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Anti-LAG3 25F7 VK

55

169

163

217

27L

V segment: 1.6
J segment: JK2

E I v L T Q S P A T L s L S P G E
R
GRA ATT GTG TTG ACA CAG TCT CCA GCC ACC CTG TCT TTG TCT CCA GGG GAR
AGA

a T L S C R A S Q S I ) 5 Y L A W
Y

GCC RCC CTC TCC TGL AGG GCC AGT CAG AGT ATT AGC AGC TAC TTA GCC TGG
TAC

CDR2

Q Q K P G Q A P R L L I Y D A S N

CAA CAG AAA CCT GGC CAG GCT CCC AGG CTC CTIC ATC TAT GAT GCA TCC AAC
AGG

A T G I P A R F s G 3 G S G T D F

GCC ACT GGC ATC CCA GCC AGG TTC AGT GGC AGT GGG TCT GGG ACA GAC TTC
ACT

L T I 3 s L E P E D F A v Y Y c Q

CTC ACC ATC AGC AGC CTA GAG CCT GAA GAT TTT GCA GTT TAT TAC TGT CAG
CAG

R 3 N W P L T F G Q G T N L E I K
CGT AGC AAC TGG CCT CTC ACT TTIT GGC CAG GGG ACC AAC CTG GAG ATC ARA

FIGURE 1B
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Anti- LAG3 26H10 VK

