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Disclosures

Disclaimer

This presentation is not, & nothing in it should be construed as, an offer, invitation or recommendation in respect of ImmunoPrecise Antibodies Ltd. (the “Company”) securities, or an offer, invitation or
recommendation to sell, or solicitation of an offer to buy, the facilities or of the Company’s securities in any jurisdiction. Neither this presentation nor anything in it shall form the basis of any contract or
commitment. This presentation is not intended to be relied upon as advice to investors or potential investors & does not take into account the investment objectives, financial situation or needs of any
investor. All investors should consider such factors in consultation with a professional advisor of their choosing when deciding if an investment is appropriate. The Company has prepared this presentation
based on information available to it, including information derived from public sources that have not been independently verified. No representation or warranty, express or implied, is provided in relation
to the fairness, accuracy, correctness, completeness or reliability of the information, opinions or conclusions expressed herein. These projections should not be considered a representation of the
Company’s potential cash generation performance in any way.

Forward Looking Statements

This presentation includes forward-looking statements to provide prospective investors with information pertaining to the Company’s long-term business objective. Forward-looking statements often,

but not always, are identified by the use of words such as “seek”, “anticipate”, “believe”, “plan”, “estimate”, “expect”,
“should”, “could”, or “might” occur or be achieved and other similar expressions.

” o

targeting” and “intend” and statements that an event or result “may”, “will”,

Forward-looking statements are not statements of historical fact or assurances of future performance. They are based on the current beliefs, expectations & assumptions of the Company’s
management about the Company’s business, planned acquisitions, future plans, anticipated events & other future conditions. All forward—looking statements attributable to the Company or persons
acting on its behalf apply only as of the date of this document & are expressly qualified in their entirety by the cautionary statements included in this presentation.

The forward-looking statements that are contained in this presentation involve a number of risks and uncertainties and are based on certain assumptions, including: the progress, timing and costs
related to the execution of the Company’s business plan and strategy; estimates and projections regarding the industry in which the Company operates; the future success of research and
development activities; the absence of material changes in general business and economic conditions; estimates regarding the future financing and capital requirements; and the absence of adverse
changes in relevant laws and regulations. As a consequence, actual results might differ materially from results forecast or suggested in these forward-looking statements. Further information on risks
and uncertainties may be found in the Company’s Management Discussion & Analysis which may be obtained from SEDAR at www.sedar.com and SEC at www.sec.gov.

Furthermore, forward-looking statements contained herein are made as of the date of this MD&A and the Company disclaims any obligation to update any forward-looking statements, whether as a
result of new information, future events or results or otherwise. There can be no assurance that forward-looking statements will prove to be accurate, as actual results and future events could differ
materially from those anticipated in such statements. Accordingly, readers should not place undue reliance on forward-looking statements.


http://www.sedar.com/
http://www.sec.gov/

In our increasingly
data-driven world,
integrating and
harnessing vast
amounts of information
effectively is a
challenge.

The complexity of biological information is that it
relates to multiple dimensions such as functions of
proteins, 3D structures of molecules, genetic
information involving the whole process of translating
DNA code into RNA and proteins, and much more.
Collectively these dimensions need to be captured to
understand biological systems and create meaningful
predictions and insights.

Information Integration Dilemma (lID) refers to
the complex task of integrating, consolidating,
analyzing, and utilizing these diverse data,

data sources, and formats.
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The IID challenges in omics data analysis

e Data Silos:
Data that are biologically interconnected are stored and accumulated as
isolated data sources, hindering collaboration, data sharing and the
development of accurate and reliable analytical insights.
Data Inconsistency:

Diverse data formats, structures, and quality levels make it challenging to
reconcile and merge information accurately.

Integration Complexity:
Merging data from disparate sources with varying schemas, standards, and
semantics requires substantial effort.

Security and Privacy:
Protecting sensitive information while ensuring data integration introduces
additional complexities.

Scalability:
As data volumes grow, integration solutions must handle the increasing load
without sacrificing performance or reliability.
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Our solution
Introducing LENS?™ integrated intelligence platform

powered by HYFT® technology:

Step into the future of biotherapeutic discovery with LENS?'. Our powerful
technology is at the forefront of healthcare innovation, accelerating drug
discovery through scalable data analysis and insights.

