ala Leu Arg Asp Ser Gly Gly Gly Ala Asp Gly Leu Thr Phe
] 10 15
<210> 3
211> 13
<212> PRT
213> BA
220>
€223> TCR5412 « %E 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> A
£220>
<223> TCR5412_2 a % CDR3
<400> 4
Cys Ala Val Thr Arg Asn Ser Gly Asn Thr Pro Leu Val Phe
1 ] 10
<210> 5
211> 16
<212> PRT
213> BN

18
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[0002]

220>

<223> TCR5412_3

<400> 5

Cys Ala Gly Gln GIln Asn
1 5

<210> 6

211> 13

<212> PRT

213> BA

220>

<223> TCR3600 a % CDR3
<400> 6

Cys Ala Val Pro Asn Ser
1 ]

210> 7

211> 13

<212> PRT

213> A

220>

<223> TCR5712 a %f CDR3
400> 7

Cys Ala Val Pro Asn Ser
1 3]

<210> 8

211> 13

<212> PRT

213> A

220>

<223> TCR5415 a % CDR3
<400> 8

Cys Ala Val Pro Asn Ser
1 5

210> 9

211> 13

<212> PRT

213> HA

220>

<223> TCR5713 a % CDR3
<400> 9

Cys Ala Glu Ala Asn Gln
1 ]

<210> 10

211> 13

<212> PRT

213> BA

220>

Ser Gly Gly Ser Asn Tyr Lys Leu Thr Phe
10 15

Gly Asn Thr Pro Leu Val Phe
10

Gly Asn Thr Pro Leu Val Phe
10

Gly Asn Thr Pro Leu Val Phe
10

Ala Gly Thr Ala Leu Ile Phe
10

19
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[0003]

<223> TCR3598 B %% CDR3

<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> BA

220>

<223> TCR3598_2 B %% 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> ®A

<220>

<223> TCR5412 B %% CDR3

<400> 12

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

210> 13

211> 15

<212> PRT

213> BA

<220>

<223> TCR5412_2 B %% CDR3

<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> BA

<220>

<223> TCR5412_3 B #£ CDR3

<400> 14

Cys Ala Ser Ser Pro Pro Leu Gly Glu Gln Tyr Phe

1 5 10

<210> 15

<211> 11

<212> PRT

Q213>

<220>

<223> TCR3600 B %% CDR3

20
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[0004]

<400> 15

Cys Ala Ser Ser Val Ile Tyr Glu Gln Tyr Phe
1 ] 10
<210> 16

211> 11

<212> PRT

213> HA

£220>

<223> TCR5712 B %% CDR3

<400> 16

Cys Ala Ser Ser Ile Ile Tyr Glu Gln Tyr Phe
1 5 10
210> 17

211> 11

<212> PRT

213> HA

220>

<223> TCR5415 B %% CDR3

<400> 17

Cys Ala Ser Ser Val Tyr Tyr Glu Gln Tyr Phe
1 5 10
<210> 18

211> 15

<212> PRT

213> BA

220>

<223> TCR5713 B %E CDR3

<400> 18

Cys Ala Ser Ser Gly Leu Ala Gly Val Thr Gly Glu Leu Phe Phe

1 5 10
<210> 19

<211> 13

<212> PRT

213> /A

<220>

<223> HLA-A2 [R#If% TCR-ESO « %% 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> HA

<220>

<223> HLA-A2 PR TCR-ESO B %E CDR3
<400> 20

21
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[0005]

Cys Ala Ser Asn Ile Ala Gly Gly Tyr Asn Glu Gln Phe Phe

1 5 10

210> 21

211> 20

<212> PRT

213> BA

220>

<223> HLA-DR4 Ffif NY-ESO-1 116-135

<400> 21

Leu Pro Val Pro Gly Val Leu Leu Lys Glu Phe Thr Val Ser Gly Asn

1 5 10 15

Ile Leu Thr Ile
20

210> 22

211> 134

<212> PRT

213> BA

£220>

223> X} HLA-DR4 AL NY-ES0-1 116-135 4% M) TCR3598 TCR a 4%

, ATAE[X
<400> 22
Met Met Lys Ser Leu Arg Val Leu Leu Val Ile Leu Trp Leu Gln Leu
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

Fhe 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> BA

£220>

€223> *F HLA-DR4 7 NY-ESO-1 116-135 $5 5 £ TCR3598_2 TCR a

, ARX

22
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[0006]

<400> 23
Met Asn Tyr
1

Arg Thr Arg

Ser Glu Glu
35
Tyr Pro Ser
50
Leu Leu Leu
65
Phe Glu Ala

Gly Ser Val

Asp Ser Gly
115

Leu Ile Ile

130
210> 24
<211> 133
<212> PRT
213> /A
£220>

Ser
Gly
20

Ala
Leu
Lys
Thr
Gln
100
Gly

Gln

Pro

Asp

Phe

Phe

Ala

Tyr

85

Val

Gly

Pro

Gly

Ser

Leu

Trp

Thr

70

Arg

Ser

Ala

Tyr

Leu
Val
Thr
Tyr
55

Lys
Lys
Asp

Asp

Val Ser

Thr Gln
25

Ile Asn

40

Val Gln

Ala Asp
Glu Thr
Ser Ala

105

Gly Leu
120

Leu ITle Leu Leu
10
Met Glu Gly Pro

Cys Thr Tyr Thr
45
Tyr Pro Gly Glu
60
Asp Lys Gly Ser
75

Thr Ser Phe His
90

Val Tyr Phe Cys

Thr Phe Gly Lys
125

Leu Leu Gly
15

Val Thr Leu

30

Ala Thr Gly

Gly Leu Gln

Asn Lys Gly
80
Leu Glu Lys
95
Ala Leu Arg
110
Gly Thr His

€223> X HLA-DR4 i NY-ESO-1 116-135 #55PEf) TCR5412 TCR o B
. A

<400> 24
Met Leu Leu
1

Gly Thr Arg

Phe Glu Glu
35
Ser Val Tyr
50
Leu Leu Leu
65
Gly Phe Glu

Lys Pro Ser

Thr Leu Asn

115

His Ile Leu
130
<210> 25

Leu
Ala
20

Ala
Leu
Lys
Ala
Val
100

Arg

Pro

Leu

Gln

Pro

Phe

Tyr

Glu

85

His

Asp

Asn

Val
Ser
Val
Trp
Leu
70

Phe

Ile

Asp

Pro
Val
Glu
Tyr
55

Ser
Asn

Ser

Lys

Ala Phe

Thr Gln
25

Leu Arg

40

Val Gln

Gly Ser
Lys Ser
Asp Thr

105

Ile Tle
120

Gln Val Ile Phe
10
Leu Asp Ser Gln

Cys Asn Tyr Ser

Tyr Pro Asn Gln
60
Thr Leu Val Glu
75
Gln Thr Ser Phe
90
Ala Glu Tyr Phe

Phe Gly Lys Gly
125

23

Thr Leu Gly
15

Val Pro Val

30

Ser Ser Val

Gly Leu Gln

Ser Ile Asn
80
His Leu Arg
95
Cys Ala Val
110
Thr Arg Leu



CN 107428816 B

FF

5

=

7/60 T

[0007]

211> 134
<212> PRT
213> BA
<220>

<223> F HLA-DR4 i1 NY-ESO-1 116-135 %5514 TCR5412 2 TCR
AR [X

<400> 25
Met Leu Leu
1

Gly Thr Arg

Phe Glu Glu
35

Val Tyr
50

Leu Leu Leu

65

Gly

Ser

Phe Glu

Lys Pro Ser

Thr Arg Asn

115
Leu Ser Val

130

210> 26
<211> 133
<212> PRT
213> BA
<220>

Leu
Ala
20

Ala
Leu
Lys
Ala
Val
100

Ser

Ile

Leu Val
5
Gln Ser

Pro Val

Phe Trp

Tyr Leu
70

Glu Phe

85

His Ile

Gly Asn

Ala Asn

Pro Ala Phe

Val Thr Gln
25
Glu Leu Arg
40
Tyr Val Gln
55
Ser Gly Ser

Asn Lys Ser

Ser Asp Thr

105
Pro Leu
120

Thr

Gln Val Ile Phe

10
Leu

Cys
Tyr
Thr
Gln
90

Ala

Val

Asp
Asn
Pro
Leu
75

Thr

Glu

Phe

Ser
Tyr
Asn
60

Val
Ser

Tyr

Gly

Gln

Ser

45

Gln

Glu

Phe

Phe

Lys
125

Thr
Val
30

Ser
Gly

Ser

His

Cys Ala

110
Gly

Leu

15

Pro

Ser

Leu

Ile

Leu

95

Thr

<223> X HLA-DR4 Ff5f NY-ESO-1 116-135 4§55 TCR5412 3 TCR
, AR

<400> 26
Met Leu Leu
1

Val Ser Gly

Glu Gly Glu
35

Thr Trp Leu

50

Ile Ala Leu

65

Ala Gln Phe

Ile

Ser Pro

Glu
Gln
20

Asp
Trp
Tyr

Gly

Ser

His Leu

Gln Leu

Val Ser

Tyr Lys

Lys Ala
70

Ile Thr

85

Asp Val

Leu Ile Ile

Asn Gln Ser
25
Met Asn Cys
40
Gln Asp Pro
55
Gly Glu Leu

Arg Lys Asp

Gly Ile Tyr

Leu
10

Pro
Thr
Gly
Thr
Ser

90
Phe

24

Trp
Gln
Ser
Glu
Ser
75

Phe

Cys

Met
Ser
Ser
Gly
60

Asn

Leu

Ala

Gln
Met
Ser
45

Pro
Gly

Asn

Gly

Leu
Phe
30

Ile
Val
Arg

Ile

Gln

Thr

-

15
Ile

Phe

Leu

Leu

Ser

95
Gln

B

Gly
Val
Val
Gln
Asn
80

Arg
Val

Arg

Trp
Gln
Asn
Leu
Thr
80

Ala

Asn
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[0008]

100 105 110
Ser Gly Gly Ser Asn Tyr Lys Leu Thr Phe Gly Lys Gly Thr Leu Leu
115 120 125
Thr Val Asn Pro Asn
130
210> 27
211> 132
{212> PRT
213> HA
£220>
<223> %f HLA-DR4 4% NY-ESO-1 116-135 4% 5:FEf) TCR3600 TCR o 4
, ATAZX
<400> 27
Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu Trp Leu Gln Leu
1 ] 10 15
Ser Cys Val Ser Ala Ala Lys Asn Glu Val Glu Gln Ser Pro Gln Asn
20 25 30
Leu Thr Ala Gln Glu Gly Glu Phe Ile Thr Ile Asn Cys Ser Tyr Ser
35 40 45
Val Gly Ile Ser Ala Leu His Trp Leu Gln Gln His Pro Gly Gly Gly
50 95 60
Ile Val Ser Leu Phe Met Leu Ser Ser Gly Lys Lys Lys His Gly Arg
65 70 75 80
Leu ITle Ala Thr Ile Asn Ile Gln Glu Lys His Ser Ser Leu His Ile
85 90 95
Thr Ala Ser His Pro Arg Asp Ser Ala Val Tyr Ile Cys Ala Val Pro
100 105 110
Asn Ser Gly Asn Thr Pro Leu Val Phe Gly Lys Gly Thr Arg Leu Ser
115 120 125
Val Tle Ala Asn
130
<210> 28
{211> 132
<212> PRT
213> A
220>
<223> %t HLA-DR4 FL7 NY-ESO-1 116-135 ¥§5:tE ) TCR5712 TCR o %
Al AE X
<400> 28
Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu Trp Leu Gln Leu
1 5 10 15
Ser Cys Val Ser Ala Ala Lys Asn Glu Val Glu Gln Ser Pro Gln Asn
20 25 30
Leu Thr Ala Gln Glu Gly Glu Phe Ile Thr Ile Asn Cys Ser Tyr Ser
35 40 45

Val Gly Ile Ser Ala Leu His Trp Leu Gln Gln His Pro Gly Gly Gly

25
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50 55 60
Ile Val Ser Leu Phe Met Leu Ser Ser Gly Lys Lys Lys His Gly Arg
65 70 75 80
Leu Ile Ala Thr Ile Asn Ile Gln Glu Lys His Ser Ser Leu His Ile
85 90 95
Thr Ala Ser His Pro Arg Asp Ser Ala Val Tyr Ile Cys Ala Val Pro
100 105 110
Asn Ser Gly Asn Thr Pro Leu Val Phe Gly Lys Gly Thr Arg Leu Ser
115 120 125
Val Ile Ala Asn
130
210> 29
211> 132
<212> PRT
213> HA
<400> 29
Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu Trp Leu Gln Leu
1 5 10 15
Ser Cys Val Ser Ala Ala Lys Asn Glu Val Glu Gln Ser Pro Gln Asn
20 25 30
Leu Thr Ala Gln Glu Gly Glu Phe Ile Thr Ile Asn Cys Ser Tyr Ser
35 40 45
[0009] Val ?Iy [le Ser Ala Leu His Trp Leu Gln Gln ”is Pro Gly Gly Gly
a0 55 60
Ile Val Ser Leu Phe Met Leu Ser Ser Gly Lys Lys Lys His Gly Arg
65 70 75 80
Leu Ile Ala Thr Ile Asn Ile Gln Glu Lys His Ser Ser Leu His Ile
85 90 95
Thr Ala Ser His Pro Arg Asp Ser Ala Val Tyr Ile Cys Ala Val Pro
100 105 110
Asn Ser Gly Asn Thr Pro Leu Val Phe Gly Lys Gly Thr Arg Leu Ser
115 120 125
Val Ile Ala Asn
130
210> 30
211> 133
{212> PRT
213> A
£220>

<223> % HLA-DR4 A7 NY-ESO-1 116-135 5554/ TCR5713 TCR a %
a AR X

<400> 30

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

26

30
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[0010]

Val Arg

Ser Ser
50

Gln Leu

65

Arg Leu

Ile Ala

Ala Asn

Glu
35

Thr
Leu
Thr

Asp

Gln

115
Ser Val Ser
130
<210> 31
<211> 400
<212> DNA

Gly

Tyr

Thr

Asp Ser

Leu Tyr

Tyr Ile

Ser
40
Trp
85
Phe

70

Val

85
Thr
100
Ala

Ser Asn

213> ANTF%|

220>

Leu Leu

Gln Thr

Gly Thr

Asn

Gly

Ala
120

Tyr Lys

Ser Asn

Lys Lys

Asp Ser

105

Val Ile Asn Cys Thr

Gln Glu Pro
60
Met Asp Met
75
Asp Lys His
90
Ala Ile Tyr

Leu Ile Phe Gly Lys

Tyr Thr Asp
45
Gly Ala Gly

Lys Gln Asp

Leu Ser Leu

95

Phe Cys Ala
110

Gly Thr Thr

Ser

Leu

Gln
80
Arg

Glu

.eu

125

<223> FF HLA-DR4 o7 NY-ESO-1 116-135 4% 544 f1) TCR3598 TCR « 4%

, Al
<400> 31
atgatgaaat
agccaacaga
gtttctetea
tattccagaa
ggaaggtita
tcacagecccea
ctggtetttg
<210> 32
<211> 400
<212> DNA

ccttgagagt
aggagglgga
actgcactta
aaggeccetlga
cagcacaggt
gtgattcage
gaaagggaac

213> NTF%|

<220>

<223> #f HLA-DR4 F&fr NY-ESO-1 116-135 #$5 54k TCR3598 2

, HI
<400> 32
atgaactact
gattcetglga
aattgcacct
gagggcctge
ttegaggeca
gtgteegact
ctgacctttg
<210> 33
211> 397

K

ctceeggeet
cccagatgga
acaccgecac
agctgetget
cctaccggaa
cegeegtgta
gcaagggceac

tttactggtg
geaggatcet
cagcaacagt
glttgetgatg
cgataaatcce
cacctaccte

gaaactgaca

ggtgtetetg
aggeeeeglg
cggectacccee
gaaagccacce
agagacaacc
tttetgegee
acacctgate

atcectgtgge
ggaccactca
getttteaat
tacacatact
agcaagtata
tgtgecaatga
gtaaacccat

attctgetge
accctgageg
agcetgtttt
aaggccgacg
agcttecacce
ctgagagatt
atccageceet

27

ttcagttaag
gtgttccaga
acttcatgtg
ccagtggtaa
tetecttgtt
SECAgEECEE

tgetgggeeg
aggaagectt
ggtacgtgea
acaagggcag
tggaaaaggg
cltggeggegg

ctgggtttgg
gggageecatt
gtacagacag
caaagaagat
catcagagac

atctgaaaag

TCR a %%

gaccagaggce
cctgaccatce
gtaccecegge
caacaaggge
cageglgeag
agcegatgge

60
120
180
240
300
360
400

60
120
180
240
300
360
400
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[0011]

<212> DNA

213> N5

<220>

<293> % HLA-DR4 F&fir NY-ESO-1 116-135 550 TCR5412 TCR o 4%

1 I_IJ-

<400> 33
atgetectge
cagagecgtga
cggtgcaact
cagggeetge
ggettegagg
cacatcagcg
atcttcggea
210> 34
<211> 400
<212> DNA

A [X

tgetggtgee
cacagctgga
actccagcag
agctgetget
ccgagttcaa
ataccgcega

agggcaccag

213> NTFH)

<220>

€223> %} HLA-DR4 Fif NY-ESO-1 116-135 5404 TCR5412 2

, WA

400> 34
atgctecetge
cagtctgtga
cggtgecaact
cagggeetge
ggcttecgagg
cacatcagcg
ctggtgtttg
<210> 35
211> 397
<212> DNA

tgctggtgcec
cacagctgga
actccagcag
agctgetget
ccgagttcaa
ataccgccga

geaagggeac

213> ATF3)

220>

€223> %} HLA-DR4 Z{if NY-ESO-1 116-135 5414 TCR5412 3

, TR

<400> 35
atgetgetgg
cagctgaatc
tgcaccagca
ceegtgetge
geccagtteg
gacgtgggcea
acctteggea
<210> 36
211> 394
<212> DNA

aacatctget
agagcccceca
gecagcatett
tgatcgecct
gcattacccg
tctatttctg

agggcacact

tgeettecaa
tagccaggtg
cgtgteegtg
gaagtacctg
caagagecag
gtacttctge

actgcacate

tgeettecaa
tagccaggtg
cgtgteegtg
gaagtacclg
caagagccag
gtacttctgt

acggetgage

gatcatcetg
gagcatgttc
caatacctgg
gtacaaagcc
gaaggacagc
cgeceggacag

gctgacagtg

gtgatcttca
cecegtgtteg
tacctgtttt
ageggeteea
accagcttece
geegtgacce

ctgeeca

gtgatcttca
ccegtgtteg
tacctgtttt
agceggeteca
accagcttece
geegtgacee
gltgatcgeea

tggatgcagce
atccaggaag
ctgtggtaca
gegcgagetga
ttcctgaaca
cagaactccg

aacccca

28

ccclgggcgg
aagaggccece
ggtacgtgea
ceetggtgega
acclgagaaa

tgaaccggga

ccclgggcgg
aagaggccecce
ggtacgtgea
ceetggtgega
atctgeggaa
ggaactcegg

tgacctgggt
gcgaggacgt
agecaggacce
ccagcaatgg
tcagegectce

geggetecaa

caccagagcce
tgtggaactg
gtaccccaac
atccatcaac
geeccagegtg
cgacaagatc

TCR a %%

caccagggece
tgtggaactg
gtaccccaac
atccatcaac
geccagegtg
caacacccct

TCR a %

gtceggecag
gtccatgaac
cggegaagga
caggctgaca
catcccecage

ctacaagetg

60
120
180
240
300
360
397

60
120
180
240
300
360
400

60
120
180
240
300
360
397
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[0012]

213> ANTF%|
220>
€223> X HLA-DR4 FEfr NY-ESO-1 116-135 $55-4E(1) TCR3600 TCR o 4

, AT
<400> 36
atggtcaaaa tccggcagtt cctgetggee atcctgtgge tgcagetgag ctgtgtgtee
gcecgecaaga acgaggtgga acagageccec cagaacctga ccgetcagga aggegagttc
atcaccatca actgcagceta cagegtggge atcagegece tgeattgget geageageat
cctggeggag geategtgte tetgttecatg ctgageageg gaaagaagaa ECACEECCEE
ctgatcgeca caatcaacat ccaggaaaag cacagcagec tgcacatcac cgecagecac
cctagagaca gegeegtgta catetgegee gtgeccaata geggeaacac ceetetggtg
ttecggeaagg geaccagact gagegtgatce geca
210> 37
211> 394
<212> DNA
213> NLF51
220>
<223> %} HLA-DR4 7 NY-ESO-1 116-135 $55-4E ) TCR5712 TCR o 4