V segment: A27
J segment: JK3

55

109

163

271

E I v L T Q 3 P G T L el L S P G E
R
GAA ATT GIG TTG ACG CAG TCT CCA GGC ACC CTG TCT TTG TCT CCA GGG GAA
AGA

A T L S C R A S Q 5 A S S ) Y L A
W

GCC ACC CIC TCC TGC AGG GCC AGT CAG AGT GTT AGC AGC AGC TAC TTA GCC
TGG

CDR2

Y Q Q K P G Q A P R L L I Y G A S

TAC CAG CAG AAA CCT GGC CAG GCT CCC AGG CTC CTC ATC TAT GGT GCA TCC
AGC

R A T G I P D R F S G <1 G s G T D
AGG GCC ACT GGC ATC CCA GAC AGG TTC AGT GGC AGT GGG TCT GGG ACA GAC
TTC

CDR3

T L T I S R L B P E D F A v Y Y C

ACT CTC ACC ATC AGC AGA CTG GAG CCT GAA GAT TTT GCA GTG TAT TAC TGT
CAG

Q Y G S 5] P F T F G 4 G T K v D I

CAG TAT GGT AGC TCA CCA TTC ACT TTC GGC CCT GGG ACC AAA GTG GAT ATC
ARRD

FIGURE 2B
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Anti-LAG3 25E3 VH

V segment: 3-20
D segment: ND
J segment: JH4b

E v Q L v E S G G G v v R P G G 3

1 GAG GTG CAG TTG GTG GAG TCT GGG GGA GGT GTIG GTA CGG CCT GGG GGG TCC
CIG

R L s C A A S G F T F D 3] Y G M S

55 AGA CTC TCC TGT GCA GCC TCT GGA TTC ACC TTT GAT GAT TAT GGC ATG AGC
TGG

CDR 2

109 GTC CGC CAA GCT CCA GGG BRAG GGG CTG GAG TGG GTC TCT GGT ATT AAT TGG

G G S T Y Y A D S v K G R F T I 5

163 GGT GGT AGC ACA TAT TAT GCA GAC TCT GTG AAG GGC CGA TTC ACC ATC TCC

D N A K ] 5 L Y L Q M N S L R A E

217 GAC ARC GCC AAG AAC TCC CIG TAT CTG CAA ATG AAC AGT CTG AGA GCC GAG

T A L Y Y C T T G G Y W G ¢ G T L
271 ACG GCC TIG TAT TAC TGT ACC ACT GGG GGC TAC TGG GGC CAG GGA ACC CTG
GTC

325 ACC GTC TCC TCA

FIGURE 3A



6/20
Anti-LAG3 25E3 VK

V segment: 118

J segment: JK2
A I Q L T Q S P S 3 L S A S Vv G D
R

1 GCC ATC CAG TTIG ACC CAG TCT CCA TCC TCC CTG TCT GCA TCT GTA GGA GAC
AGA

v T I T C R P2y 5 Q G I R 3 A L A W

55 GTC ACC ATC ACT TGC CGG GCA AGT CAG GGC ATT AGG AGT GCT TTA GCC TGG
TAT

CDR 2

Q Q K P G K A P K L L I Y 8] A S S

109 CAG CAG ARA CCA GGG ARA GCT CCT AAG CTIC CTG ATC TAT GAT GCC TCC AGT

E 3 G \Y P 5 R F S G 3 G 5 G T D F

T
163 GAA AGT GGG GTC CCA TCA AGG TTC AGC GGC AGT GGA TCT GGG ACA GAT TTC
ACT
CDR
3

L T I ] S L Q P E D F A T Y Y C Q

217 CTC ACC ATC AGC AGC CTG CAG CCT GAA GAT TTT GCA ACT TAT TAC TGT CAA

3 N S Y P Y T F G Q G T ¥ L E I K
271 TTT AART AGT TAC CCG TAC ACT TTT GGC CAG GGG ACC AAG CTG GAG ATC AARL

FIGURE 3B
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Anti-LAG3 8B7 VK

V segment: Le
J segment: JE4

E I v L T Q S P A T L S L S P G B
R
1 GAA ATT GTG TTG ACA CAG TCT CCA GCC ACC CTG TCT TTG TCT CCA GGG GAA
AGA

A T L S C R A S Q [ v S S Y L A W
Y

55 GCC ACC CTC TCC TGC AGG GCC AGT CAG AGT GTT AGC AGC TAC TTA GCC TGG
TAC

CDR2

Q Q K P G Q A P R L L I Y i Py s N

109 CAA CAG AAA CCT GGC CAG GCT CCC AGG CTC CTC ATC TAT BAT GCA TCC AAC
AGG

A T G I P A R F 5 G 3 G S G T D E

163 GCC ACT GGC ATC CCA GCC RGG TTIC AGT GGC AGT GGG TCT GGG ACA GAC TIC
ACT

L T I 5 S L E P E D F A v Y Y C Q

217 CTC ACC ATC AGC AGC CTA GAG CCT GAA GAT TTT GCA GTT TAT TAC TGT CAG
CAG

R S N W P L T F G G G T K v E I K
271 CGT AGC AAC TIGG CCG CIC ACT TIC GGC GGA GGG ACC AAG GTG GAG ATC ARA

FIGURE 4B



Anti- LAG3 l1F2 VH

V segment:
D segment:
J segment:

T H D Q
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S C K v 5 G

Q A P G K G
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A E v K

Y T L T

L B W M
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s T D T A Y
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S
55 GCC
TCC
CDR 1
2
M H W v
F
109 ATG CAC TGG GTIG
TTT
D P E D
T
163 GAT CCT GAA GAT
ACC
M T E o]
R
217 ATG ACC GAG GAC
AGA
5] E D T
A
271 TCT GAG GAC ACG
GCT
CDR 3
A ] D Y
325 GCT TCT GAC TAC

TGG

A Y Y C A T

TAT TAC TGT GCA ACA

G Q G T L v
GGC CAG GGA ACC CTG GTC

FIGURE 5A
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T V 3 S
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Anti-LAG3 11F2 VK

