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Gooél data comes from good inputs.



Biology is Becoming a Data Science

Genome Engineering, Multi-Omics and Al are changing
the landscape of Discovery and