. AARX
<400> 37
atggtcaaaa tcecggeagtt cetgetgegee atecetgtgge tgeagetgag ctgtgtgtee
gecegecaaga acgaggtgga acagageccece cagaacctga ccgetcagga aggegagttc
atcaccatca actgcagcta cagegtggge atcagegece tgeattgget geagceagceat
cctggeggag geategtgte tetgttcatg ctgagcageg gaaagaagaa ECAcggECCEg
ctgatcgeca caatcaacal ccaggaaaag cacagcagece tgcacatcac cgecagecac
cctagagaca gegeegtgta catetgegee gtgeccaata geggeaacac ceetetgglg
ttcggeaagg gecaccagact gagegtgate geca
<210> 38
211> 394
<212> DNA
213> NLF%)
220>
€223> %F HLA-DR4 &£z NY-ESO-1 116-135 $E5-4E TCR5415 TCR o 4

, AIRX
<400> 38
atggtcaaaa tccggeagtt cetgetggee atectgtgge tgecagetgag ctgtgtgtee
gccgecaaga acgaggtgga acagagecce cagaacctga ccgetcagga aggegagttc
atcaccatca actgcagcta cagegtggge atcagegece tgeattgget gcecagcageat
cetggeggag geategtgte tetgttecatg ctgageageg gaaagaagaa geacggecgg
ctgatcgeca caatcaacat ccaggaaaag cacagecagec tgcacatcac cgecagecac
cctagagaca gcgecgtgta catctgegee gtgeccaata geggeaacac ccctetggtg
ttcggeaagg geaccagact gagegtgate geca
<210> 39
211> 397
<212> DNA
213> NTFF%)

29

60
120
180
240
300
360
394

60
120
180
240
300
360
394

60
120
180
240
300
360
394
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[0013]

220>

<223> %f HLA-DR4 Fefr NY-ESO-1 116-135 $55:EfY TCR5T13 TCR « 4%

<400> 39
atgaagac
agaggega
atcaattg
ggegetgg
cggctgac

cagacagg

atctttggea agggecacaac

<210> 40
211> 27
<212> PR

ct
g8
ca
cc
ag
cg

0
T

tcgeeggett
acgtggaaca
cctacaccga
tgeagetget
tgetgetgaa

actccgecat

213> NTF%|

<2205

cagcttectg
gageetgttt
cagcteecage
gacctacatc
caagaaggac
ctatttctge
actgagegtg

ttcetgtgge

ctgagegtge

acatacctgt

ttcteccaaca

aagcacctga

gCcgaggeca

tceagea

tgcagetgga
gegagggcega
actggtataa

tggacatgaa

geetgeggat

atcaggecgg

ctgcatgagc
cagcageglg
gecaggaacce
gcaggaccag
cgeegatace

caccgeeetg

<223> % HLA-DR4 A7 NY-ESO-1 116-135 4% 544 (1) TCR3598 TCR « 4%

<400> 40

Met Met Lys Ser

1
Ser Trp

Leu Ser
Asn Ser
50
Gly Pro
65
Gly Arg
Phe Ile
Met Arg
Leu Thr
130
Leu Lys
145
Phe Asp
Ile Thr

Asn Gly

Ile Phe

Val
Val
35

Ala
Glu
Phe
Arg
Gln
115
Val
Asp
Ser
Asp
Ala

195
Lys

Trp
20

Pro
Phe
Leu
Thr
Asp
100
Gly
Asn
Pro
Gln
Lys
180

Tle

Glu

Leu
Ser
Glu
Gln
Leu
Ala
85

Ser
Gly
Pro
Arg
Ile
165
Thr

Ala

Thr

Arg
Gln
Gly
Tyr
Met
70

Gln
Gln
Ser
Tyr
Ser
150
Asn
Val
Trp

Asn

Val
Gln
Ala
Phe
55

Tyr
Val
Pro
Glu
Ile
135
Gln
Val

Leu

Ser

Leu
Lys
Ile
40

Met
Thr
Asp
Ser
Lys
120
Gln
Asp
Pro

Asp

Asn

200

Leu
Glu
25

Val
Trp
Tyr
Lys
Asp
105
Leu
Asn
Ser
Lys
Met

185
Gln

Ala Thr Tyr

Val
10

Val
Ser
Tyr
Ser
Ser
90

Ser
Val
Pro
Thr
Thr
170
Lys

Thr

Pro

30

Ile
Glu
Leu
Arg
Ser
75

Ser
Ala
Phe
Glu
Leu
155
Met
Ala
Ser

Ser

Leu
Gln
Asn
Gln
60

Gly
Lys
Thr
Gly
Pro
140
Cys
Glu
Met

Phe

Ser

Trp
Asp
Cys
45

Tyr
Asn
Tyr
Tyr
Lys
125
Ala
Leu
Ser
Asp
Thr

205
Asp

Leu
Pro
30

Thr
Ser
Lys
Ile
Leu
110
Gly
Val
Phe
Gly
Ser
190

Cys

Val

Gln
15

Gly
Tyr
Arg
Glu
Ser
95

Cys
Thr
Tyr
Thr
Thr
175
Lys

Gln

Pro

Leu
Pro
Ser
Lys
Asp
80

Leu
Ala
Lys
Gln
Asp
160
Phe
Ser

Asp

Cys

60
120
180
240
300
360
397
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210 215 220
Asp Ala Thr Leu Thr Glu Lys Ser Phe Glu Thr Asp Met Asn Leu Asn
225 230 235 240
Phe GIn Asn Leu Ser Val Met Gly Leu Arg Ile Leu Leu Leu Lys Val
245 250 255
Ala Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser
260 265 270
210> 41
<211> 270
<212> PRT
213> NLF5
220>

[0014]

<223> #f HLA-DR4 F&fir NY-ESO-1 116-135 4% 54 TCR3598 2 TCR

<400> 41

Met Asn Tyr

1
Arg

Ser
Tyr
Leu
65

Phe
Gly
Asp
Leu
Leu
145
Phe
Ile
Asn
Ile
Asp

225
Phe

Thr
Glu
Pro
50

Leu
Glu
Ser
Ser
Ile
130
Lys
Asp
Thr
Gly
Phe
210

Ala

Gln

Arg
Glu
35

Ser
Leu
Ala
Val
Gly
115
Ile
Asp
Ser
Asp
Ala
195
Lys

Thr

Asn

Ser
Gly
20

Ala
Leu
Lys
Thr
Gln
100
Gly
Gln
Pro
Gln
Lys
180
Ile
Glu

Leu

Leu

Pro

Asp

Phe

Phe

Ala

Tyr

85

Val

Gly

Pro

Arg

Ile

165

Thr

Ala

Thr

Thr

Ser

Gly
Ser
Leu
Trp
Thr
70

Arg
Ser
Ala
Tyr
Ser
150
Asn
Val
Trp
Asn
Glu

230
Val

Leu

Val

Thr

Asp
Asp
Ile
135
Gln
Val
Leu
Ser
Ala
215

Lys

Met

Val

Thr

Ile
40

- Val

Ala
Glu
Ser
Gly
120
Gln
Asp
Pro
Asp
Asn
200
Thr

Ser

Gly

Ser
Gln
25

Asn
Gln
Asp
Thr
Ala
105
Leu
Asn
Ser
Lys
Met
185
Gln
Tyr

Phe

Leu

Leu
10

Met
Cys
Tyr
Asp
Thr
90

Val
Thr
Pro
Thr
Thr
170
Lys
Thr
Pro

Glu

Arg

31

Ile
Glu
Thr
Pro
Lys
75

Ser
Tyr
Phe
Glu
Leu
155
Met
Ala
Ser
Ser
Thr

235
Ile

Leu
Gly
Tyr
Gly
60

Gly
Phe
Phe
Gly
Pro
140
Cys
Glu
Met
Phe
Ser
220

Asp

Leu

Leu
Pro
Thr
45

Glu
Ser
His
Cys
Lys
125
Ala
Leu
Ser
Asp
Thr
205
Asp

Met

Leu

Leu
Val
30

Ala
Gly
Asn
Leu
Ala
110
Gly
Val
Phe
Gly
Ser
190
Cys
Val

Asn

Leu

Leu
15

Thr
Thr
Leu
Lys
Glu
95

Leu
Thr
Tyr
Thr
Thr
175
Lys
Gln
Pro

Leu

Lys

Gly
Leu
Gly
Gln
Gly
80

Lys
Arg
His
Gln
Asp
160
Phe
Ser
Asp
Cys
Asn

240
Val
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[0015]

245

250

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

<210> 42
211> 26
<212> PR

9
T

260

213> NLF4

220>

265

270

255

<223> % HLA-DR4 AL NY-ESO-1 116-135 5P TCR5412 TCR o #E

<400> 42
Met Leu
1

Gly Thr

Phe Glu

Ser Val
50

Leu Leu

65

Gly Phe

Lys Pro

Thr Leu

His Ile
130

Lys Asp

145

Asp Ser

Thr Asp

Gly Ala

Phe Lys
210

Ala Thr

225

Gln Asn

Gly Phe

<210> 43

Leu
Arg
Glu
35

Tyr
Leu
Glu
Ser
Asn
115
Leu
Pro
Gln
Lys
Ile
195
Glu
Leu

Leu

Asn

Leu Leu Val

-

J

Ala Gln Ser

20
Ala

Leu

Lys

Ala

Val

100

Arg

Pro

Arg

Ile

Thr

180

Ala

Thr

Thr

Ser

Leu
260

Pro
Phe
Tyr
Glu
85

His
Asp
Asn
Ser
Asn
165
Val
Trp
Asn
Glu
Val

245
Leu

Val
Trp
Leu
70

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

Met

Met

Pro
Val
Glu
Tyr
55

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

Gly

Thr

Thr
Leu
40

Val
Gly
Lys
Asp
Ile
120
Asn
Ser
Lys
Met
Gln
200
Tyr
Phe

Leu

Leu

Phe
Gln
25

Arg
Gln
Ser
Ser
Thr
105
Ile
Pro
Thr
Thr
Lys
185
Thr
Pro
Glu

Arg

Arg
265

Gln Val Ile

10

Leu

Cys

Tyr

Thr

Gln

90

Ala

Phe

Glu

Leu

Met

170

Ala

Ser

Ser

Thr

Ile

250

Leu

32

Asp

Asn

Pro

Leu

75
Thr

Glu

Gly
Pro
Cys
155
Glu
Met
Phe
Ser
Asp
235

Leu

Trp

Ser
Tyr
Asn
60

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

Leu

Ser

Phe
Gln
Ser
45

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

Leu

Ser

Thr
Val
30

Ser
Gly
Ser

His

Cys
110

Leu

15

Pro

Ser

Leu

Ile

Leu
95
Ala

Thr Arg

Tyr Gln

Thr
Thr
Lys

190
Gln

Asp
Phe

175
Ser

Asp

Pro Cys

Leu Asn

Lys

Val
265

Gly
Val
Val
Gln
Asn
80

Arg
Val
Leu
Leu
Phe
160
Ile
Asn
Ile
Asp
Phe

240
Ala
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[0016]

<211> 270
<212> PRT
213> N4
<220>
<223> %f HLA-DR4 FA7 NY-ESO-1 116-135 4% 5541 TCR5412 2 TCR

<400> 43

Met Leu Leu

1
Gly

Phe
Ser
Leu
65

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

Phe

Ala

<210> 44

Thr
Glu
Val
a0

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

Gly

Arg
Glu
35

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

Asn

Phe

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

Leu
Ala
20

Ala
Leu
Lys
Ala
Val
100
Ser
Ile
Pro
Gln
Lys
180
Ile
Glu
Leu

Leu

Asn

260

Leu

Gln

Pro

Phe

Tyr

Glu

85

His

Gly

Ala

Arg

Ile

165

Thr

Ala

Thr

Thr

Ser

245

Leu

Val
Ser
Val
Trp
Leu
70

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

Val

Leu

Pro
Val
Glu
Tyr
55

Ser
Asn
Ser
Thr
Ile
135
Gln
Val
Leu
Ser
Ala
215
Lys

Met

Met

Ala
Thr
Leu
40

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

Thr

Phe
Gln
25

Arg
Gln
Ser
Ser
Thr
105
Leu
Asn
Ser
Lys
Met
185
Gln
Tyr
Phe

Leu

Leu

265

Gln
10

Leu
Cys
Tyr
Thr
Gln
90

Ala
Val
Pro
Thr
Thr
170
Lys
Thr
Pro
Glu
Arg

250
Arg

33

Val
Asp
Asn
Pro
Leu
Fi5)

Thr
Glu
Phe
Glu
Leu
155
Met
Ala
Ser
Ser
Thr
235

Ile

Leu

Ile
Ser
Tyr
Asn
60

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

Leu

Trp

Phe
Gln
Ser
45

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

Leu

Ser

Thr
Val
30

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

Leu

Ser

270

Leu
15

Pro
Ser
Leu
Ile
Leu
95

Ala
Thr
Tyr
Thr
Thr
175
Lys
Gln

Pro

B

Gly

Val

Val

Gln

Asn

80

Arg

Val

Arg

Gln

160

Phe

Ser

Asp

Cys

Asn

240

s Val
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[0017]

<223> %} HLA-DR4 Z&fi7 NY-ESO-1 116-135 %51 TCR5412_3 TCR

<400> 44

Met Leu Leu

1
Val

Glu
Thr
Ile
65

Ala
Ser
Ser
Thr
Lys
145
Asp
Thr
Gly
Phe
Ala

225
Gln

Ser
Gly
Trp
a0

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

Thr

Asn

Gly
Glu
35

Leu
Leu
Phe
Pro
Gly
115
Asn
Pro
Gln
Lys
Ile
195
Glu

Leu

Leu

Gly Phe Asn

<210> 45

<211> 268
<212> PRT
213> N4
220>
<223> X} HLA-DR4 A7 NY-ESO-1 116-135 4% 59 ¥ TCR3600 TCR « 4

<400> 45

Glu
Gln
20

Asp
Trp
Tyr
Gly
Ser
100
Ser
Pro
Arg
Ile
Thr
180
Ala
Thr
Thr

Ser

Leu
260

His
Gln
Val
Tyr
Lys
Ile
85

Asp
Asn
Asn
Ser
Asn
165
Val
Trp
Asn
Glu
Val

245
Leu

Leu
Leu
Ser
Lys
Ala
70

Thr
Val
Tyr
Ile
Gln
150

Val

Leu

Lys
230
Met

Met

Leu

Asn

Met

Gln

4~

55
Gly

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

Gly

Thr

Ile
Gln
Asn
40

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

Leu

Leu

Ile
Ser
25

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

Arg

Arg
265

Leu

10

Pro

Thr

Gly

Thr

Ser

90

Phe

Phe

Glu

Leu

Met

170

Ala

Ser

Ser

Thr

Ile

250
Leu

Trp
Gln
Ser
Glu
Ser
75

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

Trp

Met
Ser
Ser
Gly
60

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

Leu

Ser

Gln
Met
Ser
45

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

Leu

Ser

Leu

Phe

30

Val

Arg

Ile

Gln

110

Thr

Tyr

Thr

Thr

Lys

190

Gln

Pro

Leu

Lys

Thr
15
Ile

> Phe

Leu
Leu
Ser
95

Gln
Leu
Gln
Asp
Phe
175
Ser
Asp
Cys

Asn

Val
255

B

Trp
Gln
Asn
Leu
Thr
80

Ala
Asn
Leu
Leu
Phe
160
Ile
Asn
Ile
Asp
Phe

240
Ala

Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu Trp Leu Gln Leu

34



CN 107428816 B

FF

5

=

18/60 71

[0018]

1

Ser
Leu
Val
Tle
65

Leu
Thr
Asn
Val
Asp
145
Ser
Asp
Ala
Lys
Thr

225
Asn

Cys
Thr
Gly
50

Val
Ile
Ala
Ser
Ile
130
Pro
Gln
Lys
Ile
Glu
210

Leu

Leu

Val
Ala
35

Ile
Ser
Ala
Ser
Gly
115
Ala
Arg
Ile
Thr
Ala
195
Thr

Thr

Ser

Phe Asn Leu

<210> 46

211> 268
<212> PRT
213> N5
<220>
<223> *F HLA-DR4 Z&fir NY-ESO-1 116-135 4§55 4E) TCR5712 TCR o 4%

<400> 46

Ser
20

Gln
Ser
Leu
Thr
His
100
Asn
Asn
Ser
Asn
Val
180
Trp
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
bS]

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

Leu

Leu

Asn
Phe
40

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

Arg

Glu

25

Tle

Leu

Ser

Glu

Ala

105

Phe

Glu

Leu

Met

Ala

185

Ser

Ser

Thr

Ile

Leu
265

10

Val Glu Gln

Thr
Gln
Gly
Lys
90

Val
Gly
Pro
Cys
Glu
170
Met
Phe
Ser
Asp
Leu

250
Trp

Ile
Gln
Lys
75

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

Leu

Ser

Asn
His
60

Lys
Ser
Ile
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

Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu Trp Leu

1

5

10

Ser Cys Val Ser Ala Ala Lys Asn Glu Val Glu Gln Ser

20

25

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

35

Pro
30

15
Gln

Tyr

Gly

Gly

His

95

Val

Leu

Leu

Phe

Ile

175

Asn

Ile

Asp

Phe

Ala
255

Gln
15
Gln

Asn
Ser
Gly
Arg
80

Ile
Pro
Ser
Lys
Asp
160
Thr

Gly

Phe

Gln
240
Gly

Leu

Asn

Ser Tyr Ser
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[0019]

35 40
Val Gly Ile Ser Ala Leu His Trp Leu Gln Gln His
50 55 60
Ile Val Ser Leu Phe Met Leu Ser Ser Gly Lys Lys
65 70 75
Leu Ile Ala Thr Ile Asn Ile Gln Glu Lys His Ser
85 90
Thr Ala Ser His Pro Arg Asp Ser Ala Val Tyr Ile
100 105
Asn Ser Gly Asn Thr Pro Leu Val Phe Gly Lys Gly
115 120
Val Ile Ala Asn Ile Gln Asn Pro Glu Pro Ala Val
130 135 140
Asp Pro Arg Ser Gln Asp Ser Thr Leu Cys Leu Phe
145 150 155
Ser Gln Ile Asn Val Pro Lys Thr Met Glu Ser Gly
165 170
Asp Lys Thr Val Leu Asp Met Lys Ala Met Asp Ser
180 185
Ala Ile Ala Trp Ser Asn Gln Thr Ser Phe Thr Cys
195 200
Lys Glu Thr Asn Ala Thr Tyr Pro Ser Ser Asp Val
210 215 220
Thr Leu Thr Glu Lys Ser Phe Glu Thr Asp Met Asn
225 230 235
Asn Leu Ser Val Met Gly Leu Arg Ile Leu Leu Leu
245 250
Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser
260 265
210> 47
211> 268
<{212> PRT
213> NTJ3%
£220>

45
Pro

Lys

Ser

Cys

Thr

125

Tyr

Thr

Thr

Lys

Gln

205

Pro

Leu

Lys

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

Asn

Val

Gly

His
95

Val
Leu
Leu
Phe
Tle
175
Asn
Ile
Asp

Phe

Ala
255

<223> % HLA-DR4 &A% NY-ESO-1 116-135 $§5-¥f#) TCR5415 TCR «a

<400> 47

Met Val Lys Ile Arg Gln Phe Leu Leu Ala Ile Leu

1 5 10

Ser Cys Val Ser Ala Ala Lys Asn Glu Val Glu Gln

20 25
Leu Thr Ala Gln Glu Gly Glu Phe Ile Thr Ile Asn
35 40

Val Gly Ile Ser Ala Leu His Trp Leu Gln Gln His
50 55 60

Ile Val Ser Leu Phe Met Leu Ser Ser Gly Lys Lys

36

Trp
Ser
Cys
45

Pro

Lys

Leu
Pro
30

Ser

Gly

His

Gln
15

Gln
Tyr

Gly

Gly

Gly
Arg
80

Ile
Pro
Ser
Lys
Asp
160
Thr
Gly
Phe
Ala
Gln

240
Gly

Leu

Asn

Ser

Gly

Arg
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[0020]

65
Leu Tle Ala Thr Tle
85
Thr Ala Ser His Pro
100
Asn Ser Gly Asn Thr
115
Val Ile Ala Asn Ile
130
Asp Pro Arg Ser Gln
145
Ser Gln Ile Asn Val
165
Asp Lys Thr Val Leu
180
Ala Ile Ala Trp Ser
195
Lys Glu Thr Asn Ala
210
Thr Leu Thr Glu Lys
225
Asn Leu Ser Val Met
245
Phe Asn Leu Leu Met
260
<210> 48
211> 269
212> PRT
213> ANTLF%
£220>