V segment: L6
J segment: JK1

B I v L T Q S P A T L 3 L S P G E
1 GAA ATT GTG TTG ACA CAG TCT CCA GCC ACC CTG TCT TTG TCT CCA GGG GAA
AGAR

A T L S c R A 3 Q S v 5 5 Y L A W

35 GCC ACC CTC TCC TGC AGG GCC AGT CAG AGT GTT AGC AGC TAC TTA GCC TIGG
TAC

CDR 2

Q Q K 4 G Q A P R L L I k4 D A S N

10% CAA CAG BAR CCT GGC CAG GCT CCC AGG CTC CTC ATC TAT GAT GCA TCC RAC

A T G I P A R F S G S G s G T D F

T
163 GCC ACT GGC ATC CCA GCC AGG TTC AGT GGC AGT GGG TCT GGG ACA GAC TIC
ACT
CDR
3

L T I S S L E P E D F A V Y Y C Q

217 CTC ACC ATC AGC AGC CTA GAG CCT GAA GAT TTT GCA GTT TAT TAC TGT CAG

R 3 N W P W T F G Q G T X v E I K
271 CGT AGC AAC TGG CCG TGG ACG TTC GGC CAAR GGG ACC AAG GTIG GAA ATC ARA

FIGURE 5B
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Anti-LAG3 17E5 VH

V segment: 3-33
D segment: 22
J segment: JH4D

55
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163

217

271

325

0] v H L v E S G G G

CAG GTG CAC CTG GTG GAG TCT GGG GGA GGC
CIG

R L 3 C A A S G F T

AGA CTC TCC TGT GCA GCG TCT GGA TTIC ACC
TGG

GGA AGT AAT AARA TAC TAT GCA GAC TCC GTG

D N 5 K N T L ¥ L Q

GAC AAT TCC ARG AAC ACG CTG TAT CTG CAA

L F D Y W G Q G T L
CTT TTT GAC TAC TGG GGC CAG GGA ACC CTG

FIGURE 6A
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Anti-LAG3 17E5 VK

V segment : L6
J segment: JK5

E I v L T Q s P A T L S L S P G E
R
1 GAA ATT GTG TTG ACA CAG TICT CCA GCC ACC CTG TCT TTG TCT CCA GGG GAA
AGA

A T L 3 C R A s Q s v S 5 Y L A W

55 GCC ACC CTC TCC TGC AGG GCC AGT CAG AGT GIT AGC AGC TAC TTA GCC T1GG
TAC

CDR 2

Q Q K P G Q A P R L L I Y D A 3 N

109 CAA CAG AAA CCT GGC CAG GCT CCC AGG CTC CTC ATC TAT GAT GCA TCC AAC

A T G I P A R r 3 G s G S G T D F

T
163 GCC ACT GGC ATC CCA GCC AGG TTC AGT GGC AGT GGG TCT GGG ACA GAC TTC
ACT
CDR
3

L T 1 S S L E P E D F A v Y ¥ C Q

217 CTC ACC ATC AGC AGC CTA GAG CCT GAA GAT TTT GCA GTT TAT TAC TGT CAG

R 5 N W P I T E G Q G T R L E I K
271 CGT AGC AAC TGG CCT ATC ACC TIC GGC CAA GGG ACA CGA CTG GAG ATT AAA

FIGURE 6B
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Anti-LAG3 25F7 VH

__CDR1

4-34 germline OCVQOQLQQOWGAGLLEKEPSETLSLTCA
VYGGEGSF SGEGYYWSW

25F7 VH = - e — = e — — = — — o — o — o o o oo

CDR2
4-34 germline IRQPPGEGLEWIGEINHSGSTNY
NPSLEKSRVTISVD
25F7 VH = - - - - - - - - - - - - - - - - - N - N- -5

CDR3
4-34 germline TSKNQFSLEKLSSVTAADTAVYYC
A R
JH5b germline
NWED
257 VH 00— - - - - - - - - = R- === === - - - =
- FGYSDYEY - - - -

JHSb germline P WG QG T LV TV S S
25F7 VH 0 - = m — m = — — = — — - (JHSb)
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Anti~LAG3 25F7 VK

CDR1
L6 germline EIVLTQSPATLSLSPGERATLSC
RASQSVSS
25F7 VK = = = = = = = e e e e e o — m oo oo o o

CDRZ
L6 germline YLAWYQQKPGQAPRLLTIYDASNR
ATGIPFARTEF
25F7 VK@= - - = = = = — - — o — — — e e

_CDR3

L6 germline SGSGSGEGTDFTLTISSLEPEDTFA AV
YYCQQRSN

25F7 VK = - e e — — — — — — — — — — o — - - - - oo

Lé germline W P
JK2 germline TFGOGTEKLETIK
25F7 VK - -L- - - - - - - - - - (JK2)

FIGURE 8
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Anti-LAG3 26H10 VH

_.CDRI

3-33 germline
AASGPFTPE
26H10 VH

CVOLVESGGEGGVVOPGRSLRLSC
Y G M

CDRZ

3-33 germline
YYADSVK
26HLI0 VH

G

R

VRERQAPGKGCGLEWVAVIWYDBGSNKEK
FTI

_CDR3
3-33 germline
Y CAR

JH6b germline
Y G

26H10 VH

- - --EWA

JHé6b germline
26H10 VH

v

S

DNSXENTLYLOMNSLRAEDTAVY
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Anti-LAG3 26H10 VK

