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Affinity selection & Quality control

I
Affinity
selection

DEL libraries from the kit or
[ last round of selection

Usually 2-4 rounds of i“ﬁ
affinity selection is Immobilized protein &
needed to reach the
desired quality of Incubate
selection samples.
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Compounds that do not
bind to proteins are Wash
washed away.
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Protein binders are eluted by
] Elute & heating the remaining
samples and collected for

the next steps.
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- Reference samples Post-selection samples
quality
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When affinity selection is completed

Shipping e
samples
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Fill in the sample Store samples at Ship with dry ice to WuXi
submission form. -80C orondryice AppTec at Shanghai,
until shipment. Boston or Munich.
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Online
tracking
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DELight users can - T
track the progress
of their samples - B =
through an online N _
portal. - =

Website:
https://hits.wuxiap
ptec.com
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report qPCR Result
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Understanding DELight screening data
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with data
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Data package & Machine learning

‘ 0 DELight data package discloses a large amount of data and is compatible with
78 A) computational tools, such as machine learning and artificial intelligence (Al). Around
78% of past users have chosen to unlock their data packages.

What’s in = Copy numbers and enrichment scores of compounds
= Chemical structures of enriched compounds
the paCKage = Pre-calculated molecular properties such as molecular weight
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15.1B molecules at affordable price . @ NGS & Data Analysis Machine learning
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Follow-up B
Re-synthesis & validation Potential Hits Ideati
] eation of Molecules not
Structural biol
ructural biology . . within DEL
Prioritization Prioritization Specializing in physics

Transparent decision-making

WuXi AppTec HitS offers the option of machine learning to explore chemical compounds that are not in DELight
libraries through our partnership with Schrodinger.




WuXi AppTec HitS

The industry-leading Target-to-Hit platform at WuXi
AppTec HitS unit facilitates protein production, hit
identification, biophysics and structural biology to
accelerate drug discovery.
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Protein Screening

HitS has an integrated team of experts in DEL
screening, who specialize in chemistry, biology,
bioinformatics and data analytics.

7N
I DELpro
]

One-stop solution
customizable

46+
Billion

15

Target exclusivity
For all drug developers
Access to unigue scaffolds

HitS Website: https://hits.wuxiapptec.com
Contact Us: DEL_service@wuxiapptec.com

North America: Declan Ryan
Europe: Dave Madge
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Unprecedented
data release

A
Billion

Target confidentiality
For all drug developers
Easy access with reduced risk
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With operations and expert team located in China,
Europe and North America, we proudly support
pharmaceutical companies, biotech firms and
academic researchers from all around the world.

»

Biophysics&biochemistry Structural Biology

Our mission is to bring DEL service of high quality to
drug developers by providing flexible business models
and customized screening strategies.

DELopen

Freraccess to DEL,
data sharing

4.4
Billion

Target confidentiality
For academic users
Open source

declan.ryan@wuxiapptec.com
dave_madge@wuxiapptec.com




Email:DEL_service@wuxiapptec.com
Website:http://hits.wuxiapptec.com