70

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

Gly

Thr

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

Leu

Leu

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

Arg

Glu
Ala

105
Phe

Met

Ala

185

Ser

Ser

Thr

Ile

Leu
265

Lys
90

Val
Gly
Pro
Cys
Glu
170
Met
Phe
Ser

Asp

Leu
250

75

His Ser Ser

Tyr

Leu
155
Ser

Asp

Thr

Asp

Met

235
Leu

Ile
Gly
Val
140
Phe
Gly
Ser
Cys
Val
220

Asn

Leu

Trp Ser Ser

Cys
Thr
125
Tyr
Thr
Thr
Lys
Gln
205
Pro

Leu

Lys

Leu
Ala
110
Arg
Gln
Asp
Phe
Ser
190
Asp
Cys

Asn

Val

His
95

Val
Leu
Leu
Phe
Ile
175
Asn
Tle
Asp

Phe

Ala
255

<223> X HLA-DR4 Z&f7 NY-ESO-1 116-135 45 TCR5713 TCR «

<400> 48

Met Lys Thr Phe Ala

1 5

Asp Cys Met Ser Arg

20
Val Arg Glu Gly Asp
35
Ser Ser Thr Tyr Leu
50

Gln Leu Leu Thr Tyr

65

Arg Leu Thr Val Leu
85

Ile Ala Asp Thr Gln

Gly
Gly
Ser
Tyr
Ile
70

Leu

Thr

Phe
Glu
Ser
Trp
55

Phe

Asn

Gly

Ser
Asp
Val
40

Tyr
Ser

Lys

Asp

Phe
Val
25

Ile
Lys
Asn

Lys

Ser

Leu Phe Leu Trp

10
Glu

Asn

Gln

Met

Asp

90
Ala

37

Gln Ser Leu

Cys Thr Tyr

45

Glu Pro Gly

60

Asp Met Lys

75

Lys His Leu

Ile Tyr Phe

Leu

Phe

30

Thr

Ala

Gln

Ser

Cys

Gln
15

Leu
Asp
Gly
Asp
Leu

95
Ala

80
Ile

Pro
Ser
Lys
Asp
160
Thr
Gly
Phe
Ala
Gln

240
Gly

i3

Leu
Ser
Ser
Leu
Gln
80

Arg

Glu
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[0021]

Ala Asn Gln
115

Val Ser

130

Asp Pro

Ser

Lys
145
Asp Ser Gln

Thr Asp Lys
Ala Tle
195
Glu

Gly
Phe Lys
210
Ala Thr Leu
225
Gln

Asn Leu

Gly Phe Asn
210> 49

211> 813
<212> DNA

100
Ala Gly

Ser Asn

Arg Ser

Thr

Tle

Gln

Ala Leu

120
Gln Asn
135

Asp Ser

150

Asn
165
Val

Tle

Thr
180
Ala Trp

Thr Asn

Thr Glu

Val

Leu

Ser

Ala

Lys

Pro Lys

Asp Met
Gln
200
Tyr

Asn

Thr
215

Ser Phe

230

Val
245

Leu

Ser

Leu
260

Q213> NLTHFH

<220>

Met

Met

Gly Leu

Thr Leu

105

Ile Phe Gly

Pro Glu Pro

Thr Leu Cys

155
Glu

Thr Met

170

Lys Ala Met

185
Thr

Ser Phe

Pro Ser Ser

Glu Thr Asp
235
Ile Leu
250

Leu

Arg

Arg Trp

265

110

Lys Gly Thr

125

Ala Val
140

Leu Phe

Tyr

Thr

Ser Gly Thr

Ser Lys
190
Gln

Asp
Thr Cys
205
Asp Val Pro
220
Met

Asn Leu

Leu Leu Lys

Ser Ser

Thr Leu

Gln Leu
Phe
160
Ile

Asp

Phe
175
Ser Asn

Asp 1le

Cys Asp
Phe
240
Ala

Asn

Val
255

€223> % HLA-DR4 Zfir NY-ESO-1 116-135 $55:-#kf% TCR3598 TCR « %

<400> 49

atgatgaagt
tcecageaga
gltgteeetga
tacagecgga
ggeeggttca
agccagccca
ctggtgttcg
geegtgtace
ttcgacagece
accgtgetgg
cagaccagct
gacgtgeceet
tteccagaace
ctgetgatga
<210> 50

<211> 813

<212> DNA

ccetgegeggt
aagagglgga
attgcaccta
agggeeccga
cagcccaggt
gegacagege
geaagggeac
agctgaagga
agatcaacgt
acatgaagge
tcacatgeca
gtgatgcceac
tgagcgtgat
cectgegget

getgetegtg
acaggaccca
cagcaacage
getgetgatg
ggacaagagce
cacatatctg
aaagctgacc
ccctagaage
gececaagace
catggacagce
ggacatctte
cctgaccgag
gggectgaga
gtggtccage

atcctgtgge
ggeectetga
geettecagt
tacacctact
agcaagtaca
tgegecatga
gtgaacccet
caggacagca
atggaaagcg
aagagcaacg
aaagagacaa
aagtctttceg
atcctgetge
tga

38

tgcagetgag
gegtgecaga
acttcatgtg
ccageggeaa
tcteeetgtt
gacagggegg
acatccagaa
ceetgtgect
gecaccttcat
gegeecattge
acgccaccta
agacagacat

tgaaagtgge

ctgggtgtgg
gggegetate
gtatcggeag
caaagaggac
catccgggac
ctcegagaag
cceegagece
gttcaccgac
caccgacaag
ctggtecaac
ccecageage
gaacctgaac

cggattcaac

60
120
180
240
300
360
420
480
540
600
660
720
780
813
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213> ANTLF3)

220>

<223> % HLA-DR4 Az NY-ESO-1 116-135 45551 TCR3598 2 TCR o %k

<400> 50
atgaactact
gattctgtga
aattgecacct
gagggeetge
ttcgaggeca
gtgteegact
ctgacctttg
gcegtgtace
ttcgacagcce
accgtgetgg
cagaccagcet
gacgtgeecet
ttccagaacc
ctgetgatga
<210> 51
<211> 810
<212> DNA

ctceeggecet
cccagatgga
acaccgecac
agetgetget
cctaccggaa
ccgeegtgta
geaagggeac
agctgaagga
agatcaacgt
acatgaagge
tcacatgeca
gtgatgccac
tgagecgtgat
ccetgagact

213> NP5

220>

ggtgtetetg
aggeceegtg
cggetaceee
gaaagecace
agagacaacc
tttctgegee
acacctgatc
ccetagaage
gcccaagace
catggacagce
ggacatctte
cctgaccgag
gggectgaga
gtggtccage

attctgetge
accctgageg
ageetgtttt
aaggeccgacg
agcttccecacc
ctgagagatt
atccagecect
caggacagca
atggaaageg
aagagcaacg
aaagagacta
aagtctttcg
atcctgetge
tga

tgetgggeeg
aggaagectt
ggtacgtgea
acaagggcag
tggaaaaggg
ctggeggegg
acatccagaa
ccetgtgecet
gecaccttcat
gegecattge
acgccacata
agacagacat

tgaaggtgge

gaccagaggc
cctgaccate
gtacccegge
caacaaggge
cagcgtgeag
ageegatgge
cceegagect
gttcaccgac
caccgacaag
ctggtecaac
ceceeageage
gaacctgaac

cggeticaac

€223> % HLA-DR4 Z&fir NY-ESO-1 116-135 $55:#EfY TCR5412 TCR o 4%

<400> 51
atgctcectge
cagagegtga
cggtgeaact
cagggeetge
ggcttegagg
cacatcageg
atctteggea
gtgtaccage
gacagccaga
gtgetggaca
acaagcttca
gtgcectgtg
cagaacctga
ctgatgacce
<210> 52
211> 813
<212> DNA

tgetggtgee
cacagctgga
actccageag
agetgetget
ccgagttcaa
ataccgecga
agggeaccag
tgaaggaccc
tcaacgtgece
tgaaggecat
catgccagga
atgccaccct
gegtgatggg
tgagactgtg

213> NTF%

220>

tgcettecaa
tagccaggtg
cgtgteegtg
gaagtacctg
caagagccag
gtacttctge
actgcacatc
tagaagccag
caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cetgeggate
gtccagetga

gtgatcttca
cecegtgtteg
tacctgtttt
ageggeteca
accagcttce
geegtgacee
ctgeeccaaca
gatagcacce
gaaagcggea
agcaacggeg
gagacaaacg
tccttegaga
ctgetgetga

39

ccclgggegs
aagaggcccee
ggtacgtgea
ccetggtgga
acctgagaaa
tgaaccggga
tcecagaacce
tgtgtetgtt
ccttecatcac
ccattgeetg
ccacctaccee
cagacatgaa

aagtggeegg

caccagagcc
tgtggaactg
gtaccccaac
atccatcaac
geccagegtg
cgacaagatc
cgageccgece
caccgacttc
cgacaagaca
gtccaaccag
cagctcegac
cctgaattte

cttcaacctg

60
120
180
240
300
360
420
480
540
600
660
720
780
813

60
120
180
240
300
360
420
480
540
600
660
720
780
810



CN 107428816 B

FF

5

=

23/60 Tl

[0023]

€223> *f HLA-DR4 F{if NY-ESO-1 116-135 J% 5-4EM TCR5412 2

<400> 52
atgctecetge
cagtctgtga
cggtgeaact
cagggeetge
ggcttegagg
cacatcagcg
ctggtgttiteg
geegtgtace
ttcgacagcee
accgtgetgg
cagacaagct
gacgtgecect
ttccagaacc
ctgetgatga
<210> 53
<211> 810
<212> DNA

tgetggtgee
cacagctgga
actccagcag
agctgetget
ccgagttcaa
ataccgecega
gecaagggeac
agctgaagga
agatcaatgt
acatgaaggc
tcacatgcca
gtgatgecac
tgtcecgtgat
cecetgagact

213> ANTF%

220>

<223> A HLA-DR4 F{if NY-ESO-1 116-135 4% 5-¥E TCR5412 3

<400> 53
atgetgetgg
cagctgaate
tgcaccagcea
ccegtgetge
geccagtteg
gacgtgggea
accttcggea
gtgtaccage
gacagccaga
gtgetggaca
accagcttca
gtgecectgtg
cagaatctga
ctgatgaccce
<210> 54
211> 807
<212> DNA

aacatctget
agagccccca
gecagecatctt
tgatcgeecet
gecattacceceg
tctatttetg
agggcacact
tgaaggaccce
tcaacgtgee
tgaaggcecat
catgccagga
atgeccacccet
gegtgatggg
tgecggetgtyg

213> NI

220>

tgecttecaa
tagccaggtg
cgtgteegtg
gaagtacctg
caagagccag
gtacttctgt
acggetgage
cceccagaage
geccaagacce
catggacagc
ggacatctte
cctgaccgag
gggeetgegg
gtggtecage

gatcatcetlg
gagcatgttc
caatacctgg
gtacaaagcece
gaaggacage
cgecggacag
getgacagtg
tagaagccag
caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cetgegeate
gtccagetga

gtgatcttca
ceegtgtteg
tacctgtttt
agcggeteca
accagcttce
geegtgaccee
gtgatcgeca
caggatagca
atggaaageg
aagagcaacg
aaagagacaa
aagtcetteg
atcctgetge
tga

tggatgcage
atccaggaag
ctgtggtaca
ggegagetga
ttcectgaaca
cagaactccg
aaccccaaca
gacagcaccce
gaaagcggcea
agecaacggeg
gagacaaacg
tecttegaga
ctgetgetga

ceetgggegg
aagaggeccece
ggtacgtgca
ceetggtgga
atctgecggaa
ggaactcegg
atatccagaa
ccetgtgeet
geaccttecat
gegecattge
acgccaccta
agacagacat
tgaaagtgge

tgacctgggt
gegaggacgt
agcaggacce
ccagcaatgg
tcagecgecte
geggetecaa
tecagaaccee
tgtgeetgtt
ccttcatcac
caatcgeetg
ccacctacce
cagacatgaa
aggtggeegg

TCR a %E

caccagggec
tgtggaactg
gtaccccaac
atccatcaac
gececagegtg
caacaccccet
ccecegageet
gttcaccgac
caccgacaag
ctggtccaac
ccecagetece
gaacctgaac
cggettecaac

TCR a %

gtceggecag
gtccatgaac
Cggcgaagga
caggctgaca
catccccecage
ctacaagctg
cgageccgec
caccgacttce
cgacaagacc
gtccaaccag
cagctcecgac
cctgaactte
ctttaacctg

€223> %f HLA-DR4 27 NY-ESO-1 116-135 554451 TCR3600 TCR « %k

40

60
120
180
240
300
360
420
480
540
600
660
720
780
813

60
120
180
240
300
360
420
480
540
600
660
720
780
810
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[0024]

<400> 54

atggtcaaaa
gecgecaaga
atcaccatca
cctggeggag
ctgatcgeca
cctagagaca
ttcggecaagg
taccagetga
agccagatca
ctggacatga
agcttcacat
ceetgtgatg
aatctgteeg
atgaccctge
<210> 55

211> 807

<212> DNA

tceggeagtt
acgaggtgga
actgcagcta
geateglgte
caatcaacat
gegeeglgta
gecaccagact
aggaccctag
acgtgcccaa
aggccatgga
gccaggacat
ccaccclgac
tgatgggect
ggetgtggte

213> ALRFA)

220>

cctgetggee
acagageccec
cagegtggge
tctgttecatg
ccaggaaaag
catctgegee
gagegtlgate
aagccaggac
gaccatggaa
cagcaagage
cttcaaagag
cgagaagtet
gagaatcctg
cagctga

atcetgtgge
cagaacctga
atcagcgeee
ctgagcageg
cacagcagec
gtgecccaata
gecaatatee
agcaccetgt
agcggeacct
aacggegeca
acaaacgeca
ttcgagacag

ctgctgaaag

tgecagetgag
ccgeteagga
tgecattgget
gaaagaagaa
tgecacatcac
geggeaacac
agaaccccga
geetgttceac
tcatcaccga
ttgeetggte
cctaccccag
acatgaacct

tggeeggatt

ctgtgtgtee
aggegagtte
gcagcagcat
BCACEECCER
cgeeagecac
ccetetggtg
geetgeegtg
cgacttcgac
caagaccgtg
caaccagacc
cagcgacgtg
gaacttccag

caacctgetg

<293> X HLA-DR4 F&f7 NY-ESO-1 116-135 555441 TCR5712 TCR a %%

<400> 55
atggtcaaaa
geegecaaga
atcaccatca
cctggeggag
ctgatcgcca
cctagagaca
ttcggeaagg
taccagetga
agccagaltca
ctggacatga
agcttcacat
ceetgtgatg
aatctgteeg
atgaccectge
<210> 56
211> 807
<212> DNA

tceggeagtt
acgaggtgga
actgcagcta
geateglgte
caatcaacat
gegeeglgta
geaccagact
aggaccctag
acgtgeccaa
aggccatgga
gccaggacat
ccacccelgac
tgatgggect
ggetgtggte

213> NLTHFH

220>

cctgetggee
acagagcccec
cagegtggge
tctgttecatg
ccaggaaaag
catctgegee
gagegtgate
aagccaggac
gaccatggaa
cagcaagage
cttcaaagag
cgagaagtet
gagaatcctg
cagctga

atcetgtgge
cagaacctga
atcagegecce
ctgagcageg
cacagcagec
gtgecccaata
gecaatatece
agcaccetgt
agceggeacct
aacggegeca
acaaacgeca
ttcgagacag

ctgctgaaag

tgecagetgag
ccgeteagga
tgcattgget
gaaagaagaa
tgecacatcac
geggeaacac
agaaccccga
geetgtteac
tcatcaccga
ttgeetggte
cctaccccag
acatgaacct

tggceggatt

ctgtgtgtce
aggegagtte
geagcageat
BCACEECCER
cgeeagecac
ccetetggtg
geetgeegtg
cgacttcgac
caagaccglg
caaccagacc
cagcgacgtg
gaacttccag

caacctgetg

<223> %} HLA-DR4 F&fir NY-ESO-1 116-135 4% 531 TCR5415 TCR «a 4

<400> 56

atggtcaaaa tccggeagtt cctgetggee atcetgtgge tgeagetgag ctgtgtgtee

41

60
120
180
240
300
360
420
480
540
600
660
720
780
807

60
120
180
240
300
360
420
480
540
600
660
720
780
807

60
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[0025]

gecgecaaga
atcaccatca
cctggeggag
ctgatcgcea
cctagagaca
ttcggeaagg
taccagetga
agccagatca
ctggacatga
agcttcacat
ccetgtgatg
aatctgtceg
atgaccetge
<210> 57

<211> 810

<212> DNA

acgagglgga
actgcagcta
gcatcgtgtce
caatcaacat
gegeegtgta
geaccagact
aggaccctag
acgtgcccaa
aggccatgga
gccaggacat
ccaccctgac
tgatgggecet
ggetgtggte

213> NTF3)

220>

acagagccee
cagegtggge
tctgttcatg
ccaggaaaag
catctgegee
gagecgtgatc
aagccaggac
gaccatggaa
cagcaagage
cttcaaagag
cgagaagtct
gagaatcctg
cagctga

cagaacctga
atcagegecce
ctgagcageg
cacagcagcce
gltgeccaata
gccaatatce
agcaccctgt
ageggeacet
aacggegeca
acaaacgeca
ttecgagacag
ctgetgaaag

ccgetecagga
tgecattgget
gaaagaagaa
tgcacatcac
geggeaacac
agaaccccga
gcetgtteac
tcatcaccga
ttgeetggte
cctaccccag
acatgaacct

tggeeggatt

aggegagltc
geagcagceat
gcacggecgg
cgeceagecac
ceetetggtg
geetgeegtg
cgacttcgac
caagaccgtg
caaccagacc
cagcgacgtg
gaacttccag

caacctgetlg

<223> % HLA-DR4 7 NY-ESO-1 116-135 JE5-ME Y TCR5713 TCR « %

<400> 57
atgaagacct
agaggegageg
atcaattgca
geegetggee
cggetgacag
cagacaggeg
atctttggea
gtgtaccagce
gacagccaga
gtgetggata
accagcttea
gtgeeetgtg
cagaacctga
ctgatgacce
<210> 58
<211> 133
<212> PRT
213> /A
220>

tcgeeggett
acgtggaaca
cctacaccga
tgcagetget
tgetgetgaa
actccgecat
agggcacaac
tgaaggaccc
tcaacgtgcce
tgaaggccat
catgccagga
atgccacccet
gegtgatggg
tgagactgtg

cagctteetg
gageetgttt
cagcteceage
gacctacatc
caagaaggac
ctatttetge
actgagegtg
tagaagccag
caagaccalg
ggacageaag
catcttcaaa
gaccgagaag
cctgagaatce

gtccagetga

ttectgtgge
ctgagegtgce
acatacctgt
ttctecaaca
aagcacctga
geegaggeea
tcecageaaca
gacagcacce
gaaagceggea
agecaacggeg
gagacaaacg
tectttegaga
ctgetgetga

tgecagetgga
gecgagggega
actggtataa
tggacatgaa
geetgeggat
atcaggecgg
tccagaacce
tgtgeetgtt
ccttecatecac
ccattgeetg
ccacctacce

cagacatgaa

aggtggeess

ctgecatgage
cagcagegtg
gcaggaacce
gcaggaccag
cgeegatace
caccgeectg
cgagecegece
caccgacttc
cgacaagact
gtccaaccag
cagcagegac
cctgaacttc

cttcaacctg

<223> %f HLA-DR4 AL NY-ESO-1 116-135 4§ 591 TCR3598 TCR B 4k
, AT

<400> 58

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

42

120
180
240
300
360
420
480
540
600
660
720
780
807

60
120
180
240
300
360
420
480
540
600
660
720
780
810
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[0026]

Gln Met

Leu Tyr
50

Leu Val

65

Asp Asp

Lys Ile

Ser Ser

Leu Leu
130
<210> 59
211> 13
212> PR
213>
£220>

€223> %} HLA-DRA F47 NY-ESO-1 116-135 $: 54k TCR3598 2

<400> 59
Met Asp
1

Gly Leu

Gln Met

Leu Tyr
50

Leu Val

65

Asp Asp

Lys Ile

Ser Ser

Thr Arg
130
<210> 60
211> 13
<212> PR
213>
220>

20
Gly Gln
35
Phe Tyr

Ser Phe

Gln Phe

Arg Ser
100

Gly Gln

115

Val Leu

5
T
A

A AR X

Thr Trp

Thr Glu
20

Gly Gln

35

Phe Tyr

Ser Phe

Gln Phe

Arg Ser
100

Val Met

115

Leu Thr

1
T

A

Glu
Trp
Tyr
Ser
85

Thr
Gly

Glu

Leu

Pro

Glu

Trp

Tyr

Ser

85

Thr

Thr

Val

Val
Tyr
Asn
70

Val

Lys

Ala

Val

Glu

Val

Tyr

Asn

70

Val

Lys

Gly

Val

25

Ile Leu Arg

40

Arg Gln

55

Asn Glu

Glu Arg

Leu Glu

Gly Thr

Cys

120

Trp

Val Thr

Tle

Leu
40

Arg Gln

a5

Asn Glu

Glu Arg

Leu Glu

Leu Asn

Glu
135

120

Ile

Ile

Pro

Asp

105
Gln

Ala

Ile

Ile

Pro

Asp

105
Thr

Cys
Leu
Ser
Asp
90

Ser

Tyr

Ile
10

Thr
Cys
Leu
Ser
Asp
90

Ser

Glu

43

Val
Gly
Glu
75

Gly
Ala

Phe

Phe
Pro
Val
Gly
Glu
75

Gly

Ala

Ala

Pro
Gln
60

Lys
Ser
Met

Gly

Ser
Ser
Pro
Gln
60

Lys
Ser
Met

Phe

Ile
45

Lys
Ser
Asn

Tyr

Pro
125

Leu

His

45

Lys

Ser

Asn

Tyr

Phe

30
Ser Asn

Val Glu
Glu Tle
Phe Thr

95
Phe Cys

110
Gly Thr

TCR

Leu Lys
15

Gln Val

30

Ser Asn

Val Glu

Glu Ile

Phe Thr
95

Phe Cys

110

Gly Gln

His
Phe
Phe
80

Leu

Ala

Arg

B

Ala
Thr
His
Phe
Phe
80

Leu

Ala

Gly
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<223> %} HLA-DR4 o7 NY-ESO-1 116-135 F5: 1M TCR5412 TCR B 4