_CDRI

A27 germline

EIVLTQSPGTLSLSPGERATTLS

CRASQISVESSYLAW

26H10 VK

A27 germline

_CDRZ2
YQQKPGOAPRLLIYGASSRATG

IPDREFSGSCESGTDFE

26H10 VK

CDR3

A27 germline
S P
JK3 germline

TLTISRLEPEDFAVYYCQQYGS

FTFGPGTEKVDIK

26H10 VK

FIGURE 10
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Anti-LAG3 25E3 VH

_CDRI1

3-20 germline
S GFTEF¥FDD
2BE3 VH

CDR2

3-20 germline
ADSVEKGR
25E3 VH

CDR 3

3-20 germline
A R

JH4b germline
YWGQGTL
25E3 VH
TTGG - - -

JH4b germline
25E3 VH

DNAKNSLYLOMNSLRAEDTALYHELC

FIGURE 11
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Anti-LAG3 25E3 VK

CDR_1
L18 germline A T Q L TQ S P SSLSASVGDRVTITC CR
AS5QGISS
25E3 VK1 @ - — — — = — — — — — — — — — — — — & — — — — 4 =

CDR 1
_CDRZ
L8 germline ALA WY Q QXKP GKAPKLLIYDASSTLILHE
S GVPSREF
2BE3 VK1 @  —~ — — — = — = — = — = = = e o o o o o e e o

__CDR3
L18 germline S G S GSGTDF TLTISSLOPEDFATY
YCQOQFNS

25E3 VK1 =~ =~ = — — — — — = = — — — — - — — & . o -
CDR 3

L18 germline Y P

JK2 germline YTFGQGTERKLETIEK (JKZ2)

