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IL2Rbeta/Common Gamma Chain Antibodies
This application claims priority from SG10201709289S filed 10 November 2017, from US 62/652501 filed
4 April 2018, and from US 62/735347 filed 24 September 2018, the contents and elements of which are

herein incorporated by reference for all purposes.

Field of the Invention

The present invention relates to the fields of molecular biology and methods of medical treatment and
prophylaxis. In particular, the present invention relates to antigen-binding molecules capable of binding to
interleukin 2 receptor B (IL-2RB; CD122) and common y chain (yc; CD132).

Background to the Invention

IL-2 is an essential cytokine that plays a central role in maintaining T cell homeostasis and mediating
proper immune responses. Its high potency as an immune stimulator has led to clinical uses to treat a
range of conditions, including cancers and AIDS; it is also widely used as an adjuvant for vaccination to

stimulate activation and proliferation of various effector cells.

However, the high dose of IL-2 that is required for effective treatment of certain diseases is highly toxic.
Major adverse effects of such therapy include vascular leak syndrome (VLS), which results in
accumulation of the intravascular fluid in organs such as lung and liver with subsequent pulmonary

edema and liver damage. There is no treatment for VLS except withdrawing therapy.

IL-2 exerts its pleiotropic functions by binding to different combinations of receptor components
expressed on different cell types: the alpha chain (IL-2Ra, also known as CD25), the beta chain (IL-2Rp,
or CD122), and the common cytokine receptor gamma chain (IL-2Ry, yc, or CD132).

Isolated IL-2Ra has been termed the “low affinity” IL-2 receptor (binding affinity Ko ~ 10 nM) and is not
involved in signal transduction. A complex of IL-2R[3 and yc binds IL-2 with intermediate affinity (Kp ~ 1
nM), although IL-2Rp alone has very low affinity (Ko ~ 100 nM) and yc alone has virtually no detectable
binding affinity for IL-2. A complex with all three subunits, IL-2Raq, IL-2Rf, and yc, binds IL-2 with high
affinity (Ko ~ 10 pM).

Heterodimerization of IL-2Rf and yc is necessary and sufficient for effective signal transduction through
the interaction of their cytoplasmic domains and subsequent kinase activation of multiple signaling

pathways; IL-2Ra plays no role in signal transduction.

High-affinity a-B-yc IL-2Rs are typically found on CD4+ T regulatory cells (Tregs) as well as recently-
activated T cells. Intermediate-affinity B-yc IL-2Rs are present at a low level on naive CD8+ cells, but are
prominent on antigen-experienced (memory) and memory-phenotype (MP) CD8+ T cells as well as
natural killer (NK) cells. Both MPCD8+ T cells and NK cells express very high levels of IL-2R[ and readily
respond to IL-2.
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Previous studies have indicated that VLS is caused by the release of proinflammatory cytokines from IL-
2-activated NK cells. However, a recent study suggested that IL-2-induced pulmonary edema may result
from direct binding of IL-2 to lung endothelial cells, which express functional high affinity a-B-yc IL-2Rs.
This was evidenced by the observation that interaction of IL-2 with lung endothelial cells was abrogated
by blocking anti-IL-2Ra monoclonal antibody (mAb), in IL-2Ra -deficient host mice, or by the use of an IL-
2/anti-IL-2 mAb (IL-2/mAb) complex in which the antibody prevents IL-2/ IL-2Ra interaction, thus
preventing VLS.

Summary of the Invention
The present invention relates to antigen-binding molecules, that bind to CD122 (i.e. IL-2R) and/or

common y chain (yc; CD132).

In one aspect, the present invention provides an antigen-binding molecule, optionally isolated, which is
capabile of binding to CD122 and CD132.

In some embodiments the antigen-binding molecule comprises:
(a) an antigen-binding molecule which is capable of binding to CD122, comprising:

a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:105, 106, or
108 to 115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:133 to 144;
and

a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs: 164, or 169 to
176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:182 to 194;

or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,

HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid; and

(b) an antigen-binding molecule which is capable of binding to CD132, comprising:

a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112,
or 195 to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124,
or 202 to 209
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:210 to 225;
and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 226 to
235
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LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 236 to
245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 247 to
258;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,
HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:

(P1E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:169

LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:152

LC-CDR2 having the amino acid sequence of SEQ ID NO: 164

LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:
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HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111

HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDRS3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2EG6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126
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HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176

LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:161

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:22 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:53 to 65.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:
(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or
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(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or

(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2E6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or
(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.

In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:

(P1A3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2B9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:195

HC-CDR2 having the amino acid sequence of SEQ ID NO:202

HC-CDR3 having the amino acid sequence of SEQ ID NO:211; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:226

LC-CDR2 having the amino acid sequence of SEQ ID NO:237

LC-CDR3 having the amino acid sequence of SEQ ID NO:247; or
(P1A3_B3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_B4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_E9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106
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HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_ES8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_FW2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:196

HC-CDR2 having the amino acid sequence of SEQ ID NO:204

HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDRS3 having the amino acid sequence of SEQ ID NO:214; and

8



10

15

20

25

30

35

40

WO 2019/092181

a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197

HC-CDR2 having the amino acid sequence of SEQ ID NO:206

HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232
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LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDR3 having the amino acid sequence of SEQ ID NO:220; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
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(P1C7) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:106
HC-CDR2 having the amino acid sequence of SEQ ID NO:119
HC-CDRS3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:151
LC-CDR2 having the amino acid sequence of SEQ ID NO:245
LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:66 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:85 to 102.

In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:

(P1A3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:66; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P2B9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:67; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:86; or

(P1A3_B3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_B4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:87; or

(P1A3_E9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_E8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:69; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_FW2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:70; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:88; or

(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or

(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or

(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or
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(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or

(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or

(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or

(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

In some embodiments the antigen-binding molecule comprises:
(a) an antigen-binding molecule which is capable of binding to CD122, comprising:

a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:103 to 115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:116 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:128 to 144;
and

a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:145 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:162 to 176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:177 to 194;

or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,

HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

(b) an antigen-binding molecule which is capable of binding to CD132, comprising:

a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112,
or 196 to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124,
or 204 to 209
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:212 to 225;
and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 227 to
235
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LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 238 to
245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 248 to
258;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,
HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:
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(P2C4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_A4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:166

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B5) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C4) a VH region incorporating the following CDRs:
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HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:166

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_F8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116
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HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2H7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:104

HC-CDR2 having the amino acid sequence of SEQ ID NO:117

HC-CDR3 having the amino acid sequence of SEQ ID NO:129; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:146

LC-CDR2 having the amino acid sequence of SEQ ID NO:163

LC-CDR3 having the amino acid sequence of SEQ ID NO:178; or
(P2D12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:118

HC-CDR3 having the amino acid sequence of SEQ ID NO:130; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:147

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:179; or
(P1G11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:131; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:148

LC-CDR2 having the amino acid sequence of SEQ ID NO:165

LC-CDR3 having the amino acid sequence of SEQ ID NO:180; or
(P2C4_A9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDRS3 having the amino acid sequence of SEQ ID NO:132; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and

a VL region incorporating the following CDRs:
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LC-CDR1 having the amino acid sequence of SEQ ID NO:145
LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:168

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_B8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:150

LC-CDR2 having the amino acid sequence of SEQ ID NO:167

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_C1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_C12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162
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LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_F11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_G2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_G11) a VH region incorporating the following CDRs:
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HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_FW?2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116
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HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P1E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:169

LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:152

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and

a VL region incorporating the following CDRs:
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LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111

HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDRS3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2E6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126

HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176
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LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO: 161

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:1 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:35 to 65.

In some embodiments the antigen-binding molecule which is capable of binding to CD122 comprises:

(P2C4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:35; or

(P2C4_A4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:39; or
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(P2C4_B1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:40; or

(P2C4_B5) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:41; or

(P2C4_C4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:44; or

(P2C4_C7) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:45; or

(P2C4_D10) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E®6) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:46; or

(P2C4_E7) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:47; or

(P2C4_F8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:49; or

(P2H7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:2; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:36; or

(P2D12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:3; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:37; or

(P1G11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:4; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:38; or

(P2C4_A9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:5; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:35; or

(P2C4_B6) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:6; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:6; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:48; or

(P2C4_B8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:7; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_B12) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:8; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:43; or

(P2C4_C1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:9; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:39; or

(P2C4_C12) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:10; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:11; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:12; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_EB8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:13; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or
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(P2C4_F11) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:14; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:50; or

(P2C4_G2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:15; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_G11) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:16; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:17; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:18; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:19; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_C1D10) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:20; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:51; or

(P2C4_FW?2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:21; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:52; or

(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or

(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or

(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2E6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.
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In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:

(P1A10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:196

HC-CDR2 having the amino acid sequence of SEQ ID NO:204

HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:214; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197

HC-CDR2 having the amino acid sequence of SEQ ID NO:206

HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
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(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDRS3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232

LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDRS3 having the amino acid sequence of SEQ ID NO:220; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201
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HC-CDR2 having the amino acid sequence of SEQ ID NO:119
HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:245

LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:71 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:89 to 102.

In some embodiments the antigen-binding molecule which is capable of binding to CD132 comprises:
(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or
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(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or

(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or

(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or

(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or
(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or

(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to

SEQ ID NO:84; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

The present invention also provides an antigen-binding molecule, optionally isolated, which is capable of
binding to CD122, comprising:
a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:105, 106, or 108 to
115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:133 to 144; and
a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:164, or 169 to 176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:182 to 194;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino acid.

In some embodiments the antigen-binding molecule comprises:
(P1E7) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:108
HC-CDR2 having the amino acid sequence of SEQ ID NO:120
HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:151
LC-CDR2 having the amino acid sequence of SEQ ID NO:169
LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:109
HC-CDR2 having the amino acid sequence of SEQ ID NO:121
HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:152
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
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(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111

HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106
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HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2E6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126

HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176

LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
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a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO: 161
LC-CDR2 having the amino acid sequence of SEQ ID NO: 164
LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

In some embodiments the antigen-binding molecule comprises:
a VH region comprising an amino acid sequence having at least 85% sequence identity to one of SEQ ID
NOs:22 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:53 to 65.

In some embodiments the antigen-binding molecule comprises:

(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or

(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or

(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2EG6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.

The present invention also provides an antigen-binding molecule, optionally isolated, which is capable of
binding to CD132, comprising:
a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112, or 196
to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124, or 204
to 209
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:212 to 225; and
a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 227 to 235
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 238 to 245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 248 to 258;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino acid.

In some embodiments the antigen-binding molecule comprises:
(P1A10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:196
HC-CDR2 having the amino acid sequence of SEQ ID NO:204
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HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:214; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197

HC-CDR2 having the amino acid sequence of SEQ ID NO:206

HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDRS3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and

a VL region incorporating the following CDRs:
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LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232

LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDR3 having the amino acid sequence of SEQ ID NO:220; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174
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LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:245

LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

In some embodiments the antigen-binding molecule comprises:
a VH region comprising an amino acid sequence having at least 85% sequence identity to one of SEQ ID
NOs:71 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:89 to 102.

In some embodiments the antigen-binding molecule comprises:

(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or

(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or
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(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or

(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or

(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or

(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or
(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:84; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

The present invention also provides an antigen-binding molecule, optionally isolated, which is capable of
binding to CD122, comprising (i) an antigen-binding molecule according to the present invention, and (ii)

an antigen-binding molecule capable of binding to common y chain (CD132).

The present invention also provides an antigen-binding molecule, optionally isolated, which is capable of
binding to common y chain (CD132), comprising (i) an antigen-binding molecule according to the present
invention, and (ii) an antigen-binding molecule capable of binding to CD122.

The present invention also provides an antigen-binding molecule, optionally isolated, which is capable of
binding to CD122 and common y chain (CD132), comprising (i) an antigen-binding molecule according to
the present invention, and (ii) an antigen-binding molecule according to the present invention.

In some embodiments the antigen-binding molecule further comprises a cell membrane anchor region.

In some embodiments, the antigen binding molecule is an IL-2 receptor agonist.

In some embodiments, the antigen binding molecule is capable of reducing expression of PD-1 by T cells.

The present invention also provides a chimeric antigen receptor (CAR) comprising an antigen-binding

molecule according to the present invention.

The present invention also provides an in vitro complex, optionally isolated, comprising an antigen-

binding molecule or CAR according to the present invention bound to CD122 and/or CD132.

The present invention also provides a nucleic acid, optionally isolated, encoding an antigen-binding

molecule according to the present invention.

The present invention also provides an expression vector comprising a nucleic acid according to the

present invention.

The present invention also provides a cell comprising an antigen-binding molecule, a nucleic acid or an

expression vector according to the present invention.

The present invention also provides a method for producing an antigen-binding molecule according to the

present invention, the method comprising culturing a cell comprising a nucleic acid or expression vector
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according to the present invention under conditions suitable for expression of the antigen-binding

molecule from the nucleic acid or expression vector.

The present invention also provides a composition comprising an antigen-binding molecule, nucleic acid,

expression vector or cell according to the present invention.

The present invention also provides an antigen-binding molecule, nucleic acid, expression vector, cell or

composition according to the present invention for use in a method of medical treatment or prophylaxis.

The present invention also provides an antigen-binding molecule, nucleic acid, expression vector, cell or
composition according to the present invention for use in a method of treatment or prevention of a T cell

dysfunctional disorder, a cancer or an infectious disease.

The present invention also provides the use of an antigen-binding molecule, nucleic acid, expression
vector, cell or composition according to the present invention in the manufacture of a medicament for use
in a method of treatment or prevention of a T cell dysfunctional disorder, a cancer or an infectious

disease.

The present invention also provides a method of treating or preventing a T cell dysfunctional disorder, a
cancer or an infectious disease, comprising administering to a subject a therapeutically or prophylactically
effective amount of an antigen-binding molecule, nucleic acid, expression vector, cell or composition

according to the present invention.

In some embodiments the cancer is selected from the group consisting of: colon cancer, colon carcinoma,
colorectal cancer, nasopharyngeal carcinoma, cervical carcinoma, oropharyngeal carcinoma, gastric
carcinoma, hepatocellular carcinoma, head and neck cancer, head and neck squamous cell carcinoma
(HNSCCQC), oral cancer, laryngeal cancer, prostate cancer, lung cancer, small cell lung cancer, non-small
cell lung cancer, bladder cancer, urothelial carcinoma, melanoma, advanced melanoma, renal cell

carcinoma, ovarian cancer or mesothelioma.

In some embodiments the antigen binding molecule is administered in combination with a therapeutically
effective amount of an agent capable of inhibiting signalling mediated by an immune checkpoint protein.
In some embodiments the immune checkpoint protein is PD-1, CTLA-4, LAG-3, TIM-3, VISTA, TIGIT or
BTLA.

The present invention also provides a method for generating or expanding a population of immune cells,
comprising contacting immune cells in vitro, in vivo or ex vivo with an antigen-binding molecule, nucleic

acid, expression vector, cell or composition.

The present invention also provides a chimeric antigen receptor (CAR) comprising an antigen-binding

molecule according to the present invention.
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The present invention also provides an in vitro complex, optionally isolated, comprising an antigen-

binding molecule or CAR according to the present invention bound to CD122 and/or CD132.

The present invention also provides a nucleic acid, optionally isolated, encoding a CAR according to the

present invention.

The present invention also provides an expression vector comprising a nucleic acid according to the

present invention.

The present invention also provides a cell comprising a CAR, a nucleic acid, or an expression vector

according to the present invention.

The present invention also provides a composition comprising a CAR, a nucleic acid, an expression

vector or a cell according to the present invention.

The present invention also provides a CAR, a nucleic acid, an expression vector, a cell or a composition

according to the present invention for use in a method of medical treatment or prophylaxis.

Description

Treatment with IL-2 is an approved immunotherapy for the treatment of cancer, and works by promoting
proliferation and activity of effector immune cells such as T cells and NK cells (see e.g. Skorombolas and
Frelinger, Expert Rev Clin Immunol. 2014; 10(2): 207-217).

However, there several drawbacks associated with IL-2 therapy. IL-2 has a very short half-life in serum,
and so large doses and regular administration is required to achieve stimulation of T cell and NK cell
proliferation/activity. This is problematic because high doses of IL-2 cause increases in levels of
proinflammatory cytokines sometimes referred to as “cytokine storm”, which is thought to be a result of
the widespread stimulation of immune cells. The cytokine storm is in turn thought to be responsible for
many of the unwanted side effects of IL-2 treatment, including vascular leak syndrome (VLS).
Furthermore, IL-2 is able to act on Tregs (which express the high-affinity IL-2Ra/B/yc receptors), and so
treatment with IL-2 induces expansion of this suppressor T cell subset which can downregulate effector

immune cell activity.

The inventors have designed and produced agonist antibodies which selectively bind to and activate
intermediate-affinity IL-2RB/yc receptors. The antibodies are demonstrated to mimic the effect of IL-2 on
cells expressing CD122 and CD132, causing expansion of effector immune cells. Unlike IL-2, the
bispecific antibodies of the present invention preferentially stimulate proliferation of effector immune cells
(which express intermediate-affinity IL-2RB/yc receptors) over regulatory T cells (which express high
levels of the high-affinity IL-2Ra/B/yc receptors). Moreover, they have an increased serum half-life as

compared to IL-2, and can therefore be administered less frequently and/or at a lower dose.
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IL-2RB (CD122) and Common gamma chain (yc; CD132)
Human IL-2Rp (also known as CD122, IL15RB and P70-75) is the protein identified by UniProt P14784-1,
v1 (SEQ ID NO:434). The N-terminal 26 amino acids of SEQ ID NO:434 constitute a signal peptide, and
so the mature form (i.e. after processing to remove the signal peptide) of human CD122 protein has the
amino acid sequence shown in SEQ ID NO:435. Amino acids 27 to 240 of SEQ ID NO:434 constitute the
extracellular domain of CD122, shown in SEQ ID NO:436.

In this specification “IL-2RB” or “CD122” refers to CD122 from any species and includes isoforms,
fragments, variants or homologues of CD122 from any species.

As used herein, a “fragment”, “variant” or “homologue” of a protein may optionally be characterised as
having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of the reference
protein. Fragments, variants, isoforms and homologues of a reference protein may be may be

characterised by ability to perform a function performed by the reference protein.

A “fragment” generally refers to a fraction of the reference protein. A “variant” generally refers to a protein
having an amino acid sequence comprising one or more amino acid substitutions, insertions, deletions or
other modifications relative to the amino acid sequence of the reference protein, but retaining a
considerable degree of sequence identity (e.g. at least 60%) to the amino acid sequence of the reference
protein. An “isoform” generally refers to a variant of the reference protein expressed by the same species
as the species of the reference protein. A “homologue” generally refers to a variant of the reference
protein produced by a different species as compared to the species of the reference protein. For example,
human CD122 (P14784-1, v1; SEQ ID NO:434) and cynomolgus macaque CD122 (UniProt: Q38J85-1,

v1) are homologues of one ancther.

A “fragment” of a reference protein may be of any length (by number of amino acids), although may
optionally be at least 25% of the length of the reference protein (that is, the protein from which the
fragment is derived) and may have a maximum length of one of 50%, 75%, 80%, 85%, 90%, 91%, 92%,
93%, 94%, 95%, 96%, 97%, 98%, or 99% of the length of the reference protein.

A fragment of CD122 may have a minimum length of one of 10, 20, 30, 40, 50, 100, 150, 200, 250 or 300
amino acids, and may have a maximum length of one of 20, 30, 40, 50, 100, 150, 200, 250, 300, 350,
400, 450 or 500 amino acids.

In some embodiments, the CD122 is mammalian CD122 (e.g. cynomolgous, human and/or rodent (e.g.
rat and/or murine) CD122). Isoforms, fragments, variants or homologues of CD122 may optionally be
characterised as having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of immature or
mature CD122 from a given species, e.g. human CD122. Isoforms, fragments, variants or homologues of
CD122 may optionally be functional isoforms, fragments, variants or homologues, e.g. having a functional

property/activity of the reference CD122 (e.g. full-length human CD122), as determined by analysis by a
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suitable assay for the functional property/activity. For example, an isoform, fragment, variant or
homologue of CD122 may display one or more of: association with one or more of CD132, IL-2Ra (CD25)
or IL-15Ra (CD215), or binding to IL-2 or IL-15.

In some embodiments, the CD122 has at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to one of SEQ ID NOs:434 to
436.

Human common gamma chain (yc; also known as CD132, IL-2RG and CIDX) is the protein identified by
UniProt P31785-1, v1 (SEQ ID NO:437). The N-terminal 23 amino acids of SEQ ID NO:437 constitute a
signal peptide, and so the mature form (i.e. after processing to remove the signal peptide) of human
CD132 protein has the amino acid sequence shown in SEQ ID NO:438. Amino acids 23 to 262 of SEQ ID
NO:437 constitute the extracellular domain of CD132, shown in SEQ ID NO:439.

In this specification “yc” or “CD132” refers to CD132 from any species and includes isoforms, fragments,

variants or homologues of CD132 from any species.

In some embodiments, the CD132 is mammalian CD132 (e.g. cynomolgous, human and/or rodent (e.g.
rat and/or murine) CD132). Isoforms, fragments, variants or homologues of CD132 may optionally be
characterised as having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of immature or
mature CD132 from a given species, e.g. human CD132. Isoforms, fragments, variants or homologues of
CD132 may optionally be functional isoforms, fragments, variants or homologues, e.g. having a functional
property/activity of the reference CD132 (e.g. full-length human CD132), as determined by analysis by a
suitable assay for the functional property/activity. For example, an isoform, fragment, variant or
homologue of CD132 may display one or more of: association with one or more of CD122, IL-2Ra, L-
15Raq, IL-4R (CD124), IL-9R (CD129), IL-21R (CD360) or IL7R (CD127), or binding to one or more of IL-
2, IL-15, IL-4, IL-9, IL-21 or IL-7.

A fragment of CD132 may have a minimum length of one of 10, 20, 30, 40, 50, 100, 150, 200, 250 or 300
amino acids, and may have a maximum length of one of 20, 30, 40, 50, 100, 150, 200, 250, 300, 350

amino acids.

In some embodiments, the CD132 has at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to one of SEQ ID NOs:438 to
440.

IL-2 receptors and their biology is described, for example, Skrombolas and Frelinger, Expert Rev Clin

Immunol. (2014)10(2): 207-217, which is hereby incorporated by reference in its entirety.

CD122 and CD132 participate in the formation of receptors for IL-2. CD122 and CD132 associate with IL-
2Ra (CD25) to form the trimeric, high-affinity IL-2 receptor (sometimes designated “IL-2Ra/B/yc” or

44



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765
“CD25/CD122/CD132”), which binds to IL-2 with a Kd of ~10 pM. CD122 and CD132 are also capable of
associating to form a functional intermediate-affinity IL-2 receptor (sometimes designated “IL-2RB/yc” or
“CD122/CD132”), which binds to IL-2 with a Kd of ~1 nM.

The composition of the receptors, the number, and likely signalling capacity can vary with the cell type
and activation stage. IL-2 receptors are expressed at relatively low levels on resting naive T cells.
However, activated CD4 and CD8 T cells begin to express high levels of CD25, which allows them to bind
IL-2 efficiently. CD25 is expressed at higher amounts (8-10 fold) compared to CD122 and CD132. CD25
is thought to bind IL-2 initially, effectively increasing its concentration at the cell surface and inducing a
conformational change in IL-2 which then subsequently binds to the CD122 and CD132 (Liao et al.,
Immunity (2013) 38(1):13-25). NK cells and memory phenotype CD8 cells express high levels of CD122

and CD132 compared to naive cells and some NK cells can also express CD25 after stimulation with IL-2.
Importantly, CD4 regulatory T cells (Tregs) constitutively express high levels of CD25. Tregs act in
multiple ways to down regulate many immune responses, including anti-tumor responses (see e.g.

Shevach, Immunity (2009) 30(5):636-45).

Antigen-binding molecules

The present invention provides antigen-binding molecules. In aspects of the present invention the
antigen-binding molecules are capable of binding to CD122. In aspects of the present invention the
antigen-binding molecules are capable of binding to CD132. In aspects of the present invention the
antigen-binding molecules are capable of binding to CD122 and CD132. In aspects of the present
invention the antigen-binding molecules are capable of binding to CD122 and CD132, and comprise an
antigen-binding molecule capable of binding to CD122 and an antigen-binding molecule capable of
binding to CD132.

An “antigen-binding molecule” as used herein refers to a polypeptide or polypeptide complex which is
capabile of binding to a target antigen or antigens, and encompasses monoclonal antibodies, polyclonal
antibodies, monospecific and multispecific antibodies (e.g., bispecific antibodies), and antibody

fragments, as long as they display binding to the relevant target antigen(s).

The antigen-binding molecule of the present invention comprises a moiety or moieties capable of binding
to the target antigen(s). The moiety capable of binding to a target antigen comprises an antibody heavy
chain variable region (VH) and an antibody light chain variable region (VL) of an antibody capable of
specific binding to the target antigen. In some embodiments, the moiety capable of binding to a target
antigen comprises or consists of an aptamer capable of binding to the target antigen, e.g. a nucleic acid
aptamer (reviewed, for example, in Zhou and Rossi Nat Rev Drug Discov. 2017 16(3):181-202). In some
embodiments, the moiety capable of binding to a target antigen comprises or consists of a antigen-
binding peptide/polypeptide, e.g. a peptide aptamer, thioredoxin, monobody, anticalin, Kunitz domain,
avimer, knottin, fynomer, atrimer, DARPIn, affibody, nanobody (i.e. a single-domain antibody (sdAb))

affilin, armadillo repeat protein (ArmRP), OBody or fibronectin — reviewed e.g. in Reverdatto et al., Curr
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Top Med Chem. 2015; 15(12): 1082-1101, which is hereby incorporated by reference in its entirety (see
also e.g. Boersma et al., J Biol Chem (2011) 286:41273-85 and Emanuel et al., Mabs (2011) 3:38-48).

The antigen-binding molecules of the present invention generally comprise antigen-binding moieties
comprising a VH and a VL of an antibody capable of specific binding to the target antigen. The antigen-

binding moiety formed by a VH and a VL may also be referred to herein as an Fv region.

An antigen-binding molecule may be, or may comprise, an antigen-binding polypeptide, or an antigen-
binding polypeptide complex. An antigen-binding molecule may comprise more than one polypeptide
which together form an antigen-binding domain. The polypeptides may associate covalently or non-
covalently. In some embodiments the polypeptides form part of a larger polypeptide comprising the
polypeptides (e.g. in the case of scFv comprising VH and VL, or in the case of scFab comprising VH-CH1
and VL-CL).

An antigen-binding molecule may comprise or consist of one or more polypeptides. In some embodiments
an antigen-binding molecule comprises 1, 2, 3, 4, 5,6, 7, 8,9, 10, 11 or 12 polypeptides. In some
embodiments an antigen-binding molecule is a covalent or non-covalent complex of more than one
polypeptide (e.g. 2, 3, 4, 6, 8, 10 or more polypeptides). For example, in some embodiments an antigen-

binding molecule comprises two heavy chain polypeptides and two light chain polypeptides.

The antigen-binding molecules described herein preferably display specific binding to the relevant target
(e.g. CD122 and/or CD132). As used herein, “specific binding” refers to binding which is selective for the
antigen, and which can be discriminated from non-specific binding to non-target antigen. An antigen-
binding molecule that specifically binds to a target molecule preferably binds the target with greater

affinity, and/or with greater duration than it binds to other, non-target molecules.

An antigen-binding molecule described herein may be capable of binding to CD122 as described herein.
An antigen-binding molecule described herein may be capable of binding to CD132 as described herein.
An antigen-binding molecule described herein may be capable of binding to CD122 as described herein
and CD132 as described herein.

The ability of a given polypeptide to bind specifically to a given molecule can be determined by analysis
according to methods known in the art, such as by ELISA, Surface Plasmon Resonance (SPR; see e.g.
Hearty et al., Methods Mol Biol (2012) 907:411-442), Bio-Layer Interferometry (see e.g. Lad et al., (2015)
J Biomol Screen 20(4): 498-507), flow cytometry, or by a radiolabeled antigen-binding assay (RIA)
enzyme-linked immunosorbent assay. Through such analysis binding to a given molecule can be
measured and quantified. In some embodiments, the binding may be the response detected in a given

assay.

In some embodiments, the extent of binding of the antigen-binding molecule to an non-target molecule is
less than about 10% of the binding of the antibody to the target molecule as measured, e.g. by ELISA,
SPR, Bio-Layer Interferometry or by RIA. Alternatively, binding specificity may be reflected in terms of
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binding affinity where the antigen-binding molecule binds with a dissociation constant (KD) that is at least
0.1 order of magnitude (i.e. 0.1 x 10", where n is an integer representing the order of magnitude) greater
than the KD of the antigen-binding molecule towards a non-target molecule. This may optionally be one of
atleast 0.2,0.3,0.4,05,0.6,0.7,0.8,0.9,1.0, 1.5, or 2.0.

In certain embodiments, the antigen-binding molecule binds to the target molecule with a KD of < 10 uM,
<1uM, €100 nM, €10 nM, €1 nM, £0.1 nM, £0.01 nM, or £ 0.001 nM as determined by analysis
according to SPR, Bio-Layer Interferometry or by RIA.

In some embodiments, the antigen-binding molecule binds to the same or an overlapping epitope of the
target molecule as a reference antigen-binding molecule which is capable of binding to the target
molecule (i.e. CD122 or CD132). In some embodiments, the antigen-binding molecule displays
competitive binding with a reference antigen-binding molecule which is capable of binding to the target
molecule. Whether a given antigen-binding molecule displays such competitive binding can be

determined by various methods known to the skilled person, including competition ELISA.

In some embodiments, the antigen-binding molecule comprises the complementarity-determining regions
(CDRs) of an antigen-binding molecule which is capable of binding to the target molecule (i.e. CD122 or
CD132). Antibodies generally comprise six CDRs; three in the light chain variable region (VL): LC-CDR1,
LC-CDR2, LC-CDRS, and three in the heavy chain variable region (VH): HC-CDR1, HC-CDR2 and HC-
CDRS3. The six CDRs together define the paratope of the antibody, which is the part of the antibody which
binds to the target molecule. There are several different conventions for defining antibody CDRs, such as
those described in Kabat et al., Sequences of Proteins of Immunological Interest, 5th Ed. Public Health
Service, National Institutes of Health, Bethesda, MD (1991), Chothia et al., J. Mol. Biol. 196:901-917
(1987), and VBASE?2, as described in Retter et al., Nucl. Acids Res. (2005) 33 (suppl 1): D671-D674.
Unless otherwise specified, CDRs of the antigen-binding molecules described herein are defined
according to Kabat et al., Sequences of Proteins of Immunological Interest, 5th Ed. Public Health Service,
National Institutes of Health, Bethesda, MD (1991).

The antigen-binding molecule may be designed and prepared using the sequences of monoclonal
antibodies (mAbs) capable of binding to CD122, and mAbs capable binding to CD132 described herein.
Antigen-binding regions of antibodies, such as single chain variable fragment (scFv), Fab and Fab:
fragments may also be used/provided. An ‘antigen-binding region’ is any fragment of an antibody which is

capable of binding to the target for which the given antibody is specific.

In some embodiments, the antigen-binding molecule of the present invention is a CD122-binding
molecule. In some embodiments, the antigen-binding molecule comprises or consists of a CD122-binding
molecule. In some embodiments the antigen-binding molecule comprises a heavy chain variable (VH)
region comprising HC-CDR1, HC-CDR2 and HC-CDR3 of a CD122-binding antibody clone described
herein, or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDR3 are substituted with another amino acid. In some embodiments the antigen-binding

molecule comprises a light chain variable (VL) region comprising LC-CDR1, LC-CDR2 and LC-CDR3 of a
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CD122-binding antibody clone described herein, or a variant thereof in which one or two or three amino
acids in one or more of LC-CDR1, LC-CDR2, LC-CDR3 are substituted with another amino acid. In some
embodiments the antigen-binding molecule comprises a VH region comprising HC-CDR1, HC-CDR2 and
HC-CDR3 and a VL region comprising LC-CDR1, LC-CDR2 and LC-CDR3 of a CD122-binding antibody
clone described herein, or a variant thereof in which one or two or three amino acids in one or more of
HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino

acid.

In some embodiments the antigen-binding molecule comprises a VH region which comprises or consists
of an amino acid sequence having at least 70%, more preferably one of at least 75%, 80%, 85%, 86%,
87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%, sequence identity to
VH region of a CD122-binding antibody clone described herein. In some embodiments the antigen-
binding molecule comprises a VL region which comprises or consists of an amino acid sequence having
at least 70%, more preferably one of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%,
93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%, sequence identity to VL region of a CD122-binding
antibody clone described herein. In some embodiments the antigen-binding molecule comprises a VH
region which comprises or consists of an amino acid sequence having at least 70%, more preferably one
of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%,
99%, or 100%, sequence identity to VH region of a CD122-binding antibody clone described herein and a
VL region which comprises or consists of an amino acid sequence having at least 70%, more preferably
one of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%,
98%, 99%, or 100%, sequence identity to VL region of a CD122-binding antibody clone described herein.

In some embodiments a CD122-binding antibody clone is selected from: P2C4, P2C4_A4, P2C4_B1,
P2C4_B5, P2C4_C1, P2C4_C4, P2C4_C7, P2C4_D10, P2C4_E6, P2C4_E7, P2C4_F8, P2C4_C1D10,
P2C4_FW2, P2H7, P2D12, P1G11, P2C4_A9, P2C4_B6, P2C4_E9, P2C4_B8, P2C4_B12, P2C4_C12,
P2C4_E2, P2C4_E3, P2C4_ES8, P2C4_F11, P2C4_G2, P2C4_G11, P2C4_H1, P2C4_H2, P2C4_H3,
P1E7, P1B10, P1F3, P1D10, P1E1, P2B11, P2C9, P2C10, P2C11, P2E6, P2E11, P2F9 and P2F10. In
some embodiments a CD122-binding antibody clone is selected from: P1E7, P1B10, P1F3, P1D10,
P1E1, P2B11, P2C9, P2C10, P2C11, P2E6, P2E11, P2F9 and P2F10. In some embodiments the CD122-
binding antibody clone is P2C4, P2C4_FW2, P2E6, P1D10, P1E7 or P1G11. In some embodiments the
CD122-binding antibody clone is P2C4 or P2C4_FW?2.

In some embodiments, the antigen-binding molecule of the present invention is a CD132-binding
molecule. In some embodiments, the antigen-binding molecule comprises or consists of a CD132-binding
molecule. In some embodiments the antigen-binding molecule comprises a heavy chain variable (VH)
region comprising HC-CDR 1, HC-CDR2 and HC-CDR3 of a CD132-binding antibody clone described
herein, or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDRS3 are substituted with another amino acid. In some embodiments the antigen-binding
molecule comprises a light chain variable (VL) region comprising LC-CDR1, LC-CDR2 and LC-CDR3 of a
CD132-binding antibody clone described herein, or a variant thereof in which one or two or three amino
acids in one or more of LC-CDR1, LC-CDR2, LC-CDR3 are substituted with another amino acid. In some
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embodiments the antigen-binding molecule comprises a VH region comprising HC-CDR1, HC-CDR2 and
HC-CDR3 and a VL region comprising LC-CDR1, LC-CDR2 and LC-CDR3 of a CD132-binding antibody
clone described herein, or a variant thereof in which one or two or three amino acids in one or more of
HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino

acid.

In some embodiments the antigen-binding molecule comprises a VH region which comprises or consists
of an amino acid sequence having at least 70%, more preferably one of at least 75%, 80%, 85%, 86%,
87%), 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%, sequence identity to
VH region of a CD132-binding antibody clone described herein. In some embodiments the antigen-
binding molecule comprises a VL region which comprises or consists of an amino acid sequence having
at least 70%, more preferably one of at least 75%), 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%,
93%, 94%, 95%, 96%, 97 %, 98%, 99%, or 100%, sequence identity to VL region of a CD132-binding
antibody clone described herein. In some embodiments the antigen-binding molecule comprises a VH
region which comprises or consists of an amino acid sequence having at least 70%, more preferably one
of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%,
99%, or 100%, sequence identity to VH region of a CD132-binding antibody clone described herein and a
VL region which comprises or consists of an amino acid sequence having at least 70%, more preferably
one of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%,
98%, 99%, or 100%, sequence identity to VL region of a CD132-binding antibody clone described herein.

In some embodiments a CD132-binding antibody clone is selected from: P1A3, P1A3_B3, P1A3_ES,
P1A3_E9, P2B9, P1A3_B4, P1A3_FW2, P1A10, P1B6, P1C10, P1D7, P1ES8, P2B2, P2B7, P2D11,
P2F10, P2H4, P2D3, P1G4, P1B12 and P1C7. In some embodiments a CD132-binding antibody clone is
selected from: P1A10, P1B6, P1C10, P1D7, P1ES8, P2B2, P2B7, P2D11, P2F10, P2H4, P2D3, P1G4,
P1B12 and P1C7. In some embodiments the CD132-binding antibody clone is P1A10. In some
embodiments the CD132-binding antibody clone is P1A3 or P1A3_FW2.

In some embodiments the antigen-binding molecule of the present invention comprises:

a VH region comprising HC-CDR1, HC-CDR2 and HC-CDR3 and a VL region comprising LC-
CDR1, LC-CDR2 and LC-CDR3 of a CD122-binding antibody clone, or a variant thereof in which one or
two or three amino acids in one or more of HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-
CDR3 are substituted with another amino acid; and

a VH region comprising HC-CDR1, HC-CDR2 and HC-CDR3 and a VL region comprising LC-
CDR1, LC-CDR2 and LC-CDR3 of a CD132-binding antibody clone, or a variant thereof in which one or
two or three amino acids in one or more of HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-
CDR3 are substituted with another amino acid;

wherein:

the CD122-binding antibody clone is P2C4 and the CD132-binding antibody clone is P1A10; or

the CD122-binding antibody clone is P2C4 and the CD132-binding antibody clone is P1A3; or

the CD122-binding antibody clone is P2C4_FW2 and the CD132-binding antibody clone is P1A3;

or

49



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765
the CD122-binding antibody clone is P2E6 and the CD132-binding antibody clone is P1A10; or
the CD122-binding antibody clone is P1D10 and the CD132-binding antibody clone is P1A10; or
the CD122-binding antibody clone is P1E7 and the CD132-binding antibody clone is P1A10; or
the CD122-binding antibody clone is P1G11 and the CD 132-binding antibody clone is P1A10.

In some embodiments the antigen-binding molecule of the present invention comprises:

a VH region having at least 70% sequence identity to the VH region of a CD122-binding antibody
clone, and a VL region having at least 70% sequence identity to the VL region of the CD122-binding
antibody clone; and

a VH region having at least 70% sequence identity to the VH region of a CD132-binding antibody
clone, and a VL region having at least 70% sequence identity to the VL region of the CD132-binding
antibody clone;

wherein:

the CD122-binding antibody clone is P2C4 and the CD132-binding antibody clone is P1A10; or

the CD122-binding antibody clone is P2C4 and the CD132-binding antibody clone is P1A3; or

the CD122-binding antibody clone is P2C4_FW2 and the CD132-binding antibody clone is P1A3;
or

the CD122-binding antibody clone is P2E6 and the CD132-binding antibody clone is P1A10; or

the CD122-binding antibody clone is P1D10 and the CD132-binding antibody clone is P1A10; or

the CD122-binding antibody clone is P1E7 and the CD132-binding antibody clone is P1A10; or
the CD122-binding antibody clone is P1G11 and the CD132-binding antibody clone is P1A10.

In some embodiments the antigen-binding molecule of the present invention comprises:
(i) a CD122-binding antigen-binding molecule comprising:

(P2C4) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:145
LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:177;

and
(i) a CD132-binding antigen-binding molecule comprising:

(P1A10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:196
HC-CDR2 having the amino acid sequence of SEQ ID NO:204
HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:227
LC-CDR2 having the amino acid sequence of SEQ ID NO:238
LC-CDR3 having the amino acid sequence of SEQ ID NO:248.
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In some embodiments the antigen-binding molecule comprises:
(i) a CD122-binding antigen-binding molecule comprising:
(P2C4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:35;
and
(ii) a CD132-binding antigen-binding molecule comprising:
(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:71; and
a VL region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:89.

In some embodiments, the antigen-binding molecule may comprise a variant of a reference VL/VH region,
e.g. comprising 1, 2, 3, 4, 5, 6, 7, 8, 9 or 10 substitutions with respect to the amino acid sequence of the
reference VL/VH region(s). In some embodiments the substitution(s) are not in the CDRs. In some
embodiments the substitution(s) are in the framework region(s) — i.e. the amino acid sequences of the
VL/VH region(s) other than the CDRs.

In some embodiments, the substitutions are conservative substitutions, for example according to the
following Table. In some embodiments, amino acids in the same block in the middle column are

substituted. In some embodiments, amino acids in the same line in the rightmost column are substituted:

ALIPHATIC Non-polar GAP
ILV
Polar - uncharged | CSTM
NQ
Polar - charged DE

KR
AROMATIC HFWY

In some embodiments the antigen-binding molecule of the present invention does not comprise a
combination of CDRs or VL/VH domains disclosed in WO 2017/021540 A1 (hereby incorporated by

reference in its entirety).

In some embodiments the CD122-binding antigen-binding molecule according to the invention comprises
or consists of an amino acid sequence having at least 70%, more preferably one of at least 75%, 80%,
85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%,
sequence identity to one of SEQ ID NOs:265 to 308. In some embodiments the CD122-binding antigen-
binding molecule according to the invention comprises or consists of an amino acid sequence having at
least 70%, more preferably one of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99%, or 100%, sequence identity to one of SEQ ID NOs:296 to 308.
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In some embodiments the CD132-binding antigen-binding molecule according to the invention comprises
or consists of an amino acid sequence having at least 70%, more preferably one of at least 75%, 80%,
85%), 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%,
sequence identity to one of SEQ ID NOs:309 to 329. In some embodiments the CD132-binding antigen-
binding molecule according to the invention comprises or consist of an amino acid sequence having at
least 70%, more preferably one of at least 75%, 80%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99%, or 100%, sequence identity to one of SEQ ID NOs:316 to 329.

In some embodiments, the CD122-binding antigen-binding molecule according to the present invention
lacks HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2, and LC-CDR3 of one or more of the
following clones: P2C4, P2C4_A4, P2C4_B1, P2C4_B5, P2C4_C1, P2C4_C4, P2C4_C7,P2C4_D10,
P2C4_E6, P2C4_E7, P2C4_F8, P2C4_C1D10, P2C4_FW2, P2H7, P2D12, P1G11, P2C4_A9, P2C4_BS6,
P2C4_E9, P2C4_B8, P2C4_B12, P2C4_C12, P2C4_E2, P2C4_E3, P2C4_ES8, P2C4_F11, P2C4_G2,
P2C4_G11, P2C4_H1, P2C4_H2 and P2C4_H3. In some embodiments the CD122-binding antigen-
binding molecule according to the present invention lacks the VL domain sequence and/or the VH domain
sequence of one or more of said clones. In some embodiments the CD122-binding antigen-binding
molecule according to the present invention lacks the VL domain sequence and/or the VH domain

sequence of one or more of said clones.

In some embodiments, the CD132-binding antigen-binding molecule according to the present invention
lacks HC-CDR1, HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2, and LC-CDR3 of one or more of the
following clones: P1A3, P1A3_B3, P1A3_ES8, P1A3_E9, P1A3_B4, P1A3_FW2 and P2B9. In some
embodiments the CD132-binding antigen-binding molecule according to the present invention lacks the

VL domain sequence and/or the VH domain sequence of one or more of said clones.

Antigen-binding molecules may be produced by a process of affinity maturation in which a modified
antibody is generated that has an improvement in the affinity of the antibody for antigen, compared to an
unmodified parent antibody. Affinity-matured antigen-binding molecules may be produced by procedures
known in the art, e.g., Marks ef al.,Rio/Technology 10:779-783 (1992); Barbas et al. Proc Nat. Acad. Sci.
USA 91:3809-3813 (1994); Schier et al. Gene 169:147-155 (1995); Yelton et al. J. Immunol. 155:1994-
2004 (1995); Jackson et al., J. Immunol. 154(7):331 0-15 9 (1995); and Hawkins et al, J. Mol. Biol.
226:889-896 (1992).

The VL and VH region of an antigen-binding region of an antibody together constitute the Fv region. In
some embodiments, the antigen-binding molecule according to the present invention comprises, or
consists of, an Fv region which binds to CD122. In some embodiments, the antigen-binding molecule

comprises, or consists of, an Fv region which binds to CD132.
The VL and light chain constant (CL) region, and the VH region and heavy chain constant 1 (CH1) region

of an antigen-binding region of an antibody together constitute the Fab region. In some embodiments, the

antigen-binding molecule of the antigen-binding molecule described herein comprises, or consists of, a
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Fab region which binds to CD122. In some embodiments, the antigen-binding molecule comprises, or

consists of, a Fab region which binds to CD132.

In some embodiments, the antigen-binding molecule described herein comprises, or consists of, a whole
antibody which binds to CD122. In some embodiments, the antigen-binding molecule described herein
comprises, or consists of, a whole antibody which binds to a CD132. As used herein, “whole antibody”
refers to an antibody having a structure which is substantially similar to the structure of an
immunoglobulin (Ig). Different kinds of immunoglobulins and their structures are described e.g. in
Schroeder and Cavacini J Allergy Clin Immunol. (2010) 125(202): S41-S52, which is hereby incorporated

by reference in its entirety.

Immunoglobulins of type G (i.e. IgG) are ~150 kDa glycoproteins comprising two heavy chains and two
light chains. From N- to C-terminus, the heavy chains comprise a VH followed by a heavy chain constant
region comprising three constant domains (CH1, CH2, and CH3), and similarly the light chains comprise
a VL followed by a CL. Depending on the heavy chain, immunoglobulins may be classed as IgG (e.g.
1gG1, 1gG2, 1IgG3, IgG4), IgA (e.g. IgA1, IgA2), IgD, IgE, or IgM. The light chain may be kappa (k) or
lambda (A).

In some embodiments the immunoglobulin heavy chain constant sequence is human immunoglobulin G 1
constant (IGHG1; UniProt: P01857-1, v1; SEQ ID NO:440). Positions 1 to 98 of SEQ ID NO:440 form the
CH1 region (SEQ ID NO:441). Positions 99 to 110 of SEQ ID NO:440 form a hinge region between CH1
and CH2 regions (SEQ ID NO:442). Positions 111 to 223 of SEQ ID NO:440 form the CH2 region (SEQ
ID NO:443). Positions 224 to 330 of SEQ ID NO:440 form the CH3 region (SEQ ID NO:444).

In some embodiments a CH1 region comprises or consists of the sequence of SEQ ID NO:441, or a
sequence having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%,
95%), 96%, 97 %, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of SEQ ID
NO:441. In some embodiments a CH1-CH2 hinge region comprises or consists of the sequence of SEQ
ID NO:442, or a sequence having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%,
93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to the amino acid
sequence of SEQ ID NO:442. In some embodiments a CH2 region comprises or consists of the sequence
of SEQ ID NO:443, or a sequence having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%,
91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to the amino
acid sequence of SEQ ID NO:443. In some embodiments a CH3 region comprises or consists of the
sequence of SEQ ID NO:444, or a sequence having at least 60%, preferably one of 70%, 75%, 80%,
85%), 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to
the amino acid sequence of SEQ ID NO:444.

It will be appreciated that CH3 regions may be provided with further substitutions in accordance with
modification to an Fc region of the antigen-binding molecule as described herein. In some embodiments a
CH3 region comprises or consists of the sequence of SEQ ID NO:447, or a sequence having at least
60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or
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100% amino acid sequence identity to the amino acid sequence of SEQ ID NO:447. In some
embodiments a CH3 region comprises or consists of the sequence of SEQ ID NO:448, or a sequence
having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of SEQ ID NO:448.

In some embodiments the antigen-binding molecule of the present invention comprises one or more
regions of an immunoglobulin light chain constant sequence. In some embodiments the immunoglobulin
light chain constant sequence is human immunoglobulin kappa constant (IGKC; Ck; UniProt: P01834-1,
v2; SEQ ID NO:445). In some embodiments the immunoglobulin light chain constant sequence is a
human immunoglobulin lambda constant (IGLC; CA), e.g. IGLC1, IGLC2, IGLC3, IGLC6 or IGLC7. In
some embodiments a CL region comprises or consists of the sequence of SEQ ID NO:445, or a
sequence having at least 60%, preferably one of 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%,
95%, 96%, 97 %, 98%, 99% or 100% amino acid sequence identity to the amino acid sequence of SEQ ID
NO:445.

In some embodiments, the antigen-binding molecule described herein comprises, or consists of, an IgG
(e.g. 1gG1, 1gG2, IgG3, IgG4), IgA (e.g. IgA1, IgA2), IgD, IgE, or IgM which binds to CD122. In some
embodiments, the antigen-binding molecule described herein comprises, or consists of, an IgG (e.g.
IgG1, IgG2, 1gG3, IgG4), IgA (e.g. IgA1, IgA2), IgD, IgE, or IgM which binds to CD132.

The antigen-binding molecules according to the present invention may be provided in any suitable format.

Aspects of the present invention relate to multispecific antigen-binding molecules. By “multispecific” it is
meant that the antigen-binding molecule displays specific binding to more than one target. In particular,
the antigen-binding molecule is binding to CD122 and CD132, and so is at least bispecific. The term
“bispecific” means that the antigen-binding molecule is able to bind specifically to at least two distinct

antigenic determinants.

Multispecific antigen-binding molecules described herein display at least monovalent binding with respect
to CD122, and also displays at least monovalent binding with respect to CD132. Binding valency refers to
the number of binding sites in an antigen-binding molecule for a given antigenic determinant. For
example, bispecific antigen-binding molecules in scFv-KiH-Fc, CrossMab and Duobody formats are
provided herein, which are monovalent with respect to binding to CD122, and monovalent with respect to
binding to CD132.

In some embodiments the antigen-binding molecule comprises one binding site for CD122, and one
binding site for CD132. In some embodiments the antigen-binding molecule comprises more than one
binding site (e.g. two, three) for CD122. In some embodiments the antigen-binding molecule comprises
more than one binding site (e.g. two, three) for CD132. In some embodiments the antigen-binding
molecule comprises more than one binding site (e.g. two, three) for CD122, and more than one binding
site (e.g. two, three) for CD132.
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In some embodiments the antigen-binding molecule is multivalent (e.g. bivalent, trivalent) for CD122. In
some embodiments the antigen-binding molecule is multivalent (e.g. bivalent, trivalent) for CD132. In
some embodiments the antigen-binding molecule is multivalent (e.g. bivalent, trivalent) for CD122, and

multivalent (e.g. bivalent, trivalent) for CD132.

In some embodiments the antigen-binding molecule comprises two binding sites for CD122. In some
embodiments the antigen-binding molecule comprises two binding sites for CD132. In some
embodiments the antigen-binding molecule comprises two binding sites for CD122, and two binding sites
for CD132.