, AIAEIX
<400> 60
Met Gly Thr Ser
1
Asp His Ala Asp
20
Lys Arg Gly Gln
35
Asn Arg Leu Tyr
50
Leu Thr Tyr Phe
65
Ser Asp Arg Phe
Glu Tle Gln Arg
100
Ser Ser Leu Asp
115
Arg Leu Thr Val
130
<210> 61
<211> 135
<212> PRT
213> A
220>

Leu Leu Cys Trp

5
Thr Gly Val Ser

Asn Val Thr Phe
40

Trp Tyr Arg Gln

85
Gln Asn Glu Ala
70

Ser Ala Glu Arg

85

Thr Glu Gln Gly

Arg Pro Tyr Asn
120
Leu Glu

Met
Gln
25

Arg
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
His
Ile
45

Gly
Ser
Phe

Tyr

Gly
125

Leu
Lys
30

Ser
Pro
Arg
Ser
Leu

110
Pro

Gly
15

Ile
Glu
Glu
Leu
Thr
95

Cys

Gly

<223> &} HLA-DR4 F&f7 NY-ESO-1 116-135 $# 51 TCR5412 2 TCR

, ATARX
<400> 61
Met Asp Ser Trp
1
Lys His Thr Asp
20
Glu Met Gly Gln
35

Asn Ser Leu Phe

50
Leu Ile Tyr Phe
65
Glu Asp Arg Phe

[le Gln Pro

100

Ser Ser Phe Leu
115

Arg Leu Thr

Lys

Thr

Thr Phe Cys Cys

Ala Gly Val Ile
Glu Val Thr Leu
40
Trp Tyr Arg Gln
Asn Asn Asn Val
70
Ser Ala Lys Met
85
Ser Glu Pro Arg
Ala Ser Val Gly
120
Glu

Val Thr

Val
Gln
25

Arg
Thr
Pro
Pro
Asp

105
Tyr

Ser
10
Ser

Cys

Met

Asn
90

Ser

Glu

44

Leu
Pro
Lys
Met
Asp
75

Ala
Ala

Gln

Cys
Arg
Pro
Arg
60

Asp
Ser

Val

Tyr

Ile
His
Ile
45

Gly
Ser
Phe

Tyr

Phe
125

Leu

Glu
30

Ser

Leu

Gly

Ser

Phe

110
Gly

Val
15

Val
Gly
Glu
Met
Thr
95

Cys

Pro

Ala

Thr

His

Phe

Leu

80
Leu

Thr
His
Leu
Pro
80

Leu

Ala

Gly
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130
210> 62
11> 132
<212> PRT
213> BA
<220>

<223> %} HLA-DR4 Z&fi7 NY=ESO-1 116-135 %5 1:f#) TCR5412 3 TCR

<400> 62
Met Asp Thr
1

Gly Leu Ser

Arg Arg Gly
35
Ser His Val
50
Met Val Tyr
65
Lys Glu Arg

Arg Ile Gln

Ser Ser Pro

115
Thr Val Thr

130

{210> 63
<211> 131
<212> PRT
Q13> BA
£220>

Arg
Asn
20

Gln
Tyr
Leu
Phe
Gln
100

Pro

Glu

Val
Ala
Glu
Trp
Gln
Ser
85

Val

Leu

Leu Cys Cys

Gly Val Met

Ala Arg Leu
40
Tyr Arg Gln
85
Lys Glu Asn
70
Ala Glu Phe

Val Arg Gly

Gly Glu Gln
120

Ala
Gln
25

Arg
Leu
Ile
Pro
Asp

105
Tyr

Val
10

Asn
Cys
Pro
Ile
Lys
90

Ser

Phe

Ile Cys Leu

Pro Arg His

Ser Pro Met
45
Glu Glu Gly
60
Asp Glu Ser
75
Glu Gly Pro

Ala Ala Tyr

Gly Pro Gly
125

Leu Gly Ala
15

Leu Val Arg

30

Lys Gly His

Leu Lys Phe

Gly Met Pro
80
Ser Ile Leu
95
Phe Cys Ala
110
Thr Arg Leu

€223> % HLA-DR4 F&fi7 NY-ESO-1 116-135 554411 TCR3600 TCR B %%
, HAEX

<400> 63

Met Asp Thr Trp Leu Val Cys Trp Ala Ile

1
Gly Leu Thr

Gln Met Gly
35
Leu Tyr Phe
50
Leu Val Ser
65
Asp Asp Gln

5

10

Glu Pro Glu Val Thr Gln Thr

20

25

Gln Glu Val Ile Leu Arg Cys

40

Tyr Trp Tyr Arg Gln Ile Leu

95

Phe Tyr Asn Asn Glu Ile Ser

70

Phe Ser Val Glu Arg Pro Asp

45

Phe Ser Leu

Pro Ser His

Val Pro Ile
45
Gly Gln Lys
60
Glu Lys Ser
75
Gly Ser Asn

.eu Lys Ala
15

Gln Val Thr

30

Ser Asn His
Val Glu Phe
Glu Ile Phe

80
Phe Thr Leu
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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 GIn Tyr Phe Gly Pro Gly Thr Arg Leu Thr
115 120 125
Val Thr Glu
130
<210> 64
211> 131
<212> PRT
213> HA
<220>
<223> Xt HLA-DR4 AL NY-ESO-1 116-135 553 TCR5712 TCR B 4
, WX
<400> 64
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 GIn 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 85 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 Ile Ile Tyr Glu Gln Tyr Phe Gly Pro Gly Thr Arg Leu Thr
115 120 125
Val Thr Glu
130
<210> 65
211> 131
<212> PRT
213> HA
£220>
<223> %f HLA-DR4 A7 NY-ESO-1 116-135 $§5:E ) TCR5415 TCR B 4
, HARX
<400> 65
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

46



CN 107428816 B

FF

5

=

30/60 Bl

[0030]

35
Leu Tyr Phe
50
Leu Val Ser
65
Asp Asp Gln

Lys Ile Arg

Ser Ser Val

115
Val Thr Glu

130

<210> 66
211> 136
<212> PRT
213> HA
220>

Tyr Trp

Phe Tyr

Phe Ser
85

Ser Thr

100

Tyr Tyr

40

45

Tyr Arg Gln Ile Leu Gly Gln Lys

55

60

Asn Asn Glu Ile Ser Glu Lys Ser

70
Val

Lys

Glu

75

Glu Arg Pro Asp Gly Ser Asn

90

Leu Glu Asp Ser Ala Met Tyr

105

Gln Tyr Phe Gly Pro Gly Thr

120

125

Val Glu

Glu Ile

Phe Thr
95

Phe Cys

110

Arg Leu

<223> X HLA-DR4 F&{if NY-ESO-1 116-135 $55:44(1) TCR5713 TCR B
, AR

<400> 66
Met Asp Thr

Gly Leu Thr

Gln Met Gly
35
Leu Tyr Phe
50
Leu Val Ser
65
Asp Asp Gln

Lys Ile Arg

Ser Ser Ser
115
Gly Ser Arg
130
<210> 67
211> 397
<212> DNA

Trp Leu

5
Glu Pro
20

Gln Glu
Tyr Trp
Phe Tyr
Phe Ser

85
Ser Thr
100

Gly Leu

Leu Thr

213> NTF

<220>

Val

Glu

Val

Tyr

Asn

70

Val

Lys

Ala

Val

Cys Trp

Val Thr

Ile Leu
40

Arg Gln

55

Asn Glu

Glu Arg
Leu Glu
Gly Val

120

Leu Glu
135

Ala
Gln

25
Arg

Ile
Pro
Asp

105
Thr

Ile
10

Thr
Cys
Leu
Ser
Asp
90

Ser

Gly

Phe
Pro
Val
Gly
Glu
75

Gly

Ala

Glu

Ser
Ser
Pro
Gln
60

Lys
Ser

Met

Leu

Leu

His

Ile

45

Lys

Ser

Asn

Tyr

Phe
125

Leu Lys
15

Gln Val

30

Ser Asn

Val Glu

Glu Ile

Phe Thr
95

Phe Cys

110

Phe Gly

Phe
FPhe
80

Leu

Ala

Thr

ik

Ala
Thr
His
Phe
Phe
80

Leu

Ala

Glu

<223> % HLA-DR4 F&ff NY-ESO-1 116-135 $5 54411 TCR3598 TCR B %k
, ATARIX

47
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[0031]

<400> 67
atggatactt
cccgaagltga
cgetgegtge
aaagtggaat
gacgaccagt
accaagelgg
cagtattttg
<210> 68
211> 403
<212> DNA

ggctegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgce
geeetggeac

213> NI 7%

<220>

<223> %} HLA-DR4 A7 NY-ESO-1 116-135 4§ 591 TCR3598 2

<400> 68
atggatactt
cccgaagtga
cgetgegtgce
aaagtggaat
gacgaccagt
accaagetgg
accgaggceat
<210> 69
<211> 400
<212> DNA

ggctegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgc
tctttgggea

213> NT 7%

<220>

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggecccgac
catgtacttt
cagactgetg

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeecgac
catgtacttt
gggcacccgg

ttcagectge
gtgacacaga
ttctactggt
aacgagatca
ggcageaact
tgegecagea
gtgetgg

ttcagectge
gltgacacaga
ttctactggt
aacgagatca
ggeageaact
tgegecagea
ctgaccgtgg

tgaaggeegg
tgggecagga
acagacagat
gcgagaagtc
tcaccctgaa

BCEECCABEE

tgaaggeegg
tgggecagga
acagacagat
gegagaagtc
tcaccctgaa
gegtgatgac
tgg

actgaccgag
agtgatcectlg
cctggggeag
cgagatctte
gatcagaagc

cgctggeace

TCR B %k

actgaccgag
agtgatcctg
cectggggeag
cgagatcttc
gatcagaagc
cggectgaac

<223> % HLA-DR4 A7 NY-ESO-1 116-135 540y TCR5412 TCR B %%

<400> 69

atgggaacat
acaggegtgt
agatgcgacce
ggeccegagt
agcgacagat
accgageagg
gagcagttct
<210> 70

<211> 403
<212> DNA

ctetgetgtg
ccecaggaccee
ccatcagcga
tcctgaccta
tcagegecga
gegacagcge
ttggececcagg

Q213> N5

<220>

ttggatggce
ccggeacaag
gcacaaccgg
cttccagaac
aagacccaag
catgtatctg
cacccggetg

ctgtgeetge
attaccaagc
ctgtactggt
gaggccecage
ggcagettca
tgtgecagea
accgtgetgg

tgggageega
BEEECCcagaa
acagacagac
tggaaaagag
gecaccetgga
geetggaceg

tcatgeecgat
cgtgaccttce
cctgggeccag
ceggetgetg
aatccagegg

geectacaac

<223> %f HLA-DR4 {7 NY-ESO-1 116-135 4554k TCR5412 2 TCR B 4%

1 [_IJ-

<400> 70

AR [X

48

60
120
180
240
300
360
397

60
120
180
240
300
360
403

60
120
180
240
300
360
400
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atggataget
geeggegtga
cgetgeaage
ggeetggaac
gaggatagat
agcgagececa
tacgagcagt
210> 71
211> 397
<212> DNA

ggaccttttg
tccagagecce
ctatcagcgg
tgetgateta
tcagegecaa
gagacagcgc

acttcggeee

213> NLF4)

220>

€223> #%f HLA-DR4 Zefir NY-ESO-1 116-135 $5 5k TCR5412 3

<400> 71
atggatacca
gceggegtga
cgetgeagee
ggcctgaagt
aaagagcggt
glegtgegeg
tactttggee
210> 72
211> 391
<212> DNA

gagtgetgtg
tgcagaaccce
ccatgaaggg
tcatggtgta
tcagcgecga
gegatagege
ctggeaccag

213> NLF4)

<220>

ctgegtgtece
cagacacgaa
ccacaacage
cttcaacaac
gatgcccaac
cgtgtacttt

tggcaccaga

ctgegeegtg
cagacacctc
ccacagecac
ccltgecagaaa
gttccccaaa
cgectacttt
actgaccgtg

ctgtgecatce tggtggecaa
gtgaccgaga tgggccagga
ctgttetggt acagacagac
aacgtgecca tcgacgacag
geccagettca geaccctgaa
tgcgecagea getttetgge

ctgaccgtga ccg

atctgeetge tgggageegg
glgeggegga gaggacagga
gtgtactggt acagacagct
gagaacatca tcgacgagag
gagggeccca geatcctgag
tgtgecaget ctecacctet
accgagg

geacacagat
agtgaccctg
catgatgegg
cggeatgece
gatccagecc
cagcgtggsgc

TCR B %%

actgtctaat
agccagactg
gecegaagag
cggeatgeee
aatccagcag
gggcgageag

<293> &F HLA-DR4 FA1 NY-ESO-1 116-135 $5 5L TCR3600 TCR B 4%

? m‘

<400> 72

atggatactt
cccgaagtga
cgectgegtge
aaagtggaat
gacgaccagt
accaagctgg
ttcggeeetg
210> 73

<211> 391

<212> DNA

ggctegtgtg
cccagacace
ccatcagcaa
ttctggtgtce
tcagegtgga
aagatagcgc

gcaccegget

213> N4

<220>

ctgggecate
tagccaccaa
ccacctgtac
cttectacaac
acggeccgac
catgtacttt

gaccgtgacc

ttcageetge tgaaggccgg
gtgacacaga tgggccagga
ttctactggt acagacagat
aacgagatca gcgagaagtc
ggeageaact tcaccctgaa
tgegecagea gegtgateta
g

actgaccgag
agtgatcetg
cctggggeag
cgagatctte
gatcagaagc
cgagcagtac

<293> %F HLA-DR4 A1 NY-ESO-1 116-135 $55:1ER TCR5712 TCR B 4%

1 I_IJ-

<400> 73

A [X

atggatactt ggctegtgtg ctgggecate ttcagectge tgaaggeegg actgaccgag

49

60
120
180
240
300
360
403

60
120
180
240
300
360
397

60
120
180
240
300
360
391

60
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ccegaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagelgg
tteggeeetg
<210> 74
211> 391
<212> DNA

cccagacacc

tagccaccaa glgacacaga tgggecagga

ccatcagcaa ccacctgtac ttctactggt acagacagat

ttectggtgte

cttctacaac aacgagatca gcgagaagtc

tcagegtgga acggeccgac ggecagcecaact tcaccctgaa

aagatagcge

gcacceggcet

213> NTF%)

220>

catgtacttt tgcgccagea geatcatcta

gaccgtgacc

g

agtgatcetlg
cetggggeag
cgagatcttc
gatcagaagc

cgagcecagtac

<223> % HLA-DR4 7 NY-ESO-1 116-135 J5-0E Y TCR5415 TCR B %
, AR

400> 74
atggatactt
ccegaagtga
cgetgegtgce
aaagtggaat
gacgaccagt
accaagelgg
tteggeeetg
<210> 75
<211> 406
<212> DNA

ggetegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcge

gecaccegget

213> AT

<220>

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggececgac
catgtacttt

gaccgtgace

ttcagectge
glgacacaga
ttctactggt
aacgagatca
ggcageaact
tgegecagea
g

tgaaggeegg
tgggccagga
acagacagat
gcgagaagtc
tcaccctgaa

gegtgtacta

actgaccgag
agtgatcetg
cectggggeag
cgagatcttc
gatcagaagce

cgagcagtac

€223> % HLA-DR4 Aif NY-ESO-1 116-135 552k TCR5713 TCR B %
:] EJ’%IZ

400> 75
atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagceltgg
acaggegage
<210> 76
<211> 305
<212> PRT

ggetegtgtg
cccagacacc
ccatcagcaa
ttetggtgte
tcagcgtgga
aagatagcgce
tgttttttgg

213> ALF5)

220>

ctgggecatce
tagccaccaa
ccacctgtac
cttctacaac
acggceccgac
catgtacttt

CEagggEcage

ttcageetge
gtgacacaga
ttctactggt
aacgagatca
ggeagecaact
tgegecagea

agactgaccg

tgaaggeegg
tgggccagga
acagacagat
gegagaagte
tcaccctgaa
getetggact

tgetgg

actgaccgag
agtgatcctg
celggggeag
cgagatcttc
gatcagaagc
ggceggeglg

€223> % HLA-DR4 o NY-ESO-1 116-135 $E5-MEY TCR3598 TCR B 4

<400> 76

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

1

5

10

50

15

120
180
240
300
360
391

60
120
180
240
300
360
391

60
120
180
240
300
360
406
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[0034]

Gly
Gln
Leu
Leu
65

Asp
Lys
Ser
Leu
Leu
145
Leu
Trp
Gln
Arg
Gln
225
Ser
Ala
Ala

Val

Ser
305

210> 77

Leu
Met
Tyr
50

Val
Asp
Tle
Ser
Leu
130
Phe
Val
Trp
Ala
Val
210
Val
Pro
Asp
Thr

Leu

290

Thr

Gly

35

Phe

Ser

Gln

Arg

Gly

115

Val

Glu

Cys

Val

Tyr

195

Ser

Gln

Lys

Cys

275
Val

211> 307
<212> PRT
213> N4
220>

€223> X HLA-DR4 Ffir NY-ESO-1 116-135 $5 5911 TCR3598 2 TCR B %%

400> 77

Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Gln
Leu
Pro
Leu
Asn
180
Lys
Ala
Phe
Pro
Gly
260

Leu

Ser

Pro
Glu
Trp
Tyr
Ser
85

Thr
Gly
Glu
Ser
Ala
165
Gly
Glu
Thr
His
Val
245
Ile

Tyr

Gly

Glu
Val
Tyr
Asn
70

Val
Lys
Ala
Asp
Lys
150
Arg
Lys
Ser
Phe
Gly
230
Thr
Thr

Glu

Leu

Val
Ile
Arg
55

Asn
Glu
Leu
Gly
Leu
135
Ala
Gly
Glu
Asn
Trp
215
Leu
Gln
Ser

Ile

Val
295

Thr
Leu
40

Gln
Glu
Arg
Glu
Thr
120
Arg
Glu
Phe
Val
Tyr
200
His
Ser
Asn
Ala
Leu

280

Leu

Gln
25

Arg
Ile
Ile
Pro
Asp
105
Gln
Asn
Ile
Phe
His
185
Ser
Asn
Glu
Ile
Ser
265

Leu

Met

Thr Pro Ser

Cys
Leu
Ser
Asp
90

Ser
Tyr
Val
Ala
Pro
170
Ser
Tyr
Pro
Glu
Ser
250
Tyr

Gly

Ala

51

Val
Gly
Glu
75

Gly
Ala
Phe
Thr
Asn
155
Asp
Gly
Cys
Arg
Asp
235
Ala
His
Lys

Met

Pro
Gln
60

Lys
Ser
Met
Gly
Pro
140
Lys
His
Val
Leu
Asn
220
Lys
Glu
Gln

Ala

Val
300

His
Ile
45

Lys
Ser
Asn
Tyr
Pro
125
Pro
Gln
Val
Ser
Ser
205
His
Trp
Ala
Gly
Thr

285
Lys

Gln
30

Ser
Val
Glu
Phe
Phe
110
Gly
Lys
Lys
Glu
Thr
190
Ser
Phe
Pro
Trp
Val
270

Leu

Lys

Val
Asn
Glu
Ile
Thr
95

Cys
Thr
Val
Ala
Leu
175
Asp
Arg
Arg
Glu
Gly
255
Leu
Tyr

Lys

Thr
His
Phe
Phe
80

Leu
Ala
Arg
Ser
Thr
160
Ser
Pro
Leu
Cys
Gly
240
Arg
Ser

Ala

Asn
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[0035]

Met
1
Gly
Gln
Leu
Leu
65
Asp
Lys
Ser
Thr
Val
145
Ala
Leu
Asp
Arg
Arg
225
Glu
Gly
Leu

Tyr

Lys
305

<210> 78

Asp
Leu
Met
Tyr
a0

Val
Asp
Ile
Ser
Arg
130
Ser
Thr
Ser
Pro
Leu
210
Cys
Gly
Arg
Ser
Ala

290

Asn

Thr
Thr
Gly
35

Phe
Ser
Gln
Arg
Val
115
Leu
Leu
Leu
Trp
Gln
195
Arg
Gln
Ser
Ala
Ala
275

Val

Ser

<211> 306
<212> PRT
213> N4
<220>
<223> %t HLA-DR4 4 NY-ESO-1 116-135 4§ 5L TCR5412 TCR B 8%

Trp
Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Met
Thr
Phe
Val
Trp
180
Ala
Val
Val
Pro
Asp
260
Thr