FIGURE 12



Anti-LAG3 8B7 VH

_CDRI

4-34 germline
AVYGGSPFEF
8B7 VH

_CDRZ2

QVQOQLQ

SGYY WS W

19/26

LLEKPSETL

4-34 germline
Y NP SLKS
8B7 VH

_CDR3

4-34 germline
CARG
JHSb germline

JH5b germline
8B7 VH

g

F

WIGETINHS

-

SSVTAADT

IGURE 13
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Anti-LAG3 8B7 VK

_CDRI
L6 germline EIVLTQSPATLSLSPGERATLS
CRASQSVSS

8B7 VK = — - - — = o e m — m o —— o

_CDRZ

L6 germline YLAWYQQKPGCAPRLLITYDASN
RATGIPARTEF

887 VK = = = = = — — — e o o o - o - N - - -

_CDR3

L6 germline SGSGSGTITDFTLTISSLEPEDTFA
VYYCQQRSN

8B7 VK = e — o mm mm e m m o oo oo

L6 germline Wwer
JK4 germline LTFGGGTEKVETIEK
8B7 VK @ = = = - e - - - - - - - -

FIGURE 14
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Anti-LAG3 11F2 VH

CDRI1
1-24 germline (THA)Q VQOQLVOQSGAEVEEKPGASV
KVSCKVSGYTLTEULSMHEW
11F2.6 VH - =D - = = = = = = = = - = =~ - - - - =
_____________ V____
_CDRZ
1-24 germline VROAPGEKGLEWMGGEFDPEDGE
TIYAQEKPFQGRVIMTE
11 F2.6 VKR @ — — - — - B i T T
_CDR3
1-24 germline DTS TDTAYMELSSLZRSEDTAYV
YYCAT
JH4b germline
D
11IF2,. 6 VH = — = — — = = = = = — — — — — — — — — — —~ -~
~~~~~ AFPVVVVAAZS -
JH4b germline YWGEGQGTLVTWVSS
11F2.6 VH @ = = = — — — — — — — — - {JH4DL)

Please note: THA is from the pradicted leader seguence of VH
1-24

FIGURE 15
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Anti-LAG3 1l1lF2 VK

_CDRI1

L6 germline EIVLTOQSPATLSLSPGERAT
LSCRASQSV S S

IIF2.6 VK 0 - - - - = - - - - - - - - - - - - - - =

_CDRZ

L6 germline YLAWYQQOQEKPGQAPRILILTITYDA
SNRATGIPARTF

11F2.6 VK =~ = = = = mm m — — — o — — — — - - o o

_CDR3

L6 germline SGEGSGEGSGTDEFTLTITISSLEPEHD
FAVYYCQQURSHN

11F2.6 VK = = = = = — = e e e e

L6 germline WP
JK1 germline WTPrGEQGTKVEIK
11IF2.6 VK @ = — — — - - - - - — - - - - = (JK1)

FIGURE 16
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Anti-LAG3 17E5 VH

__CDR1

3-33 germline
CAASGPET
17E5 VH

_UDRZ

QVQLVESGGGVVQQPGRSLRLS
FSSYGMHW

3-33 germline
KYYADSV
175 VH

_CDR3

VRQAPGEKGLEWVAVIWYDOGSHN
KGRFTTIZSR

3-33 germline
Y Y CAR

2-2 germline
cCsSsTSsSCY
17E5 VH

2-2 germline
JH4b germline
17E5 VH

FIGURE 17
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Anti-LAG3 17E5 VK

_CDRI
L6 germline EIVLTQSPATLSLSPGERATLS
CRASQSVSS

17E5 VK = - = — e — — m — o — — o — e oo

_CDR2

L6 germline YLAWY QQRKPGQAPRTILILITYDASN
RATGIPARTE

17E5 VK = = m e — — — — m o oo oo

_CDR3

L& germline S GES8SGEGSGEGTDPFITLTISSLEPEDTEPA
VYYCQQRSN

17E5 VK = — m m m e m o m m e e

L6 germline WP
JK5 germline ITFGQGTRTILETIK
17EB VK= - = = - - e e - o -

FIGURE 18
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1

50

Rhesus LAG-3 (XM_001108923) (1)

MWEAQF LGLLFLOPLWVAPVKPPQPGAEI SVVWAQEGAPAQLPCSPTIPL

cDNA Clone pa23-5 (1)

MWEAQFLGLLFLQPLWVAPVEPPQPGARI SVVWAQEGAPAQLPCSPTIPL
51

100

Rhesus LAG-3 {X¥M_001108%23) (51

ODLSLLRRAGVIWQHQPDSGPPAPAPGHRPPAPGHRPAAPYSWGPRPRRYT
cDNA Clone pa23-5 {513
ODLSLLRRAGVIWQHOPDSGPPAPAPGHPPAPGHRPAAPYSWGPRPRRYT

extra loop peptide
101
150
Rhesus LAG-3 (XM_001108923) (101)
VLSVGPGGLRSGRLPLGPRVQLDERGROQRGDFSLWLRPARRADAGEYRAT
cDNA Clone paz3-5 (101)
VLSVGPGGLRSGRLPLOPRVOLDERGRQRGDFSLWLRPARRADAGEYRAT
151
200
Rhesus LAG-3 {¥M_001108923) (151)
VHLRDRALSCRLRLRVGQASMTASPPGSLRISDWVILNCSEFSRPDRPASY
cDNA Clone paZ3-5 (151}
VHLRDRALSCRLRLRVGQASMTASPPGSLRTSDWVILNCSFSRPDRPASY
201
250
Rhesus LAG-3 (¥M_001108923) (201)
HWFRERGOGRVPVQGSPHHHLAESFLELPHVGPMDSGLWGCILTYRDGEN
cDNA Clone pa23-5 (201)
HWFRSRGQGRVPVQGSPHHHLAESFLFLPHVGPMDSGLWGCILTYRDGFEN
251
300
Rhesus LAG-3 (XM_001108923) (251)
VS IMYNLIVLGLEPATPLTVYAGAGSRVELPCRLPPAVGTQSFI, TARKWAP
cDNA Clone paZ3-5 (251)
VSIMYNLTVLGLEPATPLTIVYAGAGSRVELPCRLPPAVGTQSFLTAKWAP
301
350
Rhesus LAG-3 (XM_001108923) (301)
PGGGPDLLVAGDNGDFTLRLEDVSQAQAGTYICHIRLOGQQLNATVTLAL
cDNA Clone paZ3~5 (301)
PGGGPDLLVAGDNGDFTLRLEDVSQAQAGTYICHIRLOGQQLNATVTLAI
351
400
Rhesus LAG-3 (XM_001108923) {351)
ITVIPKSFGSPGSLGKLLCEVTPASGQEAFVWSPLNTPSQRSFSGPWLEA
cDNA Clone pa23-5 {351)
ITVIPKSFGSPGSLGKLLCEVIPASGQEHFVWSPLNTPSQRSFSGPWLEA
401
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450
Rhesus LAG-3 ({XM_001108923) (4013
OEAQLLSQPWOQCQOLHOGETLLGAAVYFTELSSPGAQRSGRAPGALRAGHL
cDNA Cleone pa23-5 (401)
QEAQLLSQPWQCOLHOGERLLGAAVYFTELSSPGAQRSGRAPGALRAGHL
451

500
Rhesus LAG-3 (XM_001108%23) {451)
PLFLILGVLFLLLLVTGAFGFHLWRRQWRPRRFSALEQGIHPPQAQSKIE
cDNA Clone pai23-5 {451)
PLFLILGVLFLLLLVIGAFGFHLWRROWRPRRFSALEQGIHPPQAQSKIE
Transmembrane Domain
501

534

Rhesus LAG-3 ({¥XM_001108923) (501)

ELEQEPELEPEPELERELGPEFEPGPEPEPEQL -
¢DNA Clone paZz3-5 (501)

ELEQEPELEPEPRELERELGPEFEPGPEPEPRQL.—
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