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Expertise that Runs Deep bietechne |
High-Quality Reagents, Analytical Instruments, and Precision Diagnostics R systems

The antibody business unit
generates content for
businesses and applications
across Bio-Techne ana
externally as Custom Services

Our Ecosystem

Our antibodies enable gold-
standard immunoassays
Proteins used as immunogens are
expressed in mammalian cells to
produce full length, properly

folded, properly glycosylated,
bioactive antigens

Our unique position enables
us to better meet the
specialized needs of our
customers
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Our Antibodies
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R&D Systems Antibodies

Top-performing Molecular Toolsets

400,000

Antibody Products

200,000

Peer-reviewed Citations

100,000

Proprietary Clones

10,000

Clones tested by Advanced
Verification of specificity

42

Validated Applications

/0

Species

Destination of Choice

biotechne |
R systems

EEXED Primary
Secondary Antibodies
@3ID 1sotype Controls

Monoclonal (EFIED
Polyclonal
Recombinant Monoclonal @%i19

GRE) Alexa Fluor®
Unconjugated
@3 Biotin

@D Phycoerythrin
@E3ED  Allophycocyanin
89 FAuorescein

Clonality Conjugation

Flow Cytometry (EEED GED Mouse
Western Blot Goat
HC @R CFEED Rat

ICC &AL @730 Rabbit

ELISA GRLED QD Sheep
Block/Neutralization SN0 @0 Human
Simple Western @120 @EI» Hamster

*IP + ChiP GEID @EED Donkey
Knockout Validated @EED @D Chicken

Dual RNAscope ISH-IHC @D Llama

*immunoprecipitation = 768
+Chromatin immunoprecipitation = 39

*Other Includes: Bovine, C botulinum, C diffiale, C tetanl, Canine, Chicken,
Chinese Hamster, Cotton Rat, Cynomolgus Monkey, Drosophila, Equine

Mouse @REID
Rat @RLD

Feling, Finch, Goat, Guinea Pig, Hamster, HCoOV.229E, HCoV.HKUY
HCOV-NLAS, Influonza AVirus HINT, Insect, Lama, MERS.CoV, Multhspecios
Porcine, Primate, Rabbit, Rhesus Macaque, SARS.CoV.2, Sheep, T. gondi
Viral, Xonopus, Yeast, Zebrafuh
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R&D Systems Antibodies bietechne |
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Information-rich HT-SPR Enhances Design and Development bietechne |

SHE Making the Invisible Visible through the Lens of SPR R svstems
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The Workbench
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Information-rich HT-SPR Enhances Design and Development
Simulated SPR to Drive the Design, Build, Test of Complex Molecular Tools

Programming Info-rich SPR-based Modeling - simulating dynamic systems
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Information-rich HT-SPR Enhances Design and Development bietechne |

SHN Simulated SPR to Drive the Design, Build, Test of Complex Molecular Tools R systems
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Information-rich HT-SPR Enhances Design and Development bietechne |
Enhancing Development Pipelines with High-content Biophysical Platforms R svstems

o SPR (Surface Plasmon Resonance) Physics o Simultaneous Analysis of 384 Antibodies

o Antibody-Antigen Binding Seen in Real-Time o Assess 150,000 Candidate Matched Pairs
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Information-rich HT-SPR Enhances Design and Development bietechne |

Surrounding our Extensive Antibody Content with Information-rich Datasets R systems
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Information-rich HT-SPR Enhances Design and Development bietechne |

elll Customized Data Analytics Drive Decision-making and Solutions R svstems
-
E o Integrate Structure and Kinetic Datasets o Rank Formulations for Predicted Performance
% o Score Attributes for Target Assay Application o Leads Move Downstream to Development
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High-Throughput Antibody Development Workflows bietechne |
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2500 of 2500 (100%)