Leu

Leu
Pro
Glu
Trp
Tyr
Ser
85

Thr
Thr
Val
Glu
Cys
165
Val
Tyr
Ser
Gln
Lys
245
Cys

Ile

Val

Val
Glu
Val
Tyr
Asn
70

Val
Lys
Gly
Val
Pro
150
Leu
Asn
Lys
Ala
Phe
230
Pro
Gly

Leu

Ser

Cys
Val
Ile
Arg
55

Asn
Glu
Leu
Leu
Glu
135
Ser
Ala
Gly
Glu
Thr
215
His
Val
Ile

Tyr

Gly
295

Trp

Thr

Arg
Glu
Asn
120
Asp
Lys
Arg
Lys
Ser
200
Phe
Gly
Thr
Thr
Glu

280

Leu

Ala
Gln

25
Arg

Pro
Asp
105
Thr
Leu
Ala
Gly
Glu
185
Asn

Trp

Leu

Ser
265
Ile

Val

Ile
10

Thr
Cys
Leu
Ser
Asp
90

Ser
Glu
Arg
Glu
Phe
170
Val
Tyr
His
Ser
Asn
250
Ala

Leu

Leu

52

Phe

Pro

Val

Ala

Ala

Asn

Ile

155

Phe

His

Ser

Asn

Glu

235

Ile

Ser

Leu

Met

Ser
Ser
Pro
Gln
60

Lys
Ser
Met
Phe
Val
140
Ala
Pro
Ser
Tyr
Pro
220
Glu
Ser
Tyr
Gly

Ala
300

Leu
His
Ile
45

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

Asp

His

Lys

285
Met

Leu
Gln
30

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

Ala

Val

Lys
15
Val

Asn

Ile
Thr
95

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

Thr

Lys

Ala
Thr
His
Phe
Phe
80

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

Leu

Lys
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[0036]

<400> 78

Met Gly Thr

1
Asp

Lys
Asn
Leu
65

Ser
Glu
Ser
Arg
Ser
145
Thr
Ser
Pro
Leu
Cys
225
Gly
Arg
Ser
Ala

Asn
305

<210> 79

His
Arg
Arg
50

Thr
Asp
Ile
Ser
Leu
130
Leu
Leu
Trp
Gln
Arg
210
Gln
Ser
Ala
Ala
Val

290
Ser

Ala
Gly
35

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

275
Leu

211> 307
<212> PRT
Q213> NTLF5|

Ser
Asp
20

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

Ile

Val

Leu
Thr
Asn
Trp
Gln
Ser
85

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

Leu

Ser

Leu

Gly

Val

Tyr

Asn

70

Glu

Pro

Glu

Ser

150

Ala

Gly

Glu

Thr

His

230

Val

Ile

Tyr

Gly

Cys
Val
Thr
Arg
55

Glu
Glu
Gln
Tyr
Asp
135
Lys
Arg
Lys
Ser
Phe
215
Gly
Thr
Thr

Glu

Leu
295

Trp
Ser
Phe
40

Gln
Ala
Arg
Gly
Asn
120
Leu
Ala
Gly
Glu
Asn
200
Trp
Leu
Gln
Ser
Ile

280
Val

Met
Gln
25

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

Leu

Leu

Ala
10

Asp
Cys
Leu
Leu
Lys
90

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

Leu

Met

53

Leu

Pro

Asp

Gly

Glu

75

Gly

Ala

Phe

Val

Ala

1565

Pro

Ser

Tyr

Pro

Glu

235

Ser

Tyr

Gly

Ala

Cys

Arg

Pro

Gln

60

Lys

Ser

Met

Phe

Thr

140

Asn

Asp

Gly

Cys

Arg

220

Asp

Ala

His

Lys

Met
300

Leu
His
Ile
45

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

285
Val

Leu
Lys
30

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

Lys

Gly
15

Ile
Glu
Glu
Leu
Thr
95

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

Leu

Lys

Ala
Thr
His
Phe
Leu
80

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

Tyr

Lys
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[0037]

220>
<223> f HLA-DR4 A7 NY-ESO-1 116-135 F 511 TCR5412_2 TCR

<400> 79
Met Asp Ser Trp

1
Lys

Glu
Asn
Leu
65

Glu
Lys
Ser
Thr
Val
145
Ala
Leu
Asp
Arg
Arg

225
Glu

Leu

Tyr

Lys
305

<210> 80

His
Met
Ser
50

Ile
Asp
Ile
Ser
Arg
130
Ser
Thr
Ser
Pro
Leu
210
Cys
Gly
Arg
Ser
Ala

290
Asn

Thr
Gly
35

Leu
Tyr
Arg
Gln
Phe
115
Leu
Leu
Leu
Trp
Gln
195
Arg
Gln
Ser
Ala
Ala
275

Val

Ser

211> 304

Asp
20

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

Thr

Leu

Thr
5

Phe

Ala Gly

Glu
Trp
Asn
Ser
85

Ser
Ala
Val
Glu
Cys
165
Val
Tyr
Ser
Gln
Lys
245
Cys

Ile

Val

Val
Tyr
Asn
70

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

Ser

Cys
Val
Thr
Arg
25

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

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

Ser
10

Ser
Cys
Met
Ile
Asn
90

Ser
Glu
Arg
Glu
Phe
170
Val
Tyr
His
Ser
Asn
250
Ala

Leu

Leu

54

Leu Cys Ile

Pro
Lys
Met
Asp
75

Ala
Ala
Gln
Asn
Ile
155
Phe
His
Ser
Asn
Glu
235
Ile
Ser
Leu

Met

Arg
Pro
Arg
60

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

Ala
300

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

Glu
Gln
270
Ala

Val

Val
15

Val
Gly
Glu
Met
Thr
95

Cys
Pro
Pro
Gln
Val
175
Ser
Ser
His

Trp

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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[0038]

<212> PRT
<213> N4
<220>
<223> X HLA-DR4 FE47 NY-ESO-1 116-135 $55-4:4 TCR5412_3 TCR

<400> 80
Met Asp Thr

1
Gly

Arg
Ser
Met
65

Lys
Arg
Ser
Thr
Phe
145
Val
Trp
Ala
Val
Val
225
Pro
Asp
Thr

Leu

<210> 81

Leu
Arg
His
50

Val
Glu
Ile
Ser
Val
130
Glu
Cys
Val
Tyr
Ser
210
Gln
Lys
Cys

Ile

Val
290

Ser
Gly
35

Val
Tyr
Arg
Gln
Pro
115
Thr
Pro
Leu
Asn
Lys
195
Ala
Phe
Pro
Gly
Leu

275
Ser

<211> 303

Arg
Asn
20

Gln
Tyr
Leu
Phe
Gln
100
Pro
Glu
Ser
Ala
Gly
180
Glu
Thr
His
Val
Ile
260
Tyr

Gly

Val
Ala
Glu
Trp
Gln
Ser
85

Val
Leu
Asp
Lys
Arg
165
Lys
Ser
Phe
Gly
Thr
245
Thr
Glu

Leu

Leu

Gly

Ala

Tyr

70

Ala

Val

Gly

Leu

Ala

150

Gly

Glu

Asn

Trp

Leu

230

Gln

Ser

Ile

Val

Cys
Val
Arg
Arg
55

Glu
Glu
Arg
Glu
Arg
135
Glu
Phe
Val
Tyr
His

215
Ser

Asn ]

Ala

Leu

Leu
295

Cys
Met
Leu
40

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

Asn

Glu

Ser

Leu
280
Met

Ala
Gln
25

Arg

Leu

Pro
Asp
105
Tyr
Val
Ala
Pro
Ser
185
Tyr
Pro
Glu
Ser
Tyr
265
Gly

Ala

Val
10
Asn

Cys

Pro

Lys
90

Ser
Phe
Thr
Asn
Asp
170
Gly
Cys
Arg
Asp
Ala
250
His

Lys

Met

55

Ile
Pro
Ser
Glu
Asp
75

Glu
Ala
Gly
Pro
Lys
155
His
Val
Leu
Asn
Lys
235
Glu
Gln

Ala

Val

Cys
Arg
Pro
Glu
60

Glu
Gly
Ala
Pro
Pro
140
Gln
Val
Ser
Ser
His
220
Trp
Ala
Gly
Thr

Lys
300

Leu
His
Met
45

Gly
Ser
Pro
Tyr
Gly
125
Lys
Lys
Glu
Thr
Ser
205
Phe
Pro
Trp
Val
Leu

285
Lys

Leu Gly
15

Leu Val

30

Lys Gly

Leu Lys

Gly Met

Ser Ile
95
Phe Cys
110
Thr Arg

Val Ser

Ala Thr

Leu Ser
175
Asp Pro
190
Arg Leu

Arg Cys
Glu Gly
Gly Arg

255
Leu Ser
270

Tyr Ala

Lys Asn

Ala
Arg
His
Phe
Pro
80

Leu
Ala
Leu
Leu
Leu
160
Trp
Gln
Arg
Gln
Ser
240
Ala
Ala

Val

Ser
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[0039]

<212> PRT
213> NLF%
220>
<223> %t HLA-DR4 47 NY-ESO-1 116-135 5 5-#Ef) TCR3600 TCR B 4%

<400> 81

Met Asp Thr

1
Gly

Gln
Leu
Leu
65

Asp
Lys
Ser
Val
Glu
145
Cys
Val
Tyr
Ser
Gln
225
Lys
Cys

Ile

Val

<210> 82

Leu
Met
Tyr
50

Val
Asp
Ile
Ser
Thr
130
Pro
Leu
Asn
Lys
Ala
210
Phe
Pro
Gly

Leu

Ser
290

Thr
Gly
35

Phe
Ser
Gln
Arg
Val
115
Glu
Ser
Ala
Gly
Glu
195
Thr
His
Val
Ile
Tyr

275
Gly

<211> 303

Trp
Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Ile
Asp
Lys
Arg
Lys
180
Ser
Phe
Gly
Thr
Thr
260
Glu

Leu

Leu
]
Pro
Glu
Trp
Tyr
Ser
85
Thr
Tyr
Leu
Ala
Gly
165
Glu
Asn
Trp
Leu
Gln
245
Ser

Ile

Val

Val

Glu

Val

Tyr

Asn

70

Val

Lys

Glu

Arg

Glu

150

Phe

Val

Tyr

His

Ser

230

Asn ]

Ala

Leu

Leu

Cys
Val
Ile
Arg
55

Asn
Glu
Leu
Gln
Asn
135
Ile
Phe
His
Ser
Asn

215
Glu

Ser

Leu

Met
295

Trp
Thr
Leu
40

Gln
Glu
Arg
Glu
Tyr
120
Val
Ala
Pro
Ser
Tyr
200
Pro
Glu
Ser
Tyr
Gly

280
Ala

Ala
Gln
25

Arg

Ile

Pro
Asp
105
Phe
Thr
Asn
Asp
Gly
185
Cys
Arg
Asp
Ala
His
265
Lys

Met

Ile
10

Thr
Cys
Leu
Ser
Asp
90

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

Ala

Val

56

Phe
Pro
Val
Gly
Glu
75

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

Lys

Ser
Ser
Pro
Gln
60

Lys
Ser
Met
Gly
Lys
140
Lys
Glu
Thr
Ser
Phe

220
Pro

Trp G

Val

Leu

Lys
300

Leu

His

45

Lys

Ser

Asn

Tyr

Thr

125

Val

Ala

Leu

Asp

Arg

205

Arg

Glu

Tyr
285
Lys

Leu
Gln
30

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

Ala

Asn

Lys
15

Val
Asn
Glu
Ile
Thr
95

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

Val

Ser

Ala
Thr
His
Phe
Phe
80

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

Thr

Leu
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[0040]

<212> PRT
213> NLF%
220>
<223> %t HLA-DR4 &4 NY-ESO-1 116-135 4§ 5-#Ef%) TCR5712 TCR B 8%

<400> 82

Met Asp Thr

1
Gly

Gln
Leu
Leu
65

Asp
Lys
Ser
Val
Glu
145
Cys
Val
Tyr
Ser
Gln
225
Lys
Cys

Ile

Val

<210> 83

Leu
Met
Tyr
50

Val
Asp
Ile
Ser
Thr
130
Pro
Leu
Asn
Lys
Ala
210
Phe
Pro
Gly

Leu

Ser
290

Thr
Gly
35

Phe
Ser
Gln
Arg
Ile
115
Glu
Ser
Ala
Gly
Glu
195
Thr
His
Val
Ile
Tyr

275
Gly

<211> 303

Trp
Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Ile
Asp
Lys
Arg
Lys
180
Ser
Phe
Gly
Thr
Thr
260
Glu

Leu

Leu
]
Pro
Glu
Trp
Tyr
Ser
85
Thr
Tyr
Leu
Ala
Gly
165
Glu
Asn
Trp
Leu
Gln
245
Ser

Ile

Val

Val

Glu

Val

Tyr

Asn

70

Val

Lys

Glu

Arg

Glu

150

Phe

Val

Tyr

His

Ser

230

Asn ]

Ala

Leu

Leu

Cys
Val
Ile
Arg
55

Asn
Glu
Leu
Gln
Asn
135
Ile
Phe
His
Ser
Asn

215
Glu

Ser

Leu

Met
295

Trp
Thr
Leu
40

Gln
Glu
Arg
Glu
Tyr
120
Val
Ala
Pro
Ser
Tyr
200
Pro
Glu
Ser
Tyr
Gly

280
Ala

Ala
Gln
25

Arg

Ile

Pro
Asp
105
Phe
Thr
Asn
Asp
Gly
185
Cys
Arg
Asp
Ala
His
265
Lys

Met

Ile
10

Thr
Cys
Leu
Ser
Asp
90

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

Ala

Val

57

Phe
Pro
Val
Gly
Glu
75

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

Lys

Ser
Ser
Pro
Gln
60

Lys
Ser
Met
Gly
Lys
140
Lys
Glu
Thr
Ser
Phe

220
Pro

Trp G

Val

Leu

Lys
300

Leu

His

45

Lys

Ser

Asn

Tyr

Thr

125

Val

Ala

Leu

Asp

Arg

205

Arg

Glu

Tyr
285
Lys

Leu
Gln
30

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

Ala

Asn

Lys
15

Val
Asn
Glu
Ile
Thr
95

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

Val

Ser

Ala
Thr
His
Phe
Phe
80

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

Thr

Leu
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[0041]

<212> PRT
213> NLF%
220>
<223> %t HLA-DR4 &4 NY-ESO-1 116-135 4§ 5-#E() TCR5415 TCR B &%

<400> 83

Met Asp Thr

1
Gly

Gln
Leu
Leu
65

Asp
Lys
Ser
Val
Glu
145
Cys
Val
Tyr
Ser
Gln
225
Lys
Cys
Ile

Val

<210> 84

Leu
Met
Tyr
50

Val
Asp
Ile
Ser
Thr
130
Pro
Leu
Asn
Lys
Ala
210
Phe
Pro
Gly

Leu

Ser
290

Thr
Gly
35

Phe
Ser
Gln
Arg
Val
115
Glu
Ser
Ala
Gly
Glu
195
Thr
His
Val
Ile
Tyr

275
Gly

211> 308

Trp
Glu
20

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

Glu

Leu

Leu
Pro
Glu
Trp
Tyr
Ser
85

Thr
Tyr
Leu
Ala
Gly
1656
Glu
Asn
Trp
Leu
Gln
245
Ser
Ile

Val

Val
Glu
Val
Tyr
Asn
70

Val
Lys
Glu
Arg
Glu
150
Phe
Val
Tyr
His
Ser
230
Asn
Ala

Leu

Leu

Cys
Val
Ile
Arg
55

Asn
Glu
Leu
Gln
Asn
135
Ile
Phe
His
Ser
Asn
215
Glu
Ile
Ser
Leu

Met
295

Trp
Thr
Leu
40

Gln
Glu
Arg
Glu
Tyr
120
Val
Ala
Pro
Ser
Tyr
200
Pro
Glu
Ser
Tyr
Gly

280
Ala

Ala
Gln
25

Arg

Ile

Pro
Asp
105
Phe
Thr
Asn
Asp
Gly
185
Cys
Arg
Asp
Ala
His
265

Lys

Met

Ile
10

Thr
Cys
Leu
Ser
Asp
90

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

Val

58

Phe
Pro
Val
Gly
Glu
75

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

Lys

Ser
Ser
Pro
Gln
60

Lys
Ser
Met
Gly
Lys
140
Lys
Glu
Thr

Ser

Phe
220

Pro G

Trp

Val

Leu

Lys
300

Leu

His

45

Lys

Ser

Asn

Tyr

Thr

125

Val

Ala

Leu

Asp

Arg

205
Arg

Gly
Leu
Tyr

285
Lys

Leu
Gln
30

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

Ala

Asn

Lys
15
Val

Asn

Glu

Thr
95

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

Val

Ser

Ala
Thr
His
Phe
Phe
80

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

Leu
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[0042]

<212> PRT
213> NLF%
220>
<223> %t HLA-DR4 &4 NY-ESO-1 116-135 5 5:#Ef%) TCR5713 TCR B &%

<400> 84

Met Asp Thr

1
Gly

Gln
Leu
Leu
65

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

Leu

Lys
305

Leu
Met
Tyr
50

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

290
Lys

Thr
Gly
35

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

Ala

Asn

Trp
Glu
20

Gln
Tyr
Phe
Phe
Ser
100
Gly
Leu
Leu
Leu
Trp
180
Gln
Arg
Gln
Ser
Ala
260
Ala

Val

Ser

Leu
Pro
Glu
Trp
Tyr
Ser
85

Thr
Leu
Thr
Phe
Val
1656
Trp
Ala
Val
Val
Pro
245
Asp

Thr

Leu

Val
Glu
Val
Tyr
Asn
70

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

Ile

Val

Cys
Val
Ile
Arg
55

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

Ser
295

Trp
Thr
Leu
40

Gln
Glu
Arg
Glu
Val

120
Glu

Gly
Glu
200
Thr
His
Val
Tle
Tyr

280
Gly

Gln
25
Arg

Ile

Pro
Asp
105
Thr

Asp

Lys

- Afg

Lys
185
Ser
Phe
Gly
Thr
Thr
265

Glu

Leu

Ile
10

Thr
Cys
Leu
Ser
Asp
90

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

Val

59

Phe
Pro
Val
Gly
Glu
75

Gly
Ala
Glu
Arg
Glu
155
Phe
Val
Tyr
His
Ser
235
Asn
Ala

Leu

Leu

Ser

Ser

Pro

Gln

60

Lys

Ser

Met

Leu

Asn

140

Ile

Phe

His

Ser

Asn

220

Glu G

Ile

Ser

Leu

Met
300

Leu
His
Tle
45

Lys
Ser
Asn
Tyr
Phe
125
Val
Ala
Pro
Ser
Tyr

205

Pro

Iyr

Gly
285
Ala

Leu
Gln
30

Ser
Val
Glu
Phe
Phe
110
Phe
Thr
Asn
Asp
Gly
190
Cys
Arg
Asp
Ala
His
270

Lys

Met

Lys
15

Val
Asn
Glu
Ile
Thr
95

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

Val

Ala
Thr
His
Phe
Phe
80

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

Lys
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[0043]

<210> 85
<211> 918
<212> DNA

Q213> NTFH

220>

€223> f HLA-DR4 47 NY-ESO-1 116-135 $i5: () TCR3598 TCR B %k

<400> 85

atggatactt
cccgaaglga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
cagtattttg
cccaagglgt
ctegtgtgee
ggcaaagagg
agctactgee
cacttcagat
agccccaage
attaccageg
ctgggcaagg
aagaagaaga
<210> 86

<211> 924

<212> DNA

ggctegtgtyg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcge
geeetggeac
ceetgttcga
lggccagagg
tgcacagegg
tgtccageag
gccaggtgea
ccgtgactca
ccagctacca
ccaccctgta
acagclga

213> NTF#|

220>

ctgggecatce
tagccaccaa
ccacctgtac
cttctacaac
acggecegac
catgtacttt
cagactgectg
gectageaag
cttctteece
cgtgtecacce
actgegggtg
gtttcacgge
gaatatctct
tcagggegteg
cgeegtgetg

ttcagectge
gtgacacaga
ttectactggt
aacgagatca
ggecagceaact
tgegecagea
gtgctggaag
geegagateg
gaccacgtgg
gatccccagg
tcegecacet
ctgagcgaag
geegaggeat
ctgagegeca
gtgtcaggee

lgaaggeegsg
lgeggeeagga
acagacagat
gegagaagtc
tcaccctgaa
BCEECCAgER
atctgcggaa
ccaacaagca
aactgtcttg
cctacaaaga
tctggeacaa
aggacaagtg
gEgECAgagC
ccatcctgta
tggtgetgat

actgaccgag
agtgatcetg
cetggggeag
cgagatcttc
gatcagaagce
cgetggeace
cgtgacccee
gaaagccace
gtgggtcaac
gagcaactac
cceecggaac
gcetgagggce
cgactgtggc
cgagatcetg
ggccatggte

