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Overview of our
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Immunization

Target
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GPCR Solutions

* Al-designed antigen

Tel: (+1) 509-945-4646
E-mail : ab.bd@xtalpi.com

Cambridge, MA 02142

Scan for brochure

XmartFluidics”

Single B Cell Screening

¢ Screen both plasma &
memory B cells

* 10Ms of B cells screened in

o Al-quided selection of hits

A‘*[)QV, ered repertoire aiscovery

XpeedPlay

Al-powered phage display

Global BD Center: 245 Main St, 11th Floor,

| Al-Powered Next-Gen Antibody Discovery Platform

KFFinity ’

Affinity Modulation

o Structure-based affinit

AKuperNuman

Super Humanization

PCC

(Preclinical candidate)

necel®ev

Developability Optimization

YtaiFold

Structure Prediction ¢ Diagnose and remove existin

.
:
' |ﬂ' Functional Assay:
:
:

* Multi-parametric optimization
da potency retained




XupremAb™ is Ailux’s antibody discovery platform that combines the best of wet-lab techniques and cutting-edge Al technology

Hit-Gen

Tap into greater search space for

more quality hits

Engineering
Utilize Al to make antibody engineering more
efficient, enabling multi-objective optimization

88 /n silico screening of millions of antibody
01 sequences in the immune repertoire
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Animals VL Clonotypes
14 89,777

NGS Datasets VH Clonotypes

XploreSeq™

66.7% ‘
binder

XploreSeg™ routinely sequences millions of BCRs and

Hybridoma

Light Chain Clonotype

Antibody Pair

@ Heavy Chain Clonotype

1,783,559

Unigue VL Sequences

4,015,228

Unique VH Sequences

81.3% XploreSeq™

o

Unique Binder

identifies hits with high confidence (above)

In this project, XploreSeg™ predicted 717 binders, from

which 48 were randomly chosen for expression and

testing. 66.7% (32/48) were confirmed to be binders,
and only 18.6% (6/32) binders overlap with hybridoma

hits (below).

Developability

Instill excellent developability into every
molecule

Sl Affinity 100x T in 3.5 weeks -
02 no structure information

» Goal: Improve VHH KD from 2 rounds of optimization

hundred nM to single-digitnM 73

X variants expressed
in a short timeframe

3.5 weeks
100x increase in affinity

» Ultra-fast iteration enables
active learning

in vitro workflow In silico workflow

XtaiFold”

Parental
1.53E7 (M)

~  Structure Modeling

, Ab-Ag complex
structure from primary
sequences

“Interface” mutants
25 residues identified at
the Ab-Ag interface
from XtalFold™ structure

I
O Generative Al
LLM trained on proteins

Expressed & Tested “Fit” mutants

Cellfrec <Q-( 50,000 Recommended mutants
oression & Bl that are developable

| Affinity Al

| Rank all mutants
I by predicted Kp
|
|
|
|
|

Single-mutation
combinations
********************** 11 single point
mutations predicted to

Al Fine—tuning Increase arﬁmty

Wet lab data feeds
back & optimizes Al
model

Expressed & Tested

CHO sio Q- -
Affinity Al
Rank all mutants
by predicted Kp

Top clone
1.53E° (M)
100x

CASE
0

XcelDev™ Silico evaluates and ranks 30+
candidates in terms of developability

XcelDev™ Silico results for 36 antibodies
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Wet lab results for top 7 candidates
36 hits that had fo :
passed binding . 100 E
. = 1200
and functional 2 1000 fgmmt -]
Z 500 feges
screening were E
4.00
analyzed by 200
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XcelDev™ Silico. PR .
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An overall developability score was calculated to rank all
36 hits. To verify the effectiveness of the ranking, the top
7 (in the red box) were expressed and subject to a
battery of in vitro developability assays. All 7 performed
well in these assays, their Tm, SEC, AC-SINS and HIC
results shown above
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