Sampled Combinations (Enhanced)

e I

-

FEEEEN
apture

/0
C

N

EER
Detect

EEEEEN EEEEEEN
EEEEEEN EEEEEEEEgEEEEEEEEEN
IIIIIIIIII“IIIIII.I EEEEEEEEEN

EEEEEEEEEyEEEEEEEEN

EE

1

EEL
EEEEEEEEE
EEEEEEEEE
EEEEEEEEE
EEEEEEER

11 EEEEEEEEEE
EEN AEEEEEEEEESEEEEEEEEN AEEEEEEN \_
EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEN.
EEEEEEEEEEEEEEEN EEEEEEEEEEEgE R e e o o oo o
EEEEEEEEEEEEEEEEEEEEEEEEEEEEE EEEEEEEEEEEEEEEEEEE
EEEEEEEEEEEEEEEEEEEEEEEEEEEEESEEEEEEEEEEEEEEEEEEE

iy
= 3

— e
S c -~
O mEmEm o ot © =
- HH- - 2 2 &2
EEEEm / © ._m__. ._m m S
o uEEEN N £ 2> QN Q T
EEEEE o 2 2 0 2 0 o
) gmmmm \ (o) oS o > =
Y- EEEEE \ - = = 4L o0 C
HH E =5 5528 %
o - © C 0w =23
(Ip) an 0 o0 = S O G
T N on O v w B
-~ oo BEE :

High-Throughput Antibody Development Workflows

Sampled Content
(Enhanced)

paoueyuq ay] SUORN|OS papIND-[SpPOA



High-Throughput Antibody Development Workflows bietechne |/
. R systems
JL\ 70 candidate Detect Abs
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High-Throughput Antibody Development Workflows bietechne |/
. R systems
JL\ 70 candidate Detect Abs
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High-Throughput Antibody Development Workflows bietechne |
: R systems
JL 70 candidate Detect Abs
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High-Throughput Antibody Development Workflows bietechne |
. 70 candidate Detect Abs R svstems
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High-Throughput Antibody Development Workflows bietechne |
. 70 candidate Detect Abs R svstems
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High-Throughput Antibody Development Workflows bietechne |

> RID systems
O
- =l 01 / Unlocking the Antibody Vault \
{ Our Workflow Leverages Our Extensive Co[lectiop CI HA c. | ‘H.A CIl HA
O for Inmunoassay Development. ® Antibodies uti- 02 B ENE ‘“EEEE CC"EEEeE
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comprise hybridoma and recombinant monoclo- C26IINIE 52 WHE ccsmEEE
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High-Throughput Antibody Development Workflows bietechne |
R systems

ad 02 / High-Content Biophysics -

N
o Antibody Biophysics and Biomarker Interaction Establish the
Lead Landscape. ® High-performance assay specifications i)\ ;*1}7
O derive from a variety of engineered optimizations unique to | O =5 w
each platform. ™ Principal among these is the selection of M\ / -;——’—‘J’
matched-pairs of capture and detection antibodies. These | /T e
matched-pais require optimal attributes for the specifications “~__// ~,\\ ey —
Q of a particular inmunoassay. ® Our workflow produces ex- & . e
_C pansive datasets that are untilized to populate informa- | S ? jj
tion-rich landscapes that describe all combinations and per- —
'— mutations of assay performance design element such as anti-
body pairing, titer, sample type, and incubation time. @ N :
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The Workflow
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High-Throughput Antibody Development Workflows

= 03 // Navigating the Design Space

Modeling Drives Combinatorial Immu-
noassay Design. ® Our approach syn- is
thesizes 1. our domain-knowledge, as a
deterministic rule layer; and 2. intelli- §
gently-guided combinatorial formula- *
tion, as a metaheuristic search layer; to
3. navigate the high-dimensional search
space to uncover immunoassay combi-
nations with properties simultaneously
optimized for multiple specifications.