<223> % HLA-DR4 Fefif NY-ESO-1 116-135 4% 51 [% TCR3598 2 TCR B %%

<400> 86

atggatactt
cccgaagtga
cgetgeglge
aaagtggaat
gacgaccagt
accaagelgg
accgaggeat
accccecceea
gecacceteg
gtcaacggcea
aactacagct
cggaaccact
gagggeagec
tgtggecatta

ggctegtgty
cccagacacce
ccatcagcaa
ttctggtgte
tcagecgtgga
aagatagcge
tetttgggea
aggtgteecet
tgtgectgge
aagaggtgca
actgectgte
tcagatgeca
ccaagecegt

ccagecgecag

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggcccgac
catgtacttt
EEgCaccCgg
gttcgagecet
cagaggette
cagcggegtg
cagcagactg
ggtgcagttt
gactcagaat

ctaccatcag

ttcageectge
gtgacacaga
ttctactggt
aacgagatca
ggcagcaact
tgegecagea
ctgaccgtgg
agcaaggecg
tteceegace
tcecaccgate
cgggtgteeg
cacggectga
atctectgecg
ggegtgetga

60

tgaaggeegg
tgggecagga
acagacagat
gegagaagtce
tcaccctgaa
gegtgatgac
tggaagatct
agatcgccaa
acgtggaact
cccaggecta
ccaccttctg
gegaagagga
aggcatgggg
gegecaccat

actgaccgag
agtgatcctg
celggggeag
cgagatette
gatcagaagc
cggecetgaac
gagaaacgtg
caagcagaaa
gtettggtegg
caaagagagce
gcacaaccce
caagtggcct
cagagcegac

cctgtacgag

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
918

60
120
180
240
300
360
420
480
540
600
660
720
780
840
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[0044]

atcctgetgg geaaggecac cctgtacgee gtgetggtgt ctggectggt getgatggece

atggtcaaga agaagaacag ctga

<210> 87
<211> 921
<{212> DNA

Q213> NP4

220>

€223> X HLA-DR4 A7 NY-ESO-1 116-135 $5 54k TCR5412 TCR B %%

<400> 87

atgggaacat
acaggegtgt
agatgcgacc
ggeeceegagt
agegacagal
accgagecagg
gagcagttct
cecececaagg
accctegtgt
aacggcaaag
tacagctact
aaccacttca
ggecageecta
ggecattacca
ctgetgggea
glcaagaaga
<210> 88

211> 924

<212> DNA

ctetgetgtg
cccaggaccec
ccatcagcga
tcctgaccta
tcagegecga
gegacagcge
ttggeccagg
tgteeetgtt
geetggecag
aggtgcacag
geetgageag
ggtgecaggt
agccegtgac
gegecageta
aggccaccct
agaacagcelg

213> N4

<220>

<223> &} HLA-DR4 7 NY-ESO-1 116-135 $55PE) TCR5412_2

<400> 88

atggataget
geeggeglga
cgctgecaage
ggeetggaac
gaggatagat
agcgageeca
tacgagcagt
accceececa
gecacceteg
gtcaacggca
aactacagct

cggaaccact

ggaccttttg
tccagagecc
ctatcagcgg
tgetgateta
tcagcgecaa
gagacagcgce
acttcggecce
aagtgtetet
tgtgeetgge
aagaggtgeca
actgectgag
tcagatgeca

ttggatggee
ccggeacaag
gcacaaccgg
cttccagaac
aagacccaag
catgtatctg
caccecggetg
cgagectage
aggettette
cggegtgtee
cagactgcgg
geagtttcac
ccagaatatc
ccatcaggge
gtacgeegtg
a

ctgegtgtee
cagacacgaa
ccacaacagc
cttcaacaac
gatgcccaac
cgtgtacttt
tggecaccaga
gttcgagecee
cagaggettc
cagcggegtg
cagcagactg

getgeagttt

ctgtgeetge
attaccaagc
ctgtactggt
gaggeecage
ggcagettca
tgtgecagea
accgtgetgg
aaggeccgaga
cecegaccacg
accgatccee
glgtececgeca
ggcetgageg
tctgecgaag
gtgetgageg
ctggtgtetg

ctgtgeatee
gtgaccgaga
ctgttetggt
aacgtgecea
gecagettea
tgecgecagea
ctgaccgtga
agcaaggecg
ttececegace
tecaccgate
cgggtgteeg
cacggeetga

61

tgggageega
BEEgCCcagaa
acagacagac
tggaaaagag
gecaccectgga
geetggaceg
aagatctgag
tcgecaacaa
tggaactgtc
aggcctacaa
cettetggea
aagaggacaa
cctggggceag
ccaccatcet

gecetggtget

tggtggecaa
tgggccagga
acagacagac
tcgacgacag
gcaccclgaa
getttetgge
cegaggaccet
agatcgecaa
acgtggaact
cccaggecta

ccaccttetg

gegaagagga

tcatgecgat
cgtgaccttc
cctgggecag
ceggetgetg
aatccagegg
geectacaac
aaacgtgacc
geagaaagcce
ttggtggete
agagagcaac
caaccccegg
glggeccgag
agccgactgt
gtacgagatc
gatggecatg

TCR B 5E

gecacacagat
agtgaccctg
catgatgcgg
cggealgeee
gatccagcecec
cagegtgggc
gagaaacgtg
caagcagaaa
gtettggtgg
caaagagagc
gecacaaccce

caagtggecce

900
924

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
921

60
120
180
240
300
360
420
480
540
600
660
720
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[0045]

gagggeagee ctaageecgt gacccagaat atctctgecg aagectgggg cagagecgac

tgtggeatta ccagcgecag ctaccatcag ggegtgetga gegecaccat cctgtacgag

atcctgetgeg geaaggecac cetgtacgee gtgetggtgt ctggeetggt getgatggee

atggtcaaga agaagaacag ctga

<210> 89
<211> 915
<212> DNA

213> NLF%)

220>

<223> X HLA-DR4 i NY-ESO-1 116-135 $§ 511 TCR5412 3

<400> 89

atggatacca
geceggegtga
cgetgeagee
ggcctgaagt
aaagageggt
gltegtgegeg
tactttggee
aaggtgtcce
gtgtgeetge
aaagaggtge
tactgeetga
ttcagatgee
cctaageecceg
accagegeca
ggecaaggeea
aagaagaaca
<210> 90

<211> 912

<212> DNA

gagtgetgtg
tgcagaaccce
ccalgaaggg
tcatggtgta
tcagecgecega
gegatagege
ctggecaccag
tgttcgagec
ccagaggett
acageggegt
geagcagact
aggtgcagtt
tgacccagaa
getaccateca
ccetgtacge

gectga

213> NTLJF4)

220>

ctgcgeegtg
cagacacctc
ccacagecac
cctgcagaaa
gttcceccaaa
cgeetacttt
actgaccgtg
tagcaaggcec
ctteceeegac
gtccaccgat
gegggtgtee
tcacggeetg
tatctctgece
gggeglgelg
cgtgetggtg

atctgectge
glgeggegga
gtgtactggt
gagaacatca
gagggeecca
tgtgecaget
accgaggace
gagatcgcca
cacgtggaac
ccecaggect
gecaccttet
agcgaagagg
gaagcetggg
agcgecacca
tetggeetgg

tgggageegg
gaggacagga
acagacaget
tecgacgagag
gecatcectgag
ctccacctcet
tgagaaacgt
acaagcagaa
tgtettgete
acaaagagag
ggeacaaccc
acaagtggcc
gecagagecega
tectgtacga
tgetgatgge

TCR B %k

actgtctaat
agccagactg
geecgaagag
cggecatgecee
aatccagcag
gggegageag
gaccceeeece
agccacccte
ggtcaacgge
caactacagce
ccggaacceac
cgagggeagce
ctgtggeatt
gatcetgetg
catggtcaag

<223> #f HLA-DR4 Ffr NY-ESO-1 116-135 4% 59 TCR3600 TCR £ 4%

<400> 90

atggatactt
cccgaaglga
cgetgegtge
aaagtggaat
gacgaccagt
accaagelgg
tteggeeetg
gtgtceectgt
tgeetggeea
gaggtgeaca

ggctegtgte
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgce
geaccegget
tcgagectag
gaggettett
geggegtgte

ctgggcecatce
tagccaccaa
ccacctgtac
cttctacaac
acggcccgac
catgtacttt
gaccgtgace
caaggccgag
cceegaccac

caccgatceccce

ttcagectge
gtgacacaga
ttctactggt
aacgagatca
ggcagceaact
tgegecagea
gaggatctga
atcgccaaca
gltggaactgt
caggcctaca

62

tgaaggeegg
tgggecagga
acagacagatl
gcgagaagtc
tcaccctgaa
gegtgateta
gaaacgtgac
agcagaaagc
cttggtgggt
aagagagcaa

actgaccgag
agtgatcctlg
cctggggeag
cgagatctte
gatcagaagc
cgagecagtac
cececcecaag
caccctegtg
caacggcaaa

ctacagctac

780
840
900
924

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
915

60
120
180
240
300
360
420
480
540
600
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[0046]

tgcetgteca
agatgccagg
aageccceglga
agegecaget
aaggecacce
aagaacagct
<210> 91
211> 912
<212> DNA

gecagactgeg ggtgtecgee accttetgge

tgcagtttca cggectgage gaagaggaca

ctcagaatat ctctgeecgag geatggggea

accatcaggg cgtgetgage gecaccatcee

tgtacgecegt gectggtgtet ggectggtge

ga

213> N4

<220>

acaacccccg
agtggectga
gagcecegactg
tgtacgagat
tgatggecat

gaaccacttc
gggeagececce
tggecattacce
cetgetggge
ggtcaagaag

<293> %F HLA-DR4 A1 NY-ESO-1 116-135 $55:1ERY TCR5712 TCR B 4%

<400> 91
atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
tteggeeetg
gtgteeetgt
tgeetggeca
gaggtgeaca
tgeetgteca
agatgecagg
aagcccgtga
agegecaget
aaggecacce
aagaacagct
<210> 92
211> 912
<212> DNA

ggetegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgc
geaccegget
tcgagectag
gaggcttett
geggegtgte
gecagactgeg
tgecagtttca
ctcagaatat
accatcaggg
tgtacgeegt
ga

213> NTF%)

<220>

ctgggeeate
tagccaccaa
ccacctgtac
cttctacaac
acggeecgac
catgtacttt
gaccgtgacce
caaggeegag
cceegaceac
caccgatcec
ggtgteegece
cggectgage
ctetgecgag
cgtgetgage
gctggtgtet

ttcageectge
gltgacacaga
ttetactggt
aacgagatca
ggecageaact
tgecgecagea
gaggatctga
atcgeccaaca
gtggaactgt
caggcctaca
accttetgge
gaagaggaca
geatggggea
geecaccatee

ggeetggtge

tgaaggeegg
tgggeccagga
acagacagat
gegagaagtc
tcaccctgaa
gcatcatcta
gaaacgtgac
ageagaaagc
cttggtgggt
aagagagcaa
acaacccccg
agtggeectga
gagecgactg
tgtacgagat
tgatggeccat

actgaccgag
agtgatcctg
cctggggeag
cgagatcttc
gatcagaagc
cgagcagtac
ceeccecaag
caccctegtg
caacggcaaa
ctacagctac
gaaccacttc
gggeageece
tggcattace
cetgetggge
ggtcaagaag

€223> #f HLA-DR4 Z&fr NY-ESO-1 116-135 $5 54k TCR5415 TCR B 4%

<400> 92

atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
ttcggeeetg
gtgtecetgt

ggetegtgtg
cccagacacc
ccatcagcaa
ttetggtgte
tcagegtgga
aagatagcgc
gecaccegget

tcgagectag

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeecgac
catgtacttt
gaccgtlgacc

caaggccgag

ttecageetge
gtgacacaga
ttetactggt
aacgagatca
ggeageaact
tgecgecagea
gaggatctga
atcgccaaca

63

tgaaggeegg
tgggecagga
acagacagat
gegagaagte
tcaccctgaa
gcgtgtacta
gaaacglgac

agcagaaage

actgaccgag
agtgatcctg
cctggggeag
cgagatette
gatcagaagc
cgagcagtac
cceecccaag

caccctegtg

660
720
780
840
900
912

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
912

60
120
180
240
300
360
420
480
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[0047]

tgeetggeca
gaggtgecaca
tgeetgtecea
agatgecagg
aagcccgtga
agcgceccaget
aaggceacce
aagaacagct
<210> 93

211> 927

<212> DNA

gaggcttett
geggegtgte
geagactgeg
tgcagtttca
ctcagaatat
accatcaggg
tgtacgeecgt
ga

213> NTLJF4)

220>

ceceegaceac
caccgatcec
ggtgteegee
cggectgage
ctetgeegag
cgtgetgage
getggtgtet

gtggaactgt
caggcctaca
accttctgge
gaagaggaca
geatggggea
gccaccatcee

ggeetggtge

cttggtgegt
aagagagcaa
acaacccccg
agtggeectga
gagccgactg
tgtacgagat
tgatggccat

caacggcaaa
ctacagctac
gaaccacttc
gggeageece
tggcattacc
cctgetggge
gglcaagaag

<223> %t HLA-DR4 A7 NY-ESO-1 116-135 4§ 591 TCR5713 TCR B %k

<400> 93

atggatactt
ccecgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagetgg
acaggegage
gtgaccccece
aaagccacce
tgggteaacg
agcaactaca
cececggaace
cctgagggca
gactgtggea
gagatcctge
gecatggteca
<210> 94

<211> 1794
<212> DNA

ggctegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgce
tgttttttegg
ccaaggtgte
tcgtgtgeet
geaaagaggt
getactgeet
acttcagatg
geccecaagec
ttaccagcecge
tgeggeaagge

agaagaagaa

213> N7

<220>

<223> HLA-DR4 F&fii NY-ESO-1 116-135 $55E[ TCR3598 IR TCR ¥4

<400> 94

atggatactt
ccegaagtga
cgetgegtge
aaagtggaat
gacgaccagt

accaagetgg

ggetegtgtg
cccagacace
ccatcagcaa
ttctggtgte
tcagegtgga
aagatagcgce

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeecgac
catgtacttt
cgagggeage
cctgttegag
BECCAgaggc
geacagegge
gtectecegg
ccaggtgeag
cgtgactcag
cagctaccat
caccctgtac

cagctga

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeccgac

catgtacttt

ttecagectge
gtgacacaga
ttctactggt
aacgagatca
ggeageaact
tgegecagea
agactgaccg
cctagcaagg
ttctteeeeg
gtgtecaceg
ctgagagtgt
tttecacggece
aatatctctg
cagggegtge
geeglgetgg

ttcagectge
gtgacacaga
ttetactggt
aacgagatca
ggcageaact

tgegecagea

64

tgaaggeegg
tgggecagga
acagacagat
gcgagaagtce
tcaccctgaa
getetggact
tgctggaaga
ccgagatcge
accacgtgga
atccceagge
cegecacett
tgagcgaaga
ccgaggeatg
tgagegeceac

tgtcaggeet

tgaaggeegg
tgggecagga
acagacagat
gcgagaagtc
tcaccctgaa

BCEECCABEE

actgaccgag
agtgatcelg
cctggggeag
cgagatcttc
gatcagaagc
ggeeggeglg
tetgeggaac
caacaagcag
actgtettgg
ctacaaagag
ctggecacaac
ggacaagtgg
gggecagagece
catcctgtac

ggtgetgatg

actgaccgag
agtgatcctg
cctggggeag
cgagatcttc
gatcagaagc

cgetggeace

540
600
660
720
780
840
900
912

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
927

60
120
180
240
300
360
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cagtattttg
cccaaggtgt
ctcgtgtgee
ggcaaagagg
agctactgece
cacttcagat
agcecccaage
attaccageg
ctgggcaagg
aagaagaaga
glggaagaga
ctgcagectga
agcgtgecag
tacttcatgt
tcecageggea
atctceetgt
agacagggeg
tacatccaga
accetgtgee
ggcaccttca
ggegeeattg
aacgccacct
gagacagaca
ctgaaagtgg
210> 95

<211> 1800
<212> DNA

geeetggeac
ccetgttega
tggecagagg
tgecacagegg
tgtccageag
gcecaggtgea
ccgtgactea
ccagctacca
ccaccctgta
acagcggeag
accctggecee
getgggtgty
agggcgetat
ggtateggea
acaaagagga
tcatceggga
getecgagaa
accccgagec
tgttecaccga
tcaccgacaa
cetggtecaa
accccageag
tgaacctgaa
ccggattcaa

213> NLF%)

220>

cagactgectg
gcctagecaag
cttctteeee
cgtgtecace
actgegggte
gtttcacgge
gaatatctet
tcagggecgtg
cgeegtgetg
cggegeeace
catgatgaag
gtcecageag
cgtgtceetg
gtacagecegg
cggeeggtte
cagccagecce
getggtgtte
cgeegtgtac
cttcgacagc
gaccgtgetg
ccagaccage
cgacgtgecee
cttccagaac
cctgetgatg

gtgetggaag
geegagateg
gaccacglgg
gatccccagg
teegecaccet
ctgagcgaag
geegaggeat
ctgagegeca
gtgtcaggee
aactttagte
tceetgeggg
aaagaggtgg
aattgcacct
aagggecceg
acagecccagg
agcgacageg
ggcaagggea
cagclgaagg
cagatcaacg
gacatgaagg
ttcacatgee
tgtgatgeca
ctgagegtga
accctgegge

atctgecggaa
ccaacaagca
aactgtettg
cctacaaaga
tctggecacaa
aggacaagtg
ggggcagage
ccatcectgta
tggtgetgat
tgetgaaaca
tgetgetegt
aacaggaccce
acagcaacag
agctgetgat
tggacaagag
ccacatatct
caaagctgac
accclagaag
tgececaagac
ccatggacag
aggacatctt
cectgaccga
tgggeetgag
tgtggtecag

cgtgacceece
gaaagccace
gtgggteaac
gagcaactac
cceeecggaac
geetgagggce
cgactgtgge
cgagatecetg
ggecatggte
ggccggegac
gatcctgtgg
aggccetetg
cgccttecag
gtacacctac
cagcaagtac
gtgegecatg
cgtgaaccce
ccaggacage
catggaaagc
caagagcaac
caaagagaca
gaagtettte
aatcetgetg
ctga

420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1794

<223> HLA-DR4 FHL NY-ESO-1 116-135 $551:1 TCR3598 2 MUGEELES TCR #4 A

<400> 95

atggatactt
cccgaaglga
cgetgegtge
aaagtggaat
gacgaccagt
accaagelgg
accgaggeat
accceececa
gecacceteg
gtcaacggea
aactacagct
cggaaccact
gagggeagee
tgtggeatta

ggctegtgtg
cccagacace
ccatcagceaa
ttctggtgte
tcagcgtgga
aagatagcge
tctttggeca
aggtgtccct
tgtgeetgge
aagaggtgea
actgeetgte
tcagatgcca
ccaageccgt

ccagegecag

ctgggeccatce
tagccaccaa
ccacctgtac
cttctacaac
acggcccgac
catgtacttt
BEgCACCCEE
gttegagecet
cagaggcttce
cageggegtg
cagcagactg
ggtgeagttt
gactcagaat

ctaccatcag

ttcagectge
gtgacacaga
ttectactggt
aacgagatca
ggcagcaact
tgegecagea
ctgaccgtgg
agcaaggecg
tteecegace
tccaccgate
cgggtgteeg
cacggcetga
atctctgeeg
ggeglgetga

65

tgaaggcegg
tgggecagga
acagacagat
gcgagaagtc
tcaccctgaa
gegtgatgac
tggaagatct
agatcgeccaa
acgtggaact
cccaggecta
ccaccttetg
gcgaagagga
aggecalgggg
gegecaccat

actgaccgag
agtgatcectg
cctggggeag
cgagatcttc
gatcagaagc
cggeclgaac
gagaaacgtg
caagcagaaa
gtettggtgg
caaagagage
gcacaacccce
caagtggcect
cagagcegac

cctgtacgag

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



CN 107428816 B

FF

5

%=

49/60 T

[0049]

atcctgetgg
atggtcaaga
ggegacglgg
ctgetgetge
ctgagegagg
ctgttttggt
geegacgaca
ttccacctgg
agagattctg
cagccctaca
gacagcaccce
gaaageggea
agcaacggeg
gagactaacg
tetttegaga
ctgetgetga
<210> 96

211> 1794
<212> DNA

gecaaggecac
agaagaacag
aagagaaccce
tgggcecggac
aagccttect
acgtgcagta
agggcagcaa
aaaagggceag
BCEECEgage
tccagaaccce
tgtgeetgtt
ccttcatcac
ccattgecetg
ccacataccce
cagacatgaa
aggtggeegg