Multispecific antigen-binding molecules according to the invention may be provided in any suitable format,
such as those formats described in Kontermann MAbs 2012, 4(2): 182-197, which is hereby incorporated
by reference in its entirety. For example, an antigen-binding molecule may be a bispecific antibody
conjugate (e.g. an IgG2, F(ab’)2 or CovX-Body), a bispecific IgG or IgG-like molecule (e.g. an IgG, scFva-
Ig, IgG-scFv, scFv-IgG, DVD-Ig, IgG-sVD, sVD-IgG, 2 in 1-1gG, mAb?, or Tandemab common LC), an
asymmetric bispecific IgG or IgG-like molecule (e.g. a kih IgG, kih IgG common LC, CrossMab, kih IgG-
scFab, mAb-Fv, charge pair or SEED-body), a small bispecific antibody molecule (e.g. a Diabody (Db),
dsDb, DART, scDb, tandAbs, tandem scFv (taFv), tandem dAb/VHH, triple body, triple head, Fab-scFv, or
F(ab’)2-scFvz), a bispecific Fc and Cwn3 fusion protein (e.g. a taFv-Fc, Di-diabody, scDb-Cn3, scFv-Fc-
scFv, HCAb-VHH, scFv-kih-Fc, or scFv-kih-Cn3), or a bispecific fusion protein (e.g. a scFvz-albumin,
scDb-albumin, taFv-toxin, DNL-Fabs, DNL-Fabas-IgG, DNL-Fabas-IgG-cytokinez). See in particular Figure 2
of Kontermann MAbs 2012, 4(2): 182-19. See also Brinkmann and Kontermann, MAbs (2017) 9(2):182-

212 (hereby incorporated by reference in its entirety), in particular Figure 2.

The skilled person is able to design and prepare bispecific antigen-binding molecules. Methods for
producing bispecific antigen-binding molecules include chemically crosslinking of antigen-binding
molecules or antibody fragments, e.g. with reducible disulphide or non-reducible thioether bonds, for
example as described in Segal and Bast, 2001. Production of Bispecific Antigen-binding molecules.
Current Protocols in Immunology. 14:1V:2.13:2.13.1-2.13.16, which is hereby incorporated by reference
in its entirety. For example, N-succinimidyl-3-(-2-pyridyldithio)-propionate (SPDP) can be used to
chemically crosslink e.g. Fab fragments via hinge region SH- groups, to create disulfide-linked bispecific

F(ab)2 heterodimers.

Other methods for producing bispecific antigen-binding molecules include fusing antibody-producing
hybridomas e.g. with polyethylene glycol, to produce a quadroma cell capable of secreting bispecific
antibody, for example as described in D. M. and Bast, B. J. 2001. Production of Bispecific Antigen-binding
molecules. Current Protocols in Immunology. 14:1V:2.13:2.13.1-2.13.16.

Bispecific antigen-binding molecules according to the present invention can also be produced
recombinantly, by expression from e.g. a nucleic acid construct encoding polypeptides for the antigen-
binding molecules, for example as described in Antibody Engineering: Methods and Protocols, Second

Edition (Humana Press, 2012), at Chapter 40: Production of Bispecific Antigen-binding molecules:
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Diabodies and Tandem scFv (Hornig and Farber-Schwarz), or French, How to make bispecific antigen-
binding molecules, Methods Mol. Med. 2000; 40:333-339, the entire contents of both of which are hereby

incorporated by reference.

For example, a DNA construct encoding the light and heavy chain variable domains for the two antigen-
binding fragments (i.e. the light and heavy chain variable domains for the antigen-binding fragment
capable of binding CD122 or CD132, and the light and heavy chain variable domains for the antigen-
binding fragment capable of binding to another target protein), and including sequences encoding a
suitable linker or dimerization domain between the antigen-binding fragments can be prepared by
molecular cloning techniques. Recombinant bispecific antibody can thereafter be produced by expression
(e.g. in vitro) of the construct in a suitable host cell (e.g. a mammalian host cell), and expressed

recombinant bispecific antibody can then optionally be purified.

In some embodiments, the antigen-binding molecule comprises an Fv fragment, scFv or Fab fragment

specific for CD122 and an Fv, scFv or Fab fragment specific for CD132.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VH, a CH2 domain and a CH3 domain
a polypeptide comprising a VL and a CL domain; and
a CD132-binding region comprising:
a polypeptide comprising a VH, a CH2 domain and a CH3 domain

a polypeptide comprising a VL and a CL domain.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VH, a CH1 domain, a CH2 domain and a CH3 domain
a polypeptide comprising a VL and CL domain; and
a CD132-binding region comprising:
a polypeptide comprising a VH, a CH1 domain, a CH2 domain and a CH3 domain
a polypeptide comprising a VL and CL domain.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VL, a VH, a CH2 domain and a CH3 domain; and
a CD132-binding region comprising:
a polypeptide comprising a VL, VH, a CH2 domain and a CH3 domain.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VH, a VL, a CH2 domain and a CH3 domain; and
a CD132-binding region comprising:
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a polypeptide comprising a VH, VL, a CH2 domain and a CH3 domain.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VL, a VH, a CH1 domain, a CH2 domain and a CH3 domain;
and
a CD132-binding region comprising:
a polypeptide comprising a VL, VH, a CH1 domain, a CH2 domain and a CH3 domain.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VH, a VL, a CH1 domain, a CH2 domain and a CH3 domain;
and
a CD132-binding region comprising:
a polypeptide comprising a VH, VL, a CH1 domain, a CH2 domain and a CH3 domain.

The variable of the heavy and light chains or the constant regions of the heavy (i.e. CH1) and light chain
(CL) regions of a Fab fragment of an antigen-binding molecule according to the invention may be
exchanged (i.e. Fab light chain = VL-CH1; Fab heavy chain = VH-CL). Fab fragments formed by
association of polypeptides comprising such structure are referred to as “cross-Fab” or “crossover Fab”
fragments. In some embodiments, the antigen-binding molecule comprises or consists of, a cross-Fab
region which binds to CD122. In some embodiments, the antigen-binding molecule comprises, or consists

of, a cross-Fab region which binds to CD132.

In some embodiments, the antigen-binding molecule comprises a cross-Fab fragment specific for CD122

and/or a cross-Fab fragment specific for CD132.

In some embodiments, the antigen-binding molecule according to the present invention comprises:
a CD122-binding region comprising:
a polypeptide comprising a VH, a CL domain, a CH2 domain and a CH3 domain
a polypeptide comprising a VL and a CH1 domain; and
a CD132-binding region comprising:
a polypeptide comprising a VH, a CL domain, a CH2 domain and a CH3 domain
a polypeptide comprising a VL and a CH1 domain.

In some embodiments the antigen-binding molecules of the present invention comprise an Fc region.
In IgG IgA and IgD isotypes Fc regions are composed of CH2 and CH3 regions from one polypeptide,
and CH2 and CH3 regions from another polypeptide. The CH2 and CH3 regions from the two

polypeptides together form the Fc region. In IgM and IgE isotypes the Fc regions contain three constant
domains (CH2, CH3 and CH4), and CH2 to CH4 from the two polypeptides together form the Fc region.
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Fc regions provide for interaction with Fc receptors and other molecules of the immune system to bring
about functional effects. IgG Fc-mediated effector functions are reviewed e.g. in Jefferis et al., Immunol
Rev 1998 163:59-76 (hereby incorporated by reference in its entirety), and are brought about through Fc-
mediated recruitment and activation of immune cells (e.g. macrophages, dendritic cells, NK cells and T
cells) through interaction between the Fc region and Fc receptors expressed by the immune cells,
recruitment of complement pathway components through binding of the Fc region to complement protein

C1q, and consequent activation of the complement cascade.

In some embodiments, the antigen-binding molecule comprises a polypeptide comprising an amino acid
sequence having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:444. In some embodiments, the
antigen-binding molecule comprises a polypeptide comprising an amino acid sequence having at least
70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97 %, 98%, 99% or 100%
amino acid sequence identity to SEQ ID NO:446. In some embodiments the antigen-binding molecule
comprises more than one polypeptide (e.g. 2 polypeptides), each comprising a an amino acid sequence
having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%,
99% or 100% amino acid sequence identity to SEQ ID NO:444. In some embodiments the antigen-
binding molecule comprises more than one polypeptide (e.g. 2 polypeptides), each comprising a an
amino acid sequence having at least 70%, preferably one of 80%, 85%), 90%, 91%, 92%, 93%, 94%,
95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:446.

In some embodiments the antigen-binding molecule of the present invention comprises an Fc region
comprising modification to reduce antibody effector function. Fc-mediated effector functions include Fc
receptor binding, antibody-dependent cellular cytotoxicity (ADCC), antibody-dependent cell-mediated
phagocytosis (ADCP), complement-dependent cytotoxicity (CDC), formation of the membrane attack
complex (MAC), cell degranulation, cytokine and/or chemokine production, and antigen processing and

presentation.

Modifications to antibody Fc regions that influence Fc-mediated functions are known in the art, such as
those described e.g. in Wang et al., Protein Cell (2018) 9(1):63-73, which is hereby incorporated by
reference in its entirety. In particular, exemplary Fc region modifications known to influence antibody

effector function are summarised in Table 1 of Wang et al., Protein Cell (2018) 9(1):63-73.

The combination of substitutions “L234A/L235A” and corresponding substitutions (such as e.g.
F234A/L235A in human IgG4) are known to disrupt binding of Fc to Fcy receptors and inhibit ADCC,
ADCP, and also to reduce C1q binding and thus CDC (Schlothauer et al., Protein Engineering, Design
and Selection (2016), 29(10):457-466, hereby incorporated by reference in entirety).

In some embodiments the antigen-binding molecule of the present invention comprises an Fc region

comprising modification corresponding to the combination of substitutions L234A/L235A.
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In some embodiments, the antigen-binding molecule of the present invention comprises an Fc region
comprising modification in one or more of the CH2 and CH3 regions promoting association of the Fc
region. Recombinant co-expression of constituent polypeptides of an antigen-binding molecule and
subsequent association leads to several possible combinations. To improve the yield of bispecific
antigen-binding molecules of the invention in recombinant production, it is advantageous to introduce in
the Fc regions modification(s) promoting association of the desired combination of polypeptides. Suitable
modifications are described e.g. in Ha et al., Front. Immnol (2016) 7:394, which is hereby incorporated by

reference in its entirety.

In some embodiments the antigen antigen-binding molecule of the present invention comprises an Fc
region comprising paired substitutions in the CH3 regions of the Fc region according to one of the
following formats, as shown in Table 1 of Ha et al., Front. Immnol (2016) 7:394: KiH, KiHss, HA-TF, ZW1,
7.8.60, DD-KK, EW-RVT, EW-RVTs.s, SEED or A107.

In some embodiments, the bispecific antigen-binding molecule of the present invention is provided with
an Fc region comprising the “knob-into-hole” or “KiH” modification, e.g. as described e.g. in US 7,695,936
and Carter, J Immunol Meth 248, 7-15 (2001). In such embodiments, one of the CH3 regions of the Fc
region comprises a “knob” modification, and the other CH3 region comprises a “hole” modification. The
“knob” and “hole” modifications are positioned within the respective CH3 regions so that the “knob” can
be positioned in the “hole” in order to promote heterodimerisation (and inhibit homodimerisation) of the
polypeptides and/or stabilise heterodimers. Knobs are constructed by substituting amino acids having
small chains with those having larger side chains (e.g. tyrosine or tryptophan). Holes are created by
substituting amino acids having large side chains with those having smaller side chains (e.g. alanine or

threonine).

In some embodiments, one of the CH3 regions of the Fc region of the antigen-binding molecule of the
present invention comprises the substitution (numbering of positions/substitutions in the Fc region herein
is according to the EU numbering system as described in Kabat et al., Sequences of Proteins of
Immunological Interest, 5th Ed. Public Health Service, National Institutes of Health, Bethesda, MD, 1991)
T366W, and the other CH3 region of the Fc region comprises the substitution Y407V. In some
embodiments, one of the CH3 regions of the Fc region of the antigen-binding molecule comprises the
substitution T366W, and the other CH3 region of the Fc region comprises the substitutions T366S and
L368A. In some embodiments, one of the CH3 regions of the Fc region of the antigen-binding molecule
comprises the substitution T366W, and the other CH3 region of the Fc region comprises the substitutions
Y407V, T366S and L368A.

In some embodiments, one of the CH3 regions comprises the substitution S354C, and the other CH3
region of the Fc region comprises the substitution Y349C. Introduction of these cysteine residues results
in formation of a disulfide bridge between the two CH3 regions of the Fc region, further stabilizing the
heterodimer (Carter (2001), J Immunol Methods 248, 7-15).
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In some embodiments, the Fc region comprises the “KiHs.s” modification. In some embodiments one of
the CH3 regions comprises the substitutions T366W and S354C, and the other CH3 region of the Fc
region comprises the substitutions T366S, L368A, Y407V and Y349C.

In some embodiments, one of the CH3 regions comprises the substitutions K392D and K409D, and the
other CH3 region of the Fc region comprises the substitutions E356K and D399K. “DDKK” knob-into-hole
technology is described e.g. in WO 2014/131694 A1, and promotes assembly of the heavy chains

providing the complementary amino acid residues.

In some embodiments, the antigen-binding molecule of the present invention comprises an Fc region
modified as described in Labrijn et al., Proc Natl Acad Sci U S A. (2013) 110(13):5145-50, referred to as
‘Duobody’ format. In some embodiments one of the CH3 regions comprises the substitution K409R, and

the other CH3 region of the Fc region comprises the substitution K405L.

In some embodiments, the antigen-binding molecule of the present invention comprises an Fc region
modified as described in Strop et al., J Mol Biol. (2012) 420(3):204-19, so-called ‘EEE-RRR’ format. In
some embodiments one of the CH3 regions comprises the substitutions D221E, P228E and L368E, and
the other CH3 region of the Fc region comprises the substitutions D221R, P228R and K409R.

In some embodiments, the antigen-binding molecule comprises an Fc region comprising the “EW-RVT”
maodification described in Choi et al., Mol Cancer Ther (2013) 12(12):2748-59. In some embodiments one
of the CHS3 regions comprises the substitutions K360E and K409W, and the other CH3 region of the Fc
region comprises the substitutions Q347R, D399V and F405T.

In some embodiments, the antigen-binding molecule of the present invention comprises an Fc region
comprising the “SEED” modification as described in Davis et al., Protein Eng Des Sel (2010) 23(4):195-
202, in which B-strand segments of human IgG1 CH3 and IgA CH3 are exchanged.

In some embodiments, one of the CH3 regions comprises the substitutions S364H and F405A, and the
other CH3 region of the Fc region comprises the substitutions Y349T and T394F (see e.g. Moore et al.,
MADbs (2011) 3(6):546-57).

In some embodiments, one of the CH3 regions comprises the substitutions T350V, L351Y, F405A and
Y407V, and the other CH3 region of the Fc region comprises the substitutions T350V, T366L, K392L and
T394W (see e.g. Von Kreudenstein et al., MAbs (2013) 5(5):646-54).

In some embodiments, one of the CH3 regions comprises the substitutions K360D, D399M and Y407A,

and the other CH3 region of the Fc region comprises the substitutions E345R, Q347R, T366V and K409V
(see e.g. Leaver-Fay et al., Structure (2016) 24(4):641-51).
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In some embodiments, one of the CH3 regions comprises the substitutions K370E and K409W, and the
other CH3 region of the Fc region comprises the substitutions E357N, D399V and F405T (see e.g. Choi
et al., PLoS One (2015) 10(12):e0145349).

In particular embodiments, the antigen-binding molecule comprises a KiH Fc region. In particular

embodiments, the antigen-binding molecule comprises a KiHs s Fc region.

In some embodiments the antigen-binding molecule comprises a polypeptide comprising a CH3 region
comprising W at the position corresponding to position 366. In some embodiments the antigen-binding
molecule comprises a polypeptide comprising a CH3 region comprising W at the position corresponding

to position 366 and C at the position corresponding to position 354.

In some embodiments the antigen-binding molecule comprises a polypeptide comprising a CH3 region
comprising S at the position corresponding to position 366, and A at the position corresponding to
position 368. In some embodiments the antigen-binding molecule comprises a polypeptide comprising a
CH3 region comprising S at the position corresponding to position 366, A at the position corresponding to
position 368, and Y at the position corresponding to position 407. In some embodiments the antigen-
binding molecule comprises a polypeptide comprising a CH3 region comprising S at the position
corresponding to position 366, A at the position corresponding to position 368, Y at the position

corresponding to position 407, and C at the position corresponding to position 349.

In some embodiments the antigen-binding molecule comprises: (a) a polypeptide comprising a CH3
region comprising W at the position corresponding to position 366, and C at the position corresponding to
position 354; and (b) a polypeptide comprising a CH3 region comprising S at the position corresponding
to position 366, A at the position corresponding to position 368, Y at the position corresponding to

position 407, and C at the position corresponding to position 349.

In some embodiments, the antigen-binding molecule comprises a polypeptide comprising an amino acid
sequence having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:259. In some embodiments, the
antigen-binding molecule comprises a polypeptide comprising an amino acid sequence having at least
70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100%
amino acid sequence identity to SEQ ID NO:451.

In some embodiments, the antigen-binding molecule comprises a polypeptide comprising an amino acid
sequence having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:447. In some embodiments, the
antigen-binding molecule comprises a polypeptide comprising an amino acid sequence having at least
70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100%
amino acid sequence identity to SEQ ID NO:448. In some embodiments, the antigen-binding molecule
comprises a polypeptide comprising an amino acid sequence having at least 70%, preferably one of 80%,
85%), 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to
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SEQ ID NO:447, and a polypeptide comprising an amino acid sequence having at least 70%, preferably
one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid
sequence identity to SEQ ID NO:448.

In some embodiments, the antigen-binding molecule comprises a polypeptide comprising an amino acid
sequence having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:449. In some embodiments, the
antigen-binding molecule comprises a polypeptide comprising an amino acid sequence having at least
70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100%
amino acid sequence identity to SEQ ID NO:450. In some embodiments, the antigen-binding molecule
comprises a polypeptide comprising an amino acid sequence having at least 70%, preferably one of 80%,
85%), 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to
SEQ ID NO:449, and a polypeptide comprising an amino acid sequence having at least 70%, preferably
one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid
sequence identity to SEQ ID NO:450.

In some embodiments, the antigen-binding molecule comprises a polypeptide comprising an amino acid
sequence having at least 70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99% or 100% amino acid sequence identity to SEQ ID NO:452. In some embodiments, the
antigen-binding molecule comprises a polypeptide comprising an amino acid sequence having at least
70%, preferably one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100%
amino acid sequence identity to SEQ ID NO:453. In some embodiments, the antigen-binding molecule
comprises a polypeptide comprising an amino acid sequence having at least 70%, preferably one of 80%,
85%), 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid sequence identity to
SEQ ID NO:452, and a polypeptide comprising an amino acid sequence having at least 70%, preferably
one of 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% amino acid
sequence identity to SEQ ID NO:453.

The present invention also provides polypeptide constituents of the antigen-binding molecules described

herein. The polypeptides may be provided in isolated or substantially purified form.

The antigen-binding molecule of the present invention may be, or may comprise, a complex of

polypeptides.

In the present specification where a polypeptide comprises more than one domain or region, it will be
appreciated that the plural domains/regions can be present in the same polypeptide chain. That is, the
polypeptide may comprise more than one domain or region in a fusion polypeptide comprising the

domains/regions.

In some embodiments a polypeptide according to the present invention comprises, or consists of, a VH as
described herein. In some embodiments a polypeptide according to the present invention comprises, or

consists of, a VL as described herein.

62



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765

In some embodiments, the polypeptide additionally comprises one or more antibody heavy chain constant
regions (CH). In some embodiments, the polypeptide additionally comprises one or more antibody light
chain constant regions (CL).In some embodiments, the polypeptide comprises a CH1, CH2 region and/or

a CH3 region of an immunoglobulin (Ig).

In some embodiments the polypeptide comprises one or more regions of an immunoglobulin heavy chain
constant sequence. In some embodiments the polypeptide comprises a CH1 region as described herein.
In some embodiments the polypeptide comprises a CH1-CH2 hinge region as described herein. In some
embodiments the polypeptide comprises a CH2 region as described herein. In some embodiments the

polypeptide comprises a CH3 region as described herein.

In some embodiments the polypeptide comprises a CH3 region comprising any one of the following
amino acid substitutions/combinations of amino acid substitutions (shown e.g. in Table 1 of Ha et al.,
Front. Immnol (2016) 7:394, incorporated by reference hereinabove): T366W; T366S, L368A and Y407V,
T366W and S354C; T366S, L368A, Y407V and Y349C; S364H and F405A; Y349T and T394F; T350V,
L351Y, F405A and Y407V; T350V, T366L, K392L and T394W; K360D, D399M and Y407A; E345R,
Q347R, T366V and K409V; K409D and K392D; D399K and E356K; K360E and K409W; Q347R, D399V
and F405T; K360E, K409W and Y349C; Q347R, D399V, F405T and S354C; K370E and K409W; and
E357N, D399V and F405T.

In some embodiments the CH2 and/or CH3 regions of the polypeptide comprise one or more amino acid
substitutions for promoting association of the polypeptide with another polypeptide comprising a CH2

and/or CH3 region.

In some embodiments the polypeptide comprises one or more regions of an immunoglobulin light chain

constant sequence. In some embodiments the polypeptide comprises a CL region as described herein.

Also provided by the present invention are antigen-binding molecules comprising a polypeptide according

to the present invention.

In some embodiments the antigen-binding molecules and polypeptides of the present invention comprise
one or more linker sequences between amino acid sequences. A linker sequence may be provided at one
or both ends of one or more of a VH, VL, CH1-CH2 hinge region, CH2 region and a CH3 region of the

antigen-binding molecule/polypeptide.

Linker sequences are known to the skilled person, and are described, for example in Chen et al., Adv
Drug Deliv Rev (2013) 65(10): 1357-1369, which is hereby incorporated by reference in its entirety. In
some embodiments, a linker sequence may be a flexible linker sequence. Flexible linker sequences allow
for relative movement of the amino acid sequences which are linked by the linker sequence. Flexible

linkers are known to the skilled person, and several are identified in Chen et al., Adv Drug Deliv Rev
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(2013) 65(10): 1357-1369. Flexible linker sequences often comprise high proportions of glycine and/or

serine residues.

In some embodiments, the linker sequence comprises at least one glycine residue and/or at least one
serine residue. In some embodiments the linker sequence consists of glycine and serine residues. In
some embodiments, the linker sequence has a length of 1-2, 1-3, 14, 1-5, 1-10, 1-15, 1-20, 1-30, 1-40 or
1-50 amino acids. In some embodiments a linker sequence comprises, or consists of, one or more copies
(e.g. 2, 3 or 4 copies) of the amino acid sequence of SEQ ID NO:330, 331, 332, 333, 454 or 455.

The antigen-binding molecules and polypeptides of the present invention may additionally comprise
further amino acids or sequences of amino acids. For example, the antigen-binding molecules and
polypeptides may comprise amino acid sequence(s) to facilitate expression, folding, trafficking,
processing, purification or detection of the antigen-binding molecule/polypeptide. For example, the
antigen-binding molecule/polypeptide may comprise a sequence encoding a His, (e.g. 6XHis), Myc, GST,
MBP, FLAG, HA, E, or Biotin tag, optionally at the N- or C- terminus of the antigen-binding
molecule/polypeptide. In some embodiments the antigen-binding molecule/polypeptide comprises a
detectable moiety, e.g. a fluorescent, lunminescent, immuno-detectable, radio, chemical, nucleic acid or

enzymatic label.

The antigen-binding molecules and polypeptides of the present invention may additionally comprise a
signal peptide (also known as a leader sequence or signal sequence). Signal peptides normally consist of
a sequence of 5-30 hydrophobic amino acids, which form a single alpha helix. Secreted proteins and

proteins expressed at the cell surface often comprise signal peptides.

The signal peptide may be present at the N-terminus of the antigen-binding molecule/polypeptide, and
may be present in the newly synthesised antigen-binding molecule/polypeptide. The signal peptide
provides for efficient trafficking and secretion of the antigen-binding molecule/polypeptide. Signal peptides
are often removed by cleavage, and thus are not comprised in the mature antigen-binding

molecule/polypeptide secreted from the cell expressing the antigen-binding molecule/polypeptide.

Signal peptides are known for many proteins, and are recorded in databases such as GenBank, UniProt,
Swiss-Prot, TrTEMBL, Protein Information Resource, Protein Data Bank, Ensembl, and InterPro, and/or
can be identified/predicted e.g. using amino acid sequence analysis tools such as SignalP (Petersen et
al., 2011 Nature Methods 8: 785-786) or Signal-BLAST (Frank and Sippl, 2008 Bioinformatics 24: 2172-
2176).

Functional properties of the antigen-binding molecules

The antigen-binding molecule described herein may be characterised by reference to certain functional
properties. In some embodiments, the antigen-binding molecule described herein may possess one or
more of the following properties:

binds to CD122;

binds to CD132;
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binds to CD122-expressing cells;
binds to CD132-expressing cells;
stimulates signalling by a polypeptide complex comprising CD122 and CD132;
stimulates proliferation of cells expressing CD122 and CD132;
preferentially stimulates proliferation of effector T cells and/or NK cells over regulatory T cells;
reduces expression of one or more immune checkpoint proteins (e.g. PD-1);
enhances anticancer activity of cancer antigen-specific immune cells, e.g. in vivo;
improved thermostability, e.g. as compared to an antigen-binding molecule described in WO
2017/021540 A1.

In some embodiments, the extent of binding of an antigen-binding molecule to an non-target is less than
about 10% of the binding of the antibody to the target as measured, e.g., by ELISA, SPR, Bio-Layer
Interferometry (BLI), MicroScale Thermophoresis (MST), or by a radicimmunoassay (RIA). Alternatively,
the binding specificity may be reflected in terms of binding affinity, where the antigen-binding molecule
described herein binds to CD122 and/or CD132 with an affinity that is at least 0.1 order of magnitude
greater than the affinity towards a non-target molecule. In some embodiments, the antigen-binding
molecule described herein binds to CD122 and/or CD132 with an affinity that is one of at least 0.2, 0.3,
0.4,0.5,0.6,0.7,0.8, 0.9, 1.0, 1.5, or 2.0 orders of magnitude greater than the affinity towards another,

non-target molecule.

Binding affinity of an antigen-binding molecule for its target is often described in terms of its dissociation
constant (Kp). Binding affinity can be measured by methods known in the art, such as by ELISA, Surface
Plasmon Resonance (SPR; see e.g. Hearty et al., Methods Mol Biol (2012) 907:411-442; or Rich et al.,
Anal Biochem. 2008 Feb 1; 373(1):112-20), Bio-Layer Interferometry (see e.g. Lad et al., (2015) J Biomol
Screen 20(4): 498-507; or Concepcion et al., Comb Chem High Throughput Screen. 2009 Sep;
12(8):791-800), MicroScale Thermophoresis (MST) analysis (see e.g. Jerabek-Willemsen et al., Assay
Drug Dev Technol. 2011 Aug; 9(4): 342-353), or by a radiolabelled antigen-binding assay (RIA).

In some embodiments, the antigen-binding molecule described herein binds to CD122 with a Kp of 10 uM
or less, preferably one of <5 uM, <2 uM, <1 yM, <500 nM, <100 nM, <75 nM, <50 nM, <40 nM, <30 nM,
<20 nM, £15 nM, £12.5 nM, £10 nM, €9 nM, <8 nM, <7 nM, <6 nM, <5 nM, €4 nM <3 nM, <2 nM, £1 nM,
<500 pM. In some embodiments, the antigen-binding molecule described herein binds to CD132 with a Ko
of 10 uM or less, preferably one of <5 yM, <2 uM, <1 uM, <500 nM, <100 nM, <75 nM, <50 nM, <40 nM,
<30 nM, £20 nM, <15 nM, £12.5 nM, €10 nM, <9 nM, <8 nM, £7 nM, <6 nM, <5 nM, <4 nM <3 nM, £2 nM,
<1 nM, <500 pM.

In some embodiments, the antigen-binding molecule described herein binds to CD122 with an affinity of
binding (e.g. as determined by ELISA) of EC50 = 1000 ng/ml or less, preferably one of <900 ng/ml, <800
ng/ml, <700 ng/ml, <600 ng/ml, <500 ng/ml, <400 ng/ml, <300 ng/ml, <200 ng/ml, <100 ng/ml, <90 ng/ml,
<80 ng/ml, £70 ng/ml, <60 ng/ml, <50 ng/ml, <40 ng/ml, <30 ng/ml, £20 ng/ml, £15 ng/ml, €10 ng/ml, 7.5
ng/ml, £5 ng/ml, £2.5 ng/ml, or £1 ng/ml. In some embodiments, the antigen-binding molecule described
herein binds to CD132 with an affinity of binding (e.g. as determined by ELISA) of EC50 = 1000 ng/ml or
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less, preferably one of <900 ng/ml, <800 ng/ml, <700 ng/ml, <600 ng/ml, <500 ng/ml, <400 ng/ml, <300
ng/ml, <200 ng/ml, <100 ng/ml, <90 ng/ml, <80 ng/ml, <70 ng/ml, <60 ng/ml, <50 ng/ml, €40 ng/ml, <30
ng/ml, <20 ng/ml, €15 ng/ml, <10 ng/ml, 7.5 ng/ml, <5 ng/ml, <2.5 ng/ml, or <1 ng/ml.

Affinity of binding to CD122 and/or CD132 may be analysed in vitro by ELISA assay. Suitable assays are
well known in the art and can be performed by the skilled person, for example, as described in Antibody
Engineering, vol. 1 (2" Edn), Springer Protocols, Springer (2010), Part V, pp657-665.

In some embodiments the binding affinity of the antigen-binding molecule of the present invention to
CD122 is greater than the binding affinity of an antigen-binding molecule described in WO 2017/021540
A1. In some embodiments, the antigen-binding molecule described herein binds to CD122 with a Kp
which is less than 1 times, e.g. 0.9 times, <0.85 times, <0.8 times, <0.75 times, <0.7 times, <0.65 times,
<0.6 times, <0.55 times, <0.5 times, <0.45 times, <0.4 times, <0.35 times, <0.3 times, <0.25 times, <0.2
times, <0.15 times or <0.1 times the Kb of binding to CD122 for an antigen-binding molecule described in
WO 2017/021540 A1. In some embodiments the binding affinity of the antigen-binding molecule of the
present invention to CD132 is greater than the binding affinity of an antigen-binding molecule described in
WO 2017/021540 A1. In some embodiments, the antigen-binding molecule described herein binds to
CD132 with a Kp which is less than 1 times, e.g. 0.9 times, <0.85 times, <0.8 times, <0.75 times, <0.7
times, <0.65 times, <0.6 times, <0.55 times, <0.5 times, <0.45 times, <0.4 times, <0.35 times, <0.3 times,
<0.25 times, <0.2 times, <0.15 times or 0.1 times the Kb of binding to CD132 for an antigen-binding
molecule described in WO 2017/021540 A1.

The antigen-binding molecule described herein preferably binds to CD122 in a region of CD122 which is
accessible to an antigen-binding molecule (i.e., an extracellular antigen-binding molecule) when CD122 is
expressed at the cell surface (i.e. in or at the cell membrane). In some embodiments the antigen-binding
molecule described herein is capable of binding to CD122 when CD122 is expressed at the cell surface.
The antigen-binding molecule described herein preferably binds to CD132 in a region of CD132 which is
accessible to an antigen-binding molecule (i.e., an extracellular antigen-binding molecule) when CD132 is
expressed at the cell surface (i.e. in or at the cell membrane). In some embodiments the antigen-binding

molecule described herein is capable of binding to CD132 when CD132 is expressed at the cell surface.

For example, the antigen-binding molecule may bind to CD122 and/or CD132-expressing cells, such as
cells expressing CD122 and CD132 at the cell surface, e.g. immune cells, lymphocytes, T cells (CD4+ T
cells, CD8+ T cells) or NK cells.

The ability of an antigen-binding molecule to bind to a given cell type can be analysed by contacting cells
with the antigen-binding molecule, and detecting antigen-binding molecule bound to the cells, e.g. after a
washing step to remove unbound antigen-binding molecule. The ability of an antigen-binding molecule to
bind to CD132-expressing cells and/or CD122-expressing cells can be analysed by methods such as flow
cytometry and immunofluorescence microscopy, e.g. as described in the experimental examples of the

present application.
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The antigen-binding molecules of the present invention may stimulate signalling through the intermediate-
affinity IL-2 receptor (i.e. the polypeptide complex comprising CD122 and CD132, and not comprising
CD25). The antigen-binding molecules are preferably agonists of signalling through the intermediate-

affinity IL-2 receptor.

The ability of a given antigen-binding molecule to stimulate signalling through the intermediate-affinity IL-2
receptor can be evaluated e.g. in an in vitro assay, e.g. as described in Example 4 herein. Briefly, cells
expressing CD122 and CD132 at the cell surface can be contacted with the antigen-binding molecule,
and activation of intracellular signalling can be determined by detecting an increase in the level of
phosphorylated STATS (i.e. pSTATS). pSTAT5 can be detected e.g. using antibody- or reporter-based

methods as described herein.

In some embodiments the antigen-binding molecule of the present invention is capable of increasing the
amount of pSTAT5 to more than 1 times, e.g. 21.01 times, 21.02 times, =1.03 times, 21.04 times, >1.05
times, 21.06 times, 21.07 times, 21.08 times, 21.09 times, 21.1 times, 21.2 times, 21.3 times, 21.4 times,
21.5 times, 21.6 times, 21.7 times, 21.8 times, 21.9 times, 22 times, 23 times, 24 times, 25 times, 26
times, 27 times, 28 times, =9 times, 210 times, 220 times, 230 times, 240 times, =50 times, 260 times,
270 times, 280 times, 290 times, or 2100 times the level of pSTAT5 detected following culture in the
absence of the antigen-binding molecule, or in the presence of an appropriate control antigen-binding

molecule (e.g. isotype-matched control antigen-binding molecule), in a comparable assay.

In some embodiments the antigen-binding molecule of the present invention activates signalling through
the intermediate-affinity IL-2 receptor to a greater extent than an antigen-binding molecule described in
WO 2017/021540 A1. In some embodiments, culture of cells expressing CD122 and CD132 in the
presence of an antigen-binding molecule according to the present invention increases the amount of
pSTATS5 to more than 1 times, e.g. 21.01 times, 21.02 times, 21.03 times, 21.04 times, 21.05 times, 21.06
times, 21.07 times, 21.08 times, 21.09 times, 21.1 times, 21.2 times, 21.3 times, 21.4 times, 21.5 times,
21.6 times, 21.7 times, 21.8 times, 21.9 times, 22 times, 23 times, 24 times, 25 times, 26 times, =7 times,
>8 times, 29 times, or 210 times the level of pSTAT5 detected following culture in the presence of an

antigen-binding molecule described in WO 2017/021540 A1, in a comparable assay.

In some embodiments the antigen-binding molecule of the present invention is capable of increasing

proliferation of cells expressing CD122 and CD132.

Cell proliferation can be determined by analysing cell division over a period of time. Cell division can be
analysed, for example, by in vitro analysis of incorporation of *H-thymidine or by CFSE dilution assay,
e.g. as described in Fulcher and Wong, Immunol Cell Biol (1999) 77(6): 559-564, hereby incorporated by
reference in entirety. Proliferating cells may also be identified by analysis of incorporation of 5-ethynyl-2'-
deoxyuridine (EdU) by an appropriate assay, as described e.g. in Buck et al., Biotechniques. 2008 Jun;
44(7):927-9, and Sali and Mitchison, PNAS USA 2008 Feb 19; 105(7): 2415-2420, both hereby
incorporated by reference in their entirety, or by alamarBlue dilution assay as described in Example 3
herein (see e.g. Rampersad et al. Sensors (Basel). (2012)12(9):12347-12360).
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In some embodiments the antigen-binding molecule of the present invention is capable of increasing the
number or proportion of proliferating cells to more than 1 times, e.g. 21.01 times, 21.02 times, 21.03
times, 21.04 times, 21.05 times, 21.06 times, 21.07 times, 21.08 times, 21.09 times, 21.1 times, 21.2
times, 21.3 times, 21.4 times, 21.5 times, 1.6 times, 21.7 times, 21.8 times, 21.9 times, 22 times, =3
times, 24 times, 25 times, 26 times, 27 times, 28 times, 29 times, 210 times, 220 times, 230 times, 240
times, 250 times, 260 times, 270 times, 280 times, 290 times, or 2100 times the number/proportion of
proliferating detected following culture in the absence of the antigen-binding molecule, or in the presence
of an appropriate control antigen-binding molecule (e.g. isotype-matched control antigen-binding

molecule), in a comparable assay.

In some embodiments the antigen-binding molecule of the present invention increases the number or
proportion of proliferating cells to a greater extent than an antigen-binding molecule described in WO
2017/021540 A1. In some embodiments, culture of cells expressing CD122 and CD132 in the presence of
an antigen-binding molecule of the present invention increases the number/proportion of proliferating cells
to more than 1 times, e.g. 21.01 times, 21.02 times, 21.03 times, 21.04 times, 21.05 times, 21.06 times,
>1.07 times, 21.08 times, 21.09 times, 21.1 times, 1.2 times, =1.3 times, 21.4 times, 21.5 times, 21.6
times, 21.7 times, 21.8 times, 21.9 times, 22 times, 23 times, 24 times, 25 times, 26 times, 27 times, 28
times, 29 times, or 210 times the number/proportion of proliferating cells detected following culture in the

presence of an antigen-binding molecule described in WO 2017/021540 A1, in a comparable assay.

In some embodiments culture in the presence of an antigen-binding molecule of the present invention
causes expansion of cells expressing CD122 and CD132 to a number of cells which is more than 1 times,
e.g. 21.01 times, 21.02 times, 21.03 times, 21.04 times, 21.05 times, 21.06 times, 21.07 times, 21.08
times, 21.09 times, 21.1 times, 21.2 times, 21.3 times, 21.4 times, 21.5 times, 21.6 times, 21.7 times, 21.8
times, 21.9 times, 22 times, 23 times, =24 times, =5 times, 26 times, 27 times, =8 times, =9 times, 210
times, 220 times, 230 times, 240 times, 250 times, 260 times, 270 times, 280 times, 290 times, or 2100
times the number of cells detected following culture in the absence of the antigen-binding molecule, or in
the presence of an appropriate control antigen-binding molecule (e.g. isotype-matched control antigen-

binding molecule).

In some embodiments the antigen-binding molecule of the present invention causes expansion of cells
expressing CD122 and CD132 to a greater extent than an antigen-binding molecule described in WO
2017/021540 A1. In some embodiments, culture of cells expressing CD122 and CD132 in the presence of
an antigen-binding molecule of the present invention causes expansion of the cells to a number of cells
which is more than 1 times, e.g. 21.01 times, 21.02 times, 21.03 times, 21.04 times, 21.05 times, 21.1
times, 21.2 times, 21.3 times, 21.4 times, 21.5 times, 21.6 times, 21.7 times, 21.8 times, 21.9 times, 22
times, 23 times, 24 times, 25 times, 26 times, 27 times, 28 times, =9 times, or 210 times the number of
cells detected following culture in the presence of an antigen-binding molecule described in WO
2017/021540 A1, in a comparable assay.
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In some embodiments the antigen-binding molecule of the present invention preferentially stimulates
proliferation/expansion of one or more of the following cell types over (i.e. in preference to) regulatory T
cells (e.g. CD4+CD25+FoxP3+ T cells): antigen-specific T cells (e.g. virus-specific T cells), antigen-
specific CD4 T cells, antigen-specific CD8 T cells, effector memory CD4 T cells, effector memory CD8 T
cells, central memory CD4 T cells, central memory CD8 T cells, cytotoxic CD8+ T cells (i.e. CTLs), NK
cells, antigen-specific NK cells, or cells comprising/expressing a chimeric antigen receptor (CAR) or

nucleic acid encoding a CAR.

In some embodiments the antigen-binding molecule of the present invention is capable of reducing
expression of one or more immune checkpoint proteins. In some embodiments the antigen-binding
molecule is capable of reducing expression of one or more immune checkpoint proteins by immune cells,
e.g. T cells. Immune checkpoint proteins are well known to the skilled person, and include e.g. PD-1,
CTLA-4, LAG-3, TIM-3, VISTA, TIGIT and BTLA.

In some embodiments the antigen-binding molecule of the present invention is capable of reducing
expression of PD-1. The ability of an antigen-binding molecule to reduce the expression of an immune
checkpoint protein can be analysed by contacting a population of immune cells with the antigen-binding
molecule, and subsequently analysing the cells for expression of the immune checkpoint protein, e.g. by
flow cytometry. The cells may be contacted with the antigen-binding molecule in vivo, e.g. through
administration of the antigen-binding molecule to a subject, or cells obtained from a subject may be

contacted in vitro or ex vivo with the antigen-binding molecule.

In some embodiments the antigen-binding molecule of the present invention causes a reduction in the
level expression of PD-1 by T cells to less than less than 1 times, e.g. <0.99 times, <0.95 times, <0.9
times, <0.85 times, <0.8 times, <0.75 times, <0.7 times, <0.65 times, <0.6 times, <0.55 times, <0.5 times,
<0.45 times, <0.4 times, <0.35 times, <0.3 times, <0.25 times, <0.2 times, <0.15 times, <0.1 times, <0.05
times, or <0.01 times the level of expression by PD-1 by T cells observed in the absence of the antigen-
binding molecule (or in the presence of an appropriate control antigen-binding molecule), in a given

assay.

In some embodiments the antigen-binding molecule of the present invention enhances anticancer activity
of cancer antigen-specific immune cells, e.g. in vivo. The ability of an antigen-binding molecule to

enhance anticancer immune response can be analysed e.g. as described in Example 9 herein.

In some embodiments, the antigen-binding molecule of the present invention may display improved

thermostability, e.g. as compared to an antigen-binding molecule described in WO 2017/021540 Af1.

Thermostability of antigen-binding molecules can be analysed by methods well known to the skilled
person, including Differential Scanning Fluorimetry and Differential Scanning Calorimetry (DSC), which
are described e.g. in He et al., J Pharm Sci. (2010) which is hereby incorporated by reference in its

entirety.
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In some embodiments, the antigen-binding molecule of the present invention may be determined in such
an assay to have a Tm1 value which is more than 1 times, e.g. 21.01 times, 21.02 times, 21.03 times,
21.04 times, 21.05 times, 21.06 times, 21.07 times, 21.08 times, 21.09 times, 21.1 times, 21.2 times, 21.3
times, 21.4 times, 21.5 times, 21.6 times, 21.7 times, 21.8 times, 21.9 times, 22 times, 23 times, 24 times,
>5 times, 26 times, 27 times, 28 times, =9 times, or 210 times the Tm1 value determined for an antigen-
binding molecule described in WO 2017/021540 A1.

Membrane-anchored antigen-binding molecules

In some embodiments, the antigen-binding molecule of the present invention further comprises a cell
membrane anchor region. As used herein, a ‘cell membrane anchor region’ is a region providing for
anchoring of the antigen-binding molecule to the cell membrane of a cell expressing the antigen-binding

molecule. ‘Anchoring’ may be reversible or irreversible.

In some embodiments the cell membrane anchor region is a transmembrane domain. A transmembrane
domain refers to any three-dimensional structure formed by a sequence of amino acids which is

thermodynamically stable in a biological membrane, e.g. a cell membrane.

The transmembrane domain may comprise or consist of a sequence of amino acids which forms a
hydrophobic alpha helix or beta-barrel. The amino acid sequence of the transmembrane domain may be,
or may be derived from, the amino acid sequence of a transmembrane domain of a protein comprising a
transmembrane domain. Transmembrane domains are recorded in databases such as GenBank, UniProt,
Swiss-Prot, TrEMBL, Protein Information Resource, Protein Data Bank, Ensembl, and InterPro, and/or
can be identified/predicted e.g. using amino acid sequence analysis tools such as TMHMM (Krogh et al.,
2001 J Mol Biol 305: 567-580).

In some embodiments, the amino acid sequence of the transmembrane domain may be, or may be
derived from, the amino acid sequence of the transmembrane domain of a protein expressed at the cell
surface. In some embodiments the protein expressed at the cell surface is a receptor or ligand, e.g. an
immune receptor or ligand. In some embodiments the amino acid sequence of the transmembrane
domain may be, or may be derived from, the amino acid sequence of the transmembrane domain of one
of ICOS, ICOSL, CD86, CTLA-4, CD28, CD80, MHC class | a, MHC class Il a, MHC class Il 3, CD3k,
CD35, CD3y, CD3-¢, TCRa TCRB, CD4, CD8a, CD8pB, CD40, CD40L, PD-1, PD-L1, PD-L2, 4-1BB, 4-
1BBL, OX40, OX40L, GITR, GITRL, TIM-3, Galectin 9, LAG3, CD27, CD70, LIGHT, HVEM, TIM-4, TIM-
1, ICAM1, LFA-1, LFA-3, CD2, BTLA, CD160, LILRB4, LILRB2, VTCN1, CD2, CD48, 2B4, SLAM, CD30,
CD30L, DR3, TL1A, CD226, CD155, CD112 and CD276.

In some embodiments, the cell membrane anchor region may be a lipid anchor region. In some
embodiments, a lipid anchor region comprises or consists of a lipid anchor (e.g. a GPI anchor). A ‘lipid
anchor’ refers to a moiety capable of associating (e.g. covalently) with the lipid component of a biological
membrane (e.g. cell membrane). Through such association, a protein having a lipid anchor attached
thereto is ‘anchored’ in the cell membrane. A lipid anchor typically comprises a lipophilic group. Lipid

anchors, lipophilic groups thereof and modification of proteins to attach lipid anchors is described for
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example in Resh 2013, Curr Biol. 23(10): R431-R435, which is hereby incorporated by reference in its
entirety. A lipid anchor may comprise or consist of an isoprenyl, myristoyl, palmitoyl, fatty acyl,

diacylglycerol, steroyl, or phospholipid group, or a glycosylphosphatidyl inositol (GPI) anchor.
In some embodiments, a lipid anchor region comprises or consists of a lipid anchor signal sequence. A
‘lipid anchor signal sequence’ refers to an amino acid sequence directing processing of a protein to attach

a lipid anchor. Following such processing the antigen-binding molecule comprises a lipid anchor.

Chimeric antigen receptors (CARs)

The present invention also provides a chimeric antigen receptor (CAR) comprising an antigen-binding

molecule according to the present invention.

Chimeric Antigen Receptors (CARs) are recombinant receptors that provide both antigen-binding and T
cell activating functions. CAR structure and engineering is reviewed, for example, in Dotti et al., Immunol

Rev (2014) 257(1), hereby incorporated by reference in its entirety.

CARs comprise an antigen-binding region linked to a cell membrane anchor region and a signaling
region. An optional hinge region may provide separation between the antigen-binding region and cell
membrane anchor region, and may act as a flexible linker. The antigen-binding region of a CAR may be
based on the antigen-binding region of an antibody which is specific for the antigen to which the CAR is
targeted, or other agent capable of binding to the target. For example, the antigen-binding domain of a
CAR may comprise amino acid sequences for the complementarity-determining regions (CDRs) or
complete light chain and heavy chain variable region amino acid sequences of an antibody which binds
specifically to the target protein. Antigen-binding domains of CARs may target antigen based on other
protein:protein interaction, such as ligand:receptor binding; for example an IL-13Ra2-targeted CAR has
been developed using an antigen-binding domain based on IL-13 (see e.g. Kahlon et al. 2004 Cancer
Res 64(24): 9160-9166).

The antigen-binding region of the CAR of the present invention may be provided with any suitable format,

e.g. scFy, Fab, etc.

The cell membrane anchor region is provided between the antigen-binding region and the signalling
region of the CAR. The cell membrane anchor region provides for anchoring the CAR to the cell
membrane of a cell expressing a CAR, with the antigen-binding region in the extracellular space, and
signalling region inside the cell. In some embodiments, the CAR of the present invention comprises a cell
membrane anchor region comprising or consisting of an amino acid sequence which comprises, consists
of, or is derived from, the transmembrane region amino acid sequence for one of CD3-g, CD4, CD8 or
CD28. As used herein, a region which is ‘derived from’ a reference amino acid sequence comprises an
amino acid sequence having at least 60%, e.g. one of at least 65%, 70%, 75%, 80%, 85%, 90%, 91%,
92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or 100% sequence identity to the reference sequence.
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The signalling region of a CAR allows for activation of the T cell. The CAR signalling regions may
comprise the amino acid sequence of the intracellular domain of CD3-¢, which provides immunoreceptor
tyrosine-based activation motifs (ITAMs) for phosphorylation and activation of the CAR-expressing T cell.
Signalling regions comprising sequences of other ITAM-containing proteins have also been employed in
CARs, such as domains comprising the ITAM containing region of FcyRI (Haynes et al., 2001 J Immunol
166(1):182-187). CARs comprising a signalling region derived from the intracellular domain of CD3-C are
often referred to as first generation CARs. Signalling regions of CARs may also comprise co-stimulatory
sequences derived from the signalling region of co-stimulatory molecules, to facilitate activation of CAR-
expressing T cells upon binding to the target protein. Suitable co-stimulatory molecules include CD28,
0X40, 4-1BB, ICOS and CD27. CARs having a signalling region including additional co-stimulatory

sequences are often referred to as second generation CARs.

In some cases CARs are engineered to provide for co-stimulation of different intracellular signalling
pathways. For example, signalling associated with CD28 costimulation preferentially activates the
phosphatidylinositol 3-kinase (P13K) pathway, whereas the 4-1BB-mediated signalling is through TNF
receptor associated factor (TRAF) adaptor proteins. Signalling regions of CARs therefore sometimes
contain co-stimulatory sequences derived from signalling regions of more than one co-stimulatory
molecule. CARs comprising a signalling region with multiple co-stimulatory sequences are often referred
to as third generation CARs. In some embodiments, the CAR of the present invention comprises one or
more co-stimulatory sequences comprising or consisting of an amino acid sequence which comprises,
consists of, or is derived from, the amino acid sequence of the intracellular domain of one or more of
CD28, OX40, 4-1BB, ICOS and CD27.

An optional hinge region may provide separation between the antigen-binding domain and the
transmembrane domain, and may act as a flexible linker. Hinge regions may be flexible domains allowing
the binding moiety to orient in different directions. Hinge regions may be derived from IgG1 or the
CH2CH3 region of immunoglobulin. In some embodiments, the CAR of the present invention comprises a
hinge region comprising or consisting of an amino acid sequence which comprises, consists of, or is
derived from, the amino acid sequence of the hinge region of IgG1 or the CH2CH3 region of
immunoglobulin. CARs may be combined with costimulatory ligands, chimeric costimulatory receptors or
cytokines to further enhance T cell potency, specificity and safety (Sadelain et al., The basic principles of
chimeric antigen receptor (CAR) design. Cancer Discov. 2013 April; 3(4): 388-398. doi:10.1158/2159-
8290.CD-12-0548, specifically incorporated herein by reference).

Also provided is a cell comprising a CAR according to the invention. The CAR according to the present
invention may be used to generate CAR-expressing immune cells, e.g. CAR-T or CAR-NK cells.
Engineering of CARs into immune cells may be performed during culture, in vitro, for transduction and

expansion, such as happens during expansion of T cells for adoptive T cell therapy.
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Nucleic acids and expression vectors

The present invention provides a nucleic acid encoding an antigen-binding molecule or CAR according to
the present invention. In some embodiments, the nucleic acid is purified or isolated, e.g. from other

nucleic acid, or naturally-occurring biological material.

The present invention also provides a vector comprising nucleic acid encoding an antigen-binding

molecule or CAR according to the present invention.

The nucleic acid and/or vector according to the present invention may be provided for introduction into a
cell, e.g. a primary human immune cell. Suitable vectors include plasmids, binary vectors, DNA vectors,
mRNA vectors, viral vectors (e.g. gammaretroviral vectors (e.g. murine Leukemia virus (MLV)-derived
vectors), lentiviral vectors, adenovirus vectors, adeno-associated virus vectors, vaccinia virus vectors and
herpesvirus vectors), transposon-based vectors, and artificial chromosomes (e.g. yeast artificial
chromosomes), e.g. as described in Maus et al., Annu Rev Immunol (2014) 32:189-225 or Morgan and
Boyerinas, Biomedicines 2016 4, 9, which are both hereby incorporated by reference in their entirety. In
some embodiments, the viral vector may be a lentiviral, retroviral, adenoviral, or Herpes Simplex Virus
vector. In some embodiments, the lentiviral vector may be pELNS, or may be derived from pELNS. In

some embodiments, the vector may be a vector encoding CRISPR/Cas9.