 Patented technology

 Unprecedented data integration and fusion

 Seamless integration through one Al framework

* Create actionable data through infinite scalability

* Understand the specific context and connections in biology

* Make valuable predictions and uncover new information and insights
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One revolutionary framework seamlessly integrates
mass amounts of multi-omics data

LENS? powered by HYFTs™ technology

Unparalleled technology to connect
the biosphere’s fundamental pillars
into one framework:

sequence, structure and function.

Sequence

* Sequence: DNA-RNA-Protein
e Structure: Alpha Fold, ESM-2, Rosetta Fold,
Cryo-EM, Crystallography
|!1 » = Text: Peer-Reviewed Literature, Patents,
Clinical Trials

Structure

Text
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Solving the IID by utilizing the power of LENS? HYFTs

Reducing noise to make data meaningful

What are HYFTs?

Universal Fingerprint™ 1.

patterns found across
the entire biosphere.

How do HYFTs serve us?

HYFTs function as encapsulated tokens
“words” carrying information and
knowledge, to provide context and
meaning

HYFTs are foundational anchor points.
They eliminate the background noise
inherent in all data (structured and
unstructured)

HYFTs capture cross data relationships
to deduce meaningful and actionable
insights
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How are HYFTs used?

Process Data
e 1000x more efficient

Analyze data

* Discovery, development and
translational strategies
* Integration of all data set types
* Hypothesis generation

Act on data
* Improve wet-lab drug discovery
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* Knowledge gathering is a scattered and
time-consuming process

22 results Page 1 of3 > »

RESULTS BY YEAR Filters applied: Free full text. Clear all

|
cite

Share

TEXT AVAILABILITY
[] Abstract
Free full text
[] Full text

S [] FAST: arandomised phase Il study of zolbetuximab (IMAB362) plus EOX versus

EOX alone for first-line treatment of advanced CLDN18.2-positive gastric and
gastro-oesophageal adenocarcinoma.

Sahin U, Tiireci &, Manikhas G, Lordick F, Rusyn A, Vynnychenko |, Dudov A, Bazin I, Bondarenko |,
Melichar B, Dhaene K, Wiechen K, Huber C, Maurus D, Arozullah A, Park JW, Schuler M, Al-Batran
SE.

Ann Oncol. 2021 19. doi: 10.1016/1.annonc.2021.02.005. Epub 2021 Feb 19,

PMID: 33610734 Freearticle.  Clinical Trial

Grade 3 AEs showed no substantial increases overall (zolbetuximab + EOX versus EOX alone).
CONCLUSIONS: In advanced junction and
adenocarcinoma patients expressing CLON18.2, adding zolbetuximab to first-line EOX provided

longer ...

* Ultimately, a limited amount of information
can be gathered and consumed
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LENS? use case: demonstration of capabilities

From a disconnected IID experience to fully integrated biotherapeutic intelligence

LENS?' seamlessly integrates sequence, structure, and text

1. 2. 3.

One comprehensive A layered view Access deeper
integrated view: into InSIght anaIYSiS through
Explore sequence, structure foundations: additional Al
and textual information The HYFTs encapsulate the .

- algorithms:
concurrently and swiftly sequential and structural 5

Explore further meaningful
insight and hidden
relationships

context to guide Al
understanding of the biological
sequence function
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LENS? use case demonstration

1 Comprehensive integrated views

Sequence-structure-text in one graph

One framework connecting

Overview
information on P
[ X scauence (55)) shytt (51)
(sub)sequence-structure- ~ o [rene—

Antibody (18)

text: full comprehensive
insight, easily accessible,
ready for in-depth
exploration and Al analysis

Relationship Types

Shyft = Structural HYFT

Data below represented in graph ) _ )
Hotspot = Immunogenic zone within antibody

Antibodies
and hotspots GL2)
have syntactical representations via

Graph focus

relations between a selection of 18

) ) L @ e : R ” antibodies: similarities in sequence,
and a structural representation via = R E e L X< A . structure, immunogenic hotspots and

StructuraiSequence 41) (E1L10) 7 - . 49 . i Tl o _ adverse events are connected.

Sequence (58)  Hyft (22)

All relationships can be further
explored in more detail,
clustered etc.

Textual information derived through
our proprietary NLP technology is
represented in  AdverseEtfect (38)

Adverse effect node is a higher order
symptomatology clustering used to give a
first broader overview of the information

Small selection shown here for clarity of displ
gathered out of all Pubmed abstracts (Small selection shown e e o)
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LENS? use case demonstration

1 _ Comprehensive integrated views — key features

Overview

Node labels

- D CETSTIRTD @

D .Hyﬂlzz) —AdverseEnect(ss) _ .
Antiody (8 White box Al approach:

Relationship Types Concepts and relations
are traceable

All information that is displayed
can be traced back to the
original source it came from.