213> N7

220>

<223> HLA-DR4 F&f7 NY-ESO-1 116-135 ¥4 TCR5412 HAELEE TCR 1) dtih

<400> 96

atgggaacat
acaggegtgt
agatgegacce
ggeeeegagt
agcgacagat
accgagcagg
gagcagttet
cceeccaagg
accctegtgt
aacggceaaag
tacagctact
aaccacttca
ggcageecta
ggeattacca
ctgctgggea
gtcaagaaga
gacgtggaag
ttcaccetgg
ttcgaagagg
ttttggtacg
tccaccetgg

ttccacctga

ctetgetgtg
cccaggaccec
ccatcagega
tcetgaccta
tcagegecga
gcgacagcege
ttggeccagg
tgtecetgtt
gecectggecag
aggtgcacag
geectgageag
ggtgecaggt
agccegtgac
gegecageta
aggccaccet
agaacagcgg
agaaccclgg
geggeaccag
ccectgtgga
tgcagtaccc
tggaatccat
gaaagccecag

cectgtacgee
Cggcagegge
tggeeccatg
cagaggegat
gaccatcaat
ccceggegag
caagggette
cgtgecaggtg
cgatggeetg
cgagectgece
caccgactte
cgacaagacc
gtccaaccag
cagcagegac
cctgaactte
cttcaacctg

ttggatggcc
ccggeacaag
gecacaaccgg
cttccagaac
aagacccaag
catgtatctg
cacccggetg
cgagectage
aggettette
cggegtgtee
cagactgegg
gecagtttcac
ccagaatatc
ccatcaggge
gtacgeegtg
cagcggegec
cecctatgete
agceccagage
actgeggtge
caaccaggge
caacggctte

cgtgeacate

gtgetggtgt
geecaccaact
aactactctc
tetgtgacce
tgcacctaca
ggcetgeage
gaggecacet
teegacteeg
acctttggeca
gtgtaccage
gacagccaga
gtgctggaca
accagcttca
gtgeecetgtg
cagaacctlga
ctgatgaccce

ctgtgectge
attaccaagce
ctgtactggt
gaggeecage
ggeagettca
tgtgecagea
accgtgetgg
aaggccgaga
ccegaccacg
accgatecee
gtgteegeca
ggeetgageg
tctgeecgaag
gtgetgageg
ctggtgtetg
accaacttca
ctgetgetgg
gtgacacagce
aactactcca
ctgecagetge
gaggeegagt
agcgataccg

66

ctggeetggt
ttagtetget
ceggeetggt
agatggaagg
ccgecaccegg
tgctgetgaa
accggaaaga
cegtgtattt
agggeacaca
tgaaggaccce
tcaacgtgee
tgaaggcceat
catgccagga
atgccaccet
gegtgatggg
tgagactgtg

tgggageega
EEgEccagaa
acagacagac
tggaaaagag
gcaccctgga
geetggaceg
aagalctgag
tcgecaacaa
tggaactgtc
aggcctacaa
ccttetggea
aagaggacaa
cctggggeag
ccaccatcct
geetggtget
gectgetgaa
tgeetgeett
tggatageca
geagegtgte
tgctgaagta
tcaacaagag

cecgagtactt

getgatggee
gaaacaggcc
gtetetgatt
cceegtgace
ctaccccage
agccaccaag
gacaaccage
ctgegeeetg
cctgatcatce
tagaagccag
caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cctgagaatce
gtccagetga

tcatgecgat
cgtgaccttce
cetgggeeag
ceggetgetg
aatccagegg
gecectacaac
aaacglgacc
gcagaaagcce
ttggtgggte
agagagcaac
caacccecgg
gtggecegag
agccgactgt
gtacgagatc
gatggecatg
acaggccgge
ccaagtgatc
ggtgeeeglyg
cgtgtacctg
cctgagecgge
ccagaccage

ctgegeegtg

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800

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

1020
1080
1140
1200
1260
1320
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accctgaacc
aacatccaga
accetgtgte
ggcaccttca
ggegeecattg
aacgccacct
gagacagaca
ctgaaagtgg
210> 97

<211> 1800
<212> DNA

gggacgacaa
accccegagec
tgttecaccga
tcaccgacaa
cetggtecaa
accccagete
tgaacctgaa

ccggettcaa

213> NI

<220>

gatcatcttc
cgeegtgtac
cttecgacage
gacagtgetg
ccagacaagc
cgacgtgecce
tttccagaac

cctgetgatg

ggcaagggea
cagclgaagg
cagatcaacg
gacatgaagg
ttcacatgee
tgtgatgcca
ctgagegtga

accctgagac

ccagactgca
accctagaag
tgeccaagac
ccatggacag
aggacatctt
ccctgaccga
tgggectgeg
tgtggtecag

catcctgece
ccaggatage
catggaaagc
caagagcaac
caaagagaca
gaagtectte
gatcctgetg

ctga

1380
1440
1500
1560
1620
1680
1740
1794

<223> HLA-DR4 A7 NY-ESO-1 116-135 4% 5k ) TCR5412 2 HEERLEE TCR ¥ {4k

<400> 97

atggatagct
geeggegtga
cgetgeaage
ggcectggaac
gaggatagat
agegagececa
tacgagcagt
accceecceea
gecacceteg
gtcaacggcea
aactacagect
cggaaccact
gagggeagec
tgtggecatta
atcctgetgg
atggtcaaga
ggegacglgg
atcttcacce
gtgttcgaag
ctgttttggt
ggctecacee
agcttccate
gtgaccegga
atcgccaata
gatagcaccce
gaaagcggea
agcaacggeg
gagacaaacg
tccttegaga
ctgetgetga

ggaccttttg
tccagagecce
ctatcagegg
tgctgatcta
tcagegecaa
gagacagcge
acttcggecc
aagtgtctet
tgtgeetgge
aagaggtgca
actgeclgag
tcagatgcca
ctaagccegt
ccagegecag
gcaaggcecac
agaagaacag
aagagaaccc
tgggeggeac
aggeeceetgt
acgtgcagta
tggtggaatc
tgeggaagee
actccggceaa
tccagaacce
tgtgectgtt
ccttcatcac
ccattgeetg
ccacctacce
cagacatgaa

aagtggeegg

ctgegtgtee
cagacacgaa
ccacaacage
cttcaacaac
gatgcccaac
cgtgtacttt
tggcaccaga
gttcgageee
cagaggctte
cageggegtg
cagcagactg
ggtgeagttt
gacccagaat
ctaccatcag
cctgtacgec
Ccggcagegge
tggeectatg
cagggeccag
ggaactgegg
ccccaaccag
catcaacggce
cagecglgeac
cacccectetg
cgagcctgee
caccgacttc
cgacaagacc
gtccaaccag
cagctecgac
cctgaactte

cttcaacctg

ctgtgeatce
gtgaccgaga
ctgttetggt
aacgtgeccca
gecagettca
tgegecagea
ctgaccgtga
agcaaggecg
tteeecgace
tcecaccgate
cggglgteeg
cacggeccetga
atctctgeeg
ggegtgetga
gtgetggtgt
gecaccaact
cteetgetge
tectgtgacac
tgcaactact
ggeetgeage
ttcgaggeceg
atcagcgata
gtgtttggca
gtgtaccage
gacagccaga
gtgctggaca
acaagcttca
gltgecectgtyg
cagaacctgt

ctgatgacce

67

tggtggecaa
lgeggeecagga
acagacagac
tcgacgacag
gecaccctgaa
getttetgge
ccgaggacct
agatcgccaa
acgtggaact
cccaggecta
ccaccttetg
gCgaagagga
aagcctgggg
gegecaccat
ctggeetggt
tcageetget
tggtgeetge
agctggatag
ccagcagegt
tgetgetgaa
agttcaacaa
ccgeegagla
agggeacacg
tgaaggacce
tcaatgtgee
tgaaggccat
catgccagga
atgccaccct
ccgtgatggg
tgagactglg

geacacagat
agtgaccctg
catgatgegg
cggcatgecc
gatccagece
cagegtggge
gagaaacgtg
caagcagaaa
gtcttgegteg
caaagagagc
gcacaaccce
caagtggcecce
cagagccgac
cctgtacgag
gectgatggece
gaaacaggcc
cttccaagtg
ccaggtgece
gtcegtgtac
gtacctgage
gagccagacce
cttetgtgee
getgagegtg
cagaagccag
caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cctgeggatce

gtccagetga

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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<210> 98
211> 1788
<212> DNA

213> NTF3)

220>

€223> HLA-DR4 FE{r NY-ESO-1 116-135 455k TCR5412 3 FGEILER TCR fEE1A

<400> 98

atggatacca
geeggegtga
cgetgeagee
ggectgaagt
aaagageggt
gtegtgegeg
tactttggcc
aaggtgtcce
gtgtgeetgg
aaagaggltge
tactgcctga
ttcagatgece
cctaageecg
accagegeca
ggcaaggeca
aagaagaaca
gaagagaacc
acctgggtgt
gaggacgtgt
caggaccccg
agcaatggea
agegecteca
ggctecaact
cagaaccceg
tgeetgttea
ttecatcaccg
atcgecetggt
acctacccca
gacatgaacc
gtggeegget
<210> 99

211> 1782
<212> DNA

gagtgetgtg
tgcagaacce
ccatgaaggg
tcatggtgta
tcagecgececga
gcgatagege
ctggcaccag
tgttcgagec
ccagaggett
acageggegt
gecagcagact
aggtgcagtt
tgacccagaa
getaccateca
ccectgtacge
gcggeagegg
ctggeectat
ccggecagea
ccatgaactg
gegaaggace
ggetgacage
tccecagega
acaagctgac
agececgeegt
ccgacttcga
acaagaccgt
ccaaccagac
getecgacgt
tgaacttcca
ttaacctget

Q213> N5

<220>

<223> HLA-DR4 F7 NY-ESO-1 116-135 4% 5L TCR3600 HLGE4% S TCR #y ik

<400> 99

ctgegeegtg
cagacacctc
ccacagecac
cctgcagaaa
gttcceccaaa
cgectacttt
actgaccgtg
tagcaaggcc
cttcececgac
gtccaccgat
gegggtgtee
tcacggeetg
tatctctgee
gggegtgetg
cgtgetggtg
cgcceaccaac
getgetggaa
getgaatcag
caccagcagc
cgtgetgetg
ccagttegge
cgtgggeate
cttcggcaag
gtaccagetg
cagccagate
gctggacatg
cagcttcaca
geeetgtgat
gaatctgage
gatgaccctg

atctgeetge
glgeggegega
gtgtactggt
gagaacatca
gagggeccea
tgtgecaget
accgaggacce
gagatcgcca
cacgtggaac
ccecaggect
geecaccttet
agcgaagagg
gaagecetggg
agegecacca
tetggeetgg
ttcagectge
catctgetga
agccccecaga
agcatcttca
atcgeeetgt
attacccgga
tatttetgeg
ggcacactge
aaggacccta
aacgtgecca
aaggccatgg
tgecaggaca
gecaccetga
gtgatgggee
cggetgtggt

68

tgggageegg
gaggacagga
acagacagcet
tcgacgagag
gecatcctgag
ctcecacctet
tgagaaacgt
acaagcagaa
tgtettggte
acaaagagag
ggcacaaccc
acaagtggee
gecagagcecega
tectgtacga
tgctgatgge
tgaaacaggce
tcatcetgtg
gecatgttcat
atacctgget
acaaagccgg
aggacagctt
ccggacagea
tgacagtgaa
gaagccagga
agaccalgga
acagcaagag
tcttcaaaga
ccgagaagte
tgegeatecet
ccagctga

actgtctaat
agccagactg
geeccgaagag
cggcatgecee
aatccagcag
gggegageag
gaccceeeece
agccacccte
ggtcaacgge
caactacagc
ccggaacceac
cgagggeage
ctgtggcatt
gatcetgetg
catggtcaag
cggegacgtg
gatgcagetg
ccaggaagge
gtggtacaag
cgagelgace
cctgaacatce
gaactccgge
ccccaacatce
cagcaccctg
aageggeacce
caacggegea
gacaaacgcce
cttcgagaca
getgetgaag

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
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atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagetgg
ttcggeeetg
gtgtecetgt
tgcetggeca
gaggtgeaca
tgeetgteca
agatgecagg
aagcccgtga
agcgeccaget
aaggeeacce
aagaacagcg
gagaaccctg
ctgagetgtg
CAgEAAEECE
tggetgeage
aagaagecacg
atcaccgeca
aacaccccte
ccegageetg
ttcaccgact
accgacaaga
tggtecaace
cccageageg
aacctgaact
ggattcaacc
<210> 100

211> 1782
<212> DNA

ggctegtgtyg
cccagacacc
ccatcagcaa
ttetggtgte
tcagegtgga
aagatagcge
gecaccegget
tcgageectag
gaggettett
geggegtgte
geagactgeg
tgcagtttca
ctcagaatat
accatcaggg
tgtacgeegt
geageggege
geeecatggt
tgtecegeege
agttcatcac
agcatcctgg
gceggetgat
gecaccctag
tggtgttcgg
ccgtgtacca
tcgacageca
cegtgetgga
agaccagett
acgtgeeetg
tccagaatct
tgctgatgac

213> NTF5

<220>

<223> HLA-DR4 AL NY-ESO-1 116-135 $551EM TCR5712 HEERZ S TCR # itk

<400> 100

atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
ttcggeeetg
gtgtecetgt

ggetegtgtg
cccagacacc
ccatcagcaa
ttetggtgte
tcagegtgga
aagatagcgc
gecaccegget

tcgagectag

ctgggecatce
tagccaccaa
ccacctgtac
cttctacaac
acggeecgac
catgtacttt
gaccgtgacce
caaggeegag
cccegaceac
caccgatcece
ggtgteegee
cggectgage
ctctgcegag
cgtgetgage
getggtgtet
caccaacttt
caaaatccgg
caagaacgag
catcaactge
cggaggeate
cgccacaate
agacagegec
caagggeacc
gctgaaggac
gatcaacgtg
catgaaggec
cacatgeccag
tgatgccacc
gtecgtgatg
cetgeggetg

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeccgac
catgtacttt
gaccgtlgacc

caaggccgag

ttecageetge
gtgacacaga
ttetactggt
aacgagatca
ggeageaact
tgegecagea
gaggatctga
atcgccaaca
gtggaactgt
caggcectaca
accttetgge
gaagaggaca
gcatggggea
gecaccatcee
gegeetggtge
agtctgetga
cagttectge
gltggaacaga
agctacageg
gtgtetetgt
aacatccagg
gtgtacatet
agactgagcg
cctagaagec
cccaagacca
atggacagca
gacatcttca
ctgaccgaga
ggeetgagaa
tggteccaget

ttecageetge
gtgacacaga
ttetactggt
aacgagatca
ggeageaact
tgecgecagea
gaggatctga
atcgccaaca

69

tgaaggeegg
tgggccagga
acagacagat
gegagaagte
tcaccctgaa
gegtgatcta
gaaacglgac
ageagaaagc
cttggtgggt
aagagagcaa
acaacccccg
agtggecctga
gagccgactg
tgtacgagat
tgatggecat
aacaggecgg
tggecateet
geeeccagaa
tgggeatcag
tcatgctgag
aaaagcacag
gegeegtgee
tgatcgeccaa
aggacagcac

tggaaagegg

actgaccgag
agtgatcctg
cctggggeag
cgagatettce
gatcagaagc
cgagcagtac
cceecccaag
caccctegtg
caacggcaaa
ctacagctac
gaaccacttce
gggeageecce
tggecattacc
cetgetggge
ggtcaagaag
cgacgtggaa
gtggetgeag
cctgacecget
cgeectgeat
cagcggaaag
cagcctgeac
caatagegge
tatccagaac
cctgtgeetg
caccttcatec

agagcaacgg cgecattgee
aagagacaaa cgccacctac

agtctttecga gacagacatg

tcectgetget
ga

tgaaggeegg
tgggecagga
acagacagat
gegagaagte
tcaccctgaa
gcatcatcta
gaaacglgac

agcagaaage

gaaagtggcec

actgaccgag
agtgatcctg
cctggggeag
cgagatette
gatcagaagc
cgagcagtac
cceecccaag

caccctegtg

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
1782

60
120
180
240
300
360
420
480
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tgeetggeca
gaggtgecaca
tgeetgtecea
agatgecagg
aagcccgtga
agcgceccaget
aaggceacce
aagaacageg
gagaaccctg
ctgagetgtg
caggaaggeg
tggctgeage
aagaagcacg
atcaccgcca
aacacccete
cccgageetg
ttcaccgact
accgacaaga
tggtecaace
ccecageagceg
aacctgaact
ggattcaacce
<210> 101

211> 1782
<212> DNA

gaggcttett
geggegtgte
geagactgeg
tgcagtttca
ctcagaatat
accatcaggg
tgtacgeegt
geageggege
gececcatggt
tgtcegeege
agttcatcac
agcatcctgg
gceggetgat
geccaccctag
tggtgttegg
ccgtgtacca
tcgacagcecca
cegtgetgga
agaccagett
acgtgecetg
tccagaatct

tgctgatgac

213> NLF4)

<220>

€223> HLA-DR4 F&fif NY-ESO-1 116-135 $55:E TCR5415 B8R TCR ik

<400> 101

atggatactt
cccgaagtga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
ttcggeeetg
gtgteeetgt
tgcetggeca
gaggtgecaca
tgeetgteca
agatgecagg
aagceegtga
agcgeccagcet
aaggccacce

aagaacagcg

ggcteglgtg
cccagacace
ccatcagcaa
ttetggtgte
tcagegtgga
aagatagcgc
gcaccegget
tcgagectag
gaggcttett
geggegtgte
gecagactgeg
tgecagtttca
ctcagaatat
accatcaggg
tgtacgeegt
ECageggege

ceceegaceac
caccgatcec
ggtgteegee
cggectgage
ctetgeegag
cgtgetgage
getggtgtet
caccaacttt
caaaatccgg
caagaacgag
catcaactge
cggaggeate
cgccacaatc
agacagcgec
caagggeacc
gctgaaggac
gatcaacgtg
catgaaggece
cacatgccag
tgatgccacc
gtcegtgatg
cetgeggetg

ctgggecate
tagccaccaa
ccacctgtac
cttctacaac
acggeccgac
catgtacttt
gaccgtgacc
caaggeegag
cceegaceac
caccgatcec
ggtgteegee
cggectgage
ctetgecgag
cgtgctgage
getggtgtet
caccaacttt

gtggaactgt
caggcctaca
accttctgge
gaagaggaca
geatggggea
gecaccatcee
ggeetggtge
agtctgetga
cagttcetge
gtggaacaga
agctacageg
gtgtetetgt
aacatccagg
gtgtacatcet
agactgageg
cctagaagec
cccaagacca
atggacagca
gacatcttca
ctgaccgaga
ggcctgagaa
tggtecaget

ttcageetge
gtgacacaga
ttetactggt
aacgagatca
ggcageaact
tgecgecagea
gaggatctga
atcgccaaca
gtggaactgt
caggcctaca
accttctgge
gaagaggaca
geatggggea
geccaccatcee
ggeetggtge
agtctgetga

70

cttggtgeggt
aagagagcaa
acaacccccg
agtggeectga
gagccgactg
tgtacgagat
tgatggccat
aacaggecgg
tggececatcect
geceeccagaa
tgggeatcag
tcatgetgag
aaaagcacag
gegeegtgee
tgatcgecaa
aggacagcac
tggaaagcegg
agagcaacgg
aagagacaaa
agtctttega
tectgetget

ga

tgaaggeegg
tgggecagga
acagacagat
gegagaagtc
tcaccctgaa
gcgtgtacta
gaaacgtgac
agcagaaage
cttggtgegt
aagagagcaa
acaacccccg
agtggectga
gagcecgactg
tgtacgagat
tgatggeceat
aacaggecgg

caacggcaaa
ctacagctac
gaaccacttc
gggeageece
tggcattacc
cctgetggge
gglcaagaag
cgacgltggaa
gtggetgeag
cctgaccget
cgeeetgeat
cagcggaaag
cagcctgeac
caatagcgge
tatccagaac
cetgtgeetg
caccttcatce
cgecattgee
cgecacctac
gacagacatg
gaaagtggece

actgaccgag
agtgatcetg
cctggggeag
cgagatcttc
gatcagaagc
cgagcagtac
cceceecccaag
caccctegtg
caacggcaaa
ctacagctac
gaaccacttc
gggeagecece
tggecattace
cctgetgggce
ggtcaagaag
cgacglggaa

540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1782

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



CN 107428816 B

FF

5

%=

54/60 T

[0054]

gagaaccctg
ctgagetglg
CAgEaaggcy
tggctgeage
aagaageacg
atcaccgeca
aacaccccte
ccegageetg
ttcaccgact
accgacaaga
tggtccaacce
cccagceageg
aacctgaact
gegattcaacc
210> 102
<211> 1800
<212> DNA