In some embodiments, the nucleic acid according to the present invention comprises, or consists of, a
nucleic acid sequence having at least 60%, 65%, 70%, 75%, 80%, 85%, 86%, 87%, 88%), 89%, 90%,
91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% sequence identity to one of SEQ ID
NOs:335 to 433, or a nucleic acid sequence encoding the same amino acid sequence as one of SEQ ID

NOs:335 to 433 as a result of codon degeneracy.

Cells comprising/expressing the antigen-binding molecules/CARs

The present invention also provides a cell comprising or expressing an antigen-binding molecule or CAR
according to the present invention. Also provided is a cell comprising or expressing a nucleic acid or

expression vector according to the invention.

The cell may be a eukaryotic cell, e.g. a mammalian cell. The mammal may be a human, or a non-human
mammal (e.g. rabbit, guinea pig, rat, mouse or other rodent (including any animal in the order Rodentia),
cat, dog, pig, sheep, goat, cattle (including cows, e.g. dairy cows, or any animal in the order Bos), horse

(including any animal in the order Equidae), donkey, and non-human primate).

In some embodiments, the cell may be from, or may have been obtained from, a human subject.

The cell may be an immune cell. The cell may be a cell of hematopoietic origin, e.g. a neutrophil,
eosinophil, basophil, dendritic cell, lymphocyte, or monocyte. The lymphocyte may be e.g. a T cell, B cell,
NK cell, NKT cell or innate lymphoid cell (ILC), or a precursor thereof. The cell may express e.g. CD3
polypeptides (e.g. CD3y CD3g CD3¢ or CD3d), TCR polypeptides (TCRa or TCRB), CD27, CD28, CD4 or

CD8. In some embodiments, the cell is a T cell. In some embodiments, the T cell is a CD3+ T cell. In
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some embodiments, the T cell is a CD3+, CD8+ T cell. In some embodiments, the T cell is a cytotoxic T

cell (e.g. a cytotoxic T lymphocyte (CTL)).

In some embodiments, the cell is an antigen-specific T cell. In embodiments herein, an “antigen-specific”
T cell is a cell which displays certain functional properties of a T cell in response to the antigen for which
the T cell is specific, or a cell expressing said antigen. In some embodiments, the properties are
functional properties associated with effector T cells, e.g. cytotoxic T cells. In some embodiments, an
antigen-specific T cell may display one or more of the following properties: cytotoxicity, e.g. to a cell
comprising/expressing antigen for which the T cell is specific; proliferation, IFNy expression, CD107a
expression, IL-2 expression, TNFa expression, perforin expression, granzyme expression, granulysin
expression, and/or FAS ligand (FASL) expression, e.g. in response to antigen for which the T cell is
specific or a cell comprising/expressing antigen for which the T cell is specific. In some embodiments, the
antigen for which the T cell is specific may be a peptide or polypeptide of a virus, e.g. Epstein-Barr virus
(EBV), influenza virus, measles virus, hepatitis B virus (HBV), hepatitis C virus (HCV), human
immunodeficiency virus (HIV), lymphocytic choriomeningitis virus (LCMV), Herpes simplex virus (HSV) or

human papilloma virus (HPV).

The present invention also provides a method for producing a cell comprising a nucleic acid or expression
vector according to the present invention, comprising introducing a nucleic acid or expression vector
according to the present invention into a cell. The present invention also provides a method for producing
a cell expressing an antigen-binding molecule or CAR, according to the present invention, comprising
introducing a nucleic acid or expression vector according to the present invention in a cell. In some
embodiments, the methods additionally comprise culturing the cell under conditions suitable for
expression of the nucleic acid or expression vector by the cell. In some embodiments, the methods are

performed in vitro.

In some embodiments, introducing an isolated nucleic acid or expression vector according to the
invention into a cell comprises transduction, e.g. retroviral transduction. Accordingly, in some
embodiments the isolated nucleic acid or expression vector is comprised in a viral vector, or the vector is
a viral vector. In some embodiments, the method comprises introducing a nucleic acid or expression
vector according to the invention by electroporation, e.g. as described in Koh et al., Molecular Therapy —

Nucleic Acids (2013) 2, e114, which is hereby incorporated by reference in its entirety.

The present invention also provides cells obtained or obtainable by the methods according to the present

invention.

Producing the antigen-binding molecules and CARs

Antigen-binding molecules and CARs according to the invention may be prepared according to methods

for the production of polypeptides known to the skilled person.

The polypeptide(s) of interest may be prepared by chemical synthesis, e.g. liquid or solid phase

synthesis. For example, peptides/polypeptides can by synthesised using the methods described in, for
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example, Chandrudu et al., Molecules (2013), 18: 4373-4388, which is hereby incorporated by reference
in its entirety. Alternatively, antigen-binding molecules and CARs according the invention may be
produced by recombinant expression. Molecular biology techniques suitable for recombinant production
are well known in the art, such as those set out in Green and Sambrook, Molecular Cloning: A Laboratory
Manual (4th Edition), Cold Spring Harbor Press, 2012, which is hereby incorporated by reference in its

entirety.

Expression may be from a nucleotide sequence. The nucleotide sequence may be contained in a vector.
A “vector” as used herein is an oligonucleotide molecule (DNA or RNA) used as a vehicle to transfer
foreign genetic material into a cell. The vector may be an expression vector for expression of the foreign
genetic material in the cell. Such vectors may include a promoter sequence operably linked to the
nucleotide sequence encoding the sequence to be expressed. A vector may also include a termination
codon and expression enhancers. Any suitable vectors, promoters, enhancers and termination codons
known in the art may be used to express a peptide or polypeptide from a vector according to the
invention. In some embodiments, the vector may be a plasmid, MAC, virus, etc. In some embodiments,
the vector may be a eukaryotic expression vector, e.g. a vector comprising the elements necessary for
expression of protein from the vector in a eukaryotic cell. In some embodiments, the vector may be a
mammalian expression vector, e.g. comprising a cytomegalovirus (CMV) or SV40 promoter to drive

protein expression.

The term “operably linked” may include the situation where a selected nucleotide sequence and
regulatory nucleotide sequence (e.g. promoter and/or enhancer) are covalently linked in such a way as to
place the expression of the nucleotide sequence under the influence or control of the regulatory sequence
(thereby forming an expression cassette). Thus a regulatory sequence is operably linked to the selected
nucleotide sequence if the regulatory sequence is capable of effecting transcription of the nucleotide

sequence. The resulting transcript may then be translated into a desired peptide or polypeptide.

In some cases the antigen-binding molecules according to the present invention are comprised of more
than one polypeptide chain. In such cases, production of the antigen-binding molecules may comprise
transcription and translation of more than one polypeptide chain, and subsequent association of the

polypeptide chains to form the antigen-binding molecule.

For recombinant production according to the invention, any cell suitable for the expression of
polypeptides may be used. The cell may be a prokaryote or eukaryote. In some embodiments the cell is a
prokaryotic cell, such as a cell of archaea or bacteria. In some embodiments the bacteria may be Gram-

negative bacteria such as bacteria of the family Enterobacteriaceae, for example Escherichia coli.

In some embodiments, the cell is a eukaryotic cell such as a yeast cell, a plant cell, insect cell or a
mammalian cell, e.g. CHO, HEK, HeLa or COS cells.

In some cases the cell is not a prokaryotic cell because some prokaryotic cells do not allow for the same

folding or post-translational modifications as eukaryotic cells. In addition, very high expression levels are

75



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765
possible in eukaryotes and proteins can be easier to purify from eukaryotes using appropriate tags.

Specific plasmids may also be utilised which enhance secretion of the protein into the media.

Production may involve culture or fermentation of a eukaryotic cell modified to express the peptide or
polypeptide. The culture or fermentation may be performed in a bioreactor provided with an appropriate
supply of nutrients, air/oxygen and/or growth factors. Secreted proteins can be collected by partitioning
culture media/fermentation broth from the cells, extracting the protein content, and separating individual
proteins to isolate secreted peptide or polypeptide. Culture, fermentation and separation techniques are
well known to those of skill in the art, and are described, for example, in Green and Sambrook, Molecular

Cloning: A Laboratory Manual (4th Edition; incorporated by reference herein above).

Bioreactors include one or more vessels in which cells may be cultured. Culture in the bioreactor may
occur continuously, with a continuous flow of reactants into, and a continuous flow of cultured cells from,
the reactor. Alternatively, the culture may occur in batches. The bioreactor monitors and controls
environmental conditions such as pH, oxygen, flow rates into and out of, and agitation within the vessel

such that optimum conditions are provided for the cells being cultured.

Following culture of cells that express the antigen-binding molecule or CAR, the polypeptide of interest is
preferably isolated. Any suitable method for separating proteins from cell culture known in the art may be
used. In order to isolate the polypeptide from a culture, it may be necessary to first separate the cultured
cells from media containing the polypeptide of interest. If the polypeptide of interest is secreted from the
cells, the cells may be separated from the culture media that contains the secreted polypeptide of interest
by centrifugation. If the polypeptide of interest collects within the cell it will be necessary to disrupt the
cells prior to centrifugation, for example using sonification, rapid freeze-thaw or osmotic lysis.
Centrifugation will produce a pellet containing the cultured cells, or cell debris of the cultured cells, and a

supernatant containing culture medium and the polypeptide of interest.

It may then be desirable to isolate the polypeptide of interest from the supernatant or culture medium,
which may contain other protein and non-protein components. A common approach to separating protein
components from a supernatant or culture medium is by precipitation. Proteins of different solubilities are
precipitated at different concentrations of precipitating agent such as ammonium sulfate. For example, at
low concentrations of precipitating agent, water soluble proteins are extracted. Thus, by adding different
increasing concentrations of precipitating agent, proteins of different solubilities may be distinguished.

Dialysis may be subsequently used to remove ammonium sulfate from the separated proteins.

Other methods for distinguishing different proteins are known in the art, for example ion exchange
chromatography and size chromatography. These may be used as an alternative to precipitation, or may

be performed subsequently to precipitation.

Once the polypeptide of interest has been isolated from culture it may be desired or necessary to
concentrate the peptide or polypeptide. A number of methods for concentrating proteins are known in the

art, such as ultrafiltration or lyophilisation.
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Generating/expanding populations of immune cells

Antigen-binding molecules according to the present invention also find use in methods for
generating/expanding populations of immune cells. Essentially, the antigen-binding molecules according
to the present invention find use in generating/expanding populations of cell types expressing CD122 and
CD132 (e.g. at the cell surface).

The cells may be e.g. T cells, antigen-specific T cells (e.g. virus-specific T cells), antigen-specific CD4 T
cells, antigen-specific CD8 T cells, effector memory CD4 T cells, effector memory CD8 T cells, central
memory CD4 T cells, central memory CD8 T cells, cytotoxic CD8+ T cells (i.e. CTLs), NK cells or antigen-

specific NK cells.

The cells may be antigen-specific immune cells, e.g. antigen-specific T cells. For example, the cells may
be specific for a peptide/polypeptide of a virus, e.g. adenovirus, Epstein-Barr virus (EBV), cytomegalovius
(CMV), human papilloma virus (HPV), influenza virus, measles virus, hepatitis B virus (HBV), hepatitis C
virus (HCV), human immunodeficiency virus (HIV), lymphocytic choriomeningitis virus (LCMV), or herpes
simplex virus (HSV). Virus-specific immune cells may be an adenovirus-specific T cells (AdVSTs),
Epstein-Barr virus-specific T cells (EBVSTs), cytomegalovius-specific T cells (CMVSTs), human
papilloma virus-specific T cells (HPVSTs), influenza virus-specific T cells, measles virus-specific T cells,
hepatitis B virus-specific T cells (HBVSTs), hepatitis C virus-specific T cells (HCVSTs), human
immunodeficiency virus-specific T cells (HIVSTs), lymphocytic choriomeningitis virus-specific T cells
(LCMVSTs), or herpes simplex virus-specific T cells (HSVSTs).

The cells may comprise/express a chimeric antigen receptor (CAR) or nucleic acid encoding a CAR. The

cells may comprise/express a TGF[ decoy receptor, or nucleic acid encoding a TGF decoy receptor.

The methods comprise contacting cells expressing CD122 and CD132 in the presence of an antigen-
binding molecule according to the present invention. The cells expressing CD122 and CD132 are
stimulated by the antigen-binding molecule to undergo cell division (i.e. proliferate), resulting in an

increase in the number of cells.

In some embodiments, the methods comprise generating/expanding cells in vifro. In some embodiments,
the methods comprise generating/expanding cells ex vivo. In some embodiments the methods comprise

culturing cells in vitro in the presence of an antigen-binding molecule according to the present invention.

Culture of cells may be performed using suitable medium and under suitable environmental conditions
(e.g. temperature, pH, humidity, atmospheric conditions, agitation etc.) for the in vitro culture of immune
cells, which are well known to the person skilled in the art of cell culture. Conveniently, cultures of cells
may be maintained at 37°C in a humidified atmosphere containing 5% CO2. Cultures can be performed in
any vessel suitable for the volume of the culture, e.g. in wells of a cell culture plate, cell culture flasks, a
bioreactor, etc. The cell cultures can be established and/or maintained at any suitable density, as can

readily be determined by the skilled person. In some embodiments cells are cultured in a bioreactor. In
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some embodiments, cells are cultured in a bioreactor described in Somerville and Dudley,
Oncoimmunology (2012) 1(8):1435-1437, which is hereby incorporated by reference in its entirety. In
some embodiments cells are cultured in a GRex cell culture vessel, e.g. a GRex flask or a GRex 100

bioreactor.

In some embodiments, immune cells expressing CD122 and CD132 may be generated or expanded from
within a population of immune cells. It will be appreciated that the population of immune cells comprises
the immune cells expressing CD122 and CD132. The population of immune cells from which the
population of immune cells expressing CD122 and CD132 are generated/expanded according to the

methods of the present invention comprise at least one immune cell expressing CD122 and CD132.

In some embodiments, immune cells expressing CD122 and CD132 may be generated or expanded from
within a population of PBMCs. The methods may involve expansion of T cells (e.g. antigen-specific T
cells) from within a population of immune cells (e.g. PBMCs, PBLs). The immune cells (e.g. PBMCs,
PBLs) used in the methods of the invention may be freshly obtained, or may be thawed from a sample of

immune cells which has previously been obtained and frozen.

In embodiments of the methods disclosed herein, generation or expansion of a population of immune
cells may involve culture of a population of PBMCs. In some embodiments, a population of immune cells
may be generated/expanded from within a population of T cells (e.g. a population of T cells of
heterogeneous type and/or specificity), which may have been obtained from a blood sample or a
population of PBMCs. Culture of the population of immune cells from which the cells expressing CD122
and CD132 are generated/expanded may result in an increase of the number of cells expressing CD122
and CD132, and/or result in an increased proportion of such cells in the cell population at the end of the

culture.

In some embodiments, the methods comprise treating cells to increase expression (e.g. surface
expression) of CD122 and/or CD132, and expansion of cells expressing CD122 and CD132. For
example, T cell activation (e.g. by stimulation using anti-CD3 (e.g. clone OKT3) and anti-CD28) induces
upregulation of CD122 and CD132. Antigen-specific T cells also have upregulated expression of CD122
and CD132. In some embodiments the methods comprise contacting immune cells with antigen or cells

presenting antigen.
In some embodiments, the population of cells is generated/expanded in vivo following administration of
an antigen-binding molecule according to the present invention (or administration of cells expressing the

antigen-binding molecule) to a subject.

Compositions and formulations

The invention described herein also provides compositions comprising the antigen-binding molecules,

nucleic acids, expression vectors and cells described herein.
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The antigen-binding molecules, nucleic acids, expression vectors and cells described herein may be
formulated as pharmaceutical compositions or medicaments for clinical use and may comprise a
pharmaceutically acceptable carrier, diluent, excipient or adjuvant. The composition may be formulated
for topical, parenteral, systemic, intracavitary, intravenous, intra-arterial, intramuscular, intrathecal,
intraocular, intraconjunctival, intratumoral, subcutaneous, intradermal, intrathecal, oral or transdermal
routes of administration which may include injection or infusion. Suitable formulations may comprise the
antigen-binding molecule in a sterile or isotonic medium. Medicaments and pharmaceutical compositions
may be formulated in fluid, including gel, form. Fluid formulations may be formulated for administration by

injection or infusion (e.g. via catheter) to a selected region of the human or animal body.

In some embodiments the antigen-binding molecule, nucleic acid, expression vector, CAR, composition
or cells according to the present invention are formulated for injection or infusion, e.g. into a blood vessel

or tumor.

In accordance with the invention described herein methods are also provided for the production of
pharmaceutically useful compositions, such methods of production may comprise one or more steps
selected from: isolating an antigen-binding molecule, nucleic acid, expression vector or cells described
herein; and/or mixing an antigen-binding molecule, nucleic acid, expression vector or cells described

herein with a pharmaceutically acceptable carrier, adjuvant, excipient or diluent.

For example, a further aspect the invention described herein relates to a method of formulating or
producing a medicament or pharmaceutical composition for use in the treatment of a cancer, the method
comprising formulating a pharmaceutical composition or medicament by mixing an antigen-binding
molecule, nucleic acid, expression vector or cells described herein with a pharmaceutically acceptable

carrier, adjuvant, excipient or diluent.

Therapeutic and prophylactic applications

The antigen-binding molecules, CARs, nucleic acids, expression vectors, cells and compositions

described herein find use in therapeutic and prophylactic methods.

The invention described herein provides antigen-binding molecules, nucleic acids, expression vectors,
cells and compositions described herein for use in a method of medical treatment or prophylaxis. The
invention described herein also provides the use of antigen-binding molecules, nucleic acids, expression
vectors, cells and compositions described herein in the manufacture of medicaments for treating or
preventing a disease or condition. The invention described herein also provides methods of treating or
preventing a disease or condition, comprising administering to a subject a therapeutically or
prophylactically effective amount of an antigen-binding molecule, nucleic acid, expression vector, cell or

composition described herein.

‘Treatment’ may, for example, be reduction in the development or progression of a disease/condition,
alleviation of the symptoms of a disease/condition or reduction in the pathology of a disease/condition.

Treatment or alleviation of a disease/condition may be effective to prevent progression of the
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disease/condition, e.g. to prevent worsening of the condition or to slow the rate of development. In some
embodiments treatment or alleviation may lead to an improvement in the disease/condition, e.g. a
reduction in the symptoms of the disease/condition or reduction in some other correlate of the
severity/activity of the disease/condition. Prevention of a disease/condition may refer to prevention of a
worsening of the condition or prevention of the development of the disease/condition, e.g. preventing an

early stage disease/condition developing to a later, chronic, stage.

The articles of the present invention find use in the treatment of any disease/condition which would
benefit from an increase in the number/frequency of immune cells such as T cells (in particular effector T
cells) and/or NK cells. In particular, the antigen-binding molecules and pharmaceutical compositions
described herein find use to treat or prevent T cell dysfunctional disorders, cancers and infectious

disease.

It will be appreciated that the therapeutic and prophylactic utility of the present invention extends to the
treatment of any subject that would benefit in an increase in the number of (i.e. expansion of a population
of) cells expressing CD122 and CD132 (e.g. effector T cells and/or NK cells).

T cell dysfunctional disorders

A T cell dysfunctional disorder may be a disease or condition in which normal T cell function is impaired
causing downregulation of the subject’s immune response to pathogenic antigens, e.g. generated by
infection by exogenous agents such as microorganisms, bacteria and viruses, or generated by the host in

some disease states such as in some forms of cancer (e.g. in the form of tumor-associated antigens).

The T cell dysfunctional disorder may comprise T cell exhaustion or T cell anergy. T cell exhaustion
comprises a state in which CD8+ T cells fail to proliferate or exert T cell effector functions such as
cytotoxicity and cytokine (e.g. IFNy) secretion in response to antigen stimulation. Exhausted T cells may
also be characterised by sustained expression of one or more markers of T cell exhaustion, e.g. PD-1,
CTLA-4, LAG-3, TIM-3. Thus, in some cases the antigen-binding molecules and pharmaceutical
compositions described herein find use to treat or prevent T cell dysfunctional disorders, cancers and
infectious disease, wherein treatment with the antigen-binding molecules and pharmaceutical
compositions results in reduced expression by T cells of one or more markers of T cell exhaustion. In

some cases, the treatment results in reduced expression by T cells of PD-1.

The T cell dysfunctional disorder may be manifest as an infection, or inability to mount an effective
immune response against an infection. The infection may be chronic, persistent, latent or slow, and may
be the result of bacterial, viral, fungal or parasitic infection. As such, treatment may be provided to
patients having a bacterial, viral or fungal infection. Examples of bacterial infections include infection with

Helicobacter pylori. Examples of viral infections include infection with HIV, hepatitis B or hepatitis C.

The T-cell dysfunctional disorder may be associated with a cancer, such as tumor immune escape. Many
human tumors express tumor-associated antigens recognised by T cells and capable of inducing an

immune response.
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Cancer

Cancers may also be treated where there is no indication of a T-cell dysfunctional disorder, but the use of
an antigen-binding molecule, cell or composition according to the present invention stimulates
proliferation and expansion of T cells (particularly effector T cells) and allows the subject to mount an

effective immune response.

The cancer to be treated/prevented in accordance with the invention described herein may be any
unwanted cell proliferation (or any disease manifesting itself by unwanted cell proliferation), neoplasm or
tumor. The cancer may be benign or malignant and may be primary or secondary (metastatic). A
neoplasm or tumor may be any abnormal growth or proliferation of cells and may be located in any tissue.
The cancer may be of tissues/cells derived from e.g. the adrenal gland, adrenal medulla, anus, appendix,
bladder, blood, bone, bone marrow, brain, breast, cecum, central nervous system (including or excluding
the brain), cerebellum, cervix, colon, duodenum, endometrium, epithelial cells (e.g. renal epithelia),
gallbladder, oesophagus, glial cells, heart, ileum, jejunum, kidney, lacrimal glad, larynx, liver, lung, lymph,
lymph node, lymphoblast, maxilla, mediastinum, mesentery, myometrium, nasopharynx, omentum, oral
cavity, ovary, pancreas, parotid gland, peripheral nervous system, peritoneum, pleura, prostate, salivary
gland, sigmoid colon, skin, small intestine, soft tissues, spleen, stomach, testis, thymus, thyroid gland,

tongue, tonsil, trachea, uterus, vulva, white blood cells.

In some embodiments, the cancer to be treated may be a cancer of a tissue selected from the group
consisting of colon, rectum, nasopharynx, cervix, oropharynx, stomach, liver, head and neck, oral cavity,
oesophagus, lip, mouth, tongue, tonsil, nose, throat, salivary gland, sinus, pharynx, larynx, prostate, lung,

bladder, skin, kidney, ovary or mesothelium.

Tumors to be treated may be nervous or non-nervous system tumors. Nervous system tumors may
originate either in the central or peripheral nervous system, e.g. glioma, medulloblastoma, meningioma,
neurofibroma, ependymoma, Schwannoma, neurofibrosarcoma, astrocytoma and oligodendroglioma.
Non-nervous system cancers/tumors may originate in any other non-nervous tissue, examples include
melanoma, mesothelioma, lymphoma, myeloma, leukemia, Non-Hodgkin’s lymphoma (NHL), Hodgkin’s
lymphoma, chronic myelogenous leukemia (CML), acute myeloid leukemia (AML), myelodysplastic
syndrome (MDS), cutaneous T-cell ymphoma (CTCL), chronic lymphocytic leukemia (CLL), hepatoma,
epidermoid carcinoma, prostate carcinoma, breast cancer, lung cancer , colon cancer, ovarian cancer,

pancreatic cancer, thymic carcinoma, NSCLC, haematologic cancer and sarcoma.

In some embodiments, the cancer to be treated may be colon cancer, colon carcinoma, colorectal cancer,
nasopharyngeal carcinoma, cervical carcinoma, oropharyngeal carcinoma, gastric carcinoma,
hepatocellular carcinoma, head and neck cancer, head and neck squamous cell carcinoma (HNSCC),
oral cancer, laryngeal cancer, prostate cancer, lung cancer, small cell lung cancer, non-small cell lung
cancer, bladder cancer, urothelial carcinoma, melanoma, advanced melanoma, renal cell carcinoma,

ovarian cancer or mesothelioma.
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In some embodiments the cancer to be treated/prevented in accordance with the present invention is a
virus-associated cancer, e.g. an EBV-associated cancer or a HPV-associated cancer. “EBV associated”
and “HPV associated” cancers may be a cancers which are caused or exacerbated by infection with the
respective viruses, cancers for which infection is a risk factor and/or cancers for which infection is

positively associated with onset, development, progression, severity or metastasis.

EBV-associated cancers which may be treated with cells produced by methods of the disclosure include

nasopharyngeal carcinoma (NPC) and gastric carcinoma (GC).

HPV-associated medical conditions that may be treated with cells produced by methods of the disclosure
include at least dysplasias of the genital area(s), cervical intraepithelial neoplasia, vulvar intraepithelial
neoplasia, penile intraepithelial neoplasia, anal intraepithelial neoplasia, cervical cancer, anal cancer,

vulvar cancer, vaginal cancer, penile cancer, genital cancers, oral papillomas, oropharyngeal cancer.

In some embodiments, the cancer to be treated in accordance with various aspects of the present
disclosure is one or more of nasopharyngeal carcinoma (NPC; e.g. Epstein-Barr Virus (EBV)-positive
NPC), cervical carcinoma (CC; e.g. human papillomavirus (HPV)-positive CC), oropharyngeal carcinoma
(OPC; e.g. HPV-positive OPC), gastric carcinoma (GC; e.g. EBV-positive GC), hepatocellular carcinoma
(HCC; e.g. Hepattitis B Virus (HBV)-positive HCC), lung cancer (e.g. non-small cell lung cancer (NSCLC))
and head and neck cancer (e.g. cancer originating from tissues of the lip, mouth, nose, sinuses, pharynx

or larynx, e.g. head and neck squamous cell carcinoma (HNSCC)).

The treatment may be aimed at reducing the number of cells of the cancer, and/or reducing the size of a

tumour, and/or inhibiting signalling mediated by an immune checkpoint protein (e.g. PD-1).

Administration of the antigen-binding molecules and compositions described herein may delay or prevent
the onset of symptoms of the cancer. Administration of the antigen-binding molecules and compositions
described herein may reduce the severity of symptoms of the cancer. Administration of the antigen-
binding molecules and compositions described herein may delay or prevent the onset of invasion and/or
metastasis. Administration of the antigen-binding molecules and compositions described herein reduce
invasion and/or metastasis. Administration of the antigen-binding molecules and compositions described
herein may decrease survival of cancer cells. Administration of the antigen-binding molecules and
compositions described herein may increase survival of non-cancer cells and/or may increase survival of

subjects.

Infection
An infection may be any infection or infectious disease, e.g. bacterial, viral, fungal, or parasitic infection.
In some embodiments it may be particularly desirable to treat chronic/persistent infections, e.g. where

such infections are associated with T cell dysfunction or T cell exhaustion.

82



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765
It is well established that T cell exhaustion is a state of T cell dysfunction that arises during many chronic
infections (including viral, bacterial and parasitic), as well as in cancer (Wherry Nature Immunology
Vol.12, No.6, p492-499, June 2011).

Examples of bacterial infections that may be treated include infection by Bacillus spp., Bordetella
pertussis, Clostridium spp., Corynebacterium spp., Vibrio chloerae, Staphylococcus spp., Streptococcus
spp. Escherichia, Klebsiella, Proteus, Yersinia, Erwina, Salmonella, Listeria sp, Helicobacter pylori,
mycobacteria (e.g. Mycobacterium tuberculosis) and Pseudomonas aeruginosa. For example, the

bacterial infection may be sepsis or tuberculosis.

Examples of viral infections that may be treated include infection by influenza virus, measles virus,
hepatitis B virus (HBV), hepatitis C virus (HCV), human immunodeficiency virus (HIV), lymphocytic

choriomeningitis virus (LCMV), Herpes simplex virus and human papilloma virus (HPV).

Examples of fungal infections that may be treated include infection by Alternaria sp, Aspergillus sp,

Candida sp and Histoplasma sp. The fungal infection may be fungal sepsis or histoplasmosis.

Examples of parasitic infections that may be treated include infection by Plasmodium species (e.g.
Plasmodium falciparum, Plasmodium yoeli, Plasmodium ovale, Plasmodium vivax, or Plasmodium
chabaudi chabaudi). The parasitic infection may be a disease such as malaria, leishmaniasis and

toxoplasmosis.

Methods of medical treatment may also involve in vivo, ex vivo, and adoptive immunotherapies, including

those using autologous and/or heterologous cells or immortalised cell lines.

Adoptive transfer

The antigen-binding molecules of the present invention are also useful in connection with methods
comprising adoptive cell transfer (ACT). In particular, the antigen-binding molecules of the present
invention are useful in methods for generating/expanding populations of immune cells in vitro or ex vivo,
which may then be administered to subject. Methods for generating/expanding populations of immune

cells may also be performed in vivo.

The present invention provides a method of treatment or prophylaxis comprising adoptive transfer of
immune cells (e.g. T cells, effector T cells, virus-specific T cells, NK cells) produced (i.e. generated or
expanded) according to the methods of the present invention. Adoptive cell transfer generally refers to a
process by which immune cells are obtained from a subject, typically by drawing a blood sample from
which the immune cells are isolated. The immune cells are then typically treated or altered in some way,
optionally expanded, and then administered either to the same subject or to a different subject. The
treatment is typically aimed at providing an immune cell population with certain desired characteristics to

a subject, or increasing the frequency of immune cells with such characteristics in that subject.
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The immune cells may be e.g. T cells, antigen-specific T cells (e.g. virus-specific T cells), antigen-specific
CD4 T cells, antigen-specific CD8 T cells, effector memory CD4 T cells, effector memory CD8 T cells,
central memory CD4 T cells, central memory CD8 T cells, cytotoxic CD8+ T cells (i.e. CTLs) NK cells or
antigen-specific NK cells. The immune cells preferably express CD122 and CD132.

The cells may be antigen-specific immune cells, e.g. antigen-specific T cells. For example, the cells may
be specific for a peptide/polypeptide of a virus, e.g. adenovirus, Epstein-Barr virus (EBV), cytomegalovius
(CMV), human papilloma virus (HPV), influenza virus, measles virus, hepatitis B virus (HBV), hepatitis C
virus (HCV), human immunodeficiency virus (HIV), lymphocytic choriomeningitis virus (LCMV), or herpes
simplex virus (HSV). Virus-specific immune cells may be an adenovirus-specific T cells (AdVSTs),
Epstein-Barr virus-specific T cells (EBVSTSs), cytomegalovius-specific T cells (CMVSTs), human
papilloma virus-specific T cells (HPVSTs), influenza virus-specific T cells, measles virus-specific T cells,
hepatitis B virus-specific T cells (HBVSTs), hepatitis C virus-specific T cells (HCVSTs), human
immunodeficiency virus-specific T cells (HIVSTs), lymphocytic choriomeningitis virus-specific T cells
(LCMVSTs), or herpes simplex virus-specific T cells (HSVSTs).

The cells may comprise/express a chimeric antigen receptor (CAR) or nucleic acid encoding a CAR. The

cells may comprise/express a TGF decoy receptor, or nucleic acid encoding a TGF3 decoy receptor.

In some cases, the immune cells are derived from the patient that they are introduced to (autologous cell
therapy). That is, cells may have been obtained from the patient, generated according to methods
described herein, and then returned to the same patient. Methods disclosed herein may also be used in

allogeneic cell therapy, in which cells obtained from a different individual are introduced into the patient.

Adoptive T cell transfer is described, for example, in Chia WK et al., Molecular Therapy (2014), 22(1):
132-139, Kalos and June 2013, Immunity 39(1): 49-60 and Cobbold et al., (2005) J. Exp. Med. 202: 379-

386, which are hereby incorporated by reference in their entirety.

In the present invention, adoptive transfer is performed with the aim of introducing, or increasing the

frequency of, immune cells in a subject.

Accordingly, the present invention provides a method of treating or preventing a disease or condition in a
subject, comprising:

(a) isolating PBMCs from a subject;

(b) generating or expanding a population of immune cells by culture in the presence of an
antigen-binding molecule according to the present invention, and;

(c) administering the generated/expanded population of immune cells to a subject.

In some embodiments, the subject from which the PBMCs are isolated is the subject administered with
the generated/expanded cells (i.e., adoptive transfer is of autologous cells). In some embodiments, the
subject from which the PBMCs are isolated is a different subject to the subject to which the

generated/expanded cells are administered (i.e., adoptive transfer is of allogenic cells).
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In some embodiments the method may comprise one or more of the following steps: taking a blood
sample from a subject; isolating PBMCs from the blood sample; generating or expanding a population of
immune cells by culture in the presence of an antigen-binding molecule according to the present
invention; collecting the generated or expanded population of immune cells; mixing the generated or
expanded population of immune cells with an adjuvant, diluent, or carrier; administering the generated or

expanded population of immune cells or composition to a subject.

In some embodiments, the method may additionally comprise administering to a subject a therapeutically

or prophylactically effective amount of an antigen-binding molecule according to the present invention.

The skilled person is able to determine appropriate reagents and procedures for adoptive transfer of
immune cells generated or expanded according to the methods of the present invention for example by
reference to Chia WK et al., Molecular Therapy (2014), 22(1): 132-139, Kalos and June 2013, Immunity
39(1): 49-60 and Cobbold et al., (2005) J. Exp. Med. 202: 379-386.

Administration

Administration of an antigen-binding molecule or composition according to the invention is preferably in a
"therapeutically effective” or “prophylactically effective” amount, this being sufficient to show benefit to the
subject. The actual amount administered, and rate and time-course of administration, will depend on the
nature and severity of the disease or disorder. Prescription of treatment, e.g. decisions on dosage etc., is
within the responsibility of general practitioners and other medical doctors, and typically takes account of
the disease/disorder to be treated, the condition of the individual subject, the site of delivery, the method
of administration and other factors known to practitioners. Examples of the techniques and protocols
mentioned above can be found in Remington’s Pharmaceutical Sciences, 20th Edition, 2000, pub.
Lippincott, Williams & Wilkins. It will be appreciated that the articles of the present invention (e.g. the
antigen-binding molecules or compositions of the invention) are administered in an amount sufficient to
cause an increase in the number of (i.e. cause expansion a population of) cells expressing CD122 and
CD132 (e.g. effector T cells, NK cells and/or CAR-T cells).

Administration of an antigen-binding molecule encompasses administration of a cell

comprising/expressing the antigen-binding molecule.

Administration may be alone or in combination with other treatments, either simultaneously or
sequentially dependent upon the disease/condition to be treated/prevented. The antigen-binding molecule
or composition described herein and an additional agent, e.g. a therapeutic agent, may be administered
simultaneously or sequentially. In some embodiments, the methods comprise additional therapeutic or
prophylactic intervention, e.g. for the treatment/prevention of a cancer. In some embodiments, the
therapeutic or prophylactic intervention is selected from chemotherapy, immunotherapy, radiotherapy,

surgery, vaccination and/or hormone therapy.
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Simultaneous administration refers to administration of the antigen-binding molecule, nucleic acid, vector,
cell or composition and therapeutic agent together, for example as a pharmaceutical composition
containing both agents (combined preparation), or immediately after each other and optionally via the
same route of administration, e.g. to the same artery, vein or other blood vessel. Sequential
administration refers to administration of one of the antigen-binding molecule/composition or therapeutic
agent followed after a given time interval by separate administration of the other agent. It is not required
that the two agents are administered by the same route, although this is the case in some embodiments.

The time interval may be any time interval.

In some embodiments, the antigen-binding molecule is administered in combination with a chimeric
antigen receptor (CAR) or a CAR-expressing cell (e.g. a CAR-T cell). In some embodiments, the antigen-
binding molecule is administered in combination with a population of immune cells, e.g. a population of
immune cells generated/expanded according to the methods described herein. In some embodiments,
the antigen-binding molecule is administered in a method comprising adoptive cell transfer (ACT), as

described herein.

In some embodiments, the antigen-binding molecule is administered in combination with an agent
capable of inhibiting signalling mediated by an immune checkpoint protein. Immune checkpoint proteins

are sometimes referred to as immune checkpoint inhibitors.

Immune checkpoint proteins help keep immune responses in check and thereby protect against
autoimmunity, but can also act to inhibit desirable effector immune cell activity such as killing of cancer
cells by T cells, or killing of cells infected with a pathogen (particularly in instances of chronic infection).
Inhibition of signalling mediated by immune checkpoint proteins is desirable in such settings as it releases
effector immune cells from immune checkpoint protein-mediated inhibition, thereby promoting effector

immune responses.

Agents capable of inhibiting signalling mediated by a given immune checkpoint protein include, e.g.
agents capable of binding to the immune checkpoint protein or a ligand for the immune checkpoint protein
and inhibiting signalling mediated by the immune checkpoint protein; agents capable of reducing
gene/protein expression of the immune checkpoint protein or a ligand for the immune checkpoint protein
(e.g. through inhibiting transcription of the gene(s) encoding the immune checkpoint protein/ligand,
inhibiting post-transcriptional processing of RNA encoding the immune checkpoint protein/ligand,
reducing stability of RNA encoding the immune checkpoint protein/ligand, promoting degradation of RNA
encoding the immune checkpoint protein/ligand, inhibiting post-translational processing of the immune
checkpoint protein/ligand, reducing stability the immune checkpoint protein/ligand, or promoting

degradation of the immune checkpoint protein/ligand), and small molecule inhibitors.
In some embodiments the immune checkpoint protein is PD-1, CTLA-4, LAG-3, TIM-3, VISTA, TIGIT or

BTLA. In some embodiments the immune checkpoint protein is selected from PD-1, CTLA-4, LAG-3 and
TIM-3.
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In some embodiments, the antigen-binding molecule of the present invention is administered in
combination with an agent capable of inhibiting signalling mediated by PD-1. The agent capable of
inhibiting signalling mediated by PD-1 may be a PD-1-targeted agent, or an agent targeted against a
ligand for PD-1 such as PD-L1 or PD-L2. In some embodiments, the agent capable of inhibiting signalling
mediated by PD-1 may e.g. be an antibody capable of binding to PD-1, PD-L1 or PD-L2 and inhibiting
PD-1-mediated signalling. In some embodiments the agent capable of inhibiting signalling mediated by
PD-1 is an antibody/fragment described in W0O2016/068801 or W0O2016/111645, both of which are

hereby incorporated by reference in their entirety.

In some embodiments, the antigen-binding molecule of the present invention is administered in
combination with an agent capable of inhibiting signalling mediated by CTLA-4. The agent capable of
inhibiting signalling mediated by CTLA-4 may be a CTLA-4-targeted agent, or an agent targeted against a
ligand for CTLA-4 such as CD80 or CD86. In some embodiments, the agent capable of inhibiting
signalling mediated by CTLA-4 may e.g. be an antibody capable of binding to CTLA-4, CD80 or CD86
and inhibiting CTLA-4-mediated signalling. In some embodiments the agent capable of inhibiting
signalling mediated by CTLA-4 is an antibody/fragment described in W02017/194265, which is hereby

incorporated by reference in its entirety.

In some embodiments, the antigen-binding molecule of the present invention is administered in
combination with an agent capable of inhibiting signalling mediated by LAG-3. The agent capable of
inhibiting signalling mediated by LAG-3 may be a LAG-3-targeted agent, or an agent targeted against a
ligand for LAG-3 such as MHC class II. In some embodiments, the agent capable of inhibiting signalling
mediated by PD-1 may e.g. be an antibody capable of binding to LAG-3 or MHC Class Il and inhibiting
LAG-3-mediated signalling. In some embodiments the agent capable of inhibiting signalling mediated by
LAG-3 is an antibody/fragment described in WO2017/149143, which is hereby incorporated by reference

in its entirety.

In some embodiments, the antigen-binding molecule of the present invention is administered in
combination with an agent capable of inhibiting signalling mediated by TIM-3. The agent capable of
inhibiting signalling mediated by TIM-3 may be a TIM-3-targeted agent, or an agent targeted against a
ligand for TIM-3 such as Galectin 9. In some embodiments, the agent capable of inhibiting signalling
mediated by TIM-3 may e.g. be an antibody capable of binding to TIM-3 or Galectin 9 and inhibiting TIM-
3-mediated signalling. In some embodiments the agent capable of inhibiting signalling mediated by PD-1
is an antibody/fragment described in WO2016/068802 or WO2016/068803, both of which are hereby

incorporated by reference in their entirety.

Chemotherapy and radiotherapy respectively refer to treatment of a cancer with a drug or with ionising
radiation (e.g. radiotherapy using X-rays or y-rays). The drug may be a chemical entity, e.g. small
molecule pharmaceutical, antibiotic, DNA intercalator, protein inhibitor (e.g. kinase inhibitor), or a
biological agent, e.g. antibody, antibody fragment, aptamer, nucleic acid (e.g. DNA, RNA), peptide,

polypeptide, or protein. The drug may be formulated as a pharmaceutical composition or medicament.
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The formulation may comprise one or more drugs (e.g. one or more active agents) together with one or

more pharmaceutically acceptable diluents, excipients or carriers.

A treatment may involve administration of more than one drug. A drug may be administered alone or in
combination with other treatments, either simultaneously or sequentially dependent upon the condition to
be treated. For example, the chemotherapy may be a co-therapy involving administration of two drugs,

one or more of which may be intended to treat the cancer.

The chemotherapy may be administered by one or more routes of administration, e.g. parenteral,

intravenous injection, oral, subcutaneous, intradermal or intratumoral.

The chemotherapy may be administered according to a treatment regime. The treatment regime may be
a pre-determined timetable, plan, scheme or schedule of chemotherapy administration which may be

prepared by a physician or medical practitioner and may be tailored to suit the patient requiring treatment.

The treatment regime may indicate one or more of: the type of chemotherapy to administer to the patient;
the dose of each drug or radiation; the time interval between administrations; the length of each
treatment; the number and nature of any treatment holidays, if any etc. For a co-therapy a single

treatment regime may be provided which indicates how each drug is to be administered.

Chemotherapeutic drugs and biologics may be selected from: alkylating agents such as cisplatin,
carboplatin, mechlorethamine, cyclophosphamide, chlorambucil, ifosfamide; purine or pyrimidine anti-
metabolites such as azathiopurine or mercaptopurine; alkaloids and terpenoids, such as vinca alkaloids
(e.g. vincristine, vinblastine, vinorelbine, vindesine), podophyllotoxin, etoposide, teniposide, taxanes such
as paclitaxel (TaxolTM), docetaxel; topoisomerase inhibitors such as the type | topoisomerase inhibitors
camptothecins irinotecan and topotecan, or the type Il topoisomerase inhibitors amsacrine, etoposide,
etoposide phosphate, teniposide; antitumor antibiotics (e.g. anthracyline antibiotics) such as
dactinomycin, doxorubicin (AdriamycinTM), epirubicin, bleomycin, rapamycin; antibody based agents,
such as anti-PD-1 antibodies, anti-PD-L1 antibodies, anti-TIM-3 antibodies, anti-CTLA-4, anti-4-1BB, anti-
GITR, anti-CD27, anti-BLTA, anti-OX43, anti-VEGF, anti-TNFaq, anti-IL-2, antiGpllb/Illa, anti-CD-52, anti-
CD20, anti-RSV, anti-HER2/neu(erbB2), anti-TNF receptor, anti-EGFR antibodies, monoclonal antibodies
or antibody fragments, examples include: cetuximab, panitumumab, infliximab, basiliximab, bevacizumab
(Avastin®), abciximab, daclizumab, gemtuzumab, alemtuzumab, rituximab (Mabthera®), palivizumab,
trastuzumab, etanercept, adalimumab, nimotuzumab; EGFR inihibitors such as erlotinib, cetuximab and
gefitinib; anti-angiogenic agents such as bevacizumab (Avastin®); cancer vaccines such as Sipuleucel-T

(Provenge®).

Further chemotherapeutic drugs may be selected from: 13-cis-Retinoic Acid, 2-Chlorodeoxyadenosine, 5-
Azacitidine 5-Fluorouracil, 6-Mercaptopurine, 6-Thioguanine, Abraxane, Accutane®, Actinomycin-D
Adriamycin®, Adrucil®, Afinitor®, Agrylin®, Ala-Cort®, Aldesleukin, Alemtuzumab, ALIMTA, Alitretinoin,
Alkaban-AQ®, Alkeran®, All-transretinoic Acid, Alpha Interferon, Altretamine, Amethopterin, Amifostine,

Aminoglutethimide, Anagrelide, Anandron®, Anastrozole, Arabinosylcytosine, Aranesp®, Aredia®,
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Arimidex®, Aromasin®, Arranon®, Arsenic Trioxide, Asparaginase, ATRA Avastin®, Azacitidine, BCG,
BCNU, Bendamustine, Bevacizumab, Bexarotene, BEXXAR®, Bicalutamide, BIiCNU, Blenoxane®,
Bleomycin, Bortezomib, Busulfan, Busulfex®, Calcium Leucovorin, Campath®, Camptosar®,
Camptothecin-11, Capecitabine, Carac™, Carboplatin, Carmustine, Casodex®, CC-5013, CCI-779,
CCNU, CDDP, CeeNU, Cerubidine®, Cetuximab, Chlorambucil, Cisplatin, Citrovorum Factor, Cladribine,
Cortisone, Cosmegen®, CPT-11, Cyclophosphamide, Cytadren®, Cytarabine Cytosar-U®, Cytoxan®,
Dacogen, Dactinomycin, Darbepoetin Alfa, Dasatinib, Daunomycin, Daunorubicin, Daunorubicin
Hydrochloride, Daunorubicin Liposomal, DaunoXome®, Decadron, Decitabine, Delta-Cortef®,
Deltasone®, Denileukin, Diftitox, DepoCyt™, Dexamethasone, Dexamethasone Acetate, Dexamethasone
Sodium Phosphate, Dexasone, Dexrazoxane, DHAD, DIC, Diodex, Docetaxel, Doxil®, Doxorubicin,
Doxorubicin Liposomal, Droxia™, DTIC, DTIC-Dome®, Duralone®, Eligard™, Ellence™, Eloxatin™,
Elspar®, Emcyt®, Epirubicin, Epoetin Alfa, Erbitux, Erlotinib, Erwinia L-asparaginase, Estramustine,
Ethyol Etopophos®, Etoposide, Etoposide Phosphate, Eulexin®, Everolimus, Evista®, Exemestane,
Faslodex®, Femara®, Filgrastim, Floxuridine, Fludara®, Fludarabine, Fluoroplex®, Fluorouracil,
Fluoxymesterone, Flutamide, Folinic Acid, FUDR®, Fulvestrant, Gefitinib, Gemcitabine, Gemtuzumab
ozogamicin, Gleevec™, Gliadel® Wafer, Goserelin, Granulocyte - Colony Stimulating Factor, Granulocyte
Macrophage Colony Stimulating Factor, Herceptin ®, Hexadrol, Hexalen®, Hexamethylmelamine, HMM,
Hycamtin®, Hydrea®, Hydrocort Acetate®, Hydrocortisone, Hydrocortisone Sodium Phosphate,
Hydrocortisone Sodium Succinate, Hydrocortone Phosphate, Hydroxyurea, Ibritumomab, Ibritumomab
Tiuxetan, [damycin®, Idarubicin, Ifex®, IFN-alpha, Ifosfamide, IL-11, IL-2, Imatinib mesylate, Imidazole
Carboxamide, Interferon alfa, Interferon Alfa-2b (PEG Conjugate), Interleukin - 2, Interleukin-11, Intron
A® (interferon alfa-2b), Iressa®, Irinotecan, Isotretinoin, Ixabepilone, Ixempra™, Kidrolase, Lanacort®,
Lapatinib, L-asparaginase, LCR, Lenalidomide, Letrozole, Leucovorin, Leukeran, Leukine™, Leuprolide,
Leurocristine, Leustatin™, Liposomal Ara-C, Liquid Pred®, Lomustine, L-PAM, L-Sarcolysin, Lupron®,
Lupron Depot®, Matulane®, Maxidex, Mechlorethamine, Mechlorethamine Hydrochloride, Medralone®,
Medrol®, Megace®, Megestrol, Megestrol Acetate, Melphalan, Mercaptopurine, Mesna, Mesnex™,
Methotrexate, Methotrexate Sodium, Methylprednisolone, Meticorten®, Mitomycin, Mitomycin-C,
Mitoxantrone, M-Prednisol®, MTC, MTX, Mustargen®, Mustine, Mutamycin®, Myleran®, Mylocel ™,
Mylotarg®, Navelbine®, Nelarabine, Neosar®, Neulasta™, Neumega®, Neupogen®, Nexavar®,
Nilandron®, Nilutamide, Nipent®, Nitrogen Mustard, Novaldex®, Novantrone®, Octreotide, Octreotide
acetate, Oncospar®, Oncovin®, Ontak®, Onxal™, Oprevelkin, Orapred®, Orasone®, Oxaliplatin,
Paclitaxel, Paclitaxel Protein-bound, Pamidronate, Panitumumab, Panretin®, Paraplatin®, Pediapred®,
PEG Interferon, Pegaspargase, Pegfilgrastim, PEG-INTRON™, PEG-L-asparaginase, PEMETREXED,
Pentostatin, Phenylalanine Mustard, Platinol®, Platinol-AQ®, Prednisolone, Prednisone, Prelone®,
Procarbazine, PROCRIT®, Proleukin®, Prolifeprospan 20 with Carmustine Implant Purinethol®,
Raloxifene, Revlimid®, Rheumatrex®, Rituxan®, Rituximab, Roferon-A® (Interferon Alfa-2a), Rubex®,
Rubidomycin hydrochloride, Sandostatin® Sandostatin LAR®, Sargramostim, Solu-Cortef®, Solu-
Medrol®, Sorafenib, SPRYCEL™, STI-571, Streptozocin, SU11248, Sunitinib, Sutent®, Tamoxifen,
Tarceva®, Targretin®, Taxol®, Taxotere®, Temodar®, Temozolomide, Temsirolimus, Teniposide,
TESPA, Thalidomide, Thalomid®, TheraCys®, Thioguanine, Thioguanine Tabloid®, Thiophosphoamide,
Thioplex®, Thiotepa, TICE®, Toposar®, Topotecan, Toremifene, Torisel®, Tositumomab, Trastuzumab,
Treanda®, Tretinoin, Trexall™, Trisenox®, TSPA, TYKERB®, VCR, Vectibix™, Velban®, Velcade®,
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VePesid®, Vesanoid®, Viadur™, Vidaza®, Vinblastine, Vinblastine Sulfate, Vincasar Pfs®, Vincristine,
Vinorelbine, Vinorelbine tartrate, VLB, VM-26, Vorinostat, VP-16, Vumon®, Xeloda®, Zanosar®,

Zevalin™, Zinecard®, Zoladex®, Zoledronic acid, Zolinza, Zometa®.

Multiple doses of the antigen-binding molecule or composition may be provided. One or more, or each, of
the doses may be accompanied by simultaneous or sequential administration of another therapeutic

agent.

Multiple doses may be separated by a predetermined time interval, which may be selected to be one of 1,
2,3,4,5,6,7,8,9,10, 11,12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29, 30, or 31
days, or 1, 2, 3, 4, 5, or 6 months. By way of example, doses may be given once every 7, 14, 21 or 28

days (plus or minus 3, 2, or 1 days).

In some embodiments, the antigen-binding molecule may be conjugated to a drug moiety or a detectable

moiety.

Methods of detection

The antigen-binding molecules described herein may be used in methods that involve detection of CD122
and/or CD132, or cells expressing CD122 and/or CD132 (e.g. at the cell surface). The methods may be in
vitro or in vivo methods. Such methods may involve detection of the bound complex of the antigen-
binding molecule and CD122 and/or CD132, or cells expressing CD122 and/or CD132.

As such, a method is provided, the method comprising contacting a sample containing, or suspected to
contain, CD122 and/or CD132 or cells expressing CD122 and/or CD132, and detecting the formation of a
complex of the antigen-binding molecule and CD122 and/or CD132 or cells expressing CD122 and/or
CD132.

Suitable method formats are well known in the art, including immunoassays such as sandwich assays,
e.g. ELISA. The methods may involve labelling the antigen-binding molecule, or target(s), or both, with a
detectable moiety, e.g. a detectable moiety as described hereinabove. In some embodiment the
detectable moiety is a fluorescent label, a luminescent label, an immuno-detectable label or a radio-label.
In some embodiments, the detectable moiety may be selected from: a radio-nucleotide, positron-emitting
radionuclide (e.g. for positron emission tomography (PET)), MRI contrast agent or fluorescent label.
Analysis in vitro or in vivo may involve analysis by positron emission tomography (PET), magnetic

resonance imaging (MRI), or fluorescence imaging, e.g. by detection of appropriately labelled species.

Methods of this kind may provide the basis of methods for the diagnostic and/or prognostic evaluation of
a disease or condition. Such methods may be performed in vitro on a patient sample, or following
processing of a patient sample. Once the sample is collected, the patient is not required to be present for
the in vitro method to be performed, and therefore the method may be one which is not practised on the

human or animal body.
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In some embodiments the methods may involve detecting or quantifying CD122 and/or CD132, or cells
expressing CD122 and/or CD132, e.g. in a patient sample. Where the method comprises quantifying the
relevant factor, the method may further comprise comparing the determined amount against a standard or
reference value as part of the diagnostic or prognostic evaluation. Other diagnostic/prognostic tests may
be used in conjunction with those described herein to enhance the accuracy of the diagnosis or prognosis

or to confirm a result obtained by using the tests described herein.

A sample may be taken from any tissue or bodily fluid. The sample may comprise or may be derived
from: a quantity of blood; a quantity of serum derived from the individual's blood which may comprise the
fluid portion of the blood obtained after removal of the fibrin clot and blood cells; a tissue sample or
biopsy; pleural fluid; cerebrospinal fluid (CSF); or cells isolated from said individual. In some
embodiments, the sample may be obtained or derived from a tissue or tissues which are affected by the
disease/condition (e.g. tissue or tissues in which symptoms of the disease manifest, or which are involved

in the pathogenesis of the disease/condition).

Subjects
The subject to be treated in accordance with aspects the invention described herein may be any animal

or human. The subject is preferably mammalian, more preferably human. The subject may be a non-
human mammal, but is more preferably human. The subject may be male or female. The subject may be
a patient. A subject may have been diagnosed with a disease or condition requiring treatment (e.g. a
cancer), may be suspected of having such a disease/condition, or may be at risk of

developing/contracting such a disease/condition.

In embodiments according to the present invention the subject is preferably a human subject. In some
embodiments, the subject to be treated according to a therapeutic or prophylactic method of the invention
herein is a subject having, or at risk of developing, a cancer. In embodiments according to the present
invention, a subject may be selected for treatment according to the methods based on characterisation for

certain markers of such disease/condition.

Kits
The present invention also provides a kit of parts. In some embodiments the kit may have at least one
container having a predetermined quantity of an antigen-binding molecule, nucleic acid, expression

vector, CAR, composition or cells described herein.
The kit may provide the antigen-binding molecule, nucleic acid, expression vector, CAR, composition or
cells together with instructions for administration to a patient in order to treat a specified

disease/condition.

In some embodiments, the kit may comprise materials for producing antigen-binding molecule or

composition described herein.
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The kit may additionally instructions for administration to a patient in order to treat a specified

disease/condition. In some embodiments, the kit may comprise materials and/or instructions for producing

an antigen-binding molecule, nucleic acid, expression vector, CAR, cell or composition described herein.

5 In some embodiments the kit may further comprise at least one container having a predetermined
quantity of another therapeutic agent (e.g. anti-infective agent or chemotherapy agent). In such
embodiments, the kit may also comprise a second medicament or pharmaceutical composition such that
the two medicaments or pharmaceutical compositions may be administered simultaneously or separately
such that they provide a combined treatment for the specific disease or condition.
10
Sequence identity
Pairwise and multiple sequence alignment for the purposes of determining percent identity between two
or more amino acid or nucleic acid sequences can be achieved in various ways known to a person of skill
15 inthe art, for instance, using publicly available computer software such as ClustalOmega (Séding, J.
2005, Bioinformatics 21, 951-960), T-coffee (Notredame et al. 2000, J. Mol. Biol. (2000) 302, 205-217),
Kalign (Lassmann and Sonnhammer 2005, BMC Bioinformatics, 6(298)) and MAFFT (Katoh and Standley
2013, Molecular Biology and Evolution, 30(4) 772-780 software. When using such software, the default
parameters, e.g. for gap penalty and extension penalty, are preferably used.
20
Sequences
SEQ
ID DESCRIPTION SEQUENCE
NO:
Anti-CD122 heavy chain,
o 2 e EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
1 P2C. 4704’ P2C 4*07‘ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
P2C4 D10, P2C4 ES, GTLVTVSS
P2C4 E7, P2C4 F8
Anti-CD122 heawy chain EVQLVQSGTEVKKPGASVKVSCKASGYTFTTYAMHWVRQAPGQSLEWMGWINTGNG
2 Y ’ NTKYSQNFQGRVTMTRDTSISTAYMELSRLRSDDTAVYYCARDLGQLERLYFWGQGTL
clone P2H7 VTVSS
3 Anti-CD122 heavy chain, HVQLVETGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSAISGSGGS
clone P2D12 TYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDLGDYWGQGTLVTVSS
4 Anti-CD122 heavy chain, QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
clone P1G11 YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARSSSGDAFDIWGQGTMVTVSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
5 Y ’ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYNWGQ
clone P2C4_A9 GTLVTVSS
Anti-CD122 heawv chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYIHWVRQAPGQGLEWMGAIMPSRGG
6 Y ’ TSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
clones P2C4_B6, P2C4_E9 TLVTVSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQPPGQGLEWMGAIMPSRG
7 Y ’ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
clone P2C4 B8 GTLVTVSS
Anti-CD122 heawy chain EVQLVQSGAEVKKPGSTVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
8 Y ’ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
clone P2C4 B12 GTLVTVSS
Anti-CD122 heavv chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
9 Y ’ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
clone P2C4_C1 GTPVTVSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
10 Y ! GTSYPQKFQGRVTMTGDTSTSTVYMELSNLRSEDTAVYYCARGEYYYDSSGYYYWGQ

clone P2C4_C12

GTLVTVSN
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11

Anti-CD122 heavy chain,
clone P2C4_E2

EVQLVQSGAEVKEPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDISTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSS

12

Anti-CD122 heavy chain,
clone P2C4_E3

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYIHWVRQAPGQGLEWMGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELNSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSS

13

Anti-CD122 heavy chain,
clone P2C4_E8

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGP
GTLVTVSS

14

Anti-CD122 heavy chain,
clone P2C4_F11

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAMYYCARGEYYYDSSGYYYWGQ
GTLVTVSS

15

Anti-CD122 heavy chain,
clone P2C4_G2

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRTEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSS

16

Anti-CD122 heavy chain,
clone P2C4_G11

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSNLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSS

17

Anti-CD122 heavy chain,
clone P2C4_H1

EVOQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVNVSS

18

Anti-CD122 heavy chain,
clone P2C4_H2

EVQLVQSGAEVKKPGSSVKVSCKASGYTFSNYYMHWVRQAPGQGLEWIGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSS

Anti-CD122 heavy chain,

EVQLVQSGAEVKKPGSSVKVSCKATGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG

19 GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
clone P2C4_H3 GTLVTVSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
20 ’ GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
clone P2C4_C1D10 GTPVTVSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGASVYKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
21 ’ GTSYPQKFQGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
clone P2C4_FW2 TLVTVSS
Anti-CD122 heavy chain EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN
22 clone P1E7 ’ KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDLGYSSSWYYYYYGMDV
WGQGTTVTVSS
Anti-CD122 heavy chain QVQLQESGPGLVKPSETLSLTCTVSGVSISSRSDHWGWVRQPPGKGLEWIGSISYSGS
23 ’ TYYNPSLKSRVTISVDTSKNQLSLKLSSVTAADTAVYYCARESHPAAALVGWGQGTLVT
clone P1B10 VsS
24 Anti-CD122 heavy chain, EVQLVQSGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSAISGSGGS
clone P1F3 THYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCATPAFWGQGTLVTVSS
25 Anti-CD122 heavy chain, QVQLQQWGPGLVKPSETLSLTCTVSGGSISSYYWSWIRQPPGKGLEWIGEINHSGSTN
clone P1D10 YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCAGGSNLDWFDPWGQGTLVTVSS
Anti-CD122 heavy chain QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
26 clone P1E1 ’ \S(NPSLKSRVTISVDTSKNQFSLELSSVTAADTAVYYCARADRRFGELRYWGQGTLVTVS
Anti-CD122 heavy chain QVQLVQSGGGLVKPGGSLRLSCAASGFTFSSYDLHWVRQVPGKGLEWVSLISYDGSNK
27 ’ YYADSVKGRFTISRDNAENSLYLQMNSLRAEDTAVYYCAREPITGTSDLFDYWGQGTLV
clone P2B11 TVSS
28 Anti-CD122 heavy chain, QVQLQESGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVRQPPGKGLEWIGEIYHSGST
clone P2C9 NYNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCVREGGLREEHWGQGTLVTVSS
29 Anti-CD122 heavy chain, QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
clone P2C10 YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGTDTAMADYWGQGTLVTVSS
Anti-CD122 heavy chain QVQLQQSGPGLVKPSQTLSLTCAISGDSVSGNSATWNWIRQSPSRGLEWLGRTYYRSK
30 ’ WNHDYAESVKSRITINPDTSKNQFSLQLNSVTPEDTAVYYCARDSKSAFDIWGQGTMVT
clone P2C11 vSS
31 Anti-CD122 heavy chain, QLQLQESGPGLVKPSETLSLTCSVFGVSITSGSWWSWVRQSPGKELEWIGEIYHNGNT
clone P2E6 NYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCVSGFDYWGQGTLVTVSS
Anti-CD122 heavy chain QVQLQESGPGLVKPSETLSLTCTVSGVSISSRSDHWGWVRQPPGKGLEWIGSISYSGS
32 ’ TYYNPSLKSRVTISVDTSKNQLSLKLSSVTAADTAVYYCARESHPAAALVGWGQGTLVT
clone P2E11 VSS
Anti-CD122 heavy chain EVQLVQSGAEVKKPGSSVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISAYNGN
33 clone P2F9 ’ TNYAQKLQGRVTMTTDTSTSTAYMELSSLRSEDTAVYYCARAPDYGDSSNYYYYYMDV
WGKGTTVTVSS
Anti-CD122 heavy chain QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISAYNGN
34 clone P2F10 ’ TNYAQKLQGRVYTMTTDTSTSTAYMELRSLRSDDTAVYYCARDTSGDYSSGWYLGVPFD
YWGQGTLVTVSS
35 Anti-CD122 light chain, QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLIIYDINNRPSGIS

clones P2C4, P2C4 A9

NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTLVFGGGTKLT
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Anti-CD122 light chain, clone

DIQMTQSPSTLSASVGDRVTLSCRAGQAISSWLAWYQQKPGKAPKLLIYKASNLESGVP

36 P2H7 SRFSGGGSGAEFTLTISSLQPDDFATYYCQQYQSYPYTFGQGTKLEIR

- Anti-CD122 light chain, clone | DIQLTQSPSSLSASVGDRVTITCQASQDIGNYLNWYQLKPGKAPKLLIYDASNLETGVPS
P2D12 RFSGSGSGTDFTFTISSLQPEDIATYYCLQLYDYPLTFGGGTKVEIK

25 Ant-CD122 light chain, clone | NFMLTQPHSVSESPGKTVTISCTRSSGSIASNYVQWYQQRPGSSPTTVIFDDNQRPTGY
P1G11 PDRFSAAIDTSSSSASLTISGLTAEDEADYYCQSSHSTAVVFGGGTKLTVL

39 Ant-CD122 light chain, QSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFVSWYQQHPGTAPKLIYDINNRPSGIS
clones, P2C4 A4, P2C4 C1 | NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTLVFGGGTKLT

0 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLIIYDNNNRPSGI
P2C4 B1 SNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTLVFGGGTKLT

1 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSITISCTGTSSDIGHYDFVSWYQQHPGTAPKLIYDINNRPSGIS
P2C4 B5 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT
Ant-CD122 light chain, QSALTQPASVSGSPGQSIAISCTGTSSDIGHY DFVSWYQQHPGTAPKLIYDINNRPSGIS
clones P2C4 BB, P2C4 B8, | NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT
P2C4_C12, P2C4 D10,

42 P2C4_E2, P2C4_E3,
P2C4_E8, P2C4_G2,
P2C4_G11, P2C4_H1,
P2C4 H2, P2C4 H3

Py Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFISWYQQHPGTAPKLIIYDFNNRPSGIS
P2C4 B12 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTLVFGGGTKLT

s Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLIIYDNNNRPSGI
P2C4 C4 SNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

15 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIVISCTGTSSDIGHYDFVSWYQQHPGTAPKLITYDINNRPSGIS
p2C4 C7 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

6 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFVSWYQQHPGTAPKLIIYDINNRPSGIS
P2C4 E6 NRFSGSKSDNMASLIISGLQPEDEADYYCSAYTSSDTLVFGGGTKLT

47 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLITYDINNRPSGIS
P2C4 E7 NRFSGSKSDDMASLTISGLQPEDEADYYCSAYTSSDTVWFGGGTKLT

18 Ant-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLITYDINNRASGIS
P2C4 E9 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

9 Ant-CD122 light chain, clone | QSALTQPASVSGNPGQSIAISCTGTSSDIGHYDFVSWYQQHPGTAPKLITYDINNRPSGIS
P2C4_F8 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

= Ant-CD122 light chain, clone | QSTLTQPASVSGSPGQSITISCTGTSSDIGHYDFVSWYQQHPGTAPKLIIYDINNRPSGIS
P2C4_F11 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

1 Anti-CD122 light chain, clone | QSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFVSWYQQHPGTAPKLIIYDINNRPSGIS
P2C4_C1D10 NRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSSDTVVFGGGTKLT

. Ant-CD122 light chain, clone | QSVLTQPPSVSGAPGQRVTISCTGTSSDIGHYDFVSWYQQLPGTAPKLLIYDINNRPSGV
P2C4 FW2 PDRFSGSKSGTSASLAITGLQAEDEADYYCSAYTSSDTLVFGGGTKLT

53 Ant-CD122 light chain, clone | DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSSR
P1E7 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTPRTFGQGTKLEIK

" Anti-CD122 light chain, clone | DIQMTQSPSSLSASVGDRVTITCQASQDISDYLNWYQQKPGKAPQILIYDASNLETGVPS
P1B10 RFSGSGSGTDFTFTISNLQPEDVATYYCQQYEDLPSFGGGTKVEIK

55 Anti-CD122 light chain, clone | DIQLTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKALIYDASNLETGVPS
P1F3 RFSGSGSGTDFTLTIISLQPEDFATYFCLQDYIYPWTFGQGTKVEFK

= Ant-CD122 light chain, clone | QSVLTQPPSVSGAPGQRVTISCTGGSSNVGAGYDVHWYQQLPGTVPKLLIYDNTNRPS
P1D10 GVPDRFSASKSGTSASLVITGLQAEDEGDYYCQSYDSSLRASVFGGGTMLTVL

- Anti-CD122 light chain, clone | NFMLTQPHSYSESPGKTVTISCTGSSGSIASSYVQWYQQRPGSAPTTVIYADNQRPSGY
P1E1 PDRFSGSVDSSSNSASLTISGLKTEDEADYYCQSFDSSLYMIFGGGTKLTVL

s Anti-CD122 light chain, clone | QSVLTQPPSVSGAPGQRVTISCTGSRSNIGAGYDVHWYQHLPGTAPKLLIYDNSNRPSG
P2B11 VSDRFSGSKSGTSASLAITGLOAEDEADYYCQSFDSSLRGVVFGGGTRLTVL

0 Anti-CD122 light chain, clone | SYELTQPPSASGTPGQRVTISCSGSSSNIGSNTYNWYQQLPGTAPKLLIYSNNQRPSGV
P2C9 PDRFSGSKSGTSASLAISGLQSEDEADYYCAAWDDSLNGLWVFGGGTKLTVL

60 Ant-CD122 light chain, clone | DVVMTQSPLSLPVTPGEPASISCRSSQRLLHSNGYNYVDWYLQKPGQSPQLLIYLGSNR
P2C10 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPWTFGQGTKVEIK

1 Anti-CD122 light chain, clone | DIQMTQSPPSLSASVGDRVTITCQASQDINNYLNWYHQKPGKAPELLIYDASQLETGVPS
P2C11 RFSGSGSGTEFTFIISSLQPEDTGTYYCQQYDWLPLSYGGGTKVEIK

o2 Anti-CD122 light chain, clone | NFMLTQPHSVSGSPGKTITISCTRSSGNFASTYVQWYQQRPGSSPAIVIYDDDQRPSGV
P2E6 PDRFSGSIDRSSNSASLTISGLETEDEADYYCQSYDSSNFWVFGGGTKLTVL

3 Anti-CD122 light chain, clone | EIVLTQSPSSLSASVGDRVTITCOASQDINNYLNWYQQKPGKAPKLLIYDASNLETGVPS
P2E11 KFSGSGSGTDFTFTISSLQPEDIATYYCQQYANLPSFGQGTKLEIK

o4 Ant-CD122 light chain, clone | EIVLTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSNRA
P2F9 SGVPDRFSGSGSGTDFTLSISRVEAEDVGVYYCMQALQTPPTFGQGTKVEIK

o5 Anti-CD122 light chain, clone | DIQLTOSPSSLSASVGDRVTVTCOASQDIGHNLNWYQQRPGKAPQLLIYDASNLETGVP
P2F10 SRFSGSGSGTQFTFTISSLOPEDIATYYCQQYDFLPPDFGPGTKVEIK
Anti-CD132 heavy chain QVOLOQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGS TN

66 : YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT

clone P1A3

VSS
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Anti-CD132 heavy chain,

QVQLQESGPGLVKPSETLSLTCTVSGGSISSSSYYWGWIRQPPGKGLEWIGSIYYSGST

67 clone P2B9 YYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCAGDILTGYALDYWGQGTLVTVS
S
Anti-CD132 heavy chain, QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGSTN
68 clones P1A3 B3, P1A3 B4, | YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT
P1A3 E9 VSS
Anti-CD132 heavy chain QVQLQQWGAGMLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGST
69 ’ NYNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTL
clone P1A3_E8 VTVSS
Anti-CD132 heavy chain EVQLVESGGGLVQPGGSLRLSCAASGGSFSGYYWSWVRQAPGKGLEWVSEINHSGST
70 ’ NYNPSLKSRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSPGGYSGGYFQHWGQGTL
clone P1A3_FW2 VTVSS
Anti-CD132 heavy chain QVQLQQSGAEVKKPGSSVKVSCKASGGTFSSYAISWVRQAPGQGLEWMGGFDPEDG
71 ’ ETIYAQKFQGRVTMTEDTSTDTAYMELSSLRSEDTAVYYCATDLRIPYYYDNPWGQGTL
clone P1A10 VTVSS
Anti-CD132 heavy chain QVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN
72 clone P1B6 ’ E\S(YADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSLYYSHFDYWGQGTLVTV
Anti-CD132 heavy chain EVQLVETGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVRQPPGKGLEWIGEIYHSGST
73 ’ NYNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCAREGPLSSSGPGAFDIWGQGT
clone P1C10 MVTVSS
74 Anti-CD132 heavy chain, QVQLQESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGKGLEWVAVISYDGTN
clone P1D7 KYYADSVKGRFTISRDNSKNTVYLQMNSILRAEDTAVYYCAKDGFDIWGQGTMVTVSS
Anti-CD132 heavy chain EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVISYDGSN
75 ’ KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDVYGDYGAFDYWGQGTL
clone P1E8 VTVSS
Anti-CD132 heavy chain QLQLQESGGGVVQPGRSLRLSCAASGFTFSSYAMHWYRQAPGKGLEWVAVISYDGGN
76 ’ KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKSVAPPMDVWGKGTTVTV
clone P2B2 ss
Anti-CD132 heavy chain QVQLQQWGAGLLKPSETLSLTCAVYGESFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
77 ’ YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGPAGSSSSGYFDYWGQGTLV
clone P2B7 TVSS
78 Anti-CD132 heavy chain, QVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWTWIRQHPGQGLEWIGFISWSGT
clone P2D11 TYYNPSLKNRVTISADTSKNHFSLNLTSVTAADTAVYYCARGSGRLVWGQGTLVTVSS
Anti-CD132 heavy chain EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMHWVRQAPGQGLEWMGIINPSGGS
79 ’ TSYAQKFQGRYTMTRDTSTSTVYMELSSLRSEDTAVYYCARADTAMGDAFDIWGQGTM
clone P2F10 VTVSS
Anti-CD132 heavy chain EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN
80 ’ KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSIGIGAFDIWGQGTMVTV
clone P2H4 ss
Anti-CD132 heavy chain QVQLQQWGAGLLKPSETLSLTCTIYGGSFSGFYWSWIRQPPGKGLEWIGEINHSGSTNY
81 ’ NPSLKSRVTISVDTSKNQFSLKLSSVTAADTAIYYCARGPAGSTSSGYFDHWGQGTLVT
clone P2D3 VSS
82 Anti-CD132 heavy chain, QVQLQQWGAGLLKPSETLSLTCAVYGGSLSGYYWSWIRQPPGKGLEWIGEINHSGSTN
clone P1G4 YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGSSSYYMDVWGKGTTVTVSS
83 Anti-CD132 heavy chain, QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
clone P1B12 YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGGSAYFQHWGQGTLVTVSS
Anti-CD132 heavy chain QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
84 ’ YNPSLKSRVTISEDASKKQFSLTLTSVTAADTAVYYCARGPAGTGSSGYFDYWGQGTLY
clone P1C7 TVSS
Anti-CD132 light chain, DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSNR
85 clones P1A3, P1A3_B3, DSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPWTFGQGTKVEIK
P1A3 E8, P1A3 E9
86 Anti-CD132 light chain, clone | SYELTQPPSMSVSPGQTARITCSGDALPKQFAFWYQQKPGQAPVLVIYKDTERPSGIPE
P2B9 RFSGSSSGTTVTLTITGVQAEDEADYYCQSPDSSGTVEVFGGGTKLTVL
87 Anti-CD132 light chain, clone | DVVMTQSPLSLPVTPGESVSISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSNR
P1A3_B4 DSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPWTFGQGTKVEIK
88 Anti-CD132 light chain, clone | DIQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGYNYLDWYQQKPGKAPKLLIYLGSNR
P1A3 FW2 DSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCMQGTHWPWTFGQGTKVEIK
89 Anti-CD132 light chain, clone | EIVLTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLNWYLQKPGQSPQLLIYLGSDRA
P1A10 SGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTPTTFGGGTKVEIK
90 Anti-CD132 light chain, clone | EIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLMYLVSNR
P1B6 ASGVPERFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLQTPLSFGQGTKLEIK
o1 Anti-CD132 light chain, clone | EIVLTQSPATLSLSPGERATLSCRASQSVSYHLAWYQQKPGQAPRLLIYDTSNRASGIPA
P1C10 RFSGSGSGTDFTLTINSLEPEDFAVYYCQQRYDWPLTFGGGTKVEIK
92 Anti-CD132 light chain, clone | DIQMTQSPSFLSASVGDRVTITCRASQSISSWLAWYQQKPGKAPKLLIYDASRLEDGVPS
P1D7 RFSGTGFGTDFTFTITTLQPDDIATYYCQQYDDLPYTFGQGTTVDIK
23 Anti-CD132 light chain, clone | DVWMTQSPVSLPVTLGQPASISCKSSQSLLYFNGNTYLSWFQQRPGQSPRRLFYQVSN

P1E8

RDSGVPDRFSGSGSDTDFTLTISRVEAEDVGVYFCMQGTQWPPTFGQGTKVEIK
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Anti-CD132 light chain, clone

DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPHLLIYLGSNR

94 P2B2 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYFCMQALRTPYTFGQGTKLEIK
95 Anti-CD132 light chain, clone | DVWMTQSPLSLPVTLGQPASISCRSSQSLVHSNGYNYLDWYLQKPGQSPQLLIYLGSNR
P2B7 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCLQGSHWPWTFGQGTKVEIK
% Anti-CD132 light chain, clone | ETTLTQSPATLSVSPGERATLSCRASQSVSSNLAWYQQKPGQAPRLLIYGASSGATGIP
P2D11 DRFSGSGSGTDFTLTISRLEPEDFAVYYCQLYGSSLAFGGGTKVEIK
o7 Ant-CD132 light chain, clone | DIVMTHTPLSLPVTPGEPASISCRSSQTLFDSDDGKTYLDWYLQKPGQSPQLLMYTTSS
P2F10 RASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQRLQFPLTFGQGTRLEFK
08 Anti-CD132 light chain, clone | DVVMTQSPLSLPVTPGEPASISCRATQSLLHGNGHNYLDWYLQKPGQSPQLLIYLGSNR
P2H4 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLETPVTFGPGTKVDIK
%9 Ant-CD132 light chain, clone | DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSNR
P2D3 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPWTFGQGTKVEIK
100 | Ant-CD1321ight chain, clone | DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLGSNR
P1G4 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCLQGTHWPWTFGQGTKVEIK
101 | Ant-CD132light chain, clone | DVVMTQSPLSLPVTLGQPASISCRSSQSLLHSNGNNYLDWYLQKPGQSPQLLIYLGSNR
P1B12 ASGVPDRFSGSGSGTDFTLKISRVEAEDVGIYYCMQGTHWPWTFGQGTKVEIE
102 | Ant-CD1321ight chain, clone | EIVLTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLASNRA
P1C7 SGVPDRFSGSGSGTDF TLKISRVEAEDVGVYYCMQGTHWPWTFGQGTKVEVK
HC-CDR1 Anti-CD122
clones P2C4, P2C4_A4,
P2C4_B1, P2C4_B5,
P2C4_C4, P2C4_C7,
P2C4_D10, P2C4_ES,
P2C4_E7, P2C4 FS8,
P2C4_AQ, P2C4_BS,
103 | poca B12, P2CZ C1, NYYMH
P2C4_C12, P2C4_E2,
P2C4_E8, P2C4_F11,
P2C4_G2, P2C4_G11,
P2C4_H1, P2C4_H2,
P2C4_H3, P2C4_C1D10,
P2C4 FW2
HC-CDR1 Anti-CD122 clone
104 | oor TYAMH
HC-CDR1 Anti-CD122
105 | Gones P2D12, P1F3 SYAMS
HC-CDR1 Anti-CD122
clones P1G11, P1E1,
P2C10;
HC-CDR1 Anti-CD132
106 | Glones P1A3, P1A3 B3, GYYWS
P1A3_B4, P1A3_E9,
P1A3_E8, P1A3_FW2,
P2B7, P1G4, P1B12, P1C7
HC-CDR1 Anti-CD122
107 clones P2C4_B6, P2C4_E9, | NYYIH
P2C4 E3
HC-CDR1 Anti-CD122 clone
108 | P1ET . SYAMH
HC-CDR1 Anti-CD132
clones P1B6, P2B2, P2H4
HC-CDR1 Anti-CD122
109 clones P1B10, P2E11 SRSDHWG
HC-CDR1 Anti-CD122 clone
110 | Broio SYYWS
HC-CDR1 Anti-CD122 clone
M1 | Bogiq SYDLH
HC-CDR1 Anti-CD122 clone
P2C9;
12 HC-CDR1 Anti-CD132 clone SSNWWS
P1C10
HC-CDR1 Anti-CD122 clone
13 | pogrg GNSATWN
HC-CDR1 Anti-CD122 clone
14| Goog SGSWWS
HC-CDR1 Ant-CD122
15 | Lones P2F9, P2F10 SYGIS
116 | HC-CDR2 Ant-CD122 AIMPSRGGTSYPQKFQG

clones P2C4, P2C4 A4,
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P2C4_B1, P2C4_BS,
P2C4_C4, P2C4_C7,
P2C4_D10, P2C4_ESB,
P2C4_E7, P2C4_F8,
P2C4_A9, P2C4_B6,
P2C4 E9, P2C4 B8,
P2C4_B12, P2C4_C1,
P2C4_C12, P2C4_E2,
P2C4_E3, P2C4_ES8,
P2C4_F11, P2C4_G2,
P2C4_G11, P2C4_HA1,
P2C4_H2, P2C4_H3,
P2C4_C1D10, P2C4 FW2

117

HC-CDR2 Anti-CD122 clone
P2H7

WINTGNGNTKYSQNFQG

118

HC-CDR2 Anti-CD122 clone
P2D12

AISGSGGSTYYADSVKG

119

HC-CDR2 Anti-CD122
clones P1G11, P1D10,
P1E1, P2C10;

HC-CDR2 Anti-CD132
clones P1A3, P1A3_FW2,
P2B7, P2D3, P1G4, P1B12,
P1C7

EINHSGSTNYNPSLKS

120

HC-CDR2 Anti-CD122 clone
P1E7;

HC-CDR2 Anti-CD132
clones P1B6, P1ES8, P2H4

VISYDGSNKYYADSVKG

121

HC-CDR2 Anti-CD122
clones P1B10, P2E11

SISYSGSTYYNPSLKS

122

HC-CDR2 Anti-CD122 clone
P1F3

AISGSGGSTHYADSVKG

123

HC-CDR2 Anti-CD122 clone
P2B11

LISYDGSNKYYADSVKG

124

HC-CDR2 Anti-CD122 clone
P2C9;
HC-CDR2 Anti-CD132 clone
P1C10

EIYHSGSTNYNPSLKS

125

HC-CDR2 Anti-CD122 clone
P2C11

RTYYRSKWNHDYAESVKS

126

HC-CDR2 Anti-CD122 clone
P2E6

EIYHNGNTNYNPSLKS

127

HC-CDR2 Anti-CD122
clones P2F9, P2F10

WISAYNGNTNYAQKLQG

128

HC-CDR3 Anti-CD122
clones P2C4, P2C4 A4,
P2C4 B1, P2C4 BS5,
P2C4_C4, P2C4_C7,
P2C4_D10, P2C4_ES8,
P2C4_E7, P2C4 F8,
P2C4_B6, P2C4_E9,
P2C4 B8, P2C4 _B12,
P2C4_C1, P2C4_C12,
P2C4_E2, P2C4_E3,
P2C4_ES8, P2C4 F11
P2C4_ G2, P2C4 _G11,
P2C4 H1, P2C4_H2,
P2C4 _H3, P2C4_C1D10,
P2C4 FW?2

GEYYYDSSGYYY

129

HC-CDR3 Anti-CD122 clone
P2H7

DLGQLERLYFW

130

HC-CDR3 Anti-CD122 clone
P2D12

DLGDY

131

HC-CDR3 Anti-CD122 clone
P1G11

SSSGDAFDI

132

HC-CDR3 Anti-CD122 clone
P2C4 A9

GEYYYDSSGYYN

133

HC-CDR3 Anti-CD122 clone
P1E7

DLGYSSSWYYYYYGMDV
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134

HC-CDR3 Anti-CD122
clones P1B10, P2E11

ESHPAAALVG

135

HC-CDR3 Anti-CD122 clone
P1F3

PAF

136

HC-CDR3 Anti-CD122 clone
P1D10

GSNLDWFDP

137

HC-CDR3 Anti-CD122 clone
P1E1

ADRRFGELRY

138

HC-CDR3 Anti-CD122 clone
P2B11

EPITGTSDLFDY

139

HC-CDR3 Anti-CD122 clone
P2C9

EGGLREEH

140

HC-CDR3 Anti-CD122 clone
P2C10

GTDTAMADY

141

HC-CDR3 Anti-CD122 clone
P2C11

DSKSAFDI

142

HC-CDR3 Anti-CD122 clone
P2E6

VSGFDY

143

HC-CDR3 Anti-CD122 clone
P2F9

APDYGDSSNYYYYYMDV

144

HC-CDR3 Anti-CD122 clone
P2F10

DTSGDYSSGWYLGVPFDY

145

LC-CDR1 Anti-CD122 clones
P2C4, P2C4 A9, P2C4 B1,
P2C4_B5, P2C4_BS,
P2C4_B8, P2C4_C12,
P2C4_D10, P2C4_E2,
P2C4_E3, P2C4_ES,
P2C4_G2, P2C4_G11,
P2C4 H1, P2C4 H2,
P2C4_H3, P2C4_C4,
P2C4_C7, P2C4_E7,
P2C4_E9, P2C4 _F8,

P2C4 F11, P2C4 FW2

TGTSSDIGHYDFVS

146

LC-CDR1 Anti-CD122 clone
P2H7

RAGQAISSWLA

147

LC-CDR1 Anti-CD122 clone
P2D12

QASQDIGNYLN

148

LC-CDR1 Anti-CD122 clone
P1G11

TRSSGSIASNYVQ

149

LC-CDR1 Anti-CD122 clones
P2C4_A4, P2C4_C1,
P2C4 E6, P2C4 C1D10

TGTSSDIGDYDFVS

150

LC-CDR1 Anti-CD122 clone
P2C4 B12

TGTSSDIGHYDFIS

151

LC-CDR1 Anti-CD122 clones
P1E7, P2F9;

LC-CDR1 Anti-CD132 clones
P1A3, P1A3 B3, P1A3_ES,
P1A3_E9, P1A3_B4,
P1A3_FW2, P1B6, P2B2,
P2D3, P1G4, P1C7

RSSQSLLHSNGYNYLD

152

LC-CDR1 Anti-CD122 clone
P1B10

QASQDISDYLN

153

LC-CDR1 Anti-CD122 clone
P1F3

RASQSISSYLN

154

LC-CDR1 Anti-CD122 clone
P1D10

TGGSSNVGAGYDVH

155

LC-CDR1 Anti-CD122 clone
P1E1

TGSSGSIASSYVQ

156

LC-CDR1 Anti-CD122 clone
P2B11

TGSRSNIGAGYDVH

157

LC-CDR1 Anti-CD122 clone
P2C9

SGSSSNIGSNTVN

158

LC-CDR1 Anti-CD122 clone
P2C10

RSSQRLLHSNGYNYVD

159

LC-CDR1 Anti-CD122 clones
P2C11, P2E11

QASQDINNYLN

160

LC-CDR1 Anti-CD122 clone

TRSSGNFASTYVQ
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P2E6

161

LC-CDR1 Anti-CD122 clone
P2F10

QASQDIGHNLN

162

LC-CDR2 Anti-CD122 clones
P2C4, P2C4 A9, P2C4 A4,
P2C4 _C1, P2C4_B5,

P2C4 _B6, P2C4 B8,
P2C4_C12, P2C4_D10,
P2C4_E2, P2C4 E3,

P2C4 _E8, P2C4 G2,

P2C4 G11, P2C4_H1,
P2C4 _H2, P2C4 H3
P2C4_C7, P2C4_E®6,
P2C4_E7, P2C4_F8,
P2C4_F11, P2C4_C1D10,
P2C4 FW2

DINNRPS

163

LC-CDR2 Anti-CD122 clone
P2H7

KASNLES

164

LC-CDR2 Anti-CD122 clones
P2D12, P1B10, P1F3,
P2E11, P2F10

DASNLET

165

LC-CDR2 Anti-CD122 clone
P1G11

DDNQRPT

166

LC-CDR2 Anti-CD122 clones
P2C4 B1,P2C4 C4

DNNNRPS

167

LC-CDR2 Anti-CD122 clone
P2C4 B12

DFNNRPS

168

LC-CDR2 Anti-CD122 clone
P2C4 E9

DINNRAS

169

LC-CDR2 Anti-CD122 clone
P1E7

LGSSRAS

170

LC-CDR2 Anti-CD122 clone
P1D10

DNTNRPS

171

LC-CDR2 Anti-CD122 clone
P1E1

ADNQRPS

172

LC-CDR2 Anti-CD122 clone
P2B11

DNSNRPS

173

LC-CDR2 Anti-CD122 clone
P2C9

SNNQRPS

174

LC-CDR2 Anti-CD122 clones
P2C10, P2F9;

LC-CDR2 Anti-IL-CD132
clones P2B2, P2B7, P2H4,
P2D3, P1G4, P1B12

LGSNRAS

175

LC-CDR2 Anti-CD122 clone
P2C11

DASQLET

176

LC-CDR2 Anti-CD122 clone
P2E6

DDDQRPS

177

LC-CDR3 Anti-CD122 clones
P2C4, P2C4 A9, P2C4 A4,
P2C4_C1, P2C4_B1,
P2C4_B12, P2C4_E®6,

P2C4 FW2

SAYTSSDTLV

178

LC-CDR3 Anti-CD122 clone
P2H7

QQYQSYPYT

179

LC-CDR3 Anti-CD122 clone
P2D12

LQLYDYPLT

180

LC-CDR3 Anti-CD122 clone
P1G11

QSSHSTAVV

181

LC-CDR3 Anti-CD122 clones
P2C4_B5, P2C4_B6,
P2C4_BS8, P2C4_C12,
P2C4_D10, P2C4_E2,
P2C4_E3, P2C4 _ES8,
P2C4_G2, P2C4_G11,
P2C4 H1, P2C4 H2,

P2C4 H3, P2C4_C4,

P2C4 _C7,P2C4_E7,

P2C4 _E9, P2C4 F8,

SAYTSSDTVV
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P2C4 F11, P2C4_C1D10

LC-CDR3 Anti-CD122 clone

182 P1ET7 MQALQTPRT
LC-CDR3 Anti-CD122 clone

183 P1B10 QQYEDLPS

184 I|;C1)I;%DR3 Anti-CD122 clone LQDYIYPWT

185 IIS('I:-DC;%RS Anti-CD122 clone QSYDSSLRASV

186 IE?-ECjDRS Anti-CD122 clone QSFDSSLYMI

187 I'Sg—BC;E)RB Anti-CD122 clone QSFDSSLRGWV

188 Ilsgé(;DRS Anti-CD122 clone AAWDDSLNGLWY
LC-CDR3 Anti-CD122 clone
P2C10;
LC-CDRS3 Anti-CD132 clones

189 P1A3, P1A3_ B3, P1A3_ES8, MQGTHWPWT
P1A3_E9, P1A3 B4,
P1A3_FW2, P2D3, P1B12,
P1C7

190 Iﬁgé:]?Rs Anti-CD122 clone QQYDWLPLS

191 I|5(2>-E((:3DR3 Anti-CD122 clone QSYDSSNFWV
LC-CDR3 Anti-CD122 clone

192 P2E11 QQYANLPS

193 |L32_F%DR3 Anti-CD122 clone MQALQTPPT
LC-CDR3 Anti-CD122 clone

194 P2F10 QQYDFLPPD
HC-CDR1 Anti-CD132 clone

195 P2B9 SSSYYWG
HC-CDR1 Anti-CD132 clone

196 P1A10 SYAIS
HC-CDR1 Anti-CD132 clone

197 P1D7 NYGMH
HC-CDR1 Anti-CD132 clone

198 P1ES SYGMH
HC-CDR1 Anti-CD132 clone

199 P2D11 SGGYYWT
HC-CDR1 Anti-CD132 clone

200 P2F10 GYYMH
HC-CDR1 Anti-CD132 clone

201 P2D3 GFYWS

202 | HS-CDR2AN-CD1S2 clone | givysGsTYYNPSLK
HC-CDR2 Anti-CD132

203 clones P1A3_B3, P1A3_B4, EINHFGSTNYNPSLKS
P1A3 E9, P1A3 E8

204 Efﬁgm Ant-CD132 clone | hpEDGETIVAQKFQG

206 | HO-CDR2AN-CD132 clone | v 5ypGTNKYYADSVKG

207 EQC;Z)DRQ Anti-CD132 clone | /5y pGGNKYYADSVKG

208 E%??Rz Ant-CD132 clone | £1a\ySGTTYYNPSLKN

209 | HS-SDR2AN-CD132 clone | ypsGGSTSYAQKFQG
HC-CDR3 Anti-CD132
clones P1A3, P1A3_B3,

210 P1A3 B4, P1A3 E9, SPGGYSGGYFQH
P1A3 E8, P1A3 FW2

211 EQCéSDRS Anti-CD132 clone DILTGYALDY

212 HC-CDR3 Anti-CD132 clone | DLRIPYYYDNP
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P1A10
213 I;%gDRa Anti-CD132 clone SLYYSHEDY
214 | HCCDR3AN-CD132 clone | £6py g55GPGAFDI
215 II;|$|5C7)DR3 Anti-CD132 clone DGEDI
216 E1Cé§DR3 Anti-CD132 clone DVYGDYGAFDY
217 E2Cé(2)DR3 Anti-CD132 clone SVAPPMDV
218 E2Cé$DR3 Anti-CD132 clone GPAGSSSSGYFDY
219 ESD?:DRs Anti-CD132 clone GSGRLY
220 Eglg?é)R3 Anti-CD132 clone ADTAMGDAEDI
221 E;ZSDRS Anti-CD132 clone SIGIGAEDI
299 ESE)%DRS Anti-CD132 clone GPAGSTSSGYFDH
293 E?éaDRS Anti-CD132 clone GSSSYYMDV
204 E1CBC1)2DR3 Anti-CD132 clone GGSAYFQH
295 E1CC-:C7:DR3 Anti-CD132 clone GPAGTGSSGYFDY
206 I|;C2)-BC;DR1 Anti-CD132 clone SGDALPKQFAF
227 ;?;S'gm Anti-CD132 clone | R3S QSLLHSNGYNYLN
208 Iéfé:gm Anti-CD132 clone RASQSVSYHLA
229 I'S?—D(;DR‘I Anti-CD132 clone RASQSISSWLA
230 | prio AntHCDISZ clone | kseqst LYFNGNTYLS
231 | Lo-CDRTANGCDIS2 clone | ResQsLVHSNGYNYLD
232 I|5C2)-D(il'])R1 Anti-CD132 clone RASQSVSSNLA
233 leg'F?gm Anti-CD132 clone | pesQTLFDSDDGKTYLD
234 ;g;_aDm Anti-CD132 clone | R ATQSLLHGNGHNYLD
235 | LO-CORTANI-CDIS2 clone | posQSLLHSNGNNYLD
LC-CDR2 Anti-CD132 clones
P1A3 FW2
237 Iﬁg-B%DR2 Anti-CD132 clone KDTERPS
238 Ilg?-AC;ICD)RZ Anti-CD132 clone LGSDRAS
239 Iﬁ?-B%DRZ Anti-CD132 clone LVSNRAS
240 I|5C1)E:C1I8R2 Anti-CD132 clone DTSNRAS
241 IEE])-DC;DR2 Anti-CD132 clone DASRLED
242 IE’?-E%DR2 Anti-CD132 clone QVSNRDS
243 I'SCQE—D(E]I?RQ Anti-CD132 clone GASSGAT
244 I|5C2)'—:(1218R2 Anti-CD132 clone TTSSRAS
245 LC-CDR2 Anti-CD132 clone LASNRAS
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P1C7
247 I|;C2)-B(;DR3 Anti-CD132 clone QSPDSSGTVEV
LC-CDR3 Anti-CD132 clone
248 P1A10 MQALQTPTT
249 I|;C13-B%DR3 Anti-CD132 clone MQTLQTPLS
250 I'S?ES%RS Anti-CD132 clone QQRYDWPLT
251 Ils?-D(;DRS Anti-CD132 clone QQYDDLPYT
252 I'S?—E%DRB Anti-CD132 clone MQGTQWPPT
253 Ilsg'—s(;DRS Anti-CD132 clone MQALRTPYT
254 'ng—B(;DREZ Anti-CD132 clone LQGSHWPWT
LC-CDR3 Anti-CD132 clone
255 PoD11 QLYGSSLA
LC-CDRS3 Anti-CD132 clone
256 P2F10 MQRLQFPLT
257 IBCQ:-HC;,DR?’ Anti-CD132 clone MQTLETPVT
258 II;EI;-GCZ,DR?’ Anti-CD132 clone LQGTHWPWT
259 CH2 domain P2C4 PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
260 CH3 domain P2C4 GQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTYDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
261 CH2 domain P1A3 PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
262 CH3 domain P1A3 GQPREPQVCTLPPSRDELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLVSKLTYDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
263 CH2 domain P1A10 PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQODWILNGKEYKCKVSNKALPAPIEKTISKAK
264 CH3 domain P1A10 GQPREPQVCTLPPSRDELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
265 Anti-CD122 clone P2C4 SDTLVFGGGTKLTVLNSGAGTAAATHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLN
GKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVYLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL
HNHYTQKSLSLSPGK
EVQLVQSGTEVKKPGASVKVSCKASGYTFTTYAMHWVRQAPGQSLEWMGWINTGNG
NTKYSQNFQGRVTMTRDTSISTAYMELSRLRSDDTAVYYCARDLGQLERLYFWGQGTL
266 Anti-CD122 clone P2H7 VTVSSGGGGSGGGGSGGGGSDIQMTQSPSTLSASYGDRVTLSCRAGQAISSWLAWYQ
QKPGKAPKLLIYKASNLESGVPSRFSGGGSGAEFTLTISSLQPDDFATYYCQQYQSYPY
TFGQGTKLEIR
HVQLVETGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSAISGSGGS
TYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDLGDYWGQGTLVTVSSG
267 Anti-CD122 clone P2D12 GGGSGGGGSGGGGSDIQLTQSPSSLSASVGDRVTITCQASQDIGNYLNWYQLKPGKAP
KLLIYDASNLETGVPSRFSGSGSGTDFTFTISSLQPEDIATYYCLQLYDYPLTFGGGTKVE
1K
QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARSSSGDAFDIWGQGTMVTVSS
268 Anti-CD122 clone P1G11 GGGGSGGGGSGGGGSNFMLTQPHSVSESPGKTVTISCTRSSGSIASNYVQWYQQRPG
SSPTTVIFDDNQRPTGVPDRFSAAIDTSSSSASLTISGLTAEDEADYYCQSSHSTAVVFG
GGTKLTVL
EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
269 Anti-CD122 clone P2C4 A4 | GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFV
SWYQQHPGTAPKLITYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTLVFGGGTKLTVL
EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
270 Anti-CD122 clone P2C4_A9 GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYNWGQ

GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
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SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

271

Anti-CD122 clone P2C4_B1

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG

GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDNNNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYT

SSDTLVFGGGTKLTVL

272

Anti-CD122 clone P2C4_B5

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSITISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

273

Anti-CD122 clone P2C4_B6

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYIHWVRQAPGQGLEWMGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVS
WYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSS
DTVVFGGGTKLTVL

274

Anti-CD122 clone P2C4_B8

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQPPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

275

Anti-CD122 clone P2C4_B12

EVQLVQSGAEVKKPGSTVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFIS
WYQQHPGTAPKLIIYDFNNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSS
DTLVFGGGTKLTVL

276

Anti-CD122 clone P2C4_C1

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTPVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTLVFGGGTKLTVL

277

Anti-CD122 clone P2C4_C4

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG

GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDNNNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYT

SSDTVVFGGGTKLTVL

278

Anti-CD122 clone P2C4_C7

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIVISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVLAAAHHHH

279

Anti-CD122 clone
P2C4_C12

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSNLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSNGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

280

Anti-CD122 clone
P2C4 D10

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFY
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

281

Anti-CD122 clone P2C4_E2

EVQLVQSGAEVKEPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDISTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFYV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

282

Anti-CD122 clone P2C4_E3

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYIHWVRQAPGQGLEWMGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELNSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVS
WYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSS
DTVVFGGGTKLTVL

283

Anti-CD122 clone P2C4_E6

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGDYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLIISGLQPEDEADYYCSAYTSS
DTLVFGGGTKLTVL

284

Anti-CD122 clone P2C4_E7

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
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GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASYSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDDMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

285

Anti-CD122 clone P2C4 E8

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG

GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGP
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

286

Anti-CD122 clone P2C4_E9

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYIHWVRQAPGQGLEWMGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSSGGGGSGGGGSGGGGSQSALTQPASYSGSPGQSIAISCTGTSSDIGHYDFVS
WYQQHPGTAPKLIIYDINNRASGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSS
DTVVFGGGTKLTVL

287

Anti-CD122 clone P2C4_F8

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGNPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

288

Anti-CD122 clone P2C4_F11

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAMYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSTLTQPASVSGSPGQSITISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

289

Anti-CD122 clone P2C4_G2

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG

GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRTEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGVGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

290

Anti-CD122 clone
P2C4_G11

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSNLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

291

Anti-CD122 clone P2C4 H1

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVNVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

292

Anti-CD122 clone P2C4 H2

EVQLVQSGAEVKKPGSSVKVSCKASGYTFSNYYMHWVRQAPGQGLEWIGAIMPSRGG
TSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFVS
WYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTSS
DTVVFGGGTKLTVL

293

Anti-CD122 clone P2C4_H3

EVQLVQSGAEVKKPGSSVKVSCKATGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTLVTVSSGGGGSGGGGSGGGGSQSALTQPASVSGSPGQSIAISCTGTSSDIGHYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

294

Anti-CD122 clone
P2C4_C1D10

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTMTGDTSTSTVYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQ
GTPVTVSSGGGGSGGGGSGGGGSQSALTQPASYSGSPGQSIAISCTGTSSDIGDYDFV
SWYQQHPGTAPKLIIYDINNRPSGISNRFSGSKSDNMASLTISGLQPEDEADYYCSAYTS
SDTVVFGGGTKLTVL

295

Anti-CD122 clone
P2C4 Fw2

EVQLVQSGAEVKKPGASVKVSCKASGYTFTNYYMHWVRQAPGQGLEWMGAIMPSRG
GTSYPQKFQGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGEYYYDSSGYYYWGQG
TLVTVSSGGGGSGGGGSGGGGSQSVLTQPPSYSGAPGQRVTISCTGTSSDIGHYDFVS
WYQQLPGTAPKLLIYDINNRPSGVYPDRFSGSKSGTSASLAITGLQAEDEADYYCSAYTSS
DTLVFGGGTKLTVL

296

Anti-CD122 clone P1E7

EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN

KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDLGYSSSWYYYYYGMDV

WGQGTTVTVSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLH
SNGYNYLDWYLQKPGQSPQLLIYLGSSRASGVPDRFSGSGSGTDFTLKISRVEAEDVGY
YYCMQALQTPRTFGQGTKLEIK

297

Anti-CD122 clone P1B10

QVQLQESGPGLVKPSETLSLTCTVSGVSISSRSDHWGWVRQPPGKGLEWIGSISYSGS
TYYNPSLKSRVTISVDTSKNQLSLKLSSVTAADTAVYYCARESHPAAALVGWGQGTLVT
VSSGGGGSGGGGSGGGGSDIQMTQSPSSLSASVGDRVTITCQASQDISDYLNWYQQK
PGKAPQILIYDASNLETGVPSRFSGSGSGTDFTFTISNLQPEDVATYYCQQYEDLPSFGG
GTKVEIK

298

Anti-CD122 clone P1F3

EVQLVQSGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSAISGSGGS
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THYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCATPAFWGQGTLVTVSSGGG
GSGGGGSGGGGSDIQLTQSPSSLSASYGDRVTITCRASQSISSYLNWYQQKPGKAPKA
LIYDASNLETGVPSRFSGSGSGTDFTLTIISLQPEDFATYFCLQDYIYPWTFGQGTKVEFK

299

Anti-CD122 clone P1D10

QVAQLQQWGPGLVKPSETLSLTCTVSGGSISSYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCAGGSNLDWFDPWGQGTLVTVSS
GGGGSGGGGSGGGGSQSVLTAQPPSVSGAPGQRVTISCTGGSSNVGAGYDVHWYQQL
PGTVPKLLIYDNTNRPSGVPDRFSASKSGTSASLVITGLQAEDEGDYYCQSYDSSLRAS
VFGGGTMLTVL

300

Anti-CD122 clone P1E1

QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLELSSVTAADTAVYYCARADRRFGELRYWGQGTLVTVS

SCGGGSGGGGSGGGGSNFMLTQPHSVSESPGKTVTISCTGSSGSIASSYVQWYQQRP
GSAPTTVIYADNQRPSGVPDRFSGSVDSSSNSASLTISGLKTEDEADYYCQSFDSSLYMI
FGGGTKLTVL

301

Anti-CD122 clone P2B11

QVQLVQSGGGLVKPGGSLRLSCAASGFTFSSYDLHWVRQVPGKGLEWVSLISYDGSNK
YYADSVKGRFTISRDNAENSLYLQMNSLRAEDTAVYYCAREPITGTSDLFDYWGQGTLV
TVSSGGGGSGGGGSGGGGSQSVLTQPPSVSGAPGQRVTISCTGSRSNIGAGYDVHWY
QHLPGTAPKLLIYDNSNRPSGVSDRFSGSKSGTSASLAITGLQAEDEADYYCQSFDSSL
RGVVFGGGTRLTVL

302

Anti-CD122 clone P2C9

QVQLQESGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVRQPPGKGLEWIGEIYHSGST
NYNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCVREGGLREEHWGQGTLVTVSS
GGGGSGGGGSGGGGSSYELTQPPSASGTPGQRVTISCSGSSSNIGSNTVNWYQQLPG
TAPKLLIYSNNQRPSGVPDRFSGSKSGTSASLAISGLQSEDEADYYCAAWDDSLNGLWV
FGGGTKLTVL

303

Anti-CD122 clone P2C10

QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGTDTAMADYWGQGTLVTVSS
GGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQRLLHSNGYNYVDWYL
QKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWP
WTFGQGTKVEIK

304

Anti-CD122 clone P2C11

QVQLQQSGPGLVKPSQTLSLTCAISGDSVSGNSATWNWIRQSPSRGLEWLGRTYYRSK
WNHDYAESVKSRITINPDTSKNQF SLQLNSVTPEDTAVYYCARDSKSAFDIWGQGTMVT
VSSGGGGSGGGGSGGGGSDIQMTQSPPSLSASVGDRVTITCQASQDINNYLNWYHQK
PGKAPELLIYDASQLETGVPSRFSGSGSGTEFTFIISSLQPEDTGTYYCQQYDWLPLSYG
GGTKVEIK

305

Anti-CD122 clone P2E6

QLQLQESGPGLVKPSETLSLTCSVFGVSITSGSWWSWVRQSPGKELEWIGEIYHNGNT
NYNPSLKSRVTISVDTSKNQF SLKLSSVTAADTAVYYCVSGFDYWGQGTLVTVSSGGG
GSGGGGSGGGGSNFMLTQPHSVSGSPGKTITISCTRSSGNFASTYVQWYQQRPGSSP
AIVIYDDDQRPSGVPDRFSGSIDRSSNSASLTISGLETEDEADYYCQSYDSSNFWVFGG
GTKLTVL

306

Anti-CD122 clone P2E11

QVQLQESGPGLVKPSETLSLTCTVSGVSISSRSDHWGWVRQPPGKGLEWIGSISYSGS
TYYNPSLKSRVTISVDTSKNQLSLKLSSVTAADTAVYYCARESHPAAALVGWGQGTLVT
VSSGGGGSGGGGSGGGGSEIVLTQSPSSLSASVGDRVTITCQASQDINNYLNWYQQKP
GKAPKLLIYDASNLETGVPSKFSGSGSGTDFTFTISSLQPEDIATYYCQQYANLPSFGQG
TKLEIK

307

Anti-CD122 clone P2F9

EVQLVQSGAEVKKPGSSVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISAYNGN
TNYAQKLQGRVTMTTDTSTSTAYMELSSLRSEDTAVYYCARAPDYGDSSNYYYYYMDV
WGKGTTVTVSSGGGGSGGGGSGGGGSEIVLTQSPLSLPVTPGEPASISCRSSQSLLHS
NGYNYLDWYLQKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLSISRVEAEDVGVY
YCMQALQTPPTFGQGTKVEIK

308

Anti-CD122 clone P2F10

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISAYNGN
TNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDTSGDYSSGWYLGVPFD
YWGQGTLVTVSSGGGGSGGGGSGGGGSDIQLTQSPSSLSASVGDRVTVTCQASQDIG
HNLNWYQQRPGKAPQLLIYDASNLETGVPSRFSGSGSGTQFTFTISSLQPEDIATYYCQ
QYDFLPPDFGPGTKVEIK

309

Anti-CD132 clone P1A3

QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT
VSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLGSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEIKNSGAGTAAATHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLN
GKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSRDELTKNQVSLSCAVKGFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLCVSKLTVDKSRWQQGNVFSCSVMHEAL
HNHYTQKSLSLSPGK

310

Anti-CD132 clone P2B9

QVQLQESGPGLVKPSETLSLTCTVSGGSISSSSYYWGWIRQPPGKGLEWIGSIYYSGST
YYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCAGDILTGYALDYWGQGTLVTVS
SGGGGSGGGGSGGGGSSYELTQPPSMSVSPGQTARITCSGDALPKQFAFWYQQKPG
QAPVYLVIYKDTERPSGIPERFSGSSSGTTVTLTITGVQAEDEADYYCQSPDSSGTVEVFG
GGTKLTVL

311

Anti-CD132 clone P1A3_B3

QVAQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGSTN
YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT
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VSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLGSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEIK

312

Anti-CD132 clone P1A3 B4

QVAQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGSTN
YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT
VSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGESVSISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLGSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEIK

313

Anti-CD132 clone P1A3_E8

QVQLQQWGAGMLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGST
NYNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTL
VTVSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNY
LDWYLQKPGQSPQLLIYLGSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQ
GTHWPWTFGQGTKVEIK

314

Anti-CD132 clone P1A3_EQ

QVALQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHFGSTN
YNPSLKSRATISVDTSKNQFSLKLSSVTAADTAVYYCATSPGGYSGGYFQHWGQGTLVT
VSSGGGGSGEGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLGSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEIKAAAHHHHH

315

Anti-CD132 clone
P1A3_FW2

EVQLVESGGGLVQPGGSLRLSCAASGGSFSGYYWSWVRQAPGKGLEWVSEINHSGST
NYNPSLKSRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSPGGYSGGYFQHWGQGTL
VTVSSGGGGSGGGGSGGGGSDIQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGYNYL
DWYQQKPGKAPKLLIYLGSNRDSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCMQGT
HWPWTFGQGTKVEIK

316

Anti-CD132 clone P1A10

QVQLQQSGAEVKKPGSSVKVSCKASGGTFSSYAISWVRQAPGQGLEWMGGFDPEDG
ETIYAQKFQGRVTMTEDTSTDTAYMELSSLRSEDTAVYYCATDLRIPYYYDNPWGQGTL
VTVSSGGGGSGGGGSGGGGSEIVLTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYL
NWYLQKPGQSPQLLIYLGSDRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQA
LQTPTTFGGGTKVEIK

317

Anti-CD132 clone P1B6

QVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSLYYSHFDYWGQGTLVTV
SSGGGGSGGGGSGGGGSEIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDW
YLQKPGQSPQLLMYLVSNRASGVPERFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLQ
TPLSFGQGTKLEIK

318

Anti-CD132 clone P1C10

EVQLVETGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVRQPPGKGLEWIGEIYHSGST
NYNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCAREGPLSSSGPGAFDIWGQGT
MVTVSSGGGGSGGGGSGGGGSEIVLTQSPATLSLSPGERATLSCRASQSVSYHLAWY
QQKPGQAPRLLIYDTSNRASGIPARFSGSGSGTDFTLTINSLEPEDFAVYYCQQRYDWP
LTFGGGTKVEIK

319

Anti-CD132 clone P1D7

QVQLQESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGKGLEWVAVISYDGTN
KYYADSVKGRFTISRDNSKNTVYLQMNSLRAEDTAVYYCAKDGFDIWGQGTMVTVSSG
GGGSGGGGSGGGGSDIQMTQSPSFLSASVGDRVTITCRASQSISSWLAWYQQKPGKA
PKLLIYDASRLEDGVPSRFSGTGFGTDFTFTITTLQPDDIATYYCQQYDDLPYTFGQGTT
VDIK

320

Anti-CD132 clone P1E8

EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVISYDGSN
KYYADSVKGRFTISRDNSKNTLYLOQMNSLRAEDTAVYYCARDVYGDYGAFDYWGQGTL
VTVSSGGGGSGGGGSGGGGSDVVMTQSPYSLPVTLGQPASISCKSSQSLLYFNGNTYL
SWFQQRPGQSPRRLFYQVSNRDSGVPDRFSGSGSDTDFTLTISRVEAEDVGVYFCMQ
GTQWPPTFGQGTKVEIK

321

Anti-CD132 clone P2B2

QLQLQESGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGGN
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKSVAPPMDVWGKGTTVTV

SSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDW
YLQKPGQSPHLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYFCMQALRT
PYTFGQGTKLEIK

322

Anti-CD132 clone P2B7

QVQLQQWGAGLLKPSETLSLTCAVYGESFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGPAGSSSSGYFDYWGQGTLYV
TVSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTLGQPASISCRSSQSLVHSNGYNYL
DWYLQKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCLQG
SHWPWTFGQGTKVEIK

323

Anti-CD132 clone P2D11

QVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWTWIRQHPGQGLEWIGFISWSGT
TYYNPSLKNRVTISADTSKNHFSLNLTSVTAADTAVYYCARGSGRLVWGQGTLVTVSSG
GGGSGGGGSGGGGSETTLTQSPATLSVSPGERATLSCRASQSVSSNLAWYQQKPGQ

APRLLIYGASSGATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQLYGSSLAFGGGTK
VEIK

324

Anti-CD132 clone P2F10

EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMHWVRQAPGQGLEWMGIINPSGGS

TSYAQKFQGRVTMTRDTSTSTVYMELSSLRSEDTAVYYCARADTAMGDAFDIWGQGTM
VTVSSGGGGSGGGGSGGGGSDIVMTHTPLSLPVTPGEPASISCRSSQTLFDSDDGKTY

LDWYLQKPGQSPQLLMYTTSSRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQ
RLQFPLTFGQGTRLEFK

325

Anti-CD132 clone P2H4

EVQLVQSGGGVVQPGRSLRLSCAASGFTFSSYAMHWVRQAPGKGLEWVAVISYDGSN
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KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARSIGIGAFDIWGQGTMVTV
SSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRATQSLLHGNGHNYLDW
YLQKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLET
PVTFGPGTKVDIK

326

Anti-CD132 clone P2D3

QVQLQQWGAGLLKPSETLSLTCTIYGGSFSGFYWSWIRQPPGKGLEWIGEINHSGSTNY
NPSLKSRVTISVDTSKNQF SLKLSSVTAADTAIYYCARGPAGSTSSGYFDHWGQGTLVT
VSSGGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEIK

327

Anti-CD132 clone P1G4

QVQLQQWGAGLLKPSETLSLTCAVYGGSLSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGSSSYYMDVWGKGTTVTVSS
GGGGSGGGGSGGGGSDVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYL
QKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCLQGTHWP
WTFGQGTKVEIK

328

Anti-CD132 clone P1B12

QVAQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGGSAYFQHWGQGTLVTVSSG
GGGSGGGGSGGGGSDVVMTQSPLSLPYTLGQPASISCRSSQSLLHSNGNNYLDWYLQ
KPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGIYYCMQGTHWPW
TFGQGTKVEIE

329

Anti-CD132 clone P1C7

QVAQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTN
YNPSLKSRVTISEDASKKQFSLTLTSVTAADTAVYYCARGPAGTGSSGYFDYWGQGTLV
TVSSGGGGSGGGGSGGGGSEIVLTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLD
WYLQKPGQSPQLLIYLASNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGT
HWPWTFGQGTKVEVK

330 Linker 1 NSGAGTAAA

331 Linker 2 NSGAGTSGSGASGEGSGSKLAAA
332 Linker 3 GGGGSAAA

333 Linker 4 GGGGSGGGGSGGGGS

334 Tag AAAHHHHHH

335

Anti-CD122 P2C4 Fab LC
(VL, joint CL)

CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCGC
CATTTCCTGCACTGGAACCAGCAGTGACATTGGTCATTATGACTTTGTCTCCTGGTA
CCAACAGCACCCAGGCACAGCCCCCAAACTCATAATTTATGATATCAATAATCGGCC
CTCAGGGATTTCTAATCGCTTCTCTGGCTCCAAGTCTGACAATATGGCCTCCCTGAC
CATCTCTGGGCTCCAGCCTGAGGACGAGGCTGATTATTACTGCAGTGCATATACAAG
CAGCGACACTCTGGTCTTCGGCGGAGGGACCAAGTTGACCGTCCTCAGTCAGCCCA
AGGCTGCCCCCTCGGTCACTCTGTTCCCACCCTCCTCTGAGGAGCTTCAAGCCAAC
AAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGACAGTGGC
CTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCACACCCTCC
AAACAAAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACGCCTGAGCA
GTGGAAGTCCCACAAAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGCACCGTG
GAGAAGACAGTGGCCCCTACAGAATGTTCA

336

Anti-CD122 P2C4 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTACAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCAGTGA
AGGTTTCCTGCAAGGCATCTGGATACACCTTCACCAACTACTATATGCACTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGGGCAATCATGCCTAGTCGTGG
TGGCACAAGTTACCCACAGAAGTTCCAGGGCAGAGTCACCATGACCGGGGACACGT
CCACGAGCACAGTCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGT
GTATTACTGTGCGAGAGGGGAGTATTACTATGATAGTAGTGGTTATTACTACTGGGG
CCAGGGCACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCT
GGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGA
CCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTC
AGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAA
CGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTT
GT

337

Anti-CD122 P2C4 scFv and
Fc with knob modification

GAAGTGCAGCTGGTGCAGAGCGGGGCAGAAGTGAAAAAGCCTGGGTCAAGCGTGA
AGGTCTCCTGTAAAGCAAGCGGATACACATTCACAAACTACTATATGCACTGGGTGC
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCTATCATGCCTTCCCGAGG
CGGGACTTCTTACCCACAGAAGTTCCAGGGAAGAGTGACCATGACAGGCGACACTA
GCACCTCCACAGTCTATATGGAGCTGAGCAGCCTGAGGAGCGAAGACACTGCCGTG
TACTATTGCGCTCGCGGAGAATACTATTACGATTCTAGTGGCTATTACTATTGGGGG
CAGGGAACACTGGTGACTGTCTCAAGCGGAGGAGGAGGAAGTGGCGGAGGAGGCT
CCGGAGGAGGCGGGTCTCAGAGTGCACTGACCCAGCCAGCATCAGTGAGCGGCAG
CCCCGGCCAGTCTATCGCAATTAGTTGTACTGGGACCTCCTCTGACATCGGACACTA
CGATTTCGTCTCTTGGTATCAGCAGCACCCCGGCACCGCTCCTAAGCTGATCATCTA
CGACATCAACAATCGGCCCAGCGGCATTTCCAACAGATTTTCTGGGAGTAAATCAGA
TAATATGGCCTCACTGACAATTAGCGGCCTCCAGCCTGAGGACGAAGCTGATTACTA
TTGCTCCGCATACACTAGTTCAGATACCCTGGTGTTTGGAGGCGGGACCAAACTGAC
AGTCCTGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGC
CCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAA
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GGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGA
GCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCAT
AATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCA
GCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAG
GTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGG
GCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACC
AAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGC
CGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCC
GTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAG
CAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACA
ACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

338

Anti-CD122 P2H7 Fab LC
(VL, joint CL)

GACATCCAGATGACCCAGTCTCCTTCCACATTGTCTGCATCTGTAGGAGACAGAGTC
ACACTCTCTTGCCGGGCCGGTCAGGCTATTAGTAGTTGGTTGGCCTGGTATCAACA
GAAACCAGGTAAAGCCCCAAAGCTTCTGATCTATAAGGCATCTAATTTAGAAAGTGG
AGTCCCATCAAGGTTCAGCGGCGGTGGATCTGGGGCAGAATTCACTCTCACCATCA
GCAGCCTGCAGCCTGATGATTTTGCAACTTATTACTGCCAACAGTATCAGAGCTACC
CTTACACTTTTGGCCAGGGGACCAAGCTGGAGATCAGACGAACTGTGGCTGCACCA
TCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTT
GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGA
TAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGG
ACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAA
CACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAA
GAGCTTCAACAGGGGAGAGTGT

339

Anti-CD122 P2H7 Fab HC
(VH, joint CH1)

GAGGTGCAGCTGGTGCAGTCTGGGACTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTTTCCTGCAAGGCTTCTGGATACACCTTCACTACCTATGCTATGCATTGGGTGC
GCCAGGCCCCCGGACAAAGCCTTGAGTGGATGGGATGGATCAACACTGGCAATGGT
AACACAAAATATTCACAGAACTTCCAGGGCAGAGTCACCATGACCAGGGACACGTCC
ATCAGCACAGCCTACATGGAGCTGAGCAGGCTGAGATCTGACGACACGGCCGTGTA
TTACTGTGCGAGAGATCTCGGGCAACTGGAACGACTCTACTTCTGGGGCCAGGGCA
CCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCA
CCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGG
ACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGG
CGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCG
TAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAAT
CACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

340

Anti-CD122 P2H7 scFv and
Fc with knob modification

GAGGTGCAGCTGGTGCAGTCTGGGACTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTTTCCTGCAAGGCTTCTGGATACACCTTCACTACCTATGCTATGCATTGGGTGC
GCCAGGCCCCCGGACAAAGCCTTGAGTGGATGGGATGGATCAACACTGGCAATGGT
AACACAAAATATTCACAGAACTTCCAGGGCAGAGTCACCATGACCAGGGACACGTCC
ATCAGCACAGCCTACATGGAGCTGAGCAGGCTGAGATCTGACGACACGGCCGTGTA
TTACTGTGCGAGAGATCTCGGGCAACTGGAACGACTCTACTTCTGGGGCCAGGGCA
CCCTGGTCACCGTCTCAAGCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGAGG
AGGAGGGTCACTTGACATCCAGATGACCCAGTCTCCTTCCACATTGTCTGCATCTGT
AGGAGACAGAGTCACACTCTCTTGCCGGGCCGGTCAGGCTATTAGTAGTTGGTTGG
CCTGGTATCAACAGAAACCAGGTAAAGCCCCAAAGCTTCTGATCTATAAGGCATCTA
ATTTAGAAAGTGGAGTCCCATCAAGGTTCAGCGGCGGTGGATCTGGGGCAGAATTC
ACTCTCACCATCAGCAGCCTGCAGCCTGATGATTTTGCAACTTATTACTGCCAACAG
TATCAGAGCTACCCTTACACTTTTGGCCAGGGGACCAAGCTGGAGATCAGAAACAG
CGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAA
GCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCAT
GATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGAC
CCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGAC
AAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACC
GTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAA
AGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAG
AACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTC
AGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGA
GAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCC
GACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCA
GGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGC
AGAAGAGCCTCTCCCTGTCTCCGGGTAAA

341

Anti-CD122 P2D12 Fab LC
(VL, joint CL)

GACATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCATCACTTGCCAGGCGAGTCAGGACATTGGCAACTATTTAAATTGGTATCAGCTT
AAACCAGGGAAAGCCCCTAAGCTCCTGATCTACGATGCATCCAATTTGGAAACAGGG
GTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACAGATTTTACTTTCACCATCAGC
AGCCTGCAGCCTGAAGATATTGCAACATATTACTGTCTACAACTTTATGATTACCCCC
TCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCT
GTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGTG
TGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAAC
GCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACA
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GCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACAC
AAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAG
CTTCAACAGGGGAGAGTGT

342

Anti-CD122 P2D12 Fab HC
(VH, joint CH1)

CACGTGCAGCTGGTGGAGACTGGGGGAGGCTTGGTGCAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAGCTGGGTCC
GCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGCTATTAGTGGTAGTGGTGG
TAGCACATACTACGCAGACTCCGTGAAGGGCCGGTTCACCATCTCCAGAGACAATTC
CAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTAT
ATTACTGTGCGAGAGATCTCGGGGATTATTGGGGCCAGGGAACCCTGGTCACCGTC
TCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAG
CACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAA
CCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCC
CGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCC
TCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAA
CACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

343

Anti-CD122 P2D12 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGGAGTCCGGGCCAGGGCTGGTGAAACCAAGCGAAACACTGA
GTCTGACATGTACCGTGAGTGGGGGGTCCATTAACAATAGTAACTACTATTGGTCAT
GGATCAGACAGAGCCCTGGAAGAGGCCTGGAGTGGATCGGCGGGATCTACTTCAG
CGGCACCACATACTATAACCCATCACTGCAGAGCCGGGTGACTATCTCCATTGACAC
CTCTAAGAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACCGCCGCTGATACAGCCA
TCTACTATTGCGTCCGGCAGATGAATTACTATCACCTGGGCTCTAGTGTGGGGTTCG
ACCCCTGGGGACAGGGAGCACTGGCCACCGTGTCAAGCGTCTCCTCTGGAGGAGG
AGGCAGCGGCGGAGGAGGCTCTGGAGGAGGCGGGAGTGATGTGGTCATGACACA
GAGCCCAGCTACTCTGTCTGTGAGTCCCGGCGAAAGGGCCACACTGAGCTGTCGC
GCTTCACAGAGCGTCAGTTCAAACCTGGCATGGTACCAGCAGAAGCCAGGACAGGC
ACCTTCCCTGCTGATCTATGAGGCTTCTACACGAGCAACTGGCATTCCTGCTAGATT
CTCCGGCTCTGGGAGTGGAACCGACTTTACTCTGACCATCAGCTCCCTGCAGAGCG
AAGATTTTGCAATCTACTATTGTCAGCAGTATAACGATTGGCTGTGGACCTTCGGGC
AGGGGACTAAAGTGGAGATTCGGAACAGCGGCGCGGGCACCGCGGCCGCGACTCA
CACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTC
TTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATG
CGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGG
ACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAG
CACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCA
AGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACC
ATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATG
CCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCT
ATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTA
CAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG
CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAA
A

344

P1G11 Fab LC (VL, joint CL)

AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAAC
CATCTCCTGCACCCGCAGCAGTGGCAGCATTGCCAGCAACTATGTGCAGTGGTACC
AGCAGCGCCCGGGCAGTTCCCCCACCACGGTCATTTTTGACGACAATCAAAGACCC
ACTGGTGTCCCTGATCGCTTCTCTGCCGCCATCGACACCTCCTCCAGTTCTGCCTCC
CTCACCATCTCTGGACTGACGGCTGAGGACGAGGCCGATTACTATTGTCAGTCGTCT
CATAGCACCGCTGTCGTCTTTGGCGGAGGGACCAAGCTGACCGTCCTAAGTCAGCC
CAAGGCTGCCCCCTCGGTCACTCTGTTCCCGCCCTCCTCTGAGGAGCTTCAAGCCA
ACAAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGACAGTG
GCCTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCACACCCT
CCAAACAAAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACGCCTGAG
CAGTGGAAGTCCCACAAAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGCACCGT
GGAGAAGACAGTGGCCCCTACAGAATGTTCA

345

Anti-CD122 P1G11 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
AGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAAGCTCGTCCGGGGATGCTTTTGATATCTGGGGCCAAGGGACAAT
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

346

Anti-CD122 P1G11 scFv and
Fc with knob modification

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
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AGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAAGCTCGTCCGGGGATGCTTTTGATATCTGGGGCCAAGGGACAAT
GGTCACCGTCTCAAGCGGAGGAGGAGGATCTGGCGGAGGAGGCAGTGGAGGAGG
AGGGTCACTTAATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAA
GACGGTAACCATCTCCTGCACCCGCAGCAGTGGCAGCATTGCCAGCAACTATGTGC
AGTGGTACCAGCAGCGCCCGGGCAGTTCCCCCACCACGGTCATTTTTGACGACAAT
CAAAGACCCACTGGTGTCCCTGATCGCTTCTCTGCCGCCATCGACACCTCCTCCAGT
TCTGCCTCCCTCACCATCTCTGGACTGACGGCTGAGGACGAGGCCGATTACTATTGT
CAGTCGTCTCATAGCACCGCTGTCGTCTTTGGCGGAGGGACCAAGCTGACCGTCCT
AAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCA
CCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACAC
CCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACG
AAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCC
AAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCC
TCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCC
AACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCC
CCGAGAACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAACC
AGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAG
TGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGG
CAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTA
CACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

347

Anti-CD122 P1E7 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAGTCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGA
TTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCAT
GCAAGCTCTACAAACTCCTCGCACTTTTGGCCAGGGGACCAAGCTGGAGATCAAAC
GAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAAT
CTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAG
TACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACA
GAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA
AAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTG
AGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

348

Ant-CD122 P1E7 Fab HC
(VH, joint CH1)

GAGGTGCAGCTGGTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGCTATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTCATATCATATGATGGAAG
CAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTC
CAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCTGAGGACACGGCTGTGT
ATTACTGTGCGAGAGATCTCGGGTATAGCAGCAGCTGGTACTACTACTACTACGGTA
TGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCAAGCGCCTCCACCAAGGG
CCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCG
GCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGA
ACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCA
GGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCA
GACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAG
TTGAGCCCAAATCTTGT

349

Anti-CD122 P1E7 scFv and
Fc with knob modification

GAGGTGCAGCTGGTGCAGAGCGGGGGGGGGGTGGTGCAGCCTGGGAGGTCACTG
AGACTGAGTTGTGCCGCATCCGGGTTTACATTTAGCTCCTATGCAATGCACTGGGTG
AGGCAGGCCCCTGGCAAGGGGCTGGAGTGGGTGGCTGTCATCAGTTACGACGGCT
CAAACAAGTACTATGCAGATTCTGTGAAAGGGCGGTTCACAATTAGCAGAGACAACT
CCAAAAATACTCTGTACCTCCAGATGAATAGCCTGCGAGCCGAAGACACCGCCGTG
TACTATTGCGCCAGAGACCTGGGATACTCTAGTTCATGGTACTACTACTACTACGGC
ATGGACGTGTGGGGACAGGGCACCACAGTGACAGTCAGCTCCGGCGGAGGAGGCT
CAGGAGGAGGAGGGTCCGGCGGAGGAGGATCTGATGTGGTCATGACCCAGTCCCC
ACTGTCTCTGCCAGTGACACCTGGCGAGCCAGCAAGCATCAGCTGCCGGAGCAGC
CAGTCTCTGCTGCATAGTAACGGGTATAATTACCTGGACTGGTACTTGCAGAAGCCT
GGCCAGAGTCCTCAGCTGCTGATCTACCTGGGGTCAAGCAGGGCCTCCGGAGTGC
CCGACCGCTTCAGTGGGTCAGGAAGCGGCACTGACTTCACCCTGAAGATCAGCCGG
GTGGAGGCTGAAGATGTGGGCGTCTATTACTGTATGCAGGCACTGCAGACACCACG
GACTTTTGGACAGGGGACTAAACTGGAAATCAAGAACAGCGGCGCGGGCACCGCG
GCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTG
AGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAAC
TGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGC
AGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGG
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCC
TGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGT
CAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCG
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GAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCT
CTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCAT
GCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTG
TCTCCGGGTAAA

350

Anti-CD122 P1B10 Fab LC
(VL, joint CL)

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCATCACTTGCCAGGCGAGTCAGGACATTAGCGACTATTTAAATTGGTATCAGCAG
AAACCAGGGAAAGCCCCTCAGATCCTGATCTACGATGCATCCAATTTGGAGACAGG
GGTCCCATCAAGATTCAGTGGAAGTGGGTCTGGGACAGATTTTACTTTCACCATCAG
CAACCTGCAGCCTGAGGATGTTGCAACATATTACTGTCAACAGTATGAGGATCTCCC
CTCTTTCGGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTG
TCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGTGT
GCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAAC
GCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACA
GCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACAC
AAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAG
CTTCAACAGGGGAGAGTGT

351

Ant-CD122 P1B10 Fab HC
(VH, joint CH1)

CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCACTGTCTCTGGTGTCTCCATCAGCAGTAGAAGTGACCACTGGGGC
TGGGTCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGAAGTATCTCTTATAG
TGGGAGCACCTACTACAACCCGTCCCTCAAGAGCCGAGTCACCATATCCGTAGACA
CCTCCAAGAACCAACTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCAGACACGGCT
GTGTATTACTGTGCGAGAGAGTCGCACCCAGCAGCTGCACTGGTTGGGTGGGGCCA
GGGCACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCC
TGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGT
CAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCA
GCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGC
AGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGT
GAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

352

Anti-CD122 P1B10 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGGAGAGCGGCCCCGGACTGGTGAAGCCTAGCGAAACACTGA
GCCTGACTTGTACTGTGAGCGGCGTGAGCATTAGCTCCCGGAGCGACCACTGGGG
ATGGGTGAGACAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGAAGTATTTCATACA
GCGGCTCCACTTACTATAACCCCTCTCTGAAAAGTAGGGTGACTATCTCAGTGGACA
CCAGCAAGAATCAGCTGAGTCTGAAACTGTCTAGTGTGACCGCCGCTGATACAGCA
GTCTACTATTGCGCCCGCGAATCCCATCCTGCCGCCGCCCTGGTGGGATGGGGACA
GGGGACACTGGTGACTGTCTCAAGCGGAGGAGGAGGCAGTGGAGGAGGAGGGTCA
GGAGGCGGGGGAAGCGACATTCAGATGACACAGAGCCCATCCTCTCTGTCTGCCAG
TGTGGGCGATCGAGTCACCATCACATGTCAGGCTTCCCAGGACATTTCTGATTACCT
GAACTGGTATCAGCAGAAGCCAGGGAAAGCTCCCCAGATCCTGATCTACGACGCAT
CCAATCTGGAGACAGGCGTGCCCAGCCGGTTCAGCGGAAGCGGCTCCGGGACTGA
TTTCACTTTTACCATCTCTAACCTCCAGCCTGAGGACGTGGCCACCTACTATTGCCA
GCAGTATGAGGACCTGCCATCCTTTGGCGGGGGAACAAAGGTCGAGATCAAGAACA
GCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGA
AGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCA
TGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGA
CCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGA
CAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCAC
CGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACA
AAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGA
GAACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGT
CAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCC
GACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCA
GGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGC
AGAAGAGCCTCTCCCTGTCTCCGGGTAAA

353

Anti-CD122 P1F3 Fab LC
(VL, joint CL)

GACATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCATCACTTGCCGGGCAAGTCAGAGCATTAGCAGCTATTTAAATTGGTATCAGCAG
AAACCAGGGAAAGCCCCTAAGGCCCTGATCTACGATGCATCCAATTTGGAAACAGG
GGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAT
CAGTCTGCAACCTGAAGATTTTGCAACTTATTTCTGTCTACAAGATTACATTTACCCG
TGGACGTTCGGCCAAGGGACCAAGGTGGAATTCAAACGAACTGTGGCTGCACCATC
TGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGT
GTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAA
CGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACA
GCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACAC
AAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAG
CTTCAACAGGGGAGAGTGT

354

Ant-CD122 P1F3 Fab HC
(VH, joint CH1)

GAGGTGCAGCTGGTGCAGTCTGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAGCTGGGTCC
GCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGCTATTAGTGGTAGTGGTGG
CAGCACACACTACGCAGACTCCGTGAAGGGCCGGTTCACCATCTCCAGAGACAACT
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CCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTA
TATTACTGTGCGACTCCGGCTTTCTGGGGCCAGGGAACCCTGGTCACCGTCTCAAG

CGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCT
CTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGT
GACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGCT

GTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAG

CAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCA

AGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

355

Anti-CD122 P1F3 scFv and
Fc with knob modification

GAGGTGCAGCTGGTGCAGAGCGGGGGAGGACTGGTGCAGCCTGGGGGGTCACTG
AGACTGAGTTGTGCCGCAAGCGGGTTTACATTTAGCTCCTACGCCATGTCTTGGGTG
CGACAGGCTCCCGGAAAAGGCCTGGAGTGGGTCAGCGCAATCAGTGGATCAGGCG
GGTCTACTCACTACGCCGACAGTGTGAAAGGCCGGTTCACCATCAGCCGGGACAAC
AGTAAGAATACTCTGTACCTCCAGATGAACAGCCTGAGAGCTGAAGACACCGCCGT
GTACTATTGCGCCACCCCTGCTTTTTGGGGGCAGGGAACACTGGTGACTGTCTCTA
GTGGAGGAGGAGGATCAGGCGGCGGAGGCAGCGGAGGAGGAGGGTCCGACATCC
AGCTGACACAGTCCCCATCAAGCCTGAGCGCTTCCGTGGGCGATAGGGTCACCATC
ACATGTCGCGCATCTCAGAGTATTTCCTCTTACCTGAACTGGTATCAGCAGAAGCCC
GGCAAGGCACCTAAGGCCCTGATCTACGACGCCAGCAATCTGGAGACCGGCGTGC
CTTCCCGGTTCTCAGGCAGCGGGTCCGGAACAGATTTTACTCTGACCATCATCAGCC
TCCAGCCAGAGGACTTCGCTACCTATTTTTGCCTCCAGGATTACATCTACCCCTGGA
CCTTCGGCCAGGGGACAAAAGTGGAGTTCAAGAACAGCGGCGCGGGCACCGCGGC
CGCGACTCACACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCA
GTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTG
GTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAG
TACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCT
GAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCG
AGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTG
CCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAA
AGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAG
AACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTAC
AGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTC
CGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTC
CGGGTAAA

356

Anti-CD122 P1D10 Fab LC
(VL, joint CL)

CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGGGGCCCCAGGGCAGAGGGTCA
CCATCTCCTGCACTGGGGGCAGCTCCAACGTCGGGGCAGGTTATGATGTACACTGG
TACCAGCAGCTTCCAGGAACAGTCCCCAAACTCCTCATCTATGATAACACCAATCGG
CCCTCAGGTGTCCCTGACCGGTTCTCTGCCTCCAAGTCTGGCACCTCAGCCTCTCT
GGTCATCACTGGGCTCCAGGCTGAGGATGAGGGTGACTATTACTGCCAGTCGTATG
ACAGTAGTCTGCGTGCTTCGGTATTCGGCGGAGGGACCATGTTGACCGTCCTAAGT
CAGCCCAAGGCTGCCCCCTCGGTCACTCTGTTCCCGCCCTCCTCTGAGGAGCTTCA
AGCCAACAAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGA
CAGTGGCCTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCAC
ACCCTCCAAACAAAGCAACAACAAGTACGCGGCCAGCAGCTATCTGAGCCTGACGC
CTGAGCAGTGGAAGTCCCACAAAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGC
ACCGTGGAGAAGACAGTGGCCCCTACAGAATGTTCA

357

Ant-CD122 P1D10 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCACTGTCTCTGGTGGCTCCATCAGTAGTTACTACTGGAGCTGGATCC
GCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAAG
CACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAA
GAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTATT
ACTGTGCGGGAGGCTCTAATTTGGACTGGTTCGACCCCTGGGGCCAGGGAACCCTG
GTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC
CTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTAC
TTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCC
ACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGA
CCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAG
CCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

358

Anti-CD122 P1D10 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGCAGTGGGGGCCAGGACTGGTGAAGCCATCCGAAACTCTGT
CTCTGACTTGTACCGTGAGCGGCGGGAGCATCAGCTCCTACTATTGGAGCTGGATC
AGGCAGCCCCCTGGGAAGGGACTGGAGTGGATCGGCGAAATTAACCACAGCGGGT
CCACTAACTACAATCCTTCCCTGAAATCTCGCGTGACTATTAGTGTGGACACCTCAAA
GAATCAGTTCTCCCTGAAACTGTCTAGTGTGACAGCCGCTGATACCGCCGTGTACTA
TTGCGCCGGCGGGTCTAACCTGGACTGGTTTGATCCCTGGGGACAGGGGACCCTG
GTGACAGTCTCAAGCGGAGGAGGAGGAAGCGGCGGAGGAGGCTCCGGAGGAGGA
GGGTCTCAGAGTGTGCTGACACAGCCACCATCAGTCAGCGGGGCCCCCGGACAGC
GAGTGACCATCTCCTGTACAGGAGGCTCCTCTAATGTGGGAGCCGGCTACGACGTC
CATTGGTATCAGCAGCTGCCTGGCACCGTGCCAAAGCTGCTGATCTACGACAACAC
AAATCGGCCCAGCGGGGTGCCTGATAGATTCTCCGCTTCTAAAAGTGGCACATCAG
CCAGCCTGGTCATCACTGGACTCCAGGCCGAGGACGAAGGCGATTACTATTGCCAG
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TCTTATGATAGTTCACTGAGAGCTAGTGTGTTTGGGGGAGGCACTATGCTGACCGTC
CTGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAG
CACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGAC
ACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCA
CGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATG
CCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGT
CCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCT
CCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAG
CCCCGAGAACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAA
CCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGG
AGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCT
GGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGT
GGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCAC
TACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

359

Ant-CD122 P1E1 Fab LC
(VL, joint CL)

AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAAC
CATCTCCTGCACCGGCAGCAGTGGCAGCATTGCCAGCAGCTATGTGCAGTGGTACC
AGCAGCGCCCGGGCAGTGCCCCCACCACTGTGATCTATGCGGATAACCAAAGACCC
TCTGGGGTCCCTGATCGGTTCTCTGGCTCCGTCGACAGCTCCTCCAACTCTGCCTC
CCTCACCATCTCTGGACTGAAGACTGAGGACGAGGCTGACTACTACTGTCAGTCTTT
TGACAGCAGCCTCTATATGATTTTTGGCGGAGGGACCAAGCTGACCGTCCTAGGTC
AGCCCAAGGCTGCCCCCTCGGTCACTCTGTTCCCGCCCTCCTCTGAGGAGCTTCAA
GCCAACAAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGAC
AGTGGCCTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCACA
CCCTCCAAACAAAGCAACAACAAGTACGCGGCCAGCAGCTATCTGAGCCTGACGCC
TGAGCAGTGGAAGTCCCACAGAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGCA
CCGTGGAGAAGACAGTGGCCCCTGCAGAATGCTCT

360

Anti-CD122 P1E1 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
AGAACCAGTTCTCCCTGGAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAGCGGATCGTCGGTTCGGGGAGTTACGCTACTGGGGCCAGGGAA
CCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCA
CCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGG
ACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGG
CGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCG
TAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAAT
CACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

361

Anti-CD122 P1E1 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGCAGTGGGGAGCCGGACTGCTGAAGCCAAGTGAGACTCTGA
GCCTGACATGCGCCGTGTATGGGGGAAGTTTTTCCGGCTACTATTGGTCTTGGATCA
GACAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGCGAAATTAACCACAGTGGGTC
AACCAACTACAATCCCTCTCTGAAGAGTCGCGTGACAATTTCAGTGGACACTAGCAA
AAATCAGTTCAGCCTGGAGCTGAGCAGCGTGACTGCCGCTGACACCGCCGTCTACT
ATTGCGCACGAGCCGATCGGAGATTTGGCGAACTGCGGTATTGGGGACAGGGCAC
ACTGGTGACTGTCTCTAGTGGAGGAGGAGGCAGTGGAGGAGGAGGGTCAGGAGGC
GGGGGATCTAACTTCATGCTGACTCAGCCCCATAGCGTGTCCGAGTCTCCTGGGAA
AACTGTCACCATCAGTTGTACAGGGTCAAGCGGATCTATTGCCTCCTCTTACGTGCA
GTGGTATCAGCAGAGGCCAGGCTCCGCTCCCACCACAGTGATCTACGCAGACAACC
AGAGGCCTAGCGGAGTGCCAGACCGCTTTAGTGGCTCAGTCGATAGTTCAAGCAAT
AGCGCCTCCCTGACCATCTCCGGCCTGAAGACAGAGGACGAAGCTGATTACTATTG
CCAGAGCTTCGATTCCTCTCTGTATATGATTTTTGGCGGGGGAACCAAACTGACAGT
GCTGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCA
GCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGA
CACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCC
ACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAAT
GCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCG
TCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTC
TCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCA
GCCCCGAGAACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAG
AACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGT
GGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTG
CTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAG
GTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACC
ACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

362

Anti-CD122 P2B11 Fab LC
(VL, joint CL)

CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGGGGCCCCAGGGCAGAGGGTCA
CCATCTCCTGCACTGGGAGCCGCTCCAACATCGGGGCAGGTTATGATGTACACTGG
TATCAGCATCTTCCAGGGACAGCCCCCAAACTCCTCATCTATGATAACAGCAATCGA
CCCTCAGGTGTCTCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCT
GGCCATCACTGGGCTCCAGGCTGAGGATGAGGCTGATTATTACTGCCAGTCCTTTG
ACAGCAGCCTGAGGGGTGTGGTGTTCGGCGGAGGGACCAGGCTGACCGTCCTAAG
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TCAGCCCAAGGCTGCCCCCTCGGTCACTCTGTTCCCGCCCTCCTCTGAGGAGCTCC
AAGCCAACAAGGCCACACTAGTGTGTCTGATCAGTGACTTCTACCCGGGAGCTGTG
ACAGTGGCCTGGAAGGCAGATGGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCA
CACCCTCCAAACAAAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACG
CCTGAGCAGTGGAAGTCCCACAAAAGCTACAGCTGCCAGGTCACGCATGAAGGGAG
CACCGTGGAGAAGACAGTGGCCCCTACAGAATGTTCA

363

Anti-CD122 P2B11 Fab HC
(VH, joint CH1)

CAGGTCCAGCTGGTGCAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGTTATGACTTACACTGGGTCC
GCCAGGTTCCAGGCAAGGGGCTGGAGTGGGTGTCACTTATATCATATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAACGCC
GAGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCTGAGGACACGGCTGTCTAT
TACTGTGCGAGAGAGCCTATAACTGGAACTTCTGACCTCTTTGACTACTGGGGCCAG
GGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCT
GGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTC
AAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

364

Anti-CD122 P2B11 scFv and
Fc with knob modification

CAGGTGCAGCTGGTGCAGAGCGGGGGAGGACTGGTCAAGCCTGGAGGGTCACTGA
GACTGTCATGTGCCGCAAGCGGATTCACTTTCAGCTCCTACGACCTGCACTGGGTG
AGGCAGGTCCCCGGCAAGGGGCTGGAGTGGGTGTCTCTGATCAGTTATGACGGGA
GTAACAAGTACTATGCCGATTCAGTCAAAGGACGGTTCACAATTTCCAGAGACAACG
CTGAAAATTCTCTGTACCTCCAGATGAATAGTCTGCGCGCAGAGGATACTGCCGTGT
ACTATTGCGCCAGAGAGCCTATCACCGGCACAAGCGACCTGTTTGATTATTGGGGA
CAGGGCACTCTGGTGACCGTCTCTAGTGGCGGAGGAGGCTCCGGAGGAGGAGGGT
CTGGAGGAGGAGGCAGCCAGTCTGTGCTGACCCAGCCACCTAGTGTCTCAGGCGC
CCCTGGGCAGCGAGTGACCATCTCCTGTACAGGCAGCCGGTCCAACATTGGGGCA
GGATACGACGTCCACTGGTATCAGCATCTGCCAGGCACAGCCCCCAAGCTGCTGAT
CTACGACAACTCTAATAGGCCATCAGGGGTGAGCGATCGCTTCTCTGGAAGTAAATC
AGGCACTAGCGCCTCCCTGGCTATTACCGGCCTCCAGGCTGAGGACGAAGCAGATT
ACTATTGCCAGTCCTTCGATTCAAGCCTGAGAGGCGTGGTCTTTGGCGGGGGAACA
AGGCTGACTGTGCTGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCC
CACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCC
AAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGG
TGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTG
GAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACC
GTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTAC
AAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAA
GCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATGCCGGGATG
AGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGC
GACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCA
CGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTG
GACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGC
TCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

365

Anti-CD122 P2C9 Fab LC
(VL, joint CL)

TCCTATGAGCTGACTCAGCCACCCTCAGCGTCTGGGACCCCCGGGCAGAGGGTCA
CCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAATACTGTAAACTGGTACC
AGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGGCCCT
CAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCC
ATCAGTGGGCTCCAGTCTGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGA
CAGCCTGAATGGTCTTTGGGTGTTCGGCGGAGGGACCAAGCTGACCGTCCTAGGTC
AGCCCAAGGCTGCCCCCTCGGTCACTCTGTTCCCACCCTCCTCTGAGGAGCTTCAA
GCCAACAAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGAC
AGTGGCCTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCAAA
CCCTCCAAACAGAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACGCC
CGAGCAGTGGAAGTCCCACAGAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGC
ACCGTGGAGAAGACAGTGGCCCCTACAGAATGTTCA

366

Anti-CD122 P2C9 Fab HC
(VH, joint CH1)

CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGGGACCCTGT
CCCTCACCTGCGCTGTCTCTGGTGGCTCCATCAGCAGTAGTAACTGGTGGAGTTGG
GTCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCTATCATAGTG
GGAGCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACAAGT
CCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCCGTG
TATTACTGTGTCAGAGAAGGGGGCTTACGGGAAGAGCACTGGGGCCAGGGCACCC
TGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCC
TCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACT
ACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGT
CCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

367

Anti-CD122 P2C9 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGGAGTCCGGGCCAGGGCTGGTGAAACCAAGCGAAACACTGA
GTCTGACATGTACCGTGAGTGGGGGGTCCATTAACAATAGTAACTACTATTGGTCAT
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GGATCAGACAGAGCCCTGGAAGAGGCCTGGAGTGGATCGGCGGGATCTACTTCAG
CGGCACCACATACTATAACCCATCACTGCAGAGCCGGGTGACTATCTCCATTGACAC
CTCTAAGAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACCGCCGCTGATACAGCCA
TCTACTATTGCGTCCGGCAGATGAATTACTATCACCTGGGCTCTAGTGTGGGGTTCG
ACCCCTGGGGACAGGGAGCACTGGCCACCGTGTCAAGCGTCTCCTCTGGAGGAGG
AGGCAGCGGCGGAGGAGGCTCTGGAGGAGGCGGGAGTGATGTGGTCATGACACA
GAGCCCAGCTACTCTGTCTGTGAGTCCCGGCGAAAGGGCCACACTGAGCTGTCGC
GCTTCACAGAGCGTCAGTTCAAACCTGGCATGGTACCAGCAGAAGCCAGGACAGGC
ACCTTCCCTGCTGATCTATGAGGCTTCTACACGAGCAACTGGCATTCCTGCTAGATT
CTCCGGCTCTGGGAGTGGAACCGACTTTACTCTGACCATCAGCTCCCTGCAGAGCG
AAGATTTTGCAATCTACTATTGTCAGCAGTATAACGATTGGCTGTGGACCTTCGGGC
AGGGGACTAAAGTGGAGATTCGGAACAGCGGCGCGGGCACCGCGGCCGCGACTCA
CACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTC
TTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATG
CGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGG
ACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAG
CACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCA
AGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACC
ATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATG
CCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCT
ATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTA
CAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG
CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAA
A

368

Anti-CD122 P2C10 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGGCTCCTGCATAGTAATGGATACAACTATGT
GGATTGGTACCTGCAGAAACCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTTC
TAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGATT
TTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATGC
AAGGTACACACTGGCCGTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACGA
ACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCT
GGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTA
CAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

369

Anti-CD122 P2C10 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
AGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAGGCACGGATACAGCTATGGCTGACTACTGGGGCCAGGGAACCCT
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

370

Anti-CD122 P2C10 scFv and
Fc with knob modification

CAGGTCCAGCTGCAGGAGTCCGGGCCAGGGCTGGTGAAACCAAGCGAAACACTGA
GTCTGACATGTACCGTGAGTGGGGGGTCCATTAACAATAGTAACTACTATTGGTCAT
GGATCAGACAGAGCCCTGGAAGAGGCCTGGAGTGGATCGGCGGGATCTACTTCAG
CGGCACCACATACTATAACCCATCACTGCAGAGCCGGGTGACTATCTCCATTGACAC
CTCTAAGAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACCGCCGCTGATACAGCCA
TCTACTATTGCGTCCGGCAGATGAATTACTATCACCTGGGCTCTAGTGTGGGGTTCG
ACCCCTGGGGACAGGGAGCACTGGCCACCGTGTCAAGCGTCTCCTCTGGAGGAGG
AGGCAGCGGCGGAGGAGGCTCTGGAGGAGGCGGGAGTGATGTGGTCATGACACA
GAGCCCAGCTACTCTGTCTGTGAGTCCCGGCGAAAGGGCCACACTGAGCTGTCGC
GCTTCACAGAGCGTCAGTTCAAACCTGGCATGGTACCAGCAGAAGCCAGGACAGGC
ACCTTCCCTGCTGATCTATGAGGCTTCTACACGAGCAACTGGCATTCCTGCTAGATT
CTCCGGCTCTGGGAGTGGAACCGACTTTACTCTGACCATCAGCTCCCTGCAGAGCG
AAGATTTTGCAATCTACTATTGTCAGCAGTATAACGATTGGCTGTGGACCTTCGGGC
AGGGGACTAAAGTGGAGATTCGGAACAGCGGCGCGGGCACCGCGGCCGCGACTCA
CACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTC
TTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATG
CGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGG
ACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAG
CACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCA
AGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACC
ATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATG

115




WO 2019/092181

PCT/EP2018/080765

CCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCT
ATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTA
CAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG
CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAA
A

371

Anti-CD122 P2C11 Fab LC
(VL, joint CL)

GACATCCAGATGACCCAGTCTCCACCCTCCCTGTCCGCATCTGTAGGAGACAGAGT
CACCATCACTTGTCAGGCGAGTCAGGACATTAACAACTATTTGAATTGGTATCACCAA
AAACCAGGGAAGGCCCCTGAGCTCCTGATCTACGATGCATCTCAGTTGGAAACAGG
GGTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACAGAGTTTACTTTCATCATCAG
CAGCCTGCAGCCTGAAGATACCGGTACATATTACTGTCAACAATATGATTGGCTCCC
CCTTTCTTACGGCGGAGGGACCAAGGTTGAGATCAAACGAACTGTGGCTGCACCAT
CTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTG
TGTGCCTGCTGAATAACTTCTATCCCAGGGAGGCCAAAGTACAGTGGAAGGTGGAT
AACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGA
CAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAAC
ACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAG
AGCTTCAACAGGGGAGAGTGT

372

Ant-CD122 P2C11 Fab HC
(VH, joint CH1)