Legend
Shyft = Structural HYFT
Hotspot = Immunogenic zone within antibody

Graph focus

the relations between a selection
of 18 antibodies: similarities in
sequence, structure, immunogenic
hotspots and adverse events are
connected.

Relation first approach:
All relationships can be further
explored in more detail,
clustered etc.

By providing an integrated view,
the focus is on detecting biologically
and functionally relevant relations
to understand systems biology and
biological complexity.
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LENS? use case demonstration

A layered view into insight foundations

. Select the items relevant for your query and start exploring
the interconnected world of sequence-structure-text

Overview

Node labels

@ CTD G (D CIISIED

£ O AdverseEffect (43)

Relationship Types

Graph focus
Three (3) antibodies
were selected sharing
myocarditis as an

adverse event

(circled). The expansion
with immunogenic
hotspots and structural
and sequential
elements are shown
(green, yellow and
blue).

Text-based insight

The myocarditis node is a higher-level symptom
representation of all Pubmed abstracts containing
findings on myocarditis. This node can be further
expanded to the exact sentences mentioning
myocarditis. The Pubmed ID is indicated to find
the original abstract and paper.

PMDI Title Sentence

PMID:31439303 [ Case Series of Ventricular and From Cell-Death Protein-1 Inhibitor Treated

og in-1
Inhibitor Treated With Infliximab

ye
PMID:21674722 (£ infli Myocarditis associated with infliximab: a case report and review of the literature.

Subsequence-based insight

This node represents immunogenicity hotspot
data of the heavy chain of Infliximab obtained via
the LENS?' in silico immunogenicity screening:
hotspots represent a higher risk for
immunogenicity and are indicated in red

Heatmaps of f Infliximab_var_VH
chain properties

Structural-based insight
Integrated overall into insight and embedded in
sHYFT and structural sequence
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LENS? use case demonstration

3 Access deeper analysis through additional Al algorithms

Create predictions and in-depth various subanalysis

Overview ¢ L = -
Node labels f— e y
(2ot (Hotspot 1) - . .
oo Apply graph-based Al clustering algorithms .
Relationship Types J — .
o — po—
Displaying 113 nodes, 0 relationships. vy f == - .
i [y - e
=,k :
b e -
o Ll )=l
Graph focus: T - = e
§= Lo =
hotspots, — e .
Immunogenic zones o N P - e
e K S S u
in an antibod S S
In an antiboay. e e~ o —
From these hotspots you can i | | | : : : : : :
expand to the corresponding
HYFTs in the hotspot at ExampIeS'

sequential and structural level

Predictive modeling
Generative algorithms

From the graph a clustering is performed, the sequential and the
structural dimensions related to the immunogenic hotspots of the
antibodies are combined in one feature to detect groups that
share syntactical and structural ‘closeness’. This can be used to do

© high-throughput screening in early-stage discovery and improve antibody
For clarity in the graph, not all antibodies displayed in the clustering are shown. characteristics. Demonstrating value thrOUgh accelerating the qua“ty
and quantity of leads.

©2023 BioStrand BV. All rights reserved. BioStrand BV is an independently operating subsidiary of ImmunoPrecise Antibodies LTD. BioStrand is a trademark of BioStrand, BV. The trademarks IPA and the IPA logo are trademarks of ImmunoPrecise Antibodies LTD. and used under license. 13



LENS? Integrated Intelligence Technology powered by HYFTs 150, BioStrand
Empowering actionable data with

integrated intelligence

Discover the vast biotherapeutic horizon — from detailed data to expansive insight

e Data integration at subsequence level
® One seamless framework

e Infinitely scalable insights, supported by Al algorithms

Revolutionary data silo integration Unparalleled LENS? technology Powerful real-time
and optimization infinite scalable data insight
Public and proprietary databases Analyze | Integrate | Learn | Generate Program design | Target identification | Lead discovery

Biosimilars | Inmunogenicity

Unstructured data Structured data Sequence | Structure | Text
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Powered by HYFT Technology
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We look forward to connecting on
how LENS? can be game-changing
for your discovery.

info@biostrand.be | biostrand.be | NASDAQ:IPA

Powering the HUB of Biotherapeutic Intelligence
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