Q213> NLFH

220>

<223> HLA-DR4 {7 NY-ESO-1 116-135 $5 51 TCR5713 HAERRR TCR ¥k

<400> 102
atggatactt
cccgaaglga
cgetgegtge
aaagtggaat
gacgaccagt
accaagctgg
acaggcegage
gtgacceceee
aaagccacce
tgggtcaacg
agcaactaca
ccecggaace
cectgagggea
gactgtggca
gagatcctge
gecatggtea
geeggegacg
ttecetgtgge
ctgagegtge
acatacctgt
ttctccaaca
aagcaccliga
geecgaggeca

tccageaaca

geeccatggt
tgtcegeege
agttcatcac
agcatcctgg
geeggetgat
gecaccctag
tggtgttegg
ccgtgtacca
tcgacageca
cegtgetgga
agaccagctt
acgtgeecetg
tccagaatcet

tgetgatgac

ggctegtgtg
cccagacace
ccatcagecaa
ttetggtgte
tcagegtgga
aagatagcge
tgttttttegg
ccaaggtgte
tcgtgtgeet
gecaaagaggt
getactgeet
acttcagatg
geeccaagece
ttaccagege
lgggeaagge
agaagaagaa
tggaagagaa
tgecagetgga
SCEAEEECEA
actggtataa
tggacatgaa
geectgeggat
atcaggecgg

tcecagaacce

caaaatccgg
caagaacgag
catcaactge
cggaggcatc
cgccacaatc
agacagcgec
caagggcacc
getgaaggac
gatcaacgtg
catgaaggcece
cacatgeccag
tgatgccacc
gtecgtgatg
cetgeggetg

ctgggecatce
tagccaccaa
ccacctgtac
cttctacaac
acggecegac
catgtacttt
cgagggcagce
cetgttegag
ggecagagge
gecacagcgge
gtecteeegg
ccaggtgcag
cgtgactcag
cagctaccat
caccctgtac
cagcggeage
ccetggeecee
ctgcatgage
cagcagegtg
gecaggaaccc
gecaggaccag
cgecgatace
caccgeceetg

cgagecegec

cagttcctge
gtggaacaga
agctacageg
gtgtetetgt
aacatccagg
gtgtacatct
agactgageg
cctagaagece
cccaagacca
atggacagca
gacatcttca
ctgaccgaga
ggeclgagaa

tggtccaget

ttcagcctge
gtgacacaga
ttctactggt
aacgagatca
ggeageaact
tgecgecagea
agactgaccg
cctageaagg
ttetteceeg
gtgtccaceg
ctgagagtgt
tttcacggee
aatatctctg
cagggegtge
geegtgetgg
ggegeeacca
atgaagacct
agaggegagg
atcaattgca
ggegetggee
cggetgacag
cagacaggcg
atctttggeca
gltgtaccage

71

tggccatect gtggetgeag
geecccagaa ccetgaccget
tgggcatcag cgecctgeat
tcatgctgag cagcggaaag
aaaagcacag cagcctgeac
gegeegtgee
tgatcgecaa tatccagaac

caatagcggce
aggacagcac cctgtgeetg
tggaaagegg caccttcatce
agagcaacgg cgeccattgec
aagagacaaa cgccacctac
agtctttcga gacagacatg
teetgetget gaaagtggee
ga

tgaaggeegg actgaccgag
tgggecagga agtgateetg

acagacagat
gegagaagtce
tcaccctgaa
getetggact
tgetggaaga
cegagatege
accacgtgga
atccccagge
ccgecaccett
tgagcgaaga
ccgaggealg
tgagegecac
tgtcaggecet
actttagtet
tegeeggett
acgtggaaca
cctacaccga
tgcagetget
tgetgetgaa
actccgecat
agggcacaac

tgaaggacce

cclggggeag
cgagatctte
gatcagaage
ggeeggegty
tctgeggaac
caacaagcag
actgtcttgg
ctacaaagag
ctggeacaac
ggacaagtgg
gggcagagec
catcctgtac
ggtgetgatg
getgaaacag
cagctteectg
gageectgttt
cagctecage
gacctacatc
caagaaggac
ctatttectge
actgagcgtg

tagaagccag

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1782

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

1020
1080
1140
1200
1260
1320
1380
1440
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gacagcacce tgtgeetgtt caccgacttc gacagccaga tcaacgtgec

gaaagcggea ccttcatcac cgacaagact gtgetggata tgaaggcecat

agcaacggeg ccattgeetg gtccaaccag accagetteca catgecagga

gagacaaacg ccacctaccc cagcagegac gtgecctgtg atgecacccet

tctttcgaga cagacatgaa cctgaacttc cagaacctga gegtgatggg

ctgetgetga aggtggeegg cttcaaccltg ctgatgacee tgagactgtg

<210> 103

211> 9

<212> PRT

213> WA

220>

<223> HLA-A2 AL NY-ESO-1 157-165

<400> 103

Ser Leu Leu Met Trp Ile Thr Gln Cys

| 5

<210> 104

<211> 133

<212> PRT

Q13> /A

220>

<223> HLA-A2 A NY-ESO-1 157-165 453 P/ TCR o 4,

AR X

<400> 104

Met Lys Ser Leu Arg Val Leu Leu Val Ile Leu Trp Leu Gln

1 5 10

Trp Val Trp Ser Gln Gly Gln Gln Val Met Gln Ile Pro Gln
20 25 30

His Val Gln Glu Gly Glu Asp Phe Thr Thr Tyr Cys Asn Ser

35 40 45
Thr Leu Ser Asn Ile Gln Trp Tyr Lys Gln Arg Pro Gly Gly
50 a5 60

Val Phe Leu Ile Gln Leu Val Lys Ser Gly Glu Val Lys Lys

65 70 75

Arg Leu Thr Phe Gln Phe Gly Glu Ala Lys Lys Asn Ser Ser

85 90

Ile Thr Ala Thr Gln Thr Thr Asp Val Gly Thr Tyr Phe Cys
100 105 110

Glu Gly Asn Tyr Gly Gln Asn Phe Val Phe Gly Pro Gly Thr

115 120 125
Ser Val Leu Pro Asp
130

<210> 105

<211> 400

<212> DNA

213> ANTLFF5

220>

72

caagaccatg
ggacagcaag
catcttcaaa
gaccgagaag
cctgagaatc
gtccagetga

Leu Ser
15
Tyr Gln

Ser Thr
His Pro
Gln Lys

80
Leu His
95

Ala Gly

Arg Leu

1500
1560
1620
1680
1740
1800
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€223> HLA-A2 Fff NY-ESO-1 157-165 $5 5411 TCR o %,
A AR [X

<400> 105
atgaagagcc
caggggcage
actacatatt
ggaggacacc
agactgacct
cagactaccg
gtgtttggee
<210> 106
211> 269
<212> PRT

tgegegtget
aggtcatgea
gtaacagctc
cagtgttcet
tccagtttgg
acgtceggeac

ctggaacaag

Q213> ANTF%|

220>

getggtcatce
gattccacag
caccacactg
gattcagetg
cgaagccaag
ctacttttge
getgtetgte

ctgtggetge
tatcagcacg
tcaaatatcc
gtgaagageg
aaaaactcta
geaggagagg
ctgeecgata

aattgtecttg ggtctggtea
tccaggaggg ggaggacttce
aglggtacaa gcagcegacca
gcgaggtcaa gaaacagaaa
gtctgecatat cacagctact
gecaactatgg gecagaatttc

<223> HLA-A2 Ffi NY-ESO-1 157-165 ¥55:1k TCR o 4§

<400> 106
Met Lys Ser
1

Trp Val Trp
His Val Gln
35
Leu Ser
50

Val Phe Leu
65

Arg Leu Thr

Thr

Ile Thr Ala

Glu Gly Asn
115
Ser Val Leu
130
Lys Asp Pro
145

Asp Ser Gln

Thr Asp Lys

Gly Ala Ile

195

Phe Lys Glu
210

Ala Thr Leu

Leu Arg Val Leu Leu

5

Ser Gln Gly Gln Gln

20

Glu Gly Glu Asp Phe

Asn

40

Ile GIn Trp Tyr

55

Ile Gln Leu Val Lys

70

Phe Gln Phe Gly Glu

85

Thr Gln Thr Thr Asp

100

Tyr Gly Gln Asn Phe

Pro Asp

120

Ile Gln Asn

135

Arg Ser Gln Asp Ser
150
Ile Asn Val Pro Lys

165
Cys Val

180

Leu Asp Met

Ala Trp Ser Asn Gln

200

Thr Asn Ala Thr Tyr

215

Thr Glu Lys Ser Phe

Val Ile Leu
10

Val Met Gln

25

Thr Thr Tyr

Lys Gln Arg

Ser Gly Glu
75

Ala Lys Lys
90

Val Gly Thr

105

Val Phe Gly

Pro Glu Pro

Thr Leu Cys
155
Thr Met Glu
170
Lys Ala Met
185
Thr Ser Phe

Pro Ser Ser

Glu Thr Asp

73

Trp Leu Gln Leu Ser
15
Ile Pro Gln Tyr Gln
30
Cys Asn Ser Ser Thr
45
Pro Gly Gly His Pro
60
Val Lys Lys Gln Lys
80
Asn Ser Ser Leu His
95
Tyr Phe Cys Ala Gly
110
Pro Gly Thr
125
Ala Val Tyr Gln Leu
140
Leu Phe Thr

Arg Leu

Asp Phe

160

Ser Gly Thr Phe Tle
175

Asp Ser Lys Ser Asn

190

Thr Cys Gln Asp Ile

205

Asp Val
220

Met Asn Leu Asn Phe

Pro Cys Asp

60
120
180
240
300
360
400
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226 230

235

240

Gln Asn Leu Ser Val Met Gly Leu Arg Ile Leu Leu Leu Lys Val Ala

245

250

Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser

260 265
<210> 107

211> 810

<212> DNA

213> NILJF4

220>

<223> HLA-A2 AL NY-ESO-1 157-165 4550k TCR « %%

<400> 107

atgaagagce tgegegtget getggtecate ctgtggetge aattgtettg

caggggeage aggtcatgea gattccacag tatcagcacg tccaggaggg

actacatatt gtaacagctc caccacaclg tcaaatatcc agtggtacaa

ggaggacacce cagtgtteet gattcagelg glgaagageg gegagglcaa

agactgacct tccagtttgg cgaagccaag aaaaactcta gtctgcatat

cagactaccg acgtcggecac ctacttttge gecaggagagg geaactatgg

gtgtttggge ctggaacaag getgtetgte ctgeccgata ttcagaatcce

gtataccage tgaaggaccce ccgatctcag gatagtacte tgtgectgtt

gatagtcaga tcaatgtgce taaaaccatg gaatccggaa cttttattac

gtgetggata tgaaagecat ggacagtaag tcaaacggeg ccategettg

acatccttca cttgeccagga tatcttcaag gagaccaacg caacataccce

gtgeeetgtg atgecaccet gacagagaag tctttcgaaa cagacatgaa

cagaatctga gecgtgatggg cctgagaatc ctgetgetga aggtegetgg

ctgatgacac tgeggetgtg gtecteatga
<210> 108

211> 134

<212> PRT

213> HA

220>

<223> HLA-AZ FEHi NY-ESO-1 157-165 $i5:tEfR TCR B 4,

Az X

<400> 108
Met Gly Ser Trp Thr Leu Cys Cys Val
1 5
Lys His Thr Asp Ala Gly Val Ile Gln

20 25
Glu Met Gly Gln Glu Val Thr Leu Arg

35 40
Asp Tyr Leu Phe Trp Tyr Arg Gln Thr
50 a6
Leu Ile Tyr Phe Asn Asn Asn Val Pro
65 70
Glu Asp Arg Phe Ser Ala Lys Met Pro
85

Ser

10

Ser

Cys

Met

Ile

Asn

90

74

255

ggtetggtea
ggaggacttc
geagcegacca
gaaacagaaa
cacagctact
gecagaatttce
cgaacctgece
caccgacttt
cgacaagtge
gagcaatcag
atcctetgac
cctgaatttt
gtttaatctg

Leu Cys Ile Leu Val Ala

15

Pro Arg His Glu Val Thr

30

Lys Pro Ile Ser Gly His

45

Met Arg Gly Leu Glu Leu

60

Asp Asp Ser Gly Met Pro

75

80

Ala Ser Phe Ser Thr Leu

95

60
120
180
240
300
360
420
480
540
600
660
720
780
810
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Lys Ile Gln Pro Ser Glu Pro Arg Asp Ser Ala Val Tyr Phe Cys Ala

100

105

110

Ser Asn Ile Ala Gly Gly Tyr Asn Glu Gln Phe Phe Gly Pro Gly Thr

115

120

Arg Leu Thr Val Leu Glu

130

<210> 109
<211> 400
<212> DNA
213> NP5
<220>
<223> HLA-A2 FAL NY-ESO-1 157-165 5t TCR B 4,
AR [X
<400> 109
atggggagct
getggagtga
cgatgcaagce
ggcetggage
gaagacaggt

tctgaaccte

gagcagttct
<210> 110
211> 309
<212> PRT
213> NIF%)
<220>
<223> HLA-A2 &7 NY-ESO-1 157-165 $# 5% TCR B &%
<400> 110

Met Gly Ser

1
Lys

Glu
Asp
Leu
65

Glu
Lys

Ser

Arg

His
Met
Tyr
50

Ile
Asp
Ile
Asn

Leu

130

Thr
Gly
35

Leu
Tyr
Arg
Gln
Ile

115
Thr

ggaccctgtg
ttcagagcece
ccatcteegg
tgctgatcta
tcagegeaaa
gegatagtge
ttggaccagg

ttgtgtgage ctgtgtatee

tagacatgaa gtgactgaaa

acacgactac ctgttctggt

ctttaacaat aacgtgccca

gatgcctaat gccagetttt

tgtgtactte tgtgccagta

caccagactg acagtcctgg

125

tggtggeaaa

Ltggeggeagga
atcggecagac

tcgacgatte

ccaccctgaa

atattgetgg

Trp Thr Leu Cys Cys Val Ser Leu Cys Ile Leu

5

Asp Ala Gly Val Ile Gln

20

25

Gln Glu Val Thr Leu Arg

40

Phe Trp Tyr Arg Gln Thr

55

Phe Asn Asn Asn Val Pro

70

Phe Ser Ala Lys Met Pro

85

Pro Ser Glu Pro Arg Asp

100

105

Ala Gly Gly Tyr Asn Glu

120

Val Leu Glu Asp Leu Arg

135

10
Ser

Cys

Met

Ile

Asn

90

Ser

Gln

Asn

75

Pro
Lys
Met
Asp
75

Ala
Ala

Phe

Val

Arg
Pro
Arg
60

Asp
Ser
Val

Phe

Thr
140

His
Tle
45

Gly
Ser
Phe
Tyr
Gly

125
Pro

Glu
30
Ser

Leu
Gly
Ser
Phe
110

Pro

Pro

gecataccgac
ggtcaccctg
aatgatgaga
agggatgecec
aatccagecc

cgggtataac

Val Ala
15
Val Thr

Gly His

Glu Leu

Met Pro
80

Thr Leu

95

Cys Ala

Gly Thr

Lys Val

60
120
180
240
300
360
400
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Ser Leu
145
Thr Leu Val

Ser Trp Trp

Pro Gln Ala
195
Leu Arg Val

210
Cys Gln
225

Gly Ser

Val

Pro

Arg Ala Asp

Ser Ala Thr
275
Ala Val Leu
290
Asn Ser
305
210> 111
<211> 921

<212> DNA

Thr

Phe Glu Pro Ser Lys

Ala

150

Leu
165

Asn

Cys

Val
180
Tyr Lys

Ser Ala

Gln Phe

Ala

Gly

Glu Ser

Thr Phe

His

Arg Gly

Lys Glu
Asn
200
Trp
216

Gly Leu

230

Pro
245
Gly

Lys

Cys
260
Ile Leu

Val Ser

Gly Ala

213> NTF%)

<220>

Val

Ile

Tyr

Gly

Thr Gln

Thr Ser

Glu ITle
280
Leu Val

295

Glu Ile Ala
155

Phe Phe Pro
170

Val His

185

Tyr

Ser

Ser Tyr

His Asn Pro

Glu Glu
235
Ser

Ser

Ile
250
Ser

Asn

Ala
265
Leu

Tyr

Leu Gly

Leu Met Ala

Asn Lys Gln

Asp His Val

Gly Val Cys
190
Leu Ser
205

Asn

Cys
Arg His
220
Asp

Lys Trp

Ala Glu Ala

Gln Gly
270
Thr

His

Ala
285
Val

Lys

Met
300

Lys

<223> HLA-A2 Ffi NY-ESO-1 157-165 Ji5: 1M TCR B &

<400> 111

atggggaget
getggagtga
cgatgcaage
ggcclggage
gaagacaggt
tctgaaccte
gagcagttct
ccacccaaag
accctggtgt
aacggcaaag
tactcatatt
aatcatttce
gggteacceta
ggcattacta
ctgetgggaa
gtcaagaaaa

210> 112

ggaccctgtg
ttcagagcece
ccatcteegg
tgctgatcta
tcagegeaaa
gegatagtge
ttggaccagg
tctcactgtt
geetggeaag
aagtgcatte
gtctgtcaag
getgecaggt
agccagtgac
gegeetecta
aggeccaccct
agaactcttg

ttgtgtgage
tagacatgaa
acacgactac
ctttaacaat
gatgcctaat
tgtgtactte
caccagactg
tgagectage
agggttettt
tggggtetge
ccggetgaga
ccagtttcac
acagaacatc
tcatcaggge
gtatgetgte

a

ctgtgtatcce
gltgactgaaa
ctgttetggt
aacgtgccca
geecagetttt
tgtgecagta
acagtcectgg
aaggcagaaa
ccagatcacg
accgaccceec
gtgtccgeca
ggeectgagtg
agcgecagaag
gtgetgageg
ctggtcteeg

76

tggtggcaaa
lggggeagga
atcggeagac
tegacgatte
ccaccctgaa
atattgetgg
aagatctacg
ttgecaacaa
tggagetgte
aggettacaa
cattctggea
aggaagataa
cctggggacg
ccactatcct
geetggtget

Ala
160
Leu

Lys

Glu
175
Thr Asp

Ser Arg

Phe Arg
Glu
240
Gly

Pro

Trp
255
Val Leu

Leu Tyr

Lys Lys

gecataccgac
ggtcaccetg
aatgatgaga
agggatgcce
aatccagccc
cgggtataac
taacgtgaca
gcagaaggec
ctggtgggte
ggagagtaat
caaccctagg
atggccagag
agcagactgt
gtacgagatt
gatggccatg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
921
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<211> 1794
<212> DNA
213> ANTLF51
220>
<223> HLA-A2 FAL NY-ESO-1 157-165 457 ) L A% % TCR Rk 4
<400> 112
atggggaget ggaccetgtg ttgtgtgage ctgtgtatee tggtggeaaa geataccgac 60
getgegagtga ttcagagecce tagacatgaa gtgactgaaa tggggecagga ggtcaccetg 120
cgatgcaage ccatcteegg acacgactac ctgttetggt atcggeagac aatgatgaga 180
ggcctggage tgetgateta ctttaacaat aacgtgecca tcegacgattc agggatgecce 240
gaagacaggt tcagcgceaaa gatgectaat gecagetttt ccaccctgaa aatccagece 300
tctgaaccte gegatagtge tgtgtacttc tgtgecagta atattgetge cgggtataac 360
gagcagttet ttggaccagg caccagactg acagtcctgg aagatctacg taacgtgaca 420
ccacccaaag tctcactgtt tgagecctage aaggcagaaa tigccaacaa gecagaaggcec 480
accctggtgt geetggeaag agggttettt ccagatcacg tggagetgte ctggtgggte 240
aacggcaaag aagtgecattc tggggtetge accgaccecce aggettacaa ggagagtaat 600
tactcatatt gtctgtcaag ccggetgaga gtgtecgeca cattetggea caaccetagg 660

[0060] aatcatttcc gectgeccaggt ccagtttcac ggectgagtg aggaagataa atggcecagag 720
gggtcaccta ageccagtgac acagaacatc agcgcagaag cctggggacg agecagactgt 780
ggcattacta gcgecteeta tcatcaggge gtgetgageg ccactatecet gtacgagatt 840
ctgetgggaa aggecacceet gtatgetgtg ctgegtetecg gectggtget gatggecatg 900
gtcaagaaaa agaactctgg gagtggagec acaaatttct ctetgetgaa acaggetgga 960
gatgtggageg aaaaccccgg ccctatgaag agectgegeg tgetgetggt catcctgteg 1020
ctgcaattgt cttgggtctg gtcacagggg cagcaggtca tgcagattcc acagtatcag 1080
cacgltccagg agggggagga cttcactaca tattgtaaca gctccaccac actgtcaaat 1140
atccagtggt acaagcagcg accaggagga cacccagtgt tcctgattca getggtgaag 1200
agcgegegagg tcaagaaaca gaaaagactg accttccagt tiggcgaage caagaaaaac 1260
tctagtectge atatcacage tactcagact accgacgtcg geacctactt ttgegeagga 1320
gagggeaact atgggecagaa tttecgtgttt geggectggaa caaggetgte tgtectgecee 1380
gatattcaga atcccgaacc tgccgtatac cagetgaagg acccccgalce tcaggatagt 1440
actctgtgee tgttcaccga ctttgatagt cagatcaatg tgcctaaaac catggaatce 1500
ggaactttta ttaccgacaa gtgegtgetg gatatgaaag ccatggacag taagtcaaac 1560
ggegeecateg cttggagecaa tcagacatce ttcacttgee aggatatctt caaggagacc 1620
aacgcaacat acccatcctce tgacgtgeee tgtgatgeca ccctgacaga gaagtetttc 1680
gaaacagaca tgaacctgaa ttttcagaat ctgagecgtga tgggectgag aatcctgetg 1740
ctgaaggtcg ctgggtttaa tctgetgatg acactgegge tgtggtecte atga 1794

7
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