CAGGTACAGCTGCAGCAGTCAGGTCCAGGACTGGTGAAGCCCTCGCAGACCCTCTC
ACTCACCTGTGCCATCTCCGGGGACAGTGTCTCTGGCAACAGTGCTACTTGGAACT
GGATCAGGCAGTCCCCATCGCGAGGCCTTGAGTGGCTGGGAAGGACATATTACAGG
TCCAAGTGGAATCATGATTATGCAGAATCTGTGAAAAGTCGAATAACCATCAACCCA
GACACATCCAAGAACCAGTTCTCCCTGCAGCTGAACTCTGTGACTCCCGAGGACAC
GGCTGTCTATTACTGTGCAAGAGACTCCAAGTCTGCTTTTGATATCTGGGGCCAAGG
GACAATGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGG
CACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAA
GGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGC
GGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAG
CGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGA
ATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

373

Anti-CD122 P2C11 scFv and
Fc with knob modification

CATGTGCAGCTGGTGGAGACTGGAGGGGGACTGGTGCAGCCTGGGGGGTCACTGA
GACTGAGTTGTGCCGCTTCTGGGTTCACTTTCAGCTCCTACGCAATGAGCTGGGTG
CGGCAGGCCCCCGGAAAAGGCCTGGAGTGGGTCTCCGCCATCAGTGGATCAGGCG
GGAGCACCTACTATGCTGACTCCGTGAAAGGCCGGTTCACTATTAGCAGAGATAACT
CCAAGAATACCCTGTACCTCCAGATGAACTCCCTGAGGGCCGAAGACACAGCTGTC
TACTATTGCGCTCGCGACCTGGGCGATTATTGGGGGCAGGGAACACTGGTGACTGT
CTCTAGTGGAGGAGGAGGATCTGGAGGAGGAGGCAGTGGAGGAGGCGGGTCAGA
CATCCAGCTGACTCAGTCTCCTTCAAGCCTGAGCGCATCCATGGGGGACCGAGTCA
CCATCACATGTCAGGCCAGCCAGGATATTGGCAACTACCTGAATTGGTATCAGCTGA
AGCCCGGCAAGGCTCCTAAGCTGCTGATCTACGACGCATCTAATCTGGAGACAGGC
GTGCCAAGTAGATTCTCTGGCAGTGGGTCAGGAACTGATTTCACCTTCACCATCAGC
AGCCTCCAGCCAGAGGACATTGCCACATACTATTGCCTCCAGCTGTACGATTATCCC
CTGACCTTTGGAGGCGGGACAAAAGTGGAAATCAAGAACAGCGGCGCGGGCACCG
CGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACC
GTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCC
TGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCA
ACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGA
GCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACT
GGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACAC
CCTGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTG
GTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGC
CGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTC
CTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTC
ATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCC
TGTCTCCGGGTAAA

374

Anti-CD122 P2E6 Fab LC
(VL, joint CL)

AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGGGTCTCCGGGGAAGACGATAAC
CATCTCCTGCACCCGCAGCAGTGGCAACTTTGCCAGCACCTATGTGCAGTGGTACC
AACAGCGCCCGGGCAGTTCCCCCGCCATTGTGATCTATGACGATGATCAACGACCC
TCTGGTGTCCCTGACCGCTTCTCTGGCTCCATCGACAGGTCCTCCAACTCTGCCTCC
CTCACCATCTCTGGACTGGAGACTGAGGACGAGGCTGACTACTATTGTCAGTCTTAT
GATAGCAGCAATTTTTGGGTGTTCGGCGGAGGGACCAAACTGACCGTCCTAGGTCA
GCCCAAGGCTGCCCCCTCGGTCACTCTGTTCCCACCCTCCTCTGAGGAGCTTCAAG
CCAACAAGGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGACA
GTGGCCTGGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCACAC
CCTCCAAACAAAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACGCCT
GAGCAGTGGAAGTCCCACAAAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGCAC
CGTGGAGAAGACAGTGGCCCCTACAGAATGTTCA

375

Anti-CD122 P2E6 Fab HC
(VH, joint CH1)

CAGCTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCAGTGTCTTTGGTGTCTCCATCACCAGTGGTAGTTGGTGGAGTTGG
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GTCCGCCAGTCCCCAGGGAAGGAGCTGGAGTGGATAGGCGAAATCTATCATAATGG
GAACACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCGGTTGACACGTC
CAAGAACCAGTTCTCCCTGAAACTGAGCTCTGTGACCGCCGCAGACACGGCTGTCT
ATTACTGTGTCTCCGGATTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCAA
GCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACC
TCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGG
TGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGC
TGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACC
AAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

376

Anti-CD122 P2E6 scFv and
Fc with knob modification

CAGCTGCAGCTGCAGGAGAGCGGCCCCGGACTGGTGAAGCCTAGCGAAACCCTGA
GCCTGACTTGTTCTGTCTTTGGAGTGAGCATCACTTCTGGAAGTTGGTGGAGCTGGG
TGAGACAGTCCCCCGGCAAGGAGCTGGAATGGATCGGGGAAATCTACCACAACGGA
AATACAAACTATAATCCTTCCCTGAAATCTCGGGTGACTATCAGTGTCGATACCTCAA
AGAACCAGTTCAGCCTGAAGCTGAGCAGCGTGACCGCCGCTGATACAGCCGTGTAC
TATTGCGTCAGCGGCTTTGACTACTGGGGCCAGGGGACTCTGGTGACCGTCTCTAG
TGGAGGAGGAGGCTCTGGAGGAGGAGGGAGTGGAGGAGGAGGCAGCAACTTCATG
CTGACCCAGCCTCATTCAGTGAGCGGCAGCCCCGGCAAGACCATCACAATTTCTTG
TACCCGCTCAAGCGGGAATTTTGCTAGCACATACGTGCAGTGGTATCAGCAGCGAC
CCGGCTCCTCTCCTGCAATCGTGATCTACGACGATGACCAGCGACCAAGCGGCGTC
CCCGATAGATTCTCTGGGAGTATCGACAGGAGTTCAAACTCAGCAAGCCTGACAATT
AGCGGCCTGGAGACTGAAGATGAGGCCGACTACTATTGCCAGTCCTATGACAGCTC
CAATTTCTGGGTGTTTGGCGGGGGAACAAAACTGACTGTCCTGAACAGCGGCGCGG
GCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGG
GGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGT
CAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGC
GGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCAC
CAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCC
AGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGG
TGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGG
TGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGG
GCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCT
TCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTC
TTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTC
TCCCTGTCTCCGGGTAAA

377

Anti-CD122 P2E11 Fab LC
(VL, joint CL)

GAAATTGTGTTGACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCATCACTTGCCAGGCGAGTCAGGACATTAATAATTATTTAAATTGGTATCAGCAGA
AACCAGGGAAAGCCCCTAAGCTCCTGATCTACGATGCATCCAATTTGGAAACAGGG
GTCCCATCAAAGTTCAGTGGAAGTGGATCTGGGACAGATTTTACTTTCACCATCAGC
AGCCTGCAGCCTGAAGATATTGCAACATATTACTGTCAACAGTATGCCAATCTCCCC
TCTTTTGGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGTGTG
CCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAACG
CCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGC
ACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACACAA
AGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAGCT
TCAACAGGGGAGAGTGT

378

Ant-CD122 P2E11 Fab HC
(VH, joint CH1)

CAGGTGCAGCTGCAGGAGTCCGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGT
CTCTCACCTGCACTGTCTCTGGTGTCTCCATCAGCAGTAGAAGTGACCACTGGGGCT
GGGTCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGAAGTATCTCTTATAGT
GGGAGCACCTACTACAACCCGTCCCTCAAGAGCCGAGTCACCATATCCGTAGACAC
CTCCAAGAACCAACTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCAGACACGGCTG
TGTATTACTGTGCGAGAGAGTCGCACCCAGCAGCTGCACTGGTTGGGTGGGGCCAG
GGCACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCT
GGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTC
AAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

379

Anti-CD122 P2E11 scFv and
Fc with knob modification

CAGGTGCAGCTGCAGGAAAGCGGACCCGGACTGGTGAAGCCTAGCGAGACTCTGA
GCCTGACTTGTACCGTGAGCGGCGTGAGCATTAGCTCCCGGAGCGACCACTGGGG
ATGGGTGAGACAGCCCCCTGGCAAAGGGCTGGAGTGGATCGGGAGCATTTCCTACT
CTGGAAGTACTTACTATAACCCCTCACTGAAGAGCAGGGTGACTATCTCCGTGGACA
CCTCTAAAAATCAGCTGTCTCTGAAGCTGTCTAGTGTGACCGCCGCTGATACAGCAG
TCTACTATTGCGCCCGCGAGTCCCATCCTGCCGCCGCCCTGGTGGGATGGGGACA
GGGGACACTGGTGACTGTCTCAAGCGGAGGAGGAGGCAGTGGAGGAGGAGGGTCA
GGAGGCGGGGGAAGCGAAATCGTCCTGACACAGAGTCCATCCTCTCTGTCAGCCAG
CGTGGGCGACCGAGTCACCATCACATGTCAGGCCTCCCAGGATATTAACAATTACCT
GAACTGGTATCAGCAGAAGCCAGGCAAAGCTCCCAAGCTGCTGATCTACGATGCAT
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CCAATCTGGAAACAGGGGTGCCCTCTAAATTCTCCGGATCTGGCAGTGGGACTGAC
TTCACCTTCACCATCAGCAGCCTCCAGCCTGAGGATATTGCCACCTACTATTGCCAG
CAGTATGCTAACCTGCCCAGCTTCGGACAGGGCACAAAACTGGAAATTAAGAACAG
CGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAA
GCCGCGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCAT
GATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGAC
CCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGAC
AAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACC
GTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAA
AGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAG
AACCACAGGTGTACACCCTGCCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTC
AGCCTGTGGTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGA
GAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCC
GACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCA
GGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGC
AGAAGAGCCTCTCCCTGTCTCCGGGTAAA

380

Anti-CD122 P2F9 Fab LC
(VL, joint CL)

GAAATTGTGCTGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAGCATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATG
CAAGCTCTACAAACTCCTCCGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACG
AACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGT
ACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAG
AGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

381

Ant-CD122 P2F9 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTACAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGCCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTG
TATTACTGTGCGAGAGCCCCTGACTACGGTGACTCCTCCAACTACTACTACTACTAC
ATGGACGTCTGGGGCAAAGGGACCACGGTCACCGTCTCAAGCGCCTCCACCAAGG
GCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGC
GGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGG
AACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTC
AGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCC
AGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAA
GTTGAGCCCAAATCTTGT

382

Anti-CD122 P2F9 scFv and
Fc with knob modification

GAAGTGCAGCTGGTGCAGAGCGGGGCAGAGGTGAAAAAACCTGGGTCATCCGTCA
AAGTCTCCTGTAAGGCAAGCGGCTACACATTTACTTCATACGGCATCAGCTGGGTGC
GACAGGCCCCTGGCCAGGGGCTGGAGTGGATGGGATGGATTAGCGCATATAACGG
CAATACAAACTACGCCCAGAAGCTCCAGGGGAGAGTGACTATGACCACAGACACAA
GTACTTCAACCGCCTATATGGAGCTGAGCAGCCTGAGGTCCGAAGATACCGCTGTG
TACTATTGCGCCCGCGCTCCTGACTACGGCGATTCTAGTAACTACTACTACTACTAC
ATGGACGTCTGGGGAAAAGGCACTACCGTGACAGTCTCAAGCGGCGGAGGAGGCT
CCGGAGGAGGAGGGTCTGGAGGAGGAGGAAGCGAGATCGTGCTGACTCAGTCTCC
ACTGAGTCTGCCAGTCACCCCCGGCGAACCTGCAAGCATTTCCTGTCGGTCCTCTC
AGTCCCTGCTGCACTCTAATGGGTATAACTACCTGGACTGGTACTTGCAGAAGCCAG
GACAGTCTCCCCAGCTGCTGATCTACCTGGGCAGTAACCGAGCTAGCGGGGTGCCT
GACAGATTCTCTGGGAGTGGATCAGGCACAGATTTTACTCTGAGCATCAGCCGGGT
GGAGGCTGAAGATGTGGGCGTCTATTACTGCATGCAGGCCCTCCAGACCCCCCCTA
CATTCGGGCAGGGAACCAAGGTGGAAATCAAAAACAGCGGCGCGGGCACCGCGGC
CGCGACTCACACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCA
GTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTG
GTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAG
TACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCT
GAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCG
AGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTG
CCCCCATGCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAA
AGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAG
AACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTAC
AGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTC
CGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTC
CGGGTAAA

383

Anti-CD122 P2F10 Fab LC
(VL, joint CL)

GACATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCGTCACTTGCCAGGCGAGCCAGGACATTGGCCACAATTTAAATTGGTATCAGCAG
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AGACCTGGGAAAGCCCCTCAGCTCCTGATCTACGATGCATCCAATTTGGAAACAGG
GGTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACACAATTTACTTTCACCATCAG
CAGTCTGCAGCCTGAAGATATTGCAACATATTACTGTCAACAATATGATTTTCTCCCT
CCTGACTTCGGCCCAGGGACCAAAGTGGAGATCAAACGAACTGTGGCTGCACCATC
TGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTGT
GTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATAA
CGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACA
GCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACAC
AAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGAG
CTTCAACAGGGGAGAGTGT

384

Ant-CD122 P2F10 Fab HC
(VH, joint CH1)

CAGGTCCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTG
TATTACTGTGCGAGAGATACCTCCGGGGACTATAGCAGTGGCTGGTACCTAGGAGT
TCCTTTTGACTACTGGGGCCAGGGCACCCTGGTCACCGTCTCAAGCGCCTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACA
GCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGT
GGAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCC
TCAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCAC
CCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGA
AAGTTGAGCCCAAATCTTGT

385

Anti-CD122 P2F10 scFv and
Fc with knob modification

CAGGTGCAGCTGGTCCAGAGCGGAGCCGAGGTGAAGAAGCCCGGAGCATCAGTGA
AAGTCAGTTGTAAAGCAAGCGGATACACATTTACATCTTACGGCATCAGTTGGGTGC
GACAGGCACCAGGCCAGGGGCTGGAGTGGATGGGATGGATTTCTGCATACAACGG
CAATACAAACTATGCCCAGAAGCTCCAGGGGAGAGTCACTATGACCACAGACACTA
GTACCTCAACAGCTTACATGGAACTGCGGAGCCTGAGATCCGACGATACTGCCGTG
TACTATTGCGCTCGGGACACCAGCGGCGATTACAGCTCCGGCTGGTATCTGGGGGT
CCCCTTCGACTATTGGGGACAGGGCACCCTGGTGACAGTCTCTAGTGGCGGGGGA
GGCTCAGGAGGAGGAGGGAGCGGAGGAGGAGGCAGCGACATCCAGCTGACCCAG
AGCCCTTCAAGCCTGAGCGCATCCGTGGGCGACAGGGTGACTGTCACCTGCCAGG
CTTCCCAGGACATCGGGCACAATCTGAACTGGTATCAGCAGCGCCCAGGAAAAGCT
CCCCAGCTGCTGATCTACGACGCATCTAATCTGGAGACCGGCGTGCCCAGTCGGTT
TTCTGGGAGTGGATCAGGCACACAGTTCACCTTCACCATCAGCAGCCTCCAGCCTG
AGGATATTGCCACTTACTATTGTCAGCAGTATGACTTCCTGCCCCCTGATTTTGGGC
CAGGAACCAAGGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCA
CACATGCCCACCGTGCCCAGCACCTGAAGCCGCGGGGGGACCGTCAGTCTTCCTC
TTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATG
CGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGG
ACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAG
CACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCA
AGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACC
ATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATG
CCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTGGTGCCTGGTCAAAGGCTTCT
ATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTA
CAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG
CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAA
A

386

Anti-CD132 P1A3 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAACCGGGACTCTGGGGTCCCAGACAGATTCAGCGGCAGTGGGTCAGGCACTGAT
TTCACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATG
CAAGGTACACACTGGCCGTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACG
AACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGT
ACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAG
AGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

387

Anti-CD132 P1A3 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGCCACCATATCAGTAGACACGTCC
AAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTA
TTACTGTGCGACCAGCCCGGGAGGCTATTCCGGGGGATACTTCCAGCACTGGGGC
CAGGGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCC
CCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTG
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GTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGAC
CAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCA

GCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAAC
GTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

388

Anti-CD132 P1A3 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGTGGGGAGCCGGCCTGCTGAAACCATCTGAAACTCTGAG
CCTGACTTGCGCTGTCTACGGGGGGTCCTTCAGTGGCTACTATTGGTCATGGATCA
GGCAGCCCCCTGGGAAGGGACTGGAGTGGATCGGGGAAATTAACCACTCCGGATC
TACAAACTACAATCCCAGTCTGAAATCACGCGCCACCATTTCTGTGGACACCAGTAA
GAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACAGCCGCTGATACCGCCGTGTACT
ATTGCGCAACCAGCCCTGGCGGATACTCCGGAGGCTATTTTCAGCATTGGGGCCAG
GGGACCCTGGTGACAGTCTCTAGTGGGGGAGGAGGGTCTGGAGGAGGAGGAAGTG
GAGGAGGAGGCTCCGACGTGGTCATGACTCAGAGCCCACTGTCCCTGCCAGTGAC
CCCCGGCGAGCCTGCTAGTATCTCATGTCGATCAAGCCAGTCACTGCTGCACAGCA
ACGGGTACAATTATCTGGATTGGTACTTGCAGAAGCCAGGCCAGTCTCCCCAGCTG
CTGATCTATCTGGGCTCCAACCGGGACTCTGGGGTGCCTGATAGATTCAGCGGCAG
CGGCTCTGGGACTGACTTTACCCTGAAAATTTCCAGAGTCGAGGCAGAAGATGTGG
GAGTCTACTATTGCATGCAGGGCACTCATTGGCCCTGGACCTTCGGACAGGGCACA
AAGGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCC
CACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCA
AAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGT
GGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTG
GAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACC
GTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTAC
AAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAA
GCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATG
AGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGC
GACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCA
CGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTG
GACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGC
TCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

389

Anti-CD132 P2B9 Fab LC
(VL, joint CL)

TCCTATGAGCTGACTCAGCCACCCTCGATGTCAGTGTCCCCAGGACAGACGGCCAG
GATCACCTGCTCTGGAGATGCATTGCCAAAACAATTTGCTTTTTGGTACCAGCAGAA
GCCAGGCCAGGCCCCTGTGTTGGTGATTTATAAAGACACTGAGAGGCCCTCAGGGA
TCCCTGAGCGATTCTCTGGCTCCAGCTCAGGGACAACAGTCACGTTGACCATCACT
GGAGTCCAGGCAGAAGATGAGGCTGACTATTACTGTCAATCTCCAGACAGCAGTGG
TACCGTCGAAGTGTTCGGCGGAGGGACCAAGCTGACCGTCCTAGGTCAGCCCAAG
GCTGCCCCCTCGGTCACTCTGTTCCCGCCCTCCTCTGAGGAGCTTCAAGCCAACAA
GGCCACACTGGTGTGTCTCATAAGTGACTTCTACCCGGGAGCCGTGACAGTGGCCT
GGAAGGCAGATAGCAGCCCCGTCAAGGCGGGAGTGGAGACCACCACACCCTCCAA
ACAAAGCAACAACAAGTACGCGGCCAGCAGCTACCTGAGCCTGACGCCTGAGCAGT
GGAAGTCCCACAGAAGCTACAGCTGCCAGGTCACGCATGAAGGGAGCACCGTGGA
GAAGACAGTGGCCCCTGCAGAATGT

390

Ant-CD132 P2B9 Fab HC
(VH, joint CH1)

CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCACTGTCTCTGGTGGCTCCATCAGCAGTAGTAGTTACTACTGGGGCT
GGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTATAGT
GGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACAC
GTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCAGACACGGCTG
TGTATTACTGTGCGGGCGATATTTTGACTGGTTATGCCCTTGACTACTGGGGCCAGG
GAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTG
GCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCA
AGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

391

Anti-CD132 P2B9 scFv and
Fc with hole modification

CAGGTGCAGCTGCAGGAAAGCGGACCCGGACTGGTGAAGCCATCTGAAACACTGA
GCCTGACTTGTACCGTGAGCGGCGGAAGCATCAGCTCCTCTAGTTACTATTGGGGA
TGGATCAGGCAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGCAGCATCTACTATA
GCGGCTCCACATACTATAACCCTAGCCTGAAATCCCGCGTGACAATCTCTGTGGACA
CTAGTAAGAATCAGTTCTCTCTGAAACTGTCAAGCGTGACCGCCGCTGATACAGCTG
TCTACTATTGCGCAGGCGACATTCTGACCGGGTACGCCCTGGATTATTGGGGACAG
GGCACTCTGGTGACCGTCTCCTCTGGAGGAGGAGGCTCAGGAGGAGGAGGGTCCG
GAGGCGGGGGAAGTTCATACGAACTGACACAGCCACCCTCTATGAGTGTGTCACCA
GGGCAGACTGCACGAATCACCTGTAGCGGAGACGCCCTGCCCAAGCAGTTCGCTTT
TTGGTATCAGCAGAAACCTGGCCAGGCTCCAGTGCTGGTCATCTATAAGGATACTGA
GCGGCCCTCTGGGATTCCTGAAAGATTCAGTGGCAGCAGCAGCGGAACCACAGTGA
CTCTGACCATTACAGGCGTGCAGGCAGAGGACGAAGCCGATTACTATTGCCAGTCC
CCCGACAGTTCAGGCACCGTGGAGGTCTTTGGCGGGGGAACAAAACTGACTGTGCT
GAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCA
CCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACAC
CCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACG
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AAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCC
AAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCC
TCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCC
AACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCC
CCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCAAGAAC
CAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGA
GTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTG
GACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGCAGGTG
GCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACT
ACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

392

Anti-CD132 P1A10 Fab LC
(VL, joint CL)

GAAATTGTGCTGACTCAGTCTCCACTCTCCCTGCCCGTTACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GAATTGGTACCTACAGAAGCCAGGGCAGTCTCCACAACTCCTGATCTATTTGGGTTC
TGATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGATT
TTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATGC
AAGCTCTACAAACCCCCACCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAACGA
ACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCT
GGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTA
CAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

393

Anti-CD132 P1A10 Fab HC
(VH, joint CH1)

CAGGTACAGCTGCAGCAGTCAGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGA
AGGTCTCCTGCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTG
CGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGAGGTTTTGATCCTGAAGATGG
TGAAACAATCTACGCACAGAAGTTCCAGGGCAGAGTCACCATGACCGAGGACACAT
CTACAGACACAGCCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTG
TATTACTGTGCAACAGATCTGAGAATTCCGTATTACTATGATAACCCCTGGGGCCAG
GGCACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCT
GGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTC
AAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

394

Anti-CD132 P1A10 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGAGCGGAGCCGAGGTCAAGAAGCCAGGGAGTAGCGTCA
AAGTCAGTTGTAAAGCATCAGGAGGAACATTCAGCTCCTATGCAATCTCTTGGGTGC
GACAGGCCCCTGGACAGGGCCTGGAGTGGATGGGAGGATTCGACCCAGAGGATGG
AGAAACCATCTACGCCCAGAAGTTTCAGGGCAGAGTGACTATGACCGAAGACACAT
CTACTGATACCGCTTACATGGAGCTGTCTAGTCTGAGGAGTGAAGACACTGCCGTCT
ACTATTGCGCTACCGACCTGCGCATCCCATACTATTACGATAATCCCTGGGGGCAGG
GAACACTGGTGACTGTCTCAAGCGGAGGCGGGGGATCAGGCGGAGGAGGCAGCG
GAGGAGGAGGGTCCGAGATCGTGCTGACACAGAGTCCACTGTCACTGCCAGTCACC
CCTGGCGAACCAGCCAGTATTTCATGTCGGTCCTCTCAGAGCCTGCTGCACTCCAA
CGGGTATAATTACCTGAACTGGTACTTGCAGAAGCCTGGCCAGAGCCCTCAGCTGC
TGATCTACCTGGGCTCTGACCGAGCAAGTGGGGTGCCCGATAGATTCAGCGGCTCC
GGGTCTGGAACCGACTTTACCCTGAAGATCAGCCGGGTGGAGGCTGAAGATGTGG
GCGTCTATTACTGCATGCAGGCCCTCCAGACACCTACCACATTCGGAGGCGGGACT
AAGGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCC
CACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCA
AAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGT
GGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTG
GAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACC
GTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTAC
AAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAA
GCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATG
AGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGC
GACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCA
CGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTG
GACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGC
TCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

395

Anti-CD132 P1B6 Fab LC
(VL, joint CL)

GAAATTGTGATGACGCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATGTATITGGTTTC
TAATCGGGCCTCCGGGGTCCCTGAGAGGTTCAGTGGCAGTGGATCAGGCACAGATT
TTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATGC
AAACTCTACAAACTCCTCTCAGTTTTGGCCAGGGGACCAAGCTGGAGATCAAACGAA
CTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTG
GAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTAC
AGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAG
CAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAG
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CAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGC
TCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

396

Anti-CD132 P1B6 Fab HC
(VH, joint CH1)

CAGGTCCAGCTGGTACAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGCTATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGC
AATAAATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAAGTCTTTACTACAGCCACTTTGACTACTGGGGCCAGGGAACCCT
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

397

Anti-CD132 P1B6 scFv and
Fc with hole modification

CAGGTGCAGCTGGTCCAGAGCGGAGGAGGCGTCGTCCAGCCCGGAAGGTCACTGA
GACTGTCTTGTGCCGCATCAGGATTCACTTTTAGCTCCTACGCAATGCACTGGGTGA
GGCAGGCCCCTGGCAAGGGGCTGGAGTGGGTGGCTGTCATCAGTTATGACGGCTC
AAACAAGTACTATGCAGATAGCGTGAAAGGGCGGTTCACCATTAGCAGAGACAACTC
CAAAAATACACTGTACCTCCAGATGAACAGCCTGCGAGCCGAAGACACAGCTGTGTA
CTATTGCGCCCGGTCTCTGTACTATAGTCACTTTGATTACTGGGGACAGGGCACCCT
GGTGACAGTCTCTAGTGGCGGGGGAGGCAGTGGAGGAGGAGGGAGCGGAGGAGG
AGGCAGCGAGATCGTGATGACTCAGTCCCCACTGTCTCTGCCAGTCACCCCTGGCG
AACCAGCATCCATTTCTTGTAGATCAAGCCAGTCACTGCTGCATAGCAACGGATACA
ATTATCTGGATTGGTACTTGCAGAAGCCTGGCCAGTCTCCTCAGCTGCTGATGTATC
TGGTGTCCAACAGGGCCTCTGGGGTCCCAGAGCGCTTCAGTGGGTCAGGAAGCGG
CACTGACTTTACCCTGAAAATCTCTCGCGTGGAGGCTGAAGATGTGGGCGTCTACTA
TTGCATGCAGACACTCCAGACTCCCCTGAGCTTCGGGCAGGGAACCAAGCTGGAGA
TCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCC
AGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGG
ACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGC
CACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAA
TGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGC
GTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGT
CTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGC
AGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCAA
GAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCCG
TGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGT
GCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGCA
GGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAAC
CACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

398

Anti-CD132 P1C10 Fab LC
(VL, joint CL)

GAAATTGTGCTGACTCAGTCTCCAGCCACCCTGTCTTTGTCTCCAGGGGAACGAGC
CACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGTTACCACTTAGCCTGGTACCAACA
AAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGATACATCCAACAGGGCCTCTG
GCATCCCCGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCATC
AACAGCCTAGAGCCTGAAGATTTTGCAGTTTATTACTGTCAGCAGCGTTACGACTGG
CCTCTCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACC
ATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTT
GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGA
TAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGG
ACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAA
CACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAA
GAGCTTCAACAGGGGAGAGTGT

399

Ant-CD132 P1C10 Fab HC
(VH, joint CH1)

GAGGTGCAGCTGGTGGAGACTGGCCCAGGACTGGTGAAGCCTTCGGGGACCCTGT
CCCTCACCTGCGCTGTCTCTGGTGGCTCCATCAGCAGTAGTAACTGGTGGAGTTGG
GTCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCTATCATAGTG
GGAGCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACAAGT
CCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCCGTG
TATTACTGTGCGAGAGAAGGGCCCCTAAGCAGCAGCGGACCGGGTGCTTTTGATAT
CTGGGGCCAAGGGACAATGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCG
GTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGG
GCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGC
GCCCTGACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTA
CTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACA
TCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCC
AAATCTTGT

400

Anti-CD132 P1C10 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGGAATCAGGAGGGGGGGTCGTCCAGCCAGGGAGGTCACTGA
GACTGTCTTGCGCCGCTTCAGGGTTCACTTTTAGCAACTACGGAATGCACTGGGTGC
GGCAGGCTCCCGGCAAAGGGCTGGAGTGGGTGGCAGTCATCTCTTATGACGGCAC
AAACAAGTACTATGCAGATAGTGTCAAGGGGCGGTTCACCATCAGCCGGGACAACA
GTAAAAATACAGTGTACCTCCAGATGAACAGCCTGCGGGCCGAAGATACTGCTGTCT
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ACTATTGCGCCAAGGACGGGTTTGACATCTGGGGACAGGGCACTATGGTGACCGTC
AGCTCCGGCGGGGGAGGCTCAGGAGGAGGAGGGAGCGGAGGAGGAGGCAGCGA
CATTCAGATGACCCAGTCACCTAGCTTCCTGTCCGCTTCTGTGGGCGATAGGGTCAC
AATCACTTGTCGCGCCAGTCAGTCAATTTCTAGTTGGCTGGCTTGGTATCAGCAGAA
GCCCGGAAAAGCACCTAAGCTGCTGATCTATGACGCCTCCCGACTGGAGGATGGCG
TGCCAAGCAGATTCTCCGGGACAGGATTTGGCACTGACTTCACCTTTACAATCACCA
CACTCCAGCCAGACGATATTGCCACTTACTATTGCCAGCAGTACGACGATCTGCCCT
ATACCTTTGGGCAGGGAACTACCGTGGATATTAAGAACAGCGGCGCGGGCACCGCG
GCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGT
CAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTG
AGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAAC
TGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGC
AGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGG
CTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCAT
CGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCC
TGCCCCCATCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTC
AAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGG
AGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTC
GTGAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCAT
GCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTG
TCTCCGGGTAAA

401

Anti-CD132 P1D7 Fab LC
(VL, joint CL)

GACATCCAGATGACCCAGTCTCCTTCCTTCCTGTCTGCATCTGTAGGAGACAGAGTC
ACCATCACTTGCCGGGCCAGTCAGAGTATTAGTAGCTGGTTGGCCTGGTATCAGCA
GAAACCAGGGAAAGCCCCTAAACTCCTGATCTACGATGCATCCCGTTTGGAGGACG
GGGTCCCATCAAGATTCAGTGGAACTGGATTTGGGACAGATTTTACTTTCACCATTA
CCACCCTGCAGCCTGACGATATTGCGACATATTATTGTCAGCAATACGATGATCTCC
CGTACACTTTTGGCCAGGGGACCACGGTGGACATCAAACGAACTGTGGCTGCACCA
TCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTT
GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGA
TAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGG
ACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAA
CACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAA
GAGCTTCAACAGGGGAGAGTGT

402

Anti-CD132 P1D7 Fab HC
(VH, joint CH1)

CAGGTGCAGCTGCAGGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTG
AGACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAACTATGGCATGCACTGGGTC
CGCCAGGCTCCAGGCAAAGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAC
TAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTC
CAAGAACACGGTGTATCTGCAAATGAACAGCCTGAGAGCTGAGGACACGGCTGTGT
ATTACTGTGCGAAAGATGGTTTTGATATTTGGGGCCAAGGGACAATGGTCACCGTCT
CAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGC
ACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAAC
CGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCC
GGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCT
CCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

403

Anti-CD132 P1D7 scFv and
Fc with hole modification

GAAGTGCAGCTGGTGGAAACTGGACCTGGACTGGTGAAGCCAAGCGGGACTCTGA
GCCTGACCTGTGCCGTGAGCGGGGGAAGTATCAGCTCCTCTAACTGGTGGTCCTGG
GTGCGACAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGCGAAATCTACCACAGCG
GGTCCACAAACTATAATCCTAGCCTGAAGAGCCGGGTGACTATCTCTGTGGACAAGA
GTAAAAATCAGTTCAGCCTGAAACTGAGTTCAGTGACAGCCGCTGATACCGCCGTGT
ACTATTGCGCCAGGGAGGGACCTCTGAGCAGCAGCGGACCAGGCGCTTTTGACATC
TGGGGGCAGGGAACTATGGTGACCGTCAGTTCAGGCGGAGGAGGCTCCGGAGGAG
GAGGGTCTGGAGGCGGGGGAAGTGAGATTGTGCTGACCCAGTCCCCCGCCACACT
GTCTCTGAGTCCTGGCGAACGGGCCACCCTGTCTTGTAGAGCTTCACAGAGCGTGT
CCTACCATCTGGCATGGTATCAGCAGAAACCAGGCCAGGCCCCCAGACTGCTGATC
TACGACACCTCAAACAGGGCTAGCGGCATTCCCGCACGCTTCTCTGGCAGTGGGTC
AGGAACAGATTTTACCCTGACAATCAATAGCCTGGAGCCAGAAGACTTCGCCGTGTA
CTATTGCCAGCAGCGCTATGATTGGCCCCTGACTTTTGGCGGGGGAACCAAGGTCG
AGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTG
CCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCA
AGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTG
AGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGC
ATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTC
AGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAA
GGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAG
GGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGAC
CAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCG
CCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCC
CGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGA
GCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCAC
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AACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

404

Anti-CD132 P1E8 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCAGTCTCCCTGCCCGTCACCCTTGGACAGCCGGC
CTCCATCTCCTGCAAGTCTAGTCAAAGCCTCCTTTACTTTAATGGAAACACCTACTTG
AGCTGGTTTCAGCAGAGGCCAGGCCAATCTCCACGGCGCCTATTTTATCAGGTTTCT
AACCGGGACTCTGGGGTCCCAGACAGATTCAGCGGCAGTGGGTCAGACACTGATTT
CACTCTGACCATTAGCAGGGTGGAGGCTGAAGATGTTGGAGTTTATTTCTGCATGCA
AGGAACACAGTGGCCTCCGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACGAA
CTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGCTGAAATCTG
GAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTAC
AGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAG
CAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAG
CAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGC
TCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

405

Ant-CD132 P1E8 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTGTA
TTACTGTGCGAGAGATGTCTACGGTGACTACGGGGCCTTTGACTACTGGGGCCAGG
GAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTG
GCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCA
AGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

406

Anti-CD132 P1E8 scFv and
Fc with hole modification

GAGGTCCAGCTGGTCCAGAGCGGCGGAGGGGTCGTCCAGCCCGGAAGAAGCCTGA
GACTGTCCTGTGCAGCAAGTGGGTTTACATTCAGCTCCTACGGCATGCACTGGGTG
AGGCAGGCACCCGGCAAGGGGCTGGAGTGGGTGGCCGTCATCAGTTATGACGGCT
CAAACAAGTACTATGCCGATAGCGTGAAAGGGAGGTTCACAATTAGCCGCGACAACT
CCAAAAATACTCTGTACCTCCAGATGAACAGCCTGAGAGCCGAAGATACAGCTGTGT
ACTATTGCGCTAGGGACGTCTACGGAGATTATGGCGCATTTGACTATTGGGGACAG
GGCACTCTGGTGACCGTCTCTAGTGGAGGAGGAGGCTCAGGAGGAGGAGGGAGCG
GCGGAGGAGGCAGCGATGTGGTCATGACCCAGTCCCCAGTGTCTCTGCCAGTCACA
CTGGGACAGCCAGCATCCATCTCTTGTAAGTCAAGCCAGTCTCTGCTGTACTTCAAC
GGAAATACTTATCTGTCTTGGTTTCAGCAGCGCCCTGGCCAGAGTCCACGGAGACT
GTTCTACCAGGTGTCTAACCGAGACAGTGGCGTCCCTGATCGGTTCAGTGGGTCAG
GAAGCGACACCGATTTTACCCTGACAATCAGCCGAGTGGAGGCTGAAGACGTGGGG
GTCTATTTCTGCATGCAGGGAACACAGTGGCCCCCTACTTTTGGCCAGGGGACCAA
GGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCA
CCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAA
ACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGG
ACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGA
GGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGT
GTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAA
GTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAG
CCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGA
GCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCG
ACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCAC
GCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGG
ACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCT
CTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

407

Anti-CD132 P2B2 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACACCTCCTGATCTACTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAAAATTAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTTCTGCATG
CAAGCTCTACGAACTCCGTACACTTTTGGCCAGGGGACCAAGCTGGAGATCAAACG
AACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGT
ACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAG
AGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

408

Ant-CD132 P2B2 Fab HC
(VH, joint CH1)

CAGCTGCAGCTGCAGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTG

AGACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGCTATGCACTGGGTC
CGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAG

GTAATAAATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATT
CCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCTGAGGACACGGCTGTG
TATTACTGTGCGAAATCAGTGGCGCCTCCCATGGACGTCTGGGGCAAAGGGACCAC
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
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CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

409

Anti-CD132 P2B2 scFv and
Fc with hole modification

CAGCTGCAGCTGCAGGAATCCGGGGGAGGCGTCGTCCAGCCAGGAAGGTCACTGA
GACTGAGTTGTGCCGCAAGCGGGTTCACTTTCAGCTCCTACGCTATGCACTGGGTG
AGACAGGCACCCGGAAAGGGCCTGGAGTGGGTGGCAGTCATCTCTTATGACGGCG
GGAACAAGTACTATGCCGATAGTGTGAAAGGCCGGTTCACCATTAGTAGAGACAACT
CAAAAAATACACTGTACCTCCAGATGAATAGCCTGCGCGCCGAAGACACAGCTGTGT
ACTATTGCGCAAAGTCCGTGGCCCCCCCTATGGATGTCTGGGGGAAAGGAACCACA
GTGACTGTCTCTAGTGGAGGAGGAGGATCAGGCGGCGGAGGCAGCGGAGGAGGA
GGGTCCGACGTGGTCATGACTCAGTCCCCTCTGTCTCTGCCAGTGACCCCCGGCGA
GCCTGCTTCCATCTCTTGTAGGTCAAGCCAGAGCCTGCTGCACTCCAACGGGTACA
ATTATCTGGATTGGTACTTGCAGAAGCCAGGCCAGTCTCCCCATCTGCTGATCTATC
TGGGATCTAACAGGGCCAGTGGCGTGCCTGACCGCTTCAGTGGCTCAGGGAGCGG
AACTGATTTTACCCTGAAAATTAGCCGAGTCGAGGCCGAAGATGTGGGCGTCTACTT
CTGCATGCAGGCTCTGCGGACACCATATACTTTTGGCCAGGGGACCAAGCTGGAGA
TCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCC
AGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGG
ACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGC
CACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAA
TGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGC
GTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGT
CTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGC
AGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCAA
GAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCCG
TGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGT
GCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGCA
GGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAAC
CACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

410

Anti-CD132 P2B7 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCTTGGACAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCGTCCATAGTAATGGATACAACTATTT
GGACTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCGGGCACAGA
TTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCCT
GCAAGGTTCACACTGGCCTTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAAC
GAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAAT
CTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAG
TACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACA
GAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA
AAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTG
AGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

411

Ant-CD132 P2B7 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGAGTCCTTCAGTGGTTACTACTGGAGCTGGATCC
GCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAAG
CACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAA
GAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTATT
ACTGTGCGAGAGGCCCCGCGGGTAGCAGCTCGTCCGGCTACTTTGACTACTGGGG
CCAGGGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCT
GGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGA
CCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTC
AGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAA
CGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTT
GT

412

Anti-CD132 P2B7 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGTGGGGCGCCGGACTGCTGAAACCCTCTGAAACTCTGA
GCCTGACTTGTGCCGTCTATGGGGAATCCTTCTCTGGCTACTATTGGAGTTGGATCA
GGCAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGAGAAATTAACCACAGCGGCTC
CACCAACTACAATCCATCTCTGAAAAGTCGCGTGACCATTTCCGTGGACACATCTAA
GAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACAGCCGCTGATACTGCCGTCTACT
ATTGCGCACGGGGCCCCGCCGGGTCTAGTTCAAGCGGATACTTTGACTATTGGGGA
CAGGGCACCCTGGTGACAGTCTCCTCTGGCGGAGGAGGCTCCGGAGGAGGAGGGT
CTGGAGGAGGAGGAAGCGATGTGGTCATGACACAGTCACCACTGAGCCTGCCAGT
GACTCTGGGACAGCCTGCTTCTATCAGTTGTCGAAGTTCACAGAGTCTGGTCCACTC
AAACGGATACAATTATCTGGACTGGTACTTGCAGAAGCCTGGCCAGAGCCCACAGC
TGCTGATCTATCTGGGGAGCAACCGAGCTTCCGGAGTGCCCGACAGATTCTCAGGG
AGCGGCAGCGGCACTGATTTTACCCTGAAAATTAGCAGAGTGGAGGCAGAAGATGT
GGGCGTCTACTATTGCCTCCAGGGGTCCCATTGGCCTTGGACTTTCGGGCAGGGAA
CCAAGGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATG
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CCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCC
CAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTG
GTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGT
GGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTAC
CGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTA
CAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCA
AAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGA
TGAGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCA
GCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGAC
CACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

413

Anti-CD132 P2D11 Fab LC
(VL, joint CL)

GAAACGACACTCACGCAGTCTCCAGCCACCCTGTCTGTGTCTCCAGGGGAAAGAGC
CACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAGCAACTTAGCCTGGTACCAGC
AGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCGGGGCCACT
GGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCAT
CAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCAGCTGTATGGTAGCTC
ACTCGCTTTCGGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCAT
CTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCTCTGTTG
TGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGATA
ACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGAC
AGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACA
CAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAGCTCGCCCGTCACAAAGA
GCTTCAACAGGGGAGAGTGT

414

Anti-CD132 P2D11 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGA
AGGTCTCCTGCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTG
CGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACAATG
GTGACACAAGCTACGCACAGAAGTTCCAGGGCAGAGTCACCATTACCAGGGACACA
TCCGCGAGCACAGCCTACATGGAGCTGAGCAGCCTGAGATCTGAAGACACGGCTGT
GTATTACTGTGCGAGAGATTGGGGATATTGTAGTGGTGGTAGCTGCTACCTGAACTG
GTTCGACCCCTGGGGCCAGGGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAG
GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAG
CGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTG
GAACTCAGGCGCCCTGACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCT
CAGGACTCTACTCCCTCAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACC
CAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAA
AGTTGAGCCCAAATCTTGT

415

Anti-CD132 P2D11 scFv and
Fc with hole modification

AGGTCCAGCTGCAGGAAAGCGGGCCAGGACTGGTCAAACCCTCACAGACACTGTCT
CTGACTTGTACCGTCTCCGGGGGCTCAATCAGCTCCGGCGGGTACTATTGGACATG
GATCAGACAGCACCCTGGACAGGGCCTGGAGTGGATCGGGTTCATTAGCTGGTCCG
GAACCACATACTATAACCCAAGCCTGAAGAATAGGGTGACAATTTCAGCCGACACTA
GCAAAAACCATTTTTCCCTGAATCTGACCTCTGTGACAGCCGCTGATACTGCTGTCT
ACTATTGCGCACGGGGGTCCGGAAGACTGGTGTGGGGACAGGGGACTCTGGTGAC
CGTCTCTAGTGGAGGAGGAGGAAGTGGCGGAGGAGGCAGCGGAGGAGGAGGGTC
CGAGACTACCCTGACCCAGTCTCCAGCTACACTGTCTGTGAGTCCCGGCGAAAGGG
CAACCCTGAGCTGTCGCGCTTCACAGAGCGTCTCAAGCAACCTGGCATGGTATCAG
CAGAAGCCTGGCCAGGCCCCTCGACTGCTGATCTATGGGGCATCCTCTGGAGCCAC
TGGCATTCCCGACCGGTTCTCCGGATCTGGCAGTGGGACCGATTTTACACTGACCA
TCAGCCGGCTGGAGCCTGAAGACTTCGCTGTGTACTATTGCCAGCTGTACGGCAGT
TCACTGGCATTTGGAGGCGGGACAAAGGTCGAGATCAAGAACAGCGGCGCGGGCA
CCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGGG
ACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGAC
CCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAG
TTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGA
GGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGG
ACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCC
CCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTG
CACCCTGCCCCCATCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGTCCTGCG
CCGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCA
GCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCT
TCCTCGTGAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTT
CTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

416

Anti-CD132 P2F10 Fab LC
(VL, joint CL)

GATATTGTGATGACCCACACTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC

CTCCATCTCCTGCAGGTCTAGTCAGACCCTCTTCGATAGCGATGATGGAAAGACCTA
TTTGGACTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAACTCCTGATGTATACCAC
TTCCTCTCGGGCCTCTGGAGTCCCAGACAGGTTCAGTGGCAGTGGGTCAGGCACTG
ATTTCACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGAGTTTATTACTGCA
TGCAGCGTTTACAGTTTCCCCTCACCTTCGGCCAAGGGACACGACTGGAGTTCAAAC
GAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAAT
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CTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAG
TACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACA
GAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA

AAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTG

AGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

417

Anti-CD132 P2F10 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCGGCTACTATATGCACTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGAATAATCAACCCTAGTGGTGGT
AGCACAAGCTACGCACAGAAGTTCCAGGGCAGAGTCACCATGACCAGGGACACGTC
CACGAGCACAGTCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTGT
ATTACTGTGCGAGAGCCGATACAGCTATGGGTGATGCTTTTGATATCTGGGGCCAAG
GGACAATGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTG
GCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCA
AGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAG
CGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCA
GCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTG
AATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

418

Anti-CD132 P2F10 scFv and
Fc with hole modification

GAAGTCCAGCTGGTCCAGTCAGGAGCCGAGGTCAAGAAGCCAGGGGCAAGCGTCA
AAGTCTCATGCAAAGCAAGTGGGTACACATTTACAGGCTACTATATGCACTGGGTGA
GGCAGGCTCCAGGACAGGGCCTGGAGTGGATGGGGATCATTAACCCCAGCGGCGG
GAGTACCTCATACGCACAGAAGTTCCAGGGACGGGTGACTATGACCAGAGACACAA
GCACTTCCACCGTCTATATGGAGCTGAGCAGCCTGCGATCCGAAGACACTGCCGTG
TACTATTGCGCCAGAGCCGATACCGCAATGGGCGACGCCTTTGACATCTGGGGGCA
GGGCACAATGGTGACAGTCTCTAGTGGAGGAGGAGGATCTGGAGGAGGAGGCAGT
GGAGGAGGCGGGTCAGACATCGTGATGACACATACTCCACTGTCTCTGCCAGTCAC
CCCTGGCGAGCCAGCCTCTATTAGTTGTCGCTCAAGCCAGACCCTGTTCGACAGTG
ACGATGGAAAGACATACCTGGATTGGTACTTGCAGAAACCTGGCCAGAGCCCTCAG
CTGCTGATGTACACCACATCCTCTAGGGCCTCCGGCGTGCCTGACCGCTTCTCAGG
CAGCGGGTCCGGAACTGATTTTACCCTGAAGATCAGCCGGGTGGAGGCTGAAGACG
TGGGGGTCTACTATTGCATGCAGAGACTCCAGTTCCCACTGACATTTGGCCAGGGG
ACTCGGCTGGAGTTCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACAT
GCCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCC
CCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGT
GGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGC
GTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGT
ACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAG
TACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCC
AAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGG
ATGAGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCC
AGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGA
CCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACC
GTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGA
GGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

419

Anti-CD132 P2H4 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGGCAACTCAGAGCCTCCTGCATGGAAATGGACACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATG
CAAACTCTGGAAACTCCTGTCACTTTCGGCCCTGGGACCAAAGTGGATATCAAACGA
ACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCT
GGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTA
CAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAACTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

420

Anti-CD132 P2H4 Fab HC
(VH, joint CH1)

GAGGTCCAGCTGGTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGCTATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGC
AATAAATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCTGAGGACACGGCTGTGTA
TTACTGTGCGAGGTCTATCGGTATCGGTGCTTTTGATATCTGGGGCCAAGGGACAAT
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

421

Anti-CD132 P2H4 scFv and
Fc with hole modification

GAGGTCCAGCTGGTCCAGAGCGGGGGGGGGGTCGTGCAGCCTGGGAGAAGCCTGA
GACTGTCCTGTGCCGCAAGCGGGTTTACTTTTAGCTCCTACGCTATGCACTGGGTGA
GGCAGGCACCCGGCAAGGGGCTGGAGTGGGTGGCAGTCATCTCCTATGACGGCTC

127




WO 2019/092181

PCT/EP2018/080765

TAACAAGTACTATGCCGATAGCGTGAAAGGGCGGTTCACAATTAGTAGAGACAACTC
AAAGAACACTCTGTACCTCCAGATGAATAGCCTGCGAGCCGAAGACACTGCTGTGTA
CTATTGCGCCCGGTCCATCGGAATTGGCGCTTTTGACATCTGGGGGCAGGGCACAA
TGGTGACAGTCTCTAGTGGAGGAGGAGGCTCTGGAGGAGGAGGGAGTGGAGGAGG
AGGATCAGACGTGGTCATGACCCAGTCACCTCTGAGCCTGCCAGTGACACCTGGCG
AGCCAGCATCAATTAGCTGTAGAGCCACCCAGTCTCTGCTGCACGGCAACGGGCAT
AATTACCTGGATTGGTACTTGCAGAAGCCTGGCCAGAGTCCTCAGCTGCTGATCTAT
CTGGGGAGCAACAGGGCTTCCGGAGTGCCAGACCGCTTCTCCGGATCTGGCAGTG
GGACTGATTTTACCCTGAAAATTTCCCGCGTCGAGGCAGAAGACGTGGGAGTCTACT
ATTGCATGCAGACACTGGAAACTCCAGTGACCTTCGGACCCGGCACAAAGGTGGAC
ATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCC
CAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAG
GACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAG
CCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATA
ATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAG
CGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGG
TCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGG
CAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCA
AGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCC
GTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCG
TGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGC
AGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAA
CCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

422

Anti-CD132 P2D3 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATG
CAAGGTACACACTGGCCCTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCAAACG
AACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTGTTGTGTGCCTGCTGAATAATTTCTATCCCAGAGAGGCCAAAGT
ACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAG
AGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAACTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

423

Anti-CD132 P2D3 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCACTATCTATGGTGGGTCCTTCAGTGGTTTCTACTGGAGCTGGATCC
GCCAGCCCCCAGGGAAGGGACTGGAGTGGATTGGGGAAATCAATCATAGTGGAAG
CACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAA
GAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTATATATT
ACTGTGCGAGAGGCCCCGCGGGATCCACCTCGTCCGGCTACTTTGACCACTGGGG
CCAGGGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCT
GGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGA
CCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTC
AGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAA
CGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTT
GT

424

Anti-CD132 P2D3 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGTGGGGAGCCGGACTGCTGAAACCCTCTGAGACTCTGA
GCCTGACTTGCACAATCTACGGGGGATCATTCAGCGGCTTCTACTGGTCCTGGATCA
GGCAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGAGAAATTAACCACAGTGGCTC
AACAAACTATAATCCCAGCCTGAAATCCCGCGTGACCATCTCAGTGGACACAAGCAA
GAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACAGCCGCTGATACTGCCATCTACT
ATTGCGCACGGGGCCCTGCCGGGTCCACCTCTAGTGGGTACTTTGACCATTGGGGA
CAGGGCACCCTGGTGACAGTCTCAAGCGGAGGAGGAGGCTCTGGAGGAGGAGGGA
GTGGAGGCGGGGGCAGCGATGTGGTCATGACTCAGTCTCCACTGAGTCTGCCAGT
GACCCCCGGCGAGCCTGCTAGCATCTCCTGTCGATCCTCTCAGTCCCTGCTGCACT
CTAACGGATACAATTATCTGGACTGGTACTTGCAGAAGCCAGGCCAGAGCCCCCAG
CTGCTGATCTATCTGGGGAGTAACCGGGCTTCAGGAGTGCCTGACAGATTCTCTGG
GAGTGGATCAGGCACTGATTTTACCCTGAAAATTAGCAGAGTCGAGGCAGAAGATGT
GGGCGTCTACTATTGCATGCAGGGGACTCATTGGCCCTGGACCTTTGGGCAGGGAA
CAAAGGTGGAGATCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATG
CCCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCC
CAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTG
GTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGT
GGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTAC
CGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTA
CAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCA
AAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGA
TGAGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCA
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GCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGAC
CACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCG
TGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

425

Anti-CD132 P1G4 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCCTG
CAAGGTACACATTGGCCGTGGACGTTCGGCCAGGGGACCAAGGTGGAAATCAAACG
AACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC
TGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGT
ACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACAG
AGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAA
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

426

Ant-CD132 P1G4 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCCTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCATCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
AGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAGGCAGCAGCTCCTACTACATGGACGTCTGGGGCAAAGGGACCAC
GGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT
CCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTA
CTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTC
CACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGT
GACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACA
AGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

427

Anti-CD132 P1G4 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGTGGGGAGCCGGACTGCTGAAACCAAGCGAGACTCTGA
GCCTGACTTGTGCCGTGTATGGGGGAAGCCTGTCCGGCTACTATTGGTCTTGGATC
AGGCAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGCGAAATTAACCACTCAGGGA
GCACAAACTACAATCCCTCCCTGAAATCTCGCGTGACCATTAGCGTGGACACATCCA
AGAATCAGTTCAGCCTGAAGCTGAGCAGCGTGACAGCCGCTGACACCGCCGTGTAC
TATTGCGCCAGAGGCAGCAGCAGCTACTATATGGATGTGTGGGGAAAGGGCACCAC
AGTGACCGTCAGCTCCGGAGGAGGAGGCAGTGGAGGAGGAGGGTCCGGAGGCGG
GGGATCTGACGTGGTCATGACTCAGAGTCCTCTGTCACTGCCTGTGACCCCCGGCG
AGCCTGCATCCATCTCTTGTCGATCTAGTCAGTCTCTGCTGCACAGTAACGGCTACA
ATTATCTGGATTGGTACTTGCAGAAGCCAGGGCAGTCCCCCCAGCTGCTGATCTATC
TGGGATCAAACCGGGCTAGCGGCGTGCCTGACAGATTCAGTGGGTCAGGAAGCGG
CACTGATTTTACCCTGAAAATTAGCAGAGTCGAGGCAGAAGATGTGGGGGTCTACTA
TTGCCTCCAGGGAACTCATTGGCCCTGGACCTTTGGGCAGGGAACAAAGGTGGAGA
TCAAGAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCC
AGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGG
ACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGC
CACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAA
TGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGC
GTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGT
CTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGC
AGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCAA
GAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCCG
TGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGT
GCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGCA
GGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAAC
CACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

428

Anti-CD132 P1B12 Fab LC
(VL, joint CL)

GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCTTGGTCAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCACAGTAATGGAAACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTT
CTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGAT
TTTACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGGATTTATTACTGCATG
CAAGGGACACACTGGCCTTGGACGTTCGGCCAAGGGACCAAGGTGGAAATCGAAC
GAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAAT
CTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAG
TACAGTGGAAGGTGGATAGCGCCCTCCAATCGGGTAACTCCCAGGAGAGTGTCACA
GAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA
AAGCAGACTACGAGAAACACAAACTCTACGCCTGCGAAGTCACCCATCAGGGCCTG
AGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

429

Ant-CD132 P1B12 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCA
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AGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCTGTGTAT
TACTGTGCGAGAGGCGGTAGCGCGTACTTCCAGCACTGGGGCCAGGGAACCCTGG
TCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCC
TCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACT
TCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACCAGCGGCGTCCA
CACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTAGTGA

CCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAG
CCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGT

430

Anti-CD132 P1B12 scFv and
Fc with hole modification

CAGGTCCAGCTGCAGCAGTGGGGGGCCGGGCTGCTGAAACCTTCCGAAACTCTGT
CTCTGACTTGTGCCGTGTATGGGGGGTCCTTTAGTGGCTACTATTGGTCATGGATCA
GGCAGCCCCCTGGAAAGGGCCTGGAGTGGATCGGAGAAATTAACCACTCCGGCTCT
ACAAACTACAATCCAAGTCTGAAATCACGCGTGACCATTTCTGTGGACACCAGTAAG
AATCAGTTCAGCCTGAAGCTGAGCAGCGTGACAGCCGCTGATACCGCCGTGTACTA
TTGCGCCCGAGGCGGGTCTGCTTATTTTCAGCATTGGGGGCAGGGAACCCTGGTGA
CAGTCTCTAGTGGAGGAGGAGGCAGCGGCGGAGGAGGCTCTGGAGGAGGAGGGA
GTGACGTGGTCATGACTCAGAGCCCACTGTCCCTGCCAGTGACCCTGGGACAGCCA
GCTAGTATCTCATGTAGATCAAGCCAGTCACTGCTGCACAGCAACGGCAACAATTAC
CTGGATTGGTACTTGCAGAAGCCTGGCCAGAGCCCACAGCTGCTGATCTACCTGGG
GTCCAATCGGGCATCTGGAGTGCCCGACAGATTCAGCGGCTCCGGGTCTGGAACTG
ATTTTACCCTGAAGATCAGCCGGGTGGAGGCCGAAGACGTCGGCATCTACTATTGC
ATGCAGGGGACTCATTGGCCTTGGACCTTCGGCCAGGGGACAAAAGTGGAGATCGA
AAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGCCCACCGTGCCCAGCA
CCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACAC
CCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACG
AAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCC
AAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCC
TCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCC
AACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCC
CCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATGAGCTGACCAAGAAC
CAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGA
GTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTG
GACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTGGACAAGAGCAGGTG
GCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACT
ACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

431

Anti-CD132 P1C7 Fab LC
(VL, joint CL)

GAAATTGTGCTGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTATTT
GGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGCTTC
TAATCGGGCCTCCGGGGTCCCAGACAGATTCAGCGGCAGTGGGTCAGGCACTGATT
TCACACTGAAAATCAGCAGGGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATG
CAAGGTACACACTGGCCGTGGACGTTCGGCCAAGGGACCAAGGTGGAAGTCAAAC
GAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAAT
CTGGAACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAG
TACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTCCCGGGAGAGTGTCACA
GAGCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTGAGCA
AAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTG
AGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

432

Ant-CD132 P1C7 Fab HC
(VH, joint CH1)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATC
CGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAA
GCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGAAGACGCGTCC
AAGAAGCAGTTCTCCCTGACGCTGACCTCTGTGACCGCCGCGGACACGGCTGTCTA
TTACTGTGCGAGAGGCCCCGCGGGTACCGGCTCGTCCGGCTACTTTGACTACTGGG
GCCAGGGAACCCTGGTCACCGTCTCAAGCGCCTCCACCAAGGGCCCATCGGTCTTC
CCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCTGCC
TGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTG
ACCAGCGGCGTCCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCT
CAGCAGCGTAGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCA
ACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTT
GT

433

Anti-CD132 P1C7 scFv and
Fc with hole maodification

CAGGTCCAGCTGCAGCAGTGGGGAGCCGGACTGCTGAAGCCTAGCGAAACTCTGA
GCCTGACTTGTGCTGTCTACGGAGGATCATTTAGTGGCTACTATTGGTCATGGATCA
GGCAGCCCCCTGGCAAGGGGCTGGAGTGGATCGGAGAAATTAACCACTCCGGCTC
TACAAACTACAATCCCAGTCTGAAATCACGCGTGACTATTTCTGAGGACGCCAGTAA
GAAACAGTTCTCCCTGACCCTGACATCTGTGACCGCCGCTGATACAGCTGTCTACTA
TTGCGCACGGGGCCCTGCCGGAACAGGCAGCTCCGGATACTTTGACTATTGGGGG
CAGGGAACTCTGGTGACCGTCTCTAGTGGCGGAGGAGGCAGTGGAGGAGGAGGGT
CCGGAGGAGGAGGATCTGAGATCGTGCTGACTCAGAGCCCACTGTCCCTGCCAGTC
ACCCCCGGCGAACCTGCCAGTATTTCATGTCGATCAAGCCAGTCACTGCTGCACAG
CAACGGATACAATTATCTGGACTGGTACTTGCAGAAGCCAGGCCAGAGCCCCCAGC
TGCTGATCTATCTGGCTTCCAATCGGGCATCTGGCGTGCCTGACAGATTCAGCGGC
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TCCGGGTCTGGAACAGATTTTACTCTGAAAATTTCCAGAGTGGAGGCCGAAGATGTG
GGGGTCTACTATTGCATGCAGGGAACTCATTGGCCCTGGACCTTCGGCCAGGGGAC
AAAGGTGGAAGTCAAAAACAGCGGCGCGGGCACCGCGGCCGCGACTCACACATGC
CCACCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCC
AAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGG
TGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTG
GAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACC
GTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTAC
AAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAA
GCCAAAGGGCAGCCCCGAGAACCACAGGTGTGCACCCTGCCCCCATCCCGGGATG
AGCTGACCAAGAACCAGGTCAGCCTGTCCTGCGCCGTCAAAGGCTTCTATCCCAGC
GACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCA
CGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCGTGAGCAAGCTCACCGTG
GACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGC
TCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

Human CD122 (UniProt:
P14784-1, v1)

MAAPALSWRLPLLILLLPLATSWASAAVNGTSQF TCFYNSRANISCVWSQDGALQDTSC
QVHAWPDRRRWNQTCELLPVSQASWACNLILGAPDSQKLTTVDIVTLRVLCREGVRWR
VMAIQDFKPFENLRLMAPISLQVVHVETHRCNISWEISQASHYFERHLEFEARTLSPGHT
WEEAPLLTLKQKQEWICLETLTPDTQYEFQVRVKPLQGEFTTWSPWSQPLAFRTKPAAL
GKDTIPWLGHLLVYGLSGAFGFIILVYLLINCRNTGPWLKKVLKCNTPDPSKFFSQLSSEHG

434 GDVQKWLSSPFPSSSFSPGGLAPEISPLEVLERDKVTQLLLQQDKVPEPASLSSNHSLT
SCFTNQGYFFFHLPDALEIEACQVYFTYDPYSEEDPDEGVAGAPTGSSPQPLQPLSGED
DAYCTFPSRDDLLLFSPSLLGGPSPPSTAPGGSGAGEERMPPSLQERVPRDWDPQPLG
PPTPGVPDLVDFQPPPELVLREAGEEVPDAGPREGVSFPWSRPPGQGEFRALNARLPL
NTDAYLSLQELQGQDPTHLY
Mature form Human CD122 | AVNGTSQFTCFYNSRANISCVYWSQDGALQDTSCQVHAWPDRRRWNQTCELLPVYSQAS
(UniProt: P14784-1, v1 WACNLILGAPDSQKLTTVDIVTLRVLCREGVRWRVMAIQDFKPFENLRLMAPISLQVVHV
residues 27 to 525) ETHRCNISWEISQASHYFERHLEFEARTLSPGHTWEEAPLLTLKQKQEWICLETLTPDTQ

YEFQVRVKPLQGEFTTWSPWSQPLAFRTKPAALGKDTIPWLGHLLVGLSGAFGFIILVYL

435 LINCRNTGPWLKKVLKCNTPDPSKFFSQLSSEHGGDVQKWLSSPFPSSSFSPGGLAPEI
SPLEVLERDKVTQLLLQQDKVPEPASLSSNHSLTSCFTNQGYFFFHLPDALEIEACQVYF
TYDPYSEEDPDEGVAGAPTGSSPQPLQPLSGEDDAYCTFPSRDDLLLFSPSLLGGPSPP
STAPGGSGAGEERMPPSLQERVPRDWDPQPLGPPTPGVPDLVDFQPPPELVLREAGE
EVPDAGPREGVSFPWSRPPGQGEFRALNARLPLNTDAYLSLQELQGQDPTHLV

Extracellular domain of AVNGTSQFTCFYNSRANISCYWSQDGALQDTSCQVHAWPDRRRWNQTCELLPVSQAS

436 Human CD122 (UniProt: WACNLILGAPDSQKLTTVDIVTLRVLCREGVRWRVMAIQDFKPFENLRLMAPISLQVVHYV

P14784-1, v1 residues 27 to | ETHRCNISWEISQASHYFERHLEFEARTLSPGHTWEEAPLLTLKQKQEWICLETLTPDTQ

240) YEFQVRVKPLQGEFTTWSPWSQPLAFRTKPAALGKDT

Human CD132 (UniProt: MLKPSLPFTSLLFLQLPLLGVGLNTTILTPNGNEDTTADFFLTTMPTDSLSVSTLPLPEVQ

P31785-1, v1) CFVFNVEYMNCTWNSSSEPQPTNLTLHYWYKNSDNDKVQKCSHYLFSEEITSGCQLQK
KEIHLYQTFVVQLQDPREPRRQATQMLKLQNLVIPWAPENLTLHKLSESQLELNWNNRF

437 LNHCLEHLVQYRTDWDHSWTEQSVDYRHKFSLPSVDGQKRYTFRVRSRFNPLCGSAQ
HWSEWSHPIHWGSNTSKENPFLFALEAVVISVGSMGLIISLLCVYFWLERTMPRIPTLKN
LEDLVTEYHGNFSAWSGVSKGLAESLQPDYSERLCLVSEIPPKGGALGEGPGASPCNQ
HSPYWAPPCYTLKPET

Mature form Human CD132 | LNTTILTPNGNEDTTADFFLTTMPTDSLSVSTLPLPEVQCFVFNVEYMNCTWNSSSEPQP
(UniProt: P31785-1, v1 TNLTLHYWYKNSDNDKVQKCSHYLFSEEITSGCQLQKKEIHLYQTFVVQLQDPREPRRQ

438 residues 23 to 369) ATQMLKLANLVIPWAPENLTLHKLSESQLELNWNNRFLNHCLEHLVQYRTDWDHSWTE
QSVDYRHKFSLPSVDGQKRYTFRVRSRFNPLCGSAQHWSEWSHPIHWGSNTSKENPF
LFALEAVVISVGSMGLIISLLCVYFWLERTMPRIPTLKNLEDLVTEYHGNFSAWSGVSKGL
AESLQPDYSERLCLVSEIPPKGGALGEGPGASPCNQHSPYWAPPCYTLKPET

Extracellular domain of LNTTILTPNGNEDTTADFFLTTMPTDSLSVSTLPLPEVQCFVFNVEYMNCTWNSSSEPQP
Human CD132 (UniProt: TNLTLHYWYKNSDNDKVQKCSHYLFSEEITSGCQLQKKEIHLYQTFVVQLQDPREPRRQ
439 P31785-1, v1 residues 23to | ATQMLKLQNLVIPWAPENLTLHKLSESQLELNWNNRFLNHCLEHLVQYRTDWDHSWTE
262) QSVDYRHKFSLPSVDGQKRYTFRVRSRFNPLCGSAQHWSEWSHPIHWGSNTSKENPF
LFALEA
Human IgG1 constant region | ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQS
(IGHG1; UniProt:P01857-1, SGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKYDKKVEPKSCDKTHTCPPCPAPELL

440 v1) GGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPP
SRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

441 CH1 IgG1 (positions 1-98 of | ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQS

P01857-1, v1) SGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKV

442 Hinge IgG1 (positions 99- EPKSCDKTHTCP

110 of P01857-1, v1)

443 CH2 IgG1 (positions 111-223 | PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN

of P01857-1, v1) AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK

444 CH3 1gG1 (positions 224-330 | GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLD
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of P01857-1, v1)

SDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Ck CL (IGCK; UniProt:

RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVYQWKVDNALQSGNSQESVTEQ

445 P01834-1, v2) DSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
CH2-CH3 IgG1 (positions PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
446 111-330 of P01857-1, v1) AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
447 CH3 (T366W, S354C) GQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
448 CH3 (T366S,L368A,Y407V, GQPREPQVCTLPPSRDELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVL
Y349C) DSDGSFFLVYSKLTYDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
CH2-CH3 (T366W, S354C) PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
449 AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
CH2-CH3 PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
450 (T366S,L368A,Y407V, AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
Y349C) PQVCTLPPSRDELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
451 CH2(LALA)-CH3 PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
CH2(LALA)-CH3 (T366W, PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
452 S354C) NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDG
SFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
CH2(LALA)-CH3 PCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
453 (T366S,L368A,Y407V, NAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
Y349C) EPQVCTLPPSRDELTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDG
SFFLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
454 Linker 5 GGGGSGGGGSGGGGSGGGGS
455 Linker 6 GGGGS
Khk
The invention includes the combination of the aspects and preferred features described except where
such a combination is clearly impermissible or expressly avoided.
5
The section headings used herein are for organizational purposes only and are not to be construed as
limiting the subject matter described.
Aspects and embodiments of the present invention will now be illustrated, by way of example, with
10 reference to the accompanying figures. Further aspects and embodiments will be apparent to those
skilled in the art. All documents mentioned in this text are incorporated herein by reference.
Throughout this specification, including the claims which follow, unless the context requires otherwise, the
word “comprise,” and variations such as “comprises” and “comprising,” will be understood to imply the
15 inclusion of a stated integer or step or group of integers or steps but not the exclusion of any other integer
or step or group of integers or steps.
It must be noted that, as used in the specification and the appended claims, the singular forms “a,” “an,”
and “the” include plural referents unless the context clearly dictates otherwise. Ranges may be expressed
20 herein as from “about” one particular value, and/or to “about” another particular value. When such a range

is expressed, another embodiment includes from the one particular value and/or to the other particular

value. Similarly, when values are expressed as approximations, by the use of the antecedent “about,” it

will be understood that the particular value forms another embodiment.
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Where a nucleic acid sequence is disclosed herein, the reverse complement thereof is also expressly

contemplated.

Methods described herein may preferably performed in vitro. The term “in vitro” is intended to encompass
experiments with cells in culture whereas the term “in vivo” is intended to encompass experiments with

intact multi-cellular organisms.

Brief Description of the Figures
Embodiments and experiments illustrating the principles of the invention will now be discussed with

reference to the accompanying figures.

Figures 1A and 1B.  Graphs showing binding of different formats of bispecific anti-IL2RB/yc antibodies
to (1A) yc-Fc and (1B) IL2RB-Fc as determined by ELISA.

Figures 2A to 2C. Graphs and bar chart showing binding of bispecific and monospecific IL2R-
and/or yc-binding antibodies to cells expressing human IL2Rf, yc or IL-2Ra at the cell surface, as
determined by flow cytometry. (2A) Graphs showing analysis of binding of P2C4/P1A3, P2C4/P1A10, a
monospecific anti-yc (‘neg/alL2Ry’), a monospecific anti-IL-2RB ((‘alL2RB/neg’) to cells transfected with
constructs encoding human IL-2R[ and yc. Negative unstained, secondary antibody only and isotype
control conditions are indicated. (2B) Graphs showing analysis of binding of P2C4/P1A3, P2C4/P1A10, a
monospecific anti-yc (‘neg/alL2Ry’), a monospecific anti-IL-2RB (‘alL2RB/neg’) to cells transfected with
construct encoding IL-2Ra. Negative unstained, secondary antibody only and isotype control conditions,
and positive alL2Ra control conditions are indicated. (2C) Bar chart summarising normalised median
fluorescence intensity (nMFI) for binding of the indicated antibodies to cells transfected with constructs

encoding IL-2RpB and yc.

Figures 3A and 3B.  Bar charts showing binding of bispecific IL-2RB- and yc-binding antibodies to
primary human T cell subsets, as determined by flow cytometry. (3A and 3B) Bar chart summarising
normalised MFls for binding of the indicated antibodies to the indicated CD4+ (3A) and CD8+ (3B) human

T cell subsets.

Figures 4A and 4B.  Graphs and bar chart showing binding of bispecific and monospecific IL-2Rp-
and/or yc-binding antibodies to cells expressing rhesus IL-2Rp and yc at the cell surface, as determined
by flow cytometry. (4A) Graphs showing analysis of binding of P2C4/P1A3, P2C4/P1A10, a monospecific
anti-yc (‘neg/alL2Ry’), a monospecific anti-IL-2RB ((‘alL2RB/neg’) to cells transfected with constructs
encoding rhesus IL-2RB and yc. Negative unstained, secondary antibody only and isotype control
conditions are indicated. (4B) Bar chart summarising normalised MFIs for binding of the indicated

antibodies to cells transfected with constructs encoding rhesus IL-2RB and yc.

Figure 5. Bar chart showing binding of bispecific IL-2RB- and yc-binding antibodies to primary

cynomolgus macaque T cell subsets, as determined by flow cytometry.
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Figures 6A and 6B.  Graphs showing analysis of proliferation of NK92 cells in response to treatment
with bispecific IL-2RB- and yc-binding antibodies or the indicated cytokines. EC50 values for induction of
NK92 cell proliferation are shown. 6A and 6B show the results from different experiments investigating

different bispecific IL-2RB- and yc-binding antibodies.

Figures 7A to 7L. Bar charts and graphs showing analysis of proliferation of pre-activated, primary
human T cell subsets in response to treatment with bispecific IL-2RB- and yc-binding antibodies or IL-2.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (7A)
Absolute numbers of CD4+ T cells. (7B) Absolute numbers of CD8+ T cells. (7C) Absolute numbers of
Tregs. (7D) Graphs showing CD4+CD25+FoxP3+ regulatory T cell compartment following stimulation
with the indicated agents. (7E) Absolute numbers of naive CD8+ T cells. (7F) Absolute numbers of naive
CD4+ T cells. (7G) Absolute numbers of central memory CD8+ T cells. (7H) Absolute numbers of central
memory CD4+ T cells. (71) Absolute numbers of effector memory CD8+ T cells. (7J) Absolute numbers of
effector memory CD4+ T cells. (7K) Graphs showing dividing effector memory CD8+ T cells as
determined by CellTrace Violet staining. (7L) Percentage of CD8+ effector memory cells which are

dividing.

Figures 8A to 8H. Graphs showing analysis of proliferation of pre-activated, primary human T cell
subsets in response to treatment with different amounts of bispecific IL-2RB- and yc-binding antibodies or
the indicated cytokines. (8A) Absolute numbers of CD4+ T cells. (8B) Absolute numbers of CD8+ T cells.
(8C) Absolute numbers of Tregs. (8D) Ratio of the absolute number of CD8+ T cells to the absolute
number of Tregs. (8E) Absolute numbers of effector memory CD4+ T cells. (8F) Absolute numbers of
effector memory CD8+ T cells. (8G) Percentage of CD8+ effector memory cells which are dividing.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (8H)
Absolute numbers of pre-expanded Tregs after treatment with bispecific IL-2Rp- and yc-binding

antibodies or the indicated cytokines.

Figures 9A to 9l. Bar charts showing analysis of proliferation of pre-activated, T cell subsets in
response to treatment of human PBMCs with bispecific IL-2RB- and yc-binding antibodies or IL-2.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (9A)
Absolute numbers of CD4+ T cells. (9B) Absolute numbers of CD8+ T cells. (9C) Absolute numbers of
Tregs. (9D) Absolute numbers of naive CD8+ T cells. (9E) Absolute numbers of naive CD4+ T cells. (9F)
Absolute numbers of central memory CD8+ T cells. (9G) Absolute numbers of central memory CD4+ T
cells. (9H) Absolute numbers of effector memory CD8+ T cells. (91) Absolute numbers of effector memory
CD4+ T cells.

Figures 10A to 10G. Bar charts and graphs showing analysis of proliferation of antigen-specific T cells
in response to treatment with bispecific IL-2RB- and yc-binding antibodies or the indicated cytokines.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (10A and
10D) Absolute numbers of CD4+ EBV-specific T cells. (10B and 10E) Absolute numbers of CD8+ EBV-
specific T cells. (10C) Absolute numbers of CD56+ EBV-specific T cells. (10F) Percentage of CD8+ EBV-
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specific T cells which are dividing. (10G) Graphs showing dividing CD8+ EBV-specific T cells as

determined by CellTrace Violet staining.

Figure 11A to 11L. Bar charts showing analysis of proliferation of cynomolgus T cell subsets in
response to treatment of cynomolgus PBMCs with bispecific IL-2RB- and yc-binding antibodies or IL-2.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (11A)
Absolute numbers of CD4+ T cells. (11B) Absolute numbers of CD8+ T cells. (11C) Absolute numbers of
Tregs. (11D) Absolute numbers of naive CD4+ T cells. (11E) Absolute numbers of effector memory CD4+
T cells. (11F) Absolute numbers of central memory CD4+ T cells. (11G) Absolute numbers of naive CD8+
T cells. (11H) Absolute numbers of effector memory CD8+ T cells. (111) Absolute numbers of central
memory CD8+ T cells. (11J) Absolute numbers of NK cells. (11K) Absolute numbers of B cells. (11L)

Ratio of the absolute number of CD8+ T cells to the absolute number of CD4+ T cells.

Figure 12A to 12M. Bar charts showing analysis of proliferation of pre-activated cynomolgus T cell
subsets in response to treatment of cynomolgus PBMCs with bispecific IL-2RB- and yc-binding antibodies
or IL-2. Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated.
(12A) Absolute numbers of CD4+ T cells. (12B) Absolute numbers of CD8+ T cells. (12C) Absolute
numbers of Tregs. (12D) Absolute numbers of naive CD4+ T cells. (12E) Absolute numbers of effector
memory CD4+ T cells. (12F) Absolute numbers of central memory CD4+ T cells. (12G) Absolute numbers
of naive CD8+ T cells. (12H) Absolute numbers of effector memory CD8+ T cells. (12I) Absolute numbers
of central memory CD8+ T cells. (12J) Ratio of the absolute number of CD8+ T cells to the absolute
number of CD4+ T cells. (12K) Percentage of effector memory CD4+ T cells which are dividing. (12L)
Percentage of central memory CD4+ T cells which are dividing. (12M) Percentage of effector memory

CD8+ T cells which are dividing. (12N) Percentage of central memory CD8+ T cells which are dividing.

Figure 13. Graph showing analysis of induction of STAT5 phosphorylation in NK92 cells in response
to treatment with bispecific IL-2RB- and yc-binding antibodies or IL-2. EC50 values for induction of STAT5

phosphorylation are shown.

Figures 14A to 14H.  Graphs showing analysis of induction of STAT5 phosphorylation in human
immune cell subsets following treatment of PBMCs with different amounts of bispecific IL-2R3- and yc-
binding antibodies or IL-2. EC50 values for induction of STAT5 phosphorylation are shown. (14A)
Percentage pSTAT5-positive naive CD4+ T cells. (14B) Percentage pSTAT5-positive memory CD4+ T
cells. (14C) Percentage pSTAT5-positive Tregs. (14D) Percentage pSTAT5S-positive B cells. (14E)
Percentage pSTAT5-positive naive CD8+ T cells. (14F) Percentage pSTAT5-positive memory CD8+ T
cells. (14G) Percentage pSTAT5-positive NK cells. (14H) Percentage pSTAT5-positive monocytes.

Figures 15A to 15C.  Graphs showing analysis of induction of STAT5 phosphorylation in human
immune cell subsets following treatment of pre-activated PBMCs with different amounts of bispecific IL-
2Rp- and yc-binding antibodies or IL-2. EC50 values for induction of STAT5 phosphorylation are shown.
(15A) Percentage pSTAT5-positive CD4+ T cells. (15B) Percentage pSTAT5-positive CD8+ T cells.
(15C) Percentage pSTAT5-positive NK cells.
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Figure 16. Western blot showing kinetics of induction of STATS phosphorylation in NK92 cells
following treatment with bispecific IL-2RB- and yc-binding antibodies or IL-2. Total STAT5 and actin were

included as controls.

Figures 17A to 17E.  Graphs showing kinetics of induction of STAT5 phosphorylation in human
immune cell subsets following treatment of PBMCs with bispecific IL-2Rp- and yc-binding antibodies or
IL-2. (17A) Percentage pSTAT5-positive T cells. (17B) Percentage pSTAT5-positive CD8+ T cells. (17C)
Percentage pSTAT5-positive CD4+ T cells. (17D) Percentage pSTAT5-positive monocytes. (17E)
Percentage pSTAT5-positive B cells.

Figures 18A to 18C.  Graphs showing kinetics of induction of STATS phosphorylation in antigen-
specific T cells following treatment of with bispecific IL-2RB- and yc-binding antibodies or IL-2. (18A)
Percentage pSTAT5-positive EBV-specific T cells. (18B) Percentage pSTAT5-positive CD8+ EBV-
specific T cells. (18C) Percentage pSTAT5-positive CD4+ EBV-specific T cells.

Figure 19. Western blot showing induction of STAT6 phosphorylation by IL-4 in THP-1 cells
following treatment with bispecific IL-2R3- and yc-binding antibodies, isotype control antibody, or IL-2.

Total STAT6 and actin were included as controls.

Figures 20A to 20K. Bar charts showing analysis of proliferation of immune cell subsets in response
to treatment of freshly-obtained, non-activated human PBMCs with bispecific IL-2RB- and yc-binding
antibodies or IL-2. Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are
indicated. (20A) Absolute numbers of CD4+ T cells. (20B) Absolute numbers of CD8+ T cells. (20C)
Absolute numbers of Tregs. (20D) Absolute numbers of NK cells. (20E) Absolute numbers of B cells.
(20F) Absolute numbers of naive CD4+ T cells. (20G) Absolute numbers of naive CD8+ T cells. (20H)
Absolute numbers of central memory CD4+ T cells. (201) Absolute numbers of central memory CD8+ T
cells. (20J) Absolute numbers of effector memory CD4+ T cells. (20K) Absolute numbers of effector

memory CD8+ T cells.

Figures 21A to 21C.  Bar charts showing analysis of proliferation of immune cell subsets in response
to treatment of non-activated human T cells with bispecific IL-2RB- and yc-binding antibodies or IL-2.
Unstimulated cells (media) and anti-CD3/CD28 bead-stimulated controls (beads) are indicated. (21A)
Absolute numbers of CD4+ T cells. (21B) Absolute numbers of CD8+ T cells. (21C) Absolute numbers of
Tregs.

Figure 22. Graph showing levels of bispecific IL-2RB/yc antibody (P2C4:P1A3) in the serum of

cynomolgus macaques at the indicated time point, following administration of the indicated amount of
antibody, as determined by ELISA.
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Figures 23A and 23B. Graphs showing expression of (23A) IL-2Rp and (23B) yc on human immune cell
subsets with or without activation using anti-CD3/CD28. The graphs show normalized median

fluorescence Intensity (nMFI) of antibody staining for IL-2RB and yc as determined by flow cytometry.

Figures 24A and 24B. Graphs showing expression of (24A) IL-2R[3 and (24B) yc on EBV-specific
immune cell subsets. The graphs show normalized median fluorescence Intensity (nMFI) of antibody

staining for IL-2RB and yc as determined by flow cytometry.

Figure 25. Schedule of administration of VSTs with or without bispecific IL-2R- and yc-binding
antibodies (BiAb), isotype control antibody or IL-2 to murine EBV-LCL tumour model.

Figures 26A to 26l. Graphs showing analysis of proliferation of T cell subsets and PD-1 expression in
an in vivo murine EBV-LCL tumour model following treatment with VSTs and bispecific IL-2Rp- and yc-
binding antibodies, isotype control antibody, or IL-2. (26A) Absolute numbers of CD3+ T cells at 8 days
post-VST treatment. (26B) Absolute numbers of CD3+CD4+ T cells at 8 days post-VST treatment. (26C)
Absolute numbers of CD3+CD8+ T cells at 8 days post-VST treatment. (26D) Absolute numbers of CD3+,
CD3+CD4+ and CD3+CD8+ T cells, and CD3 T cell PD-1 expression analysed by MFI, from blood at 22
days post-VST treatment. (26E) Absolute numbers of CD3+, CD3+CD4+ and CD3+CD8+ T cells, and
CD3 T cell PD-1 expression analysed by MFI, from the spleen at 22 days post-VST treatment. (26F)
Absolute numbers of CD3+, CD3+CD4+ and CD3+CD8+ T cells, and CD3 T cell PD-1 expression
analysed by MFI, from the liver at 22 days post-VST treatment. (26G) Absolute numbers of CD3+,
CD3+CD4+ and CD3+CD8+ T cells, and CD3 T cell PD-1 expression analysed by MFI, from tumour-
draining lymph nodes at 22 days post-VST treatment. (26H) Absolute numbers of CD3+, CD3+CD4+ and
CD3+CD8+ T cells, and CD3 T cell PD-1 expression analysed by MFI, from tumour at 22 days post-VST
treatment. (261) Total organ tumour load shown by the absolute total number of CD19+ cells in spleen,

liver, tumour-draining lymph node and tumour.

Figures 27A to 27D.  Graphs showing analysis of proliferation of pre-activated human NK cells
following treatment with different amounts of bispecific IL-2RB- and yc-binding antibodies or the indicated
cytokines. Isotype antibody was used as a control. (27A) Absolute numbers of CD16+CD56+ NK cells.
EC50 values are shown. (27B) Absolute numbers of CD16-CD56+ NK cells. (27C) Percentage of dividing
cells that are CD16+CD56+, determined by CellTrace™ Violet (CTV). EC50 values are shown. (27D)
Percentage of dividing cells that are CD16-CD56+, determined by CTV. EC50 values are shown.

Figures 28A to 28D. Graphs showing analysis of proliferation of CAR-T cells following treatment with
different amounts of bispecific IL-2Rf- and yc-binding antibodies or IL-2. Isotype antibody was used as a
control. EC50 values are shown for 28A-D. (28A) Absolute numbers of CD4+ CAR-T cells. (28B)
Absolute numbers of CD4+ CAR-T cells. (28C) Percentage of dividing CAR-T cells that are CD4+,
determined by CellTrace™ Violet (CTV). (28D) Percentage of dividing CAR-T cells that are CD8+,
determined by CTV.
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Figure 29. Schedule of administration of VSTs and Tregs with or without bispecific IL-2Rf3- and yc-
binding antibodies (BiAb), isotype control antibody (iso) or IL-2 to murine EBV-BLCL tumour model.

Figures 30A to 30K. Graphs showing analysis of proliferation of T cell subsets in an in vivo murine
EBV-BLCL tumour model following treatment with VSTs and Tregs plus bispecific IL-2RB- and yc-binding
antibodies, isotype control antibody (Iso), or IL-2. (30A) Absolute numbers of CD3+ T cells at 7, 14 and
21 days post-treatment. (30B) Absolute numbers of CD3+, CD3+CD4+ and CD3+CD8+ T cells from the
spleen at 22 days post-treatment. (30C) Absolute numbers of CD3+, CD3+CD4+ and CD3+CD8+ T cells
from the liver at 22 days post-treatment. (30D) Absolute numbers of CD3+, CD3+CD4+ and CD3+CD8+
T cells from tumour-draining lymph node at 22 days post-treatment. (30E) Absolute numbers of CD3+,
CD3+CD4+ and CD3+CD8+ T cells from injection site at 22 days post-treatment. (30F) Ratio of the
absolute number of CD8+ T cells to the absolute number of Tregs in spleen, liver and tumour-draining
lymph node at 22 days post-treatment. (30G) Total number of CD3+, CD3+CD4+ and CD3+CD8+ T cells
pooled from spleen, liver, tumour-draining lymph node and injection site. (30H) Ratio of the total number
of CD8+ T cells to the total number of Tregs pooled from spleen, liver, tumour-draining lymph node, and
injection site at 22 days post-treatment. (301) Absolute numbers of EBV-BLCL tumour cells from spleen,
liver and lymph node(s) at 22 days post-treatment. (30J) Total organ tumour load shown by the absolute
total number of CD19+ tumour cells in spleen, liver, and tumour-draining lymph node. (30K) Total number
of CD107a+, IFN-y+ and perforin+ CD8 T cells pooled from spleen, liver, tumour-draining lymph node,

and injection site at 22 days post-treatment.
Examples
In the following Examples, the inventors design, produce and characterise antibodies capable of binding

to IL-2Rp and yc.

Example 1: IL-2RB and yc binding antibodies

Anti-IL-2RpB antibody clones and anti-yc antibody clones were isolated from a human antibody phage

display library via in vitro selection.

lllustrative bispecific antibodies were constructed using IL-2RB-binding clone P2C4 in combination with
one of the yc-binding antibody clones P1A3 or P1A10. The bispecific antibodies were designated
‘P2C4/P1A3’ and ‘P2C4/P1A10’, respectively.

The closest matching antibody germline genes for clone P2C4 are IGHV1-46*01 and IGLV2-14*01.
The closest matching antibody germline genes for clone P1A3 are IGHV4-34*01 and IGKV2-28*01.
The closest matching antibody germline genes for clone P1A10 are IGHV1-24*01 and IGKV2-28*01.
Three bispecific antibody formats were prepared: scFv-KiH-Fc, CrossMab and Duobody formats.

The bispecific antibodies were expressed by transient transfection of HEK 293 cells, and yields were as

follows:
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ScFv-KiH-Fc:

P2C4/P1A3: 4-14 mg/L; P2C4/P1A10: 28-40 mg/L
CrossMab:

P2C4/P1A3: 14-160mg/L; P2C4/P1A10: 63 mg/L
Duobody:

P2C4/P1A10: (P2C4) 77 mg/L; (P1A10) 110 mg/L

Except where otherwise indicated, in the following examples P2C4/P1A3 and P2C4/P1A10 were
investigated in the scFv-KiH-Fc format, in which scFv comprising VH and VL domains for P2C4 are fused
via a linker to Fc comprising the ‘knob’ modification is expressed with scFv comprising VH and VL
domains for P1A3 (P2C4/P1A3) or P1A10 (P2C4/P1A10) fused via a linker to Fc comprising the ‘hole’

modification.

Example 2: Analysis of binding to IL-2 receptors
2.1 Analysis of binding affinity by ELISA
Binding of P2C4/P1A3 to IL-2Rp or yc was measured by ELISA analysis, using recombinant IL-2RB-Fc

and yc-Fc coated on maxisorp plates.

Biotinylated P2C4/P1A3 was added at various concentrations. Detection of binding was performed using
a colorimetric assay using HRP-conjugated streptavidin which converts TMB substrate to a blue solution.
The reaction was stopped using hydrochloric acid, and absorbance was measured at 450 nm and 670

nm.

The results are shown in Figures 1A and 1B. P2C4/P1A3 was shown to bind to both IL-2R{ and yc.

EC50s for binding were calculated and are shown in the Figures.

The bispecific antibodies analysed in this assay were:
scFv (P2C4): scFv (P1A3) — KiH-Fc — designated ‘P2C4/P1A3’ in the Figures.
scFv (P2C4_FW2): scFv (P1A3_FW2) — KiH-Fc — designated ‘P2C4_FW2/P1A3_FW?2’ in the
Figures.
Fab (P2C4): Fab (P1A3) in CrossMab format — designated ‘P2C4/P1A3 Crossmab’ in the

Figures.

2.2 Analysis of binding affinity by Bio-Layer Interferometry
The affinity of binding of P2C4/P1A3 and P2C4/P1A10 to IL-2Rp and yc was measured by Bio-Layer
Interferometry (BLI).

P2C4/P1A3 or P2C4/P1A10 were captured on anti-human Fc biosensor tips, and 5 different
concentrations of monomeric IL-2R[3 or yc were allowed to bind to the captured antibodies. Dissociation
of the antigen from the immobilised antibodies was performed for 5 min. Binding affinity was calculated by

fitting binding curves using the 1:1 Langmuir model.
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The affinity data are summarised in the table below.

IL-2RB yc

P2C4/P1A3 | kon=221x10° M | kot = 6.62x 10° | kon =5.22x 10* M~ | kot = 4.42 x 103
1g1 st 1571 5!
Ko=3.00x 10 M Kpo=8.47x10°M

P2C4/P1A10 | kon=1.56x 10° M~ | kot = 4.40x 10° | kon=1.56x 10° M~ | ket = 9.61 x 107
1g1 I~ 171 =~
Kp=2.82x 10 M Kp=6.18x 10 M

Similar binding to IL-2Rp for P2C4/P1A3 and P2C4/P1A10 was observed (30 nM vs 28.2 nM). This was

to be expected because the bispecific antibodies have the same IL-2RB-binding clone P2C4.

Whilst the affinity of binding to yc was similar for P2C4/P1A3 and P2C4/P1A10 (84.7 nM vs 61.8 nM),
P2C4/P1A10 was found to have a faster on-rate and a faster off-rate than P2C4/P1A3.

2.3 Analysis of binding fo IL-2R(3 and yc expressed at the cell surface

To determine whether P2C4/P1A3 and P2C4/P1A10 are able to bind to IL-2 receptors expressed on the
surface of cells, HEK293-6E cells were transfected with plasmids encoding human IL-2Ra-GFP, or IL-
2RB-OFP and yc-GFP.

Transfected cells were stained with P2C4/P1A3, P2C4/P1A10 or an isotype control antibody, followed by

detection with a fluorochrome-conjugated secondary antibody for analysis by flow cytometry.

Normalized Median Fluorescence Intensity (nMFI) was calculated in the GFP+ cell population (for cells
transfected with constructs encoding IL-2Ra-GFP) or the GFP+/OFP+ cell population (for cells
transfected with constructs encoding IL-2RB-OFP and yc-GFP) by subtracting the MF| obtained when

secondary antibody only was added to the cells (negative control condition).

The results of the analysis are shown in Figures 2A to 2C. Both P2C4/P1A3 and P2C4/P1A10 showed

specific binding to cells expressing human IL-2Rp and yc, but did not bind to cells expressing IL-2Ra.

2.4 Analysis of binding fo human T cell subsets

To identify the subsets of human T cells that P2C4/P1A3 and P2C4/P1A10 bind to, human peripheral
blood mononuclear cells (PBMCs) were isolated and stained with P2C4/P1A3, P2C4/P1A10 or isotype
control antibody, followed by detection with a fluorochrome-conjugated secondary antibody. Cells were
then stained with antibodies for the T cell markers CD3, CD4, CD8, CD45RA, CCR7, Foxp3 and CD25 to
enable the delineation of the following T cell subsets: Naive (CD45RA+CCR7+), T central memory
(CD45RA-CCR7+), T effector memory (CD45RA-CCR7-), T effector memory re-expressing CD45RA
(TEMRA; CD45RA+CCR7-) and Treg (CD4+CD25+Foxp3+).

Samples were analysed by flow cytometry. Normalized Median Fluorescence Intensity (nMFI) was

calculated by subtracting the MFI of the secondary antibody control.
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The results are shown in Figure 3A and 3B. P2C4/P1A3 and P2C4/P1A10 were found to bind to all of the
different human T cell subsets tested. P2C4/P1A10 displayed reduced level of binding as compared to
P2C4/P1A3.

2.5 Analysis of binding to rhesus IL-2R3 and yc expressed at the cell surface

Cross-reactivity of P2C4/P1A3 and P2C4/P1A10 for rhesus IL-2RB and yc was analysed essentially as
described in Example 2.3 above, using HEK293-6E cells transfected with plasmids encoding rhesus IL-
2RB-OFP and yc-GFP.

The results of the analysis are shown in Figures 4A and 4B. Both P2C4/P1A3 and P2C4/P1A10 showed

specific binding to cells expressing rhesus IL-2Rp and yc.

2.6 Analysis of binding fo cynomolgus macaque T cells

Cynomolgus macaque PBMCs were isolated and stained with P2C4/P1A3, P2C4/P1A10 or isotype
control antibody, followed by a fluorochrome-conjugated secondary antibody. Cells were then stained with
T cell markers CD3, CD28 and CD95 to delineate the following T cell subsets: Naive (CD28+CD95-),
Effector (CD28-CD95+) and Memory (CD28+CD95+).

Samples were analysed by flow cytometry. Normalized Median Fluorescence Intensity (nMFI) was

calculated by subtracting the MFI of the secondary antibody control.

The results are shown in Figure 5. P2C4/P1A3 and P2C4/P1A10 were found to bind to naive, effector
and memory subsets of cynomolgus T cells. P2C4/P1A10 displayed reduced level of binding as
compared to P2C4/P1A3.

Example 3: Analysis of induction of cell proliferation by IL-2RB- and yc-binding bispecific antibodies
3.1 Analysis of the effect on NK cells

To analyse the functional activity of the IL-2RB- and yc-binding bispecific antibodies, a stimulation assay

was performed using the NK92 cell line which expresses both IL-2R[ and yc.

Anti-IL-2R antibody clones and anti-yc antibody clones identified from human antibody phage display
library were paired to form various bispecific antibody combinations, based on a single chain variable
fragment (scFv) linked to a IgG1 knob or hole Fc. These antibodies were then used in a NK92 cell

stimulation assay.

Briefly, cells were washed and stimulated with antibodies or cytokines for 3 days. Trastuzumab was used
as a negative control. To quantify cell proliferation, alamarBlue reagent was added and fluorescence
signal was measured at fluorescence excitation wavelength 544 nm and fluorescence emission

wavelength 590 nm.
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The results are shown in Figure 6A. Several combinations anti-IL2Rp and anti-yc clones are capable of

inducing NK92 cell proliferation.

In a separate assay, the following bispecific antibodies were analysed:
scFv (P2C4): scFv (P1A3) — KiH-Fc — designated ‘P2C4/P1A3’ in the Figure.
scFv (P2C4): scFv (P1A10) — KiH-Fc — designated ‘P2C4/P1A10’ in the Figure.
Fab (P2C4): Fab (P1A3) in CrossMab format — designated ‘P2C4/P1A3 Crossmab’ in the Figure.
Fab (P2C4): Fab (P1A10) in CrossMab format — designated ‘P2C4/P1A10 Crossmab’ in the
Figure.
Fab (P2C4): Fab (P1A10) in Duobody format — designated ‘P2C4/P1A10 Duobody’ in the Figure.

The results are shown in Figure 6B. P2C4/P1A3 and P2C4/P1A10 induced NK92 proliferation in a dose-
dependent manner, with an average EC50 of 0.43 nM and 0.16 nM respectively from four independent

experiments.

3.2 Analysis of the effect on primary human T cells

To analyse the effects of P2C4/P1A3 and P2C4/P1A10 on primary human T cells, T cells were isolated
from human PBMCs and pre-activated for three days with anti-CD3-coated plates (2 ug/ml) plus soluble
anti-CD28 (1 pg/ml). Cells were then rested in fresh media for a day before being labelled with CellTrace
Violet. Cells were seeded at 100,000 per well and treated with P2C4/P1A3, P2C4/P1A10 (200 nM, 40
nM, 8 nM and 1.6 nM), IL-2 (20 nM, 4 nM, 0.8 nM, 0.16 nM) or anti-CD3/CD28 beads. Isotype antibody
and untreated cells were included as negative controls. After four days, cells were stained with T cell
markers CD3, CD4, CD8, CD45R0O, CCR7, Foxp3 and CD25 to delineate T cell subsets:

CD4+ naive T cells: CD3+CD4+FoxP3-CCR7+CD45RO-

CD8+ naive T cells: CD3+CD8+CCR7+CD45R0O-

CD4+ central memory T cells: CD3+CD4+FoxP3-CCR7+CD45R0O+
CD8+ central memory T cells: CD3+CD8+CCR7+CD45RO+

CD4+ effector memory T cells: CD3+CD4+FoxP3-CCR7-CD45RO+
CD8+ effector memory T cells: CD3+CD8+CCR7-CD45RO+

CD4+ Tregs: CD3+CD4+CD25+FoxP3+

Counting beads were included to allow absolute cell numbers to be determined by flow cytometry.

The results are shown in Figure 7A to 7L. Treatment of pre-activated T cells with P2C4/P1A3 and
P2C4/P1A10 was found to induce expansion of CD8+ T cells whilst inducing only minimal expansion of
CD4+FoxP3+ regulatory T cells (Treg) — see Figures 7B and 7C. Absolute numbers of Tregs were ~10-
fold lower following treatment with P2C4/P1A3 or P2C4/P1A10 as compared to treatment with IL-2
(Figure 7C).

With respect to the individual T cell subsets, CD8+ T effector memory subset responded the most to
stimulation with P2C4/P1A3 and P2C4/P1A10 (Figure 71). Proliferation of CD4+ T effector memory cells
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was also observed in P2C4/P1A10-treated cells. Based on CellTrace Violet staining, a high percentage of
dividing CD8+ T effector memory cells were observed following P2C4/P1A3 and P2C4/P1A10 treatment
(Figures 7K and 7L).

In a separate experiment, pre-activated T cells were stimulated with 8 different concentrations of
P2C4/P1A3, P2C4/P1A10, isotype control antibody, IL-2 or IL-15. The ratio of CD8 to Treg cells was

determined by dividing the absolute number of CD8 T cells with the absolute number of Tregs.

The results are shown in Figures 8A to 8G. Both P2C4/P1A3 and P2C4/P1A10 induced dose-dependent
proliferation of pre-activated (i.e. anti-CD3/CD28 stimulated) T cells. The effect on CD8+ T cells was more
pronounced than the effect on CD4+ T cells. P2C4/P1A10 was a more potent stimulator of proliferation
than P2C4/P1A3. Both P2C4/P1A3 and P2C4/P1A10 did not induce significant proliferation of Tregs, with
numbers similar to that of the isotype control-treated cells (see e.g. Figure 8C). The ratio of CD8 to Treg
cells indicated that both P2C4/P1A3 and P2C4/P1A10 preferentially expand CD8 T cells over Tregs, and
to a greater extent than IL-2 or IL-15 (Figure 8D). Stimulation of the CD4+ and CD8+ T effector memory T
cell subsets was also dose-dependent (Figures 8E and 8F). A high percentage of dividing CD8+ T
effector memory cells was detected following stimulation with P2C4/P1A10 or P2C4/P1A3 (Figure 8G).

Pre-expanded human Treg cells were stimulated with P2C4/P1A3, P2C4/P1A10, isotype control antibody,
IL-2 or IL-15. After four days, cells were stained with CD3, CD4, CD8, Foxp3 and CD25 and assessed by
flow cytometry to determine absolute counts using counting beads. Treg cells were defined as CD3+
CD4+ CD25+ Foxp3+ cells.

The results are shown in Figure 8H. A dose-dependent trend in the number of Treg cells was detected
following stimulation with IL-2 and IL-15, but not following treatment with P2C4/P1A3 or P2C4/P1A10,

indicating that neither antibody sustains nor expands Treg numbers in vitro.

3.3 Analysis of the effect on primary human PBMCs

To determine whether the same stimulatory effect for P2C4/P1A3 and Gigkaine could be observed in
stimulated human PBMCs, PBMCs were isolated and pre-activated with anti-CD3/CD28 beads for three
days. Cells were then rested in fresh media for a day before labelling with CellTrace Violet. Cells were
seeded at 400 000 per well and treated with P2C4/P1A3, P2C4/P1A10 (200 nM, 40 nM, 8 nM and 1.6
nM), IL-2 (20 nM, 4 nM, 0.8 nM, 0.16 nM) or anti-CD3/CD28 beads. Isotype antibody and untreated
control conditions were included as negative controls. After four days, cells were stained with T cell
markers CD3, CD4, CD8, CD45R0O, CCR7, Foxp3 and CD25 to delineate T cell subsets (see Example

3.2). Counting beads were included to allow absolute cell numbers to be determined by flow cytometry.

The results are shown in Figures 9A to 9l. In agreement with the data obtained for treatment of pre-
activated primary human T cells, P2C4/P1A3 and P2C4/P1A10 also were found to induce preferential
expansion of CD8+ T cells over Tregs, and CD4+ T cell proliferation was additionally observed with
P2C4/P1A10-treated cells.
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3.4 Analysis of the effect on antigen-specific T cells
To determine the effects of P2C4/P1A3 and P2C4/P1A10 stimulation on antigen-specific T cells (e.g.
virus-specific T cells), EBV-specific T cells (EBVSTs) were thawed and rested for a day in fresh media,
and subsequently treated with P2C4/P1A3, P2C4/P1A10, IL-2 or anti-CD3/CD28 beads. Isotype antibody
and untreated control conditions were included as negative controls. After four days, cells were stained
with T cell markers CD3, CD4, CD8, CD45RA, CCR7, Foxp3 and CD25 to delineate T cell subsets, and
CD56 to enable detection of NK cells.

Counting beads were included to allow absolute cell numbers to be determined by flow cytometry.

The results are shown in Figures 10A to 10G. P2C4/P1A3 and P2C4/P1A10 were found to induce the
expansion of both CD4+ and CD8+ virus-specific T cells (Figure 10A and 10B). In addition, both
antibodies were able to induce the expansion of CD56+ NK cells within the virus-specific T cell population
(Figure 10C). P2C4/P1A3 and P2C4/P1A10 were found to induce proliferation of CD4+ and CD8+ virus-
specific T cells in a dose-dependent manner (Figure 10D and 10E). A high percentage of dividing CD8+
virus-specific T cells was also detected in response to P2C4/P1A10 and P2C4/P1A3 treatment (Figure
10F and 10G).

3.5 Analysis of the effect on cynomolgus PBMCs

Frozen cynomolgus PBMCs were thawed and rested overnight in complete media before labelling with
Cell Trace Violet and seeded at 200 000 cells per well. Cells were then treated with P2C4/P1A3,
P2C4/P1A10, isotype antibody (200 nM, 40 nM, 8 nM, 1.6 nM) or human recombinant IL-2 (20 nM, 4 nM,
0.8 nM, 0.16 nM). Media and anti-CD3/CD28 beads were included as controls. After four days, cells were
stained with T cell markers CD3, CD4, CD8, CD28, CD95, Foxp3 and CD25 to delineate cynomolgus T

cell subsets:

CD4+ Naive T cells: CD3+CD4+CD28+CD95-
CD4+ effector memory T cells: CD3+CD4+CD28-CD95+
CD4+ central memory T cells: CD3+CD4+CD28+CD95+
CD8+ Naive T cells: CD3+CD8+CD28+CD95-
CD8+ effector memory T cells: CD3+CD8+CD28-CD95+
CD8+ central memory T cells: CD3+CD8+CD28+CD95+

Cells were also stained with CD16 and CD20 to respectively identify NK and B cells. Counting beads

were included to allow absolute cell numbers to be determined by flow cytometry.

The results are shown in Figures 11A to 11K. The effect of proliferation was most pronounced with IL-2
treatment. P2C4/P1A10 induced slight proliferation of CD4+, CD8+ T cells and NK cells in comparison to
P2C4/P1A3 and isotype antibody control. Dose-dependent proliferation by P2C4/P1A10 was observed for
CD4+ effector memory T cells, CD8+ Naive T cells, CD8+ effector memory T cells and NK cells. Treg
proliferation was observed in cells treated with IL-2 but not P2C4/P1A3 or P2C4/P1A10.
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Figure 11L shows the ratio of the absolute number of CD8+ T cells to the absolute number of CD4+ T
cells from directly stimulated cynomolgus PBMCs treated with P2C4/P1A3, P2C4/P1A10, isotype
antibody or IL-2. The ratio of CD8 to CD4 T cells indicated that P2C4/P1A10 and IL-2 preferentially
expand CD8 over CD4 T cells to a greater extent than P2C4/P1A3 and isotype antibody control.

3.6 Analysis of the effect on pre-activated cynomoigus PBMCs

Frozen cynomolgus PBMCs were thawed and rested overnight in complete media before pre-activation
for three days with CD3/CD2/CD28 non-human primate T cell activating beads at a beads:cells ratio of
1:2. Cells were then rested in fresh media for a day before labelling with Cell Trace Violet. Cells were
seeded at 180 000 per well and treated with P2C4/P1A3, P2C4/P1A10, isotype antibody (200 nM, 40 nM,
8 nM, 1.6 nM) or human recombinant IL-2 (20 nM, 4 nM, 0.8 nM, 0.16 nM). Media and anti-CD3/CD28
beads were included as controls. After four days, cells were stained with T cell markers CD3, CD4, CD8,
CD28, CD95, Foxp3 and CD25 to delineate T cell subsets, as above.

Counting beads were included to allow absolute cell numbers to be determined by flow cytometry.

The results are shown in Figures 12A to 12I. P2C4/P1A3 and P2C4/P1A10 induced the proliferation of
both CD4+ and CD8+ T cells but not Treg. P2C4/P1A10 induced the proliferation of all CD4+ and CD8+ T
cell subsets. Dose-dependent proliferation was observed in both CD4+ and CD8+ effector memory and

central memory T cells under P2C4/P1A3 treatment.

Figure 12J shows the ratio of the absolute number of CD8+ T cells to the absolute number of CD4+ T
cells from pre-activated cynomolgus PBMCs treated with P2C4/P1A3, P2C4/P1A10, isotype antibody or
IL-2. The ratio of CD8 to CD4 T cells indicate that P2C4/P1A3 and P2C4/P1A10 preferentially expand
CD8 over CD4 T cells to a greater extent than IL-2 and isotype antibody control.

Figures 12K to 12N show analysis of proliferation of CD8+ and CD4+ T cells. A high percentage of
dividing CD8+ T effector memory and CD8+ T central memory cells were detected following stimulation
with P2C4/P1A10 or P2C4/P1A3. In addition, P2C4/P1A10 also induced a high percentage of dividing

CD4+ T effector memory and CD4+ T central memory cells.

3.7 Analysis of the effect on pre-activated human NK cells

To determine the effects of IL-2RB- and yc-binding bispecific antibodies on human NK cells, primary NK
cells were isolated from human PBMCs and pre-activated for three days with irradiated K562-4-1BBL-
CD64-CD86 cell line. Cells were labelled with CellTrace™ Violet for tracking of cell proliferation, then
treated with P2C4/P1A3, P2C4/P1A10, IL-2 and IL-15. Isotype antibody and no treatment wells were
included as negative controls. After five days, cells were stained for CD56 and CD16 NK cell markers.
Counting beads were also added to determine the absolute cell numbers, and samples were analysed by

flow cytometry.

The results are shown in Figures 27A to 27D. P2C4/P1A3 and P2C4/P1A10 were both found to induce
proliferation of activated NK cells. Both the CD56+CD16+ and CD56+CD16- NK subsets were found to
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proliferate in response to P2C4/P1A3 and P2C4/P1A10 treatment in a dose-dependent manner, as
shown by the dose-dependent increase in absolute counts of both types of NK cells (27A, 27B) and the
percentages of the corresponding proliferating NK cell subsets illustrated by CellTrace™ Violet (CTV)-
diluted cells (27C, 27D).

3.8 Analysis of the effect on CAR-T cells

To determine the effects of IL-2RB- and yc-binding bispecific antibodies on CAR-T cells, primary T cells
were isolated from human PBMCs and then transduced with the CAR construct so that the CAR is
expressed. After 24 days of cell expansion, cells were labelled with CellTrace™ Violet for tracking of cell
proliferation, then treated with P2C4/P1A3, P2C4/P1A10, isotype antibody or IL-2. After five days, cells
were stained for CAR expression and T cell markers to identify the T cell subsets. Counting beads were

also added to determine the absolute cell numbers, and samples were analysed by flow cytometry.

The results are shown in Figures 28A to 28D. P2C4/P1A3 and P2C4/P1A10 both induce proliferation of
CAR-T cells. The antibodies were found to induce expansion of the CD4+ and CD8+ CAR-T cells in a
dose-dependent manner, as shown by the dose-dependent increase in absolute counts of CD4+ (28A)
and CD8+ (28B) CAR-T cell subsets. A greater percentage of CD8+ CAR-T cells were found to be
proliferating (28D) compared to CD4+ CAR-T cells (28C), determined by CellTrace™ Violet (CTV),
suggesting that CD8+ CAR-T cells are more responsive to P2C4/P1A3 and P2C4/P1A10 treatment than
CD4+ CAR-T cells.

Example 4: Analysis of induction of intracellular signalling by IL-2RB- and yc-binding bispecific antibodies

4.1 Analysis of induction of STAT5 phosphorylation in NK cells

NK92 cells were washed and rested in IL-2-free media for 1 h prior to stimulation with various
concentrations of P2C4/P1A3, P2C4/P1A10, Isotype control antibody or IL-2 for 30 min. Cells were
subsequently fixed, permeabilised and stained for phosphorylated STAT5 using a fluorescently-labelled

antibody, and the samples were then analysed by flow cytometry.

The results are shown in Figure 13. Both P2C4/P1A3 and P2C4/P1A10 were found to stimulate
phosphorylation of STAT5 in NK92 cells in a dose-dependent manner. Activation by P2C4/P1A10
achieved a higher level of STAT5 phosphorylation as compared to activation by P2C4/P1A3.

4.2 Analysis of induction of STATS phosphorylation in primary human immune cell subsets

PBMCs were thawed and rested overnight prior to being seeded at 400,000 cells per well in serum-free
media. Cells were rested for two hours and subsequently stimulated with 8 different concentrations of
P2C4/P1A3, P2C4/P1A10, isotype control antibody or IL-2. After 30 minutes, cells were analysed by flow
cytometry for phosphorylation of STAT5 as well as for immune cell markers CD3, CD4, CD8, CD45RA,
CD45R0, Foxp3, CD25, CD56, CD19 and CD14 to delineate T subsets, B, NK cells and monocytes.

The results are shown in Figures 14A to 14H. P2C4/P1A10 induced phosphorylation of STATS in several

T cell subsets, as well as in NK cells, in a dose-dependent manner. P2C4/P1A3 induced minimal
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phosphorylation of STAT5. Minimal phosphorylation of STAT5 was also observed in B cells and

monocytes.

4.3 Analysis of induction of STAT5 phosphorylation in pre-activated primary human immune cell
subsets

PBMCs were thawed and rested overnight before pre-activation with anti-CD3/CD28 beads for three
days. Cells were then rested in fresh media for a day before seeding at 200 000 per well in serum-free
media. Cells were rested for two hours and subsequently stimulated with 8 different concentrations of
P2C4/P1A3, P2C4/P1A10, isotype control antibody or IL-2. After 30 minutes, cells were analysed by flow
cytometry for phosphorylation of STATS as well as for immune cell markers CD3, CD4, CD8, and CD56

to delineate T subsets and NK cells.

The results are shown in Figures 15A to 15C. Both P2C4/P1A10 and P2C4/P1A3 induced the
phosphorylation of STAT5 within pre-activated CD4+, CD8+ T cell subsets and NK cells in a dose-

dependent manner, and to a greater extent than within non-activated cells.

4.4 Analysis of the kinetics of induction of STATS phosphorylation in NK cells

NK92 cells were rested in serum-free media and treated with P2C4/P1A3, P2C4/P1A10, Isotype control
antibody at 100 nM or IL-2 at 20 nM for 5, 10, 20, 30, 60 and 120 min. Cells were harvested at the
indicated time points for assessment of STAT5 phosphorylation (Y694) via western blotting. Total STAT5

and actin were included as controls.

P2C4/P1A3 and P2C4/P1A10 were able to induce pSTATS in a time-dependent manner in comparison to
isotype antibody treatment (Figure 16).

4.5 Analysis of the kinetics of induction of STATS phosphorylation in primary human immune cell
subsets

Freshly isolated human PBMCs were stimulated with 50 nM P2C4/P1A3, P2C4/P1A10, Isotype control
antibody or 2 nM IL-2 in a reverse time course of 0, 5, 10, 20, 40, 60 and 120 min. Cells were then fixed,
permeabilised and stained with CD3, CD4, CD8, CD14, CD19 and pSTAT5 (Y694) for the identification of
immune cell subsets. The data are presented as mean percentage of pSTAT5-positive cells of the PBMC

subsets from 3 donors.

The results are shown in Figures 17A to 17E. Both P2C4/P1A3 and P2C4/P1A10 induced STAT5
phosphorylation in T cells. Maximal stimulation was achieved by both antibodies at the 5 min time point.
P2C4/P1A10 also stimulated a higher percentage of pSTAT5-positive cells than P2C4/P1A3 over the time
course of 2 h. Stimulation of PBMCs with P2C4/P1A3 and P2C4/P1A10 did not result in a significantly
greater percentage of pSTAT5-positive monocytes and B cells as compared to the isotype control

antibody.
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4.6 Analysis of the kinetics of induction of STAT5 phosphorylation in antigen-specific T cells
EBV-specific T cells were thawed and rested in fresh media, and subsequently stimulated with 50 nM
P2C4/P1A3, P2C4/P1A10, isotype control antibody or 2 nM IL-2 in a reverse time course of 0, 5, 10, 20,
40, 60 and 120 min. Cells were then fixed, permeabilised and stained with CD3, CD4, CD8 and pSTAT5
(Y694) for the identification of EBV-specific T cell subsets. The data are presented as mean percentage

of pSTAT5-positive cells of the virus-specific T cell subsets from 3 donors.

The results are shown in Figures 18A to 18C. Similar to the data obtained using human PBMCs (Example
4.5), both P2C4/P1A3 and P2C4/P1A10 stimulated STAT5 phosphorylation in EBV-specific T cells, and
P2C4/P1A10 induced higher percentage of STAT5-positive cells than P2C4/P1A3 over the time course of
2 h.

4.7 Effects on other cytokine receptors

To assess whether P2C4/P1A3 or P2C4/P1A10 binding of IL-2Ry prevents IL-4 signalling through the IL-
4 receptor, THP-1 cells were treated with P2C4/P1A3, P2C4/P1A10, Isotype Control antibody (100 nM) or
IL-2 (20 nM), with or without IL-4 (200 ng/mL) for 30 minutes. Cell lysates were assessed by western
blotting to determine phosphorylation of STAT6 (Y64 1). Total STAT6 and actin were included as controls.

IL-4 induced pSTATES to a similar extent between different conditions, even in the presence of
P2C4/P1A3/ P2C4/P1A10 (Figure 19). This suggests that despite binding to IL-2Ry, P2C4/P1A3 and

P2C4/P1A10 do not affect IL-4-mediated signalling.

Example 5: Analysis of toxicity — induction of proliferation of non-activated immune cells

5.1 Analysis of stimulation of proliferation by non-activated PBMCs

To measure the effects of P2C4/P1A3 and P2C4/P1A10 on non-activated, freshly-obtained PBMCs,
PBMCs were isolated and directly treated with P2C4/P1A3, P2C4/P1A10 (200 nM, 40 nM, 8 nM and 1.6
nM), IL-2 (20 nM, 4 nM, 0.8 nM and 0.16 nM) or anti-CD3/CD28 beads as positive control. Isotype
antibody and untreated control conditions were included as negative controls. After four days, cells were
stained with T cell markers CD3, CD4, CD8, CD45R0O, CCR7, Foxp3 and CD25 to for the delineation of T
cell subsets, and with CD19 and CD56 for the identification of B cells and NK cells, respectively. Counting

beads were included to enable absolute cell numbers to be determined by flow cytometry.

The results of the analysis are shown in Figures 20A to 20K. P2C4/P1A3 and P2C4/P1A10 did not induce
significant proliferation of non-activated PBMCs as compared to isotype control antibody. This was
observed for all T cell subsets including CD4, CD8, Treg, naive, T central memory (Tcm) and T effector
memory cells (Tem), as well as NK cells. This contrasts with IL-2, which stimulated expansion of T and
NK cells even at lower doses. Minimal proliferation was also observed for B cells in response to treatment
with [L-2.

T cell activation requires three signals (1) TCR-(CD3)/MHC interaction, (2) co-stimulation i.e. CD28 and
(3) cytokine signalling i.e. IL-2. As P2C4/P1A3 and P2C4/P1A10 do not induce proliferation of T cells
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under direct stimulation, this indicated that signals (1) and (2) are required before T cells become

responsive to the antibodies, in agreement with the results obtained with preactivated cells.

These data suggest that P2C4/P1A3 and P2C4/P1A10 preferentially expand activated T cells, and may
be associated with reduced toxicity as compared to treatment with IL-2 (which expands both activated

and non-activated cells).

5.2 Analysis of stimulation of proliferation by non-activated T cells

Human T cells were isolated and directly treated with P2C4/P1A3, P2C4/P1A10, IL-2 or anti-CD3/CD28
beads. Isotype antibody and untreated control conditions were included as negative controls. After four
days, cells were stained with T cell markers CD3, CD4, CD8, CD45RA, CCR7, Foxp3 and CD25 to
delineate T cell subsets. Counting beads were included to enable absolute cell numbers to be determined

by flow cytometry.

The results are shown in Figures 21A to 21C. Similar to the observation with direct stimulation of human
PBMCs, P2C4/P1A3 and P2C4/P1A10 did not induce proliferation of T cells without pre-activation,
indicating that antigen recognition/CD3 activation and co-stimulation signals are required before T cells
become responsive to these antibodies. This contrasts with IL-2, which indiscriminately expanded T cells

even at low doses.

Example 6: Analysis of pharmacokinetics in non-human primates

A simple pharmacokinetics (PK) study was performed to measure the clearance of P2C4/P1A3 in non-

human primates.

3 cynomolgus macaques were injected with a single dose of 1 mg/kg, 5 mg/kg and 10 mg/kg P2C4/P1A3
and blood collection was done at pre-dose, 1 h, 24 h, 72 h and 120 h post-antibody injection time-points.
Plasma is obtained from the collected blood and a sandwich ELISA were performed to measure the levels
of P2C4/P1A3.

Sandwich ELISA was performed using coated anti-human CH2 antibody, and detection of P2C4/P1A3
was by using anti-human Fc-HRP. An ELISA standard curve was derived using purified P2C4/P1A3 for

calculation of the absolute concentration of antibody in blood.

The results are shown in Figure 22. Maximum blood antibody levels were detected at 1 h post antibody

dosing, and remained in the system up to 120 h.

IL-2 is known to have a much shorter serum half-life — see e.g. Skrombolas and Frelinger, Expert Rev
Clin Immunol. (2014)10(2): 207-217, which reports that a study of the serum half-life of IL-2 introduced
intravenously found a bi-phasic event with phase | (biodistribution throughout the body) resulting in t12 of

approximately 7 min and phase Il (extravasation from plasma into tissue) at approximately 60 min.
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Example 7: Analysis of IL-2RB and yc expression on human PBMCs and antigen-specific T cells

Human PBMCs were thawed and rested overnight in cell culture media. The cells were then activated
using anti-CD3/CD28 beads.

After three days, cells were rested in media for a day before staining with commercially available anti-IL-
2R or yc antibodies plus antibodies for markers of human immune subsets. Cells were then analysed by
flow cytometry to determine the expression of IL-2Rp and yc before (-) and after (+) pre-activation.
Normalized Median Fluorescence Intensity (nMFI1) was calculated by subtracting MFI values for the

“fluorescence-minus one” (FMO) control.

The results are shown in Figures 23A and 23B. Activation of human PBMCs with anti-CD3/CD28 was
shown to upregulate surface expression of both IL-2Rf and yc across three different donor samples,

particularly on T cell subsets.

In a separate experiment, EBV-specific immune cells were thawed and rested in fresh media overnight
prior to being stained with commercially available anti-IL-2R or yc antibodies plus antibodies for markers
of human T cell subsets and NK cells. Cells were then analysed by flow cytometry to determine the
expression of IL-2RB and yc. Normalized Median Fluorescence Intensity (nMFI) was calculated by

subtracting MFI values for the “fluorescence-minus one” (FMO) control.

The results are shown in Figures 24A and 24B. Expression of IL-2RB and yc was detected on different

immune cell subsets within the EBV-specific T cells derived from three different donors.

Example 8: Production of anti-IL-2RB/vc antibody P2C4/P1A10 in Duobody format

P2C4/P1A10 was made in the Duobody format. Briefly, monospecific anti-IL-2RB P2C4 IgG1-K409R and
anti-yc P1A10 IgG1-F405L antibodies were produced and purified, mixed, then subjected to reduction
with 75 mM 2-MEA at pH 8.5, 31°C for 5 h. 2-MEA was removed by dialysis, and the antibodies were left

to re-oxidise at 4°C. The fully formed bispecific Duobody were purified by anion exchange

chromatography.

Example 9: Analysis of the effect of anti-IL-2RB/yc antibodies on anti-cancer immune responses
Example 8.4 of WO 2017/021540 A1 reports the ability of CD8+ T cells expanded by treatment with

bispecific agonist anti-IL-2Rp and -yc antibodies to kill cancer cells. Specifically, T cells expanded from

PBMCs obtained from EBV seropositive donors by culture in presence of P2C4:P1A3 are shown to kill
LCLs.

Example 12 and Figures 41 and 42 of WO 2017/021540 A1 demonstrate the ability of bispecific agonist
anti-IL-2RB and -yc antibodies to stimulate proliferation of T cells and NK cells in vivo in cynomolgus

macaques.

In the present Example, bispecific agonist anti-IL-2R and -yc antibodies are shown to promote an anti-

cancer immune response in vivo.
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Tumours are established by subcutaneous injection of mice with LCLs. Specifically, EBV-transformed
lymphoblastoid B-cell line (LCLs) was mixed with Matrigel and injected subcutaneously to the right flank
of NSG mice.

Mice were subsequently administered with autologous EBV-specific CTLs (VSTs), with or without
P2C4/P1A3, P2C4/P1A10, isotype control antibody, or IL-2, at 19 days post-tumour inoculation. IL-2
treatments were given at 40 000 U/kg, intra-peritoneally (i.p.) consecutively for 5 days for a total of 5
doses. Antibody treatments were given at 5 mg/kg, i.p. every 14 days, for a total of 2 doses. The

administration schedule is shown in Figure 25.

Mouse blood was collected at 8 days post-VST treatment and flow cytometric analysis showed elevated
numbers of total human CD3, CD4 and CD8 T cells in mice treated with P2C4/P1A3 and P2C4/P1A10 as
compared to mice treated with isotype control antibody or IL-2. The results are shown in Figures 26A to
26C.

At the end of the experiment, mice were euthanised at 22 days post-VST treatment and blood, spleen,

liver, tumour-draining lymph node and flank tumour were harvested for flow cytometric analysis.

The results are shown in Figures 26D to 26H. Similar to results at 8 days post-VST treatment, mice
treated with P2C4/P1A3 and P2C4/P1A10 had elevated numbers of total human CD3, CD4 and CD8 T
cells in blood and organs. CD3 T cells from mice treated with P2C4/P1A3 and P2C4/P1A10 also had

lower expression of PD-1 as compared to cells from mice treated with IL-2 and isotype control antibody.

Total organ tumour load in mice was calculated from the total numbers of CD19+ cells in spleen, liver,
flank tumour and tumour-draining lymph node (Figure 26l). Mice treated with P2C4/P1A3 and
P2C4/P1A10 had lower total organ tumour burden as compared to mice treated with isotype control
antibody, IL-2 or no VSTs.

Example 10: Analysis of the effect of anti-IL-2RB/yc antibodies on anti-cancer immune responses in the
presence of Tregs

In the present Example, bispecific agonist anti-IL-2R and -yc antibodies are shown to promote an anti-
cancer immune response in vivo, without accompanying increases in immunosuppressive regulatory T

cells (Tregs) in a mouse model of EBV-BLCL metastatic lymphoma.

Tumours are established by subcutaneous injection of mice with LCLs. Specifically, EBV-transformed B
lymphoblastoid cell lines (LCLs) was mixed with Matrigel and injected subcutaneously to the right flank of
NSG mice.

Mice were subsequently administered with autologous EBV-specific CTLs (VSTs) and Tregs, with or
without P2C4/P1A3, P2C4/P1A10, isotype control antibody, or IL-2, at 20 days post-tumour inoculation.
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IL-2 treatments were given at 40 000 U/kg, intra-peritoneally (i.p.) consecutively for 5 days for a total of 5
doses. Antibody treatments were given at 5 mg/kg, i.p. every 14 days, for a total of 2 doses. The

administration schedule is shown in Figure 29.

Analysis of peripheral blood collected from mice at 7, 14 and 21 days post-treatment showed that slightly
higher numbers of circulating VSTs were detected in mice which received bispecific anti-IL-2Rp and -yc

antibodies compared to isotype (Iso) or IL-2, as shown in Figure 30A.

At the end of the experiment, mice were euthanised at 22 days post-treatment and spleen, liver, tumour-
draining lymph node and injection site were harvested for flow cytometric analysis. The results are shown
in Figures 30B to 30E. Mice treated with P2C4/P1A3 and P2C4/P1A10 were found to have elevated
numbers of total human CD3, CD4 and CD8 T cells in spleen (30B), liver (30C), tumour-draining lymph
node(s) (30D) and injection site (30E). **, p < 0.01; *, p < 0.05.

The ratio of CD8 cells to Tregs has been shown to be predictive of a favourable outcome in multiple
tumour types (de Leeuw RJ et al. Clin Cancer Res 2012; 18:3022-9). Figure 30F shows that the spleen,
liver and lymph node(s) of mice treated with P2C4/P1A3 or P2C4/P1A10 were found to demonstrate
higher CD8/Treg ratios compared to the same organs from mice treated with IL-2. This shows that
P2C4/P1A3 and P2C4/P1A10 preferentially expand CD8 T cells over Tregs, compared to the effect seen
with IL-2.

The numbers of CD3, CD4 and CD8 T cells from spleen, liver, tumour-draining lymph node and injection
site were pooled to provide total numbers of cells. The results are shown in Figure 30G. The total pooled
CD8/Treg ratio is shown in Figure 30H. The total CD8/Treg ratio of mice treated with P2C4/P1A3 or
P2C4/P1A10 was found to be higher than the total CD8/Treg ratio from mice treated with isotype (Iso) or
IL-2. %, p < 0.05.

The numbers of EBV-BLCLs present in the spleen, liver and lymph node(s) at the end of the experiment
were also analysed. The results are shown in Figure 30I. Mice treated with P2C4/P1A3 and P2C4/P1A10
were found to have reduced numbers of EBV-BLCL tumour cells compared to mice treated with IL-2. **, p
<0.01;* p<0.05.

Total organ tumour load in mice was calculated from the total numbers of CD19+ tumour cells found in
spleen, liver, and tumour-draining lymph node. The results are shown in Figure 30J. Mice treated with
P2C4/P1A3 and P2C4/P1A10 were found to have lower total organ tumour burden as compared to mice

treated with isotype control antibody, IL-2 or no VSTs. **, p < 0.01.

Next, the cytolytic activity of the expanded CD8 T cells was assessed by identifying the total number of
CD8 T cells from spleen, liver, tumour-draining lymph node and injection site secreting the effector
molecules interferon-y (IFN-y), CD107a and perforin. The results are shown in Figure 30K. Higher
numbers of effector molecule-secreting CD8 T cells were found to be present following treatment with
P2C4/P1A3 and P2C4/P1A10 compared to treatment with IL-2. *, P < 0.05.
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In conclusion, bispecific anti-IL-2Rp and -yc antibodies were shown to provide sustained expansion of

CD8 T cells in vivo without accompanying increases in Tregs, leading to improved tumour control.

Example 11: Analysis of the effect of anti-IL-2RB/yc antibodies on survival

A murine model of metastatic lymphoma is generated by intravenous injection of EBV-BLCLs to
investigate the effect of bispecific agonist anti-IL-2Rp and -yc antibodies versus IL-2 on survival. Mice
treated with anti-IL-2Rp and -yc antibodies are found to have improved survival as compared to mice not

treated with anti-IL-2R and -yc antibodies.
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Claims

1. An antigen-binding molecule, optionally isolated, which is capable of binding to CD122 and common y
chain (CD132).

2. The antigen-binding molecule according to claim 1, comprising:
(a) an antigen-binding molecule which is capable of binding to CD122, comprising:

a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:105, 106, or
108 to 115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:133 to 144;
and

a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:164, or 169 to
176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:182 to 194;

or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,

HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid; and

(b) an antigen-binding molecule which is capable of binding to CD132, comprising:

a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112,
or 195 to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124,
or 202 to 209
HC-CDRS3 having the amino acid sequence of one of SEQ ID NOs:210 to 225;
and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 226 to
235
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 236 to
245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 247 to
258;

or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,

HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

3. The antigen-binding molecule according to claim 1 or claim 2, wherein the antigen-binding molecule

which is capable of binding to CD122 comprises:
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(P1E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:169

LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:152

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111
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HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2EG6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126

HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176

LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
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a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:159
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:115
HC-CDR2 having the amino acid sequence of SEQ ID NO:127
HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:151
LC-CDR2 having the amino acid sequence of SEQ ID NO:174
LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:115
HC-CDR2 having the amino acid sequence of SEQ ID NO:127
HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:161
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

4. The antigen-binding molecule according to any one of claims 1 to 3, wherein the antigen-binding
molecule which is capable of binding to CD122 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:22 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:53 to 65.

5. The antigen-binding molecule according to any one of claims 1 to 4, wherein the antigen-binding
molecule which is capable of binding to CD122 comprises:

(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or

(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or

157



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765

(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2EG6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.
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6. The antigen-binding molecule according to any one of claims 1 to 5, wherein the antigen-binding
molecule which is capable of binding to CD132 comprises:

(P1A3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2B9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:195

HC-CDR2 having the amino acid sequence of SEQ ID NO:202

HC-CDR3 having the amino acid sequence of SEQ ID NO:211; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:226

LC-CDR2 having the amino acid sequence of SEQ ID NO:237

LC-CDR3 having the amino acid sequence of SEQ ID NO:247; or
(P1A3_B3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_B4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_E9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
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(P1A3_ES8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:203

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A3_FW?2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:210; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:236

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1A10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:196

HC-CDR2 having the amino acid sequence of SEQ ID NO:204

HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:214; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197
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HC-CDR2 having the amino acid sequence of SEQ ID NO:206
HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232

LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDR3 having the amino acid sequence of SEQ ID NO:220; and
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a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151
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LC-CDR2 having the amino acid sequence of SEQ ID NO:245
LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

7. The antigen-binding molecule according to any one of claims 1 to 6, wherein the antigen-binding
molecule which is capable of binding to CD132 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:66 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:85 to 102.

8. The antigen-binding molecule according to any one of claims 1 to 7, wherein the antigen-binding
molecule which is capable of binding to CD132 comprises:

(P1A3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:66; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P2B9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:67; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:86; or

(P1A3_B3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_B4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:87; or

(P1A3_E9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:68; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_ES8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:69; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:85; or

(P1A3_FW2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:70; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:88; or

(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or

(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or

(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or

(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or
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(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or

(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or

(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

9. The antigen-binding molecule according to claim 1, comprising:
(a) an antigen-binding molecule which is capable of binding to CD122, comprising:

a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:103 to 115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:116 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:128 to 144;
and

a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:145 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:162 to 176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:177 to 194;

or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,

HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

(b) an antigen-binding molecule which is capable of binding to CD132, comprising:

a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112,
or 196 to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124,
or 204 to 209
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:212 to 225;
and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 227 to
235
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 238 to
245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 248 to
258;
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or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1,
HC-CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another

amino acid.

5 10. The antigen-binding molecule according to claim 1 or claim 9, wherein the antigen-binding molecule
which is capable of binding to CD122 comprises:
(P2C4) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
10 HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:145
LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
15 (P2C4_A4) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:
20 LC-CDR1 having the amino acid sequence of SEQ ID NO:149
LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B1) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:103
25 HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:145
LC-CDR2 having the amino acid sequence of SEQ ID NO:166
30 LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B5) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
35 a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:145
LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C4) a VH region incorporating the following CDRs:
40 HC-CDR1 having the amino acid sequence of SEQ ID NO:103
HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
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a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:166

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_EB6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_F8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145
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LC-CDR2 having the amino acid sequence of SEQ ID NO:162
LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2H7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:104

HC-CDR2 having the amino acid sequence of SEQ ID NO:117

HC-CDR3 having the amino acid sequence of SEQ ID NO:129; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:146

LC-CDR2 having the amino acid sequence of SEQ ID NO:163

LC-CDR3 having the amino acid sequence of SEQ ID NO:178; or
(P2D12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:118

HC-CDR3 having the amino acid sequence of SEQ ID NO:130; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:147

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:179; or
(P1G11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:131; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:148

LC-CDR2 having the amino acid sequence of SEQ ID NO:165

LC-CDR3 having the amino acid sequence of SEQ ID NO:180; or
(P2C4_A9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:132; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
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(P2C4_E9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDRS3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:168

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_B8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:150

LC-CDR2 having the amino acid sequence of SEQ ID NO:167

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_C1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P2C4_C12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103
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HC-CDR2 having the amino acid sequence of SEQ ID NO:116
HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_E3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:107

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_EB8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_F11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_G2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_G11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
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a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_H3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_C1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:149

LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:181; or
(P2C4_FW?2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:103

HC-CDR2 having the amino acid sequence of SEQ ID NO:116

HC-CDR3 having the amino acid sequence of SEQ ID NO:128; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:145
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LC-CDR2 having the amino acid sequence of SEQ ID NO:162

LC-CDR3 having the amino acid sequence of SEQ ID NO:177; or
(P1E7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:169

LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:152

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
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(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111

HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2E6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126

HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176

LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109
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HC-CDR2 having the amino acid sequence of SEQ ID NO:121
HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and

a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:159
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:115
HC-CDR2 having the amino acid sequence of SEQ ID NO:127
HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:151
LC-CDR2 having the amino acid sequence of SEQ ID NO:174
LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:115
HC-CDR2 having the amino acid sequence of SEQ ID NO:127
HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:161
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

11. The antigen-binding molecule according to any one of claims 1, 9 or 10, wherein the antigen-binding
molecule which is capable of binding to CD122 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:1 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:35 to 65.

12. The antigen-binding molecule according to any one of claims 1, or 9 to 11, wherein the antigen-
binding molecule which is capable of binding to CD122 comprises:

(P2C4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:35; or

(P2C4_A4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:39; or

(P2C4_B1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:40; or

(P2C4_B5) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:41; or

(P2C4_C4) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:44; or

(P2C4_C7) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:45; or

(P2C4_D10) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_EB6) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:46; or

(P2C4_E7) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:47; or

(P2C4_F8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:1; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:49; or

(P2H7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:2; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:36; or

(P2D12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:3; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:37; or

(P1G11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:4; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:38; or

175



10

15

20

25

30

35

40

WO 2019/092181 PCT/EP2018/080765

(P2C4_A9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:5; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:35; or

(P2C4_B6) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:6; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E9) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:6; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:48; or

(P2C4_B8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:7; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_B12) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:8; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:43; or

(P2C4_C1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:9; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:39; or

(P2C4_C12) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:10; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:11; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_E3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:12; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_EB8) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:13; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_F11) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:14; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:50; or

(P2C4_G2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:15; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_G11) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:16; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H1) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:17; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:18; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_H3) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:19; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:42; or

(P2C4_C1D10) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:20; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:51; or

(P2C4_FW?2) a VH region comprising an amino acid sequence having at least 85% sequence
identity to SEQ ID NO:21; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:52; or

(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or

(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or
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(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2EG6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.
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13. The antigen-binding molecule according to claim 1, or 9 to 12, wherein the antigen-binding molecule
which is capable of binding to CD132 comprises:

(P1A10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:196

HC-CDR2 having the amino acid sequence of SEQ ID NO:204

HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:214; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197

HC-CDR2 having the amino acid sequence of SEQ ID NO:206

HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
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(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDRS3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232

LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDR3 having the amino acid sequence of SEQ ID NO:220; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201
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HC-CDR2 having the amino acid sequence of SEQ ID NO:119
HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:245

LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

14. The antigen-binding molecule according to claim 1, or 9 to 13, wherein the antigen-binding molecule
which is capable of binding to CD132 comprises:

a VH region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:71 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:89 to 102.

15. The antigen-binding molecule according to claim 1, or 9 to 14, wherein the antigen-binding molecule
which is capable of binding to CD132 comprises:

(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or

(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or

(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or

(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or
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(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or

(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or

(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

16. An antigen-binding molecule, optionally isolated, which is capable of binding to CD122, comprising:
a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:105, 106, or 108 to
115
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119 to 127
HC-CDR3 having the amino acid sequence of one of SEQ ID NOs:133 to 144; and
a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151 to 161
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:164, or 169 to 176
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:182 to 194;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino acid.

17. The antigen-binding molecule according to claim 16, wherein the antigen-binding molecule comprises:
(P1E7) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:108
HC-CDR2 having the amino acid sequence of SEQ ID NO:120
HC-CDR3 having the amino acid sequence of SEQ ID NO:133; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:151
LC-CDR2 having the amino acid sequence of SEQ ID NO:169
LC-CDR3 having the amino acid sequence of SEQ ID NO:182; or
(P1B10) a VH region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of SEQ ID NO:109
HC-CDR2 having the amino acid sequence of SEQ ID NO:121
HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:152
LC-CDR2 having the amino acid sequence of SEQ ID NO:164

183



10

15

20

25

30

35

40

WO 2019/092181

LC-CDR3 having the amino acid sequence of SEQ ID NO:183; or
(P1F3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:105

HC-CDR2 having the amino acid sequence of SEQ ID NO:122

HC-CDR3 having the amino acid sequence of SEQ ID NO:135; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:153

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:184; or
(P1D10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:110

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:136; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:154

LC-CDR2 having the amino acid sequence of SEQ ID NO:170

LC-CDR3 having the amino acid sequence of SEQ ID NO:185; or
(P1E1) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:137; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:155

LC-CDR2 having the amino acid sequence of SEQ ID NO:171

LC-CDR3 having the amino acid sequence of SEQ ID NO:186; or
(P2B11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:111

HC-CDR2 having the amino acid sequence of SEQ ID NO:123

HC-CDR3 having the amino acid sequence of SEQ ID NO:138; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:156

LC-CDR2 having the amino acid sequence of SEQ ID NO:172

LC-CDR3 having the amino acid sequence of SEQ ID NO:187; or
(P2C9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:139; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:157

LC-CDR2 having the amino acid sequence of SEQ ID NO:173

LC-CDR3 having the amino acid sequence of SEQ ID NO:188; or
(P2C10) a VH region incorporating the following CDRs:
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HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:140; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:158

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P2C11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:113

HC-CDR2 having the amino acid sequence of SEQ ID NO:125

HC-CDR3 having the amino acid sequence of SEQ ID NO:141; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:175

LC-CDR3 having the amino acid sequence of SEQ ID NO:190; or
(P2EG6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:114

HC-CDR2 having the amino acid sequence of SEQ ID NO:126

HC-CDR3 having the amino acid sequence of SEQ ID NO:142; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:160

LC-CDR2 having the amino acid sequence of SEQ ID NO:176

LC-CDR3 having the amino acid sequence of SEQ ID NO:191; or
(P2E11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:109

HC-CDR2 having the amino acid sequence of SEQ ID NO:121

HC-CDR3 having the amino acid sequence of SEQ ID NO:134; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:159

LC-CDR2 having the amino acid sequence of SEQ ID NO:164

LC-CDR3 having the amino acid sequence of SEQ ID NO:192; or
(P2F9) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127

HC-CDR3 having the amino acid sequence of SEQ ID NO:143; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:193; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:115

HC-CDR2 having the amino acid sequence of SEQ ID NO:127
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HC-CDR3 having the amino acid sequence of SEQ ID NO:144; and
a VL region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of SEQ ID NO:161
LC-CDR2 having the amino acid sequence of SEQ ID NO:164
LC-CDR3 having the amino acid sequence of SEQ ID NO:194.

18. The antigen-binding molecule according to claim 16 or claim 17, wherein the antigen-binding
molecule comprises:
a VH region comprising an amino acid sequence having at least 85% sequence identity to one of SEQ ID
NOs:22 to 34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:53 to 65.

19. The antigen-binding molecule according to any one of claims 16 to 18, wherein the antigen-binding
molecule comprises:

(P1E7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:22; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:53; or

(P1B10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:23; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:54; or

(P1F3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:24; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:55; or

(P1D10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:25; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:56; or

(P1E1) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:26; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:57; or

(P2B11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:27; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:58; or

(P2C9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:28; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:59; or

(P2C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:29; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:60; or

(P2C11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:30; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:61; or

(P2EG6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:31; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:62; or

(P2E11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:32; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:63; or

(P2F9) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:33; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:64; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:34; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:65.

20. An antigen-binding molecule, optionally isolated, which is capable of binding to CD132, comprising:
a heavy chain variable (VH) region incorporating the following CDRs:
HC-CDR1 having the amino acid sequence of one of SEQ ID NOs:106, 108, 112, or 196
to 201
HC-CDR2 having the amino acid sequence of one of SEQ ID NOs:119, 120, 124, or 204
to 209
HC-CDRS3 having the amino acid sequence of one of SEQ ID NOs:212 to 225; and
a light chain variable (VL) region incorporating the following CDRs:
LC-CDR1 having the amino acid sequence of one of SEQ ID NOs:151, or 227 to 235
LC-CDR2 having the amino acid sequence of one of SEQ ID NOs:174, or 238 to 245
LC-CDR3 having the amino acid sequence of one of SEQ ID NOs:189, or 248 to 258;
or a variant thereof in which one or two or three amino acids in one or more of HC-CDR1, HC-
CDR2, HC-CDR3, LC-CDR1, LC-CDR2 or LC-CDR3 are substituted with another amino acid.

21. The antigen-binding molecule according to claim 20, wherein the antigen-binding molecule comprises:
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(P1A10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:196

HC-CDR2 having the amino acid sequence of SEQ ID NO:204

HC-CDR3 having the amino acid sequence of SEQ ID NO:212; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:227

LC-CDR2 having the amino acid sequence of SEQ ID NO:238

LC-CDR3 having the amino acid sequence of SEQ ID NO:248; or
(P1B6) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:213; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:239

LC-CDR3 having the amino acid sequence of SEQ ID NO:249; or
(P1C10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:112

HC-CDR2 having the amino acid sequence of SEQ ID NO:124

HC-CDR3 having the amino acid sequence of SEQ ID NO:214; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:228

LC-CDR2 having the amino acid sequence of SEQ ID NO:240

LC-CDR3 having the amino acid sequence of SEQ ID NO:250; or
(P1D7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:197

HC-CDR2 having the amino acid sequence of SEQ ID NO:206

HC-CDR3 having the amino acid sequence of SEQ ID NO:215; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:229

LC-CDR2 having the amino acid sequence of SEQ ID NO:241

LC-CDR3 having the amino acid sequence of SEQ ID NO:251; or
(P1E8) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:198

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:216; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:230

LC-CDR2 having the amino acid sequence of SEQ ID NO:242

LC-CDR3 having the amino acid sequence of SEQ ID NO:252; or
(P2B2) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108
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HC-CDR2 having the amino acid sequence of SEQ ID NO:207

HC-CDR3 having the amino acid sequence of SEQ ID NO:217; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:253; or
(P2B7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:218; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:231

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:254; or
(P2D11) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:199

HC-CDR2 having the amino acid sequence of SEQ ID NO:208

HC-CDR3 having the amino acid sequence of SEQ ID NO:219; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:232

LC-CDR2 having the amino acid sequence of SEQ ID NO:243

LC-CDR3 having the amino acid sequence of SEQ ID NO:255; or
(P2F10) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:200

HC-CDR2 having the amino acid sequence of SEQ ID NO:209

HC-CDR3 having the amino acid sequence of SEQ ID NO:220; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:233

LC-CDR2 having the amino acid sequence of SEQ ID NO:244

LC-CDR3 having the amino acid sequence of SEQ ID NO:256; or
(P2H4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:108

HC-CDR2 having the amino acid sequence of SEQ ID NO:120

HC-CDR3 having the amino acid sequence of SEQ ID NO:221; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:234

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:257; or
(P2D3) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:201

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:222; and
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a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1G4) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:223; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:258; or
(P1B12) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:224; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:235

LC-CDR2 having the amino acid sequence of SEQ ID NO:174

LC-CDR3 having the amino acid sequence of SEQ ID NO:189; or
(P1C7) a VH region incorporating the following CDRs:

HC-CDR1 having the amino acid sequence of SEQ ID NO:106

HC-CDR2 having the amino acid sequence of SEQ ID NO:119

HC-CDR3 having the amino acid sequence of SEQ ID NO:225; and
a VL region incorporating the following CDRs:

LC-CDR1 having the amino acid sequence of SEQ ID NO:151

LC-CDR2 having the amino acid sequence of SEQ ID NO:245

LC-CDR3 having the amino acid sequence of SEQ ID NO:189.

22. The antigen-binding molecule according to claim 20 or claim 21, wherein the antigen-binding
molecule comprises:
a VH region comprising an amino acid sequence having at least 85% sequence identity to one of SEQ ID
NOs:71 to 84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to one of
SEQ ID NOs:89 to 102.

23. The antigen-binding molecule according to any one of claims 20 to 22, wherein the antigen-binding
molecule comprises:

(P1A10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:71; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:89; or
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(P1B6) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:72; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:90; or

(P1C10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:73; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:91; or

(P1D7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:74; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:92; or

(P1E8) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:75; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:93; or

(P2B2) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:76; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:94; or

(P2B7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:77; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:95; or

(P2D11) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:78; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:96; or

(P2F10) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:79; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:97; or

(P2H4) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:80; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:98; or

(P2D3) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:81; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:99; or

(P1G4) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:82; and
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a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:100; or

(P1B12) a VH region comprising an amino acid sequence having at least 85% sequence identity
to SEQ ID NO:83; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:101; or

(P1C7) a VH region comprising an amino acid sequence having at least 85% sequence identity to
SEQ ID NO:84; and

a VL region comprising an amino acid sequence having at least 85% sequence identity to SEQ
ID NO:102.

24. An antigen-binding molecule, optionally isolated, which is capable of binding to CD122, comprising (i)
an antigen-binding molecule according to any one of claims 16 to 19, and (ii) an antigen-binding molecule

capabile of binding to common y chain (CD132).

25. An antigen-binding molecule, optionally isolated, which is capable of binding to common y chain
(CD132), comprising (i) an antigen-binding molecule according to any one of claims 20 to 23, and (ii) an

antigen-binding molecule capable of binding to CD122.

26. An antigen-binding molecule, optionally isolated, which is capable of binding to CD122 and common y
chain (CD132), comprising (i) an antigen-binding molecule according to any one of claims 16 to 19, and

(i) an antigen-binding molecule according to any one of claims 20 to 23.

27. The antigen-binding molecule according to any one of claims 1 to 26, wherein the antigen-binding

molecule further comprises a cell membrane anchor region.

28. The antigen binding molecule according to any one of claims 1 to 27, which is an IL-2 receptor

agonist.

29. The antigen binding molecule according to any one of claims 1 to 28, which is capable of reducing

expression of PD-1 by T cells.

30. A nucleic acid, optionally isolated, encoding an antigen-binding molecule according to any one of

claims 1 to 29.

31. An expression vector comprising a nucleic acid according to claim 30.

32. A cell comprising an antigen-binding molecule according to any one of claims 1 to 29, a nucleic acid

according to claim 30, or an expression vector according to claim 31.

33. A method for producing an antigen-binding molecule according to any one of claims 1 to 29, the

method comprising culturing a cell comprising a nucleic acid according to claim 30 or an expression
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vector according to claim 31 under conditions suitable for expression of the antigen-binding molecule

from the nucleic acid or expression vector.

34. A composition comprising an antigen-binding molecule according to any one of claims 1 to 29, a
nucleic acid according to claim 30, an expression vector according to claim 31 or a cell according to claim
32.

35. An antigen-binding molecule according to any one of claims 1 to 29, a nucleic acid according to claim
30, an expression vector according to claim 31, a cell according to claim 32 or a composition according to

claim 34, for use in a method of medical treatment or prophylaxis.

36. An antigen-binding molecule according to any one of claims 1 to 29, a nucleic acid according to claim
30, an expression vector according to claim 31, a cell according to claim 32 or a composition according to
claim 34, for use in a method of treatment or prevention of a T cell dysfunctional disorder, a cancer or an

infectious disease.

37. Use of an antigen-binding molecule according to any one of claims 1 to 29, a nucleic acid according
to claim 30, an expression vector according to claim 31, a cell according to claim 32 or a composition
according to claim 34, in the manufacture of a medicament for use in a method of treatment or prevention

of a T cell dysfunctional disorder, a cancer or an infectious disease.

38. A method of treating or preventing a T cell dysfunctional disorder, a cancer or an infectious disease,
comprising administering to a subject a therapeutically or prophylactically effective amount of an antigen-
binding molecule according to any one of claims 1 to 29, a nucleic acid according to claim 30, an
expression vector according to claim 31, a cell according to claim 32 or a composition according to claim
34.

39. The antigen-binding molecule, nucleic acid, expression vector, cell or composition for use according
to claim 36, the use according to claim 37 or the method according to claim 38, wherein the cancer is
selected from the group consisting of: colon cancer, colon carcinoma, colorectal cancer, nasopharyngeal
carcinoma, cervical carcinoma, oropharyngeal carcinoma, gastric carcinoma, hepatocellular carcinoma,
head and neck cancer, head and neck squamous cell carcinoma (HNSCC), oral cancer, laryngeal cancer,
prostate cancer, lung cancer, small cell lung cancer, non-small cell lung cancer, bladder cancer, urothelial

carcinoma, melanoma, advanced melanoma, renal cell carcinoma, ovarian cancer or mesothelioma.

40. The antigen-binding molecule, nucleic acid, expression vector, cell or composition for use according
to claim 36 or claim 39, the use according to claim 37 or claim 39, or the method according to claim 38 or
claim 39, wherein the antigen binding molecule is administered in combination with a therapeutically

effective amount of an agent capable of inhibiting signalling mediated by an immune checkpoint protein.
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41. The antigen-binding molecule, nucleic acid, expression vector, cell or composition for use, the use, or
the method according to claim 40, wherein the immune checkpoint protein is PD-1, CTLA-4, LAG-3, TIM-
3, VISTA, TIGIT or BTLA.

42. A method for generating or expanding a population of immune cells, comprising contacting immune
cells in vitro, in vivo or ex vivo with an antigen-binding molecule according to any one of claims 1 to 29, a
nucleic acid according to claim 30, an expression vector according to claim 31, a cell according to claim

32 or a composition according to claim 34.

43. A chimeric antigen receptor (CAR) comprising an antigen-binding molecule according to any one of

claims 1 to 29.

44. An in vitro complex, optionally isolated, comprising an antigen-binding molecule according to any one
of claims 1 to 29 or the CAR according to claim 43 bound to CD122 and/or CD132.

45. A nucleic acid, optionally isolated, encoding a CAR according to claim 43.

46. An expression vector comprising a nucleic acid according to claim 45.

47. A cell comprising a CAR according to claim 43, a nucleic acid according to claim 45, or an expression

vector according to claim 46.

48. A composition comprising a CAR according to claim 43, a nucleic acid according to claim 45, an

expression vector according to claim 46 or a cell according to claim 47.
49. A CAR according to claim 43, a nucleic acid according to claim 45, an expression vector according to

claim 46, a cell according to claim 47 or a composition according to claim 48, for use in a method of

medical treatment or prophylaxis.
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