1 sensitivity [N precision
2 epitope dynamic range
18 specificity @custom specs B

\
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. \‘ 3 !‘:;.. TEENNERENE

biotechne |
R systems

7 8/

( A\ 4
Antibody 1

© 2025 Bio-Techne®. All rights reserved. | 20



High-Throughput Antibody Development Workflows bietechne |

R systems
e 04 / Data Integration & Modeling

Our Algorithmic Process Scores and Filters the Land-
scape to Identify Top Leads. W Information regarding the
degree to which each antibody and composite combina-
tion possess the requisite performance is contained within
our generated landscapes. ® Through data analytics and u o SELT g = n
modeling, the combinatorial landscape is efficiently scored ) 2

and parsed. Integration of our 1. extensive collection of
target-specific antibodies, 2. high-content biophysical
data collection methodologies, and 3. model-guided per-
formance predictors enable rapid identification of the top
immunoassay leads, out of more than 50,000 enumerated

The Workflow

and evaluated candidates. m These 20 curated leads are /:( & /\3
immediately directed to assay platform-specific validation. \ i
Bl ' o n F /
A\ 4
Antibody 1
L) L ’ "

.. (Discovered Diverse /,——ﬂ\ -
Lead Combinations

Lead Combination Diversity
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Computed Assay Performance
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High-Throughput Antibody Development Workflows bietechne |

RdDsysteEms
= 05 // Discovered Lead Validation .

Curated Leads Accelerate Development of High-Sensitivi-
ty Immunoassay. M To illustrate the performance of our

The Workflow

. . ] EDTA
workflow, here we evaluated 20 curated lead combinations g Sample  Plasma Serum ®
according to the high-performance specifications of the 2, Types e o0
Simple Plex Ella assay platform. W This assay development 3 “ .
process involves a sequence of specific tests, including E 3
core performance criteria such as 1. quantification of the % ™
detectability dose-response profile; 2. assessment of the £ 2
quantitative limits of detection; 3. detectability of endoge- 5 i .
nous levels of natural samples, and 4. statistical precision. 7 1 e - ! :
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High-Throughput Antibody Development Workflows bietechne |
RdD systems

al The Performance Advantage )
T[S e | (@@ OO 0) .Y,

survey
Step 1 Step 2 Step 3 Step 4

=5l 50,000+ %
H el very sparse sampling l oo |51 160 |51 12 || 2 E

Conventional Approach Fail

B Combining leading antibody collections, analytics, and models, our custom ap-
Raran sman =r-o | proach is tailored to the performance priorities of your immunoassay application.

: P ;2| ®m Qur approach rapidly and comprehensively surveys the multi-factor combina-
ENE smaaasEs s torial design spaces of assay development to discover curated leads,

mes : ® We maximize success rates and eliminate weeks of work from your assay de-
yvelooment and validation ninelines.
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High-Throughput Antibody Development Workflows bietechne |
RdD systems

a Extended Solutions - IVD Epitope Mapping

I: / Biomarker Specific Antibody Collection (62 antibodies)
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Data-Driven and Model-Guided Antibody Solutions

bie

bietechne
RI) systems

Molecular
Diagnostics

Spatial Biology

Expertise that runs deep.

Automated WB

ELLA:
Immunoassay

Maurice:
Capillary
electrophoresis

Thank you
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Data-Driven and Model-Guided Antibody Solutions

o
Q

bietechne Expertise that runs deep.
RID systems

Ms with High-Content Biophysics and Modeling
bietechne Wesley Errington, Ben Delebo, Alex Kalyuzhny and Nldhl Nath

R&D Systems, a biotechne brand, Custom Antibody Rv.eg(- 1t Solutic Minneapolis, MN
Overwew

0O The continuous need for immunoassays with enhanced performance imposes increasing demands
on both the antibody reagents and pipelines that power assay development

O Significant development bottienecks arise from low-throughput processes and unclear relationships

'S Immunoassay and matche
jeling to navigate multif:

'& & between molecular antibody attributes and assay performance specifications.
\»

Extensive Colecth
: o cape to identify Top Leads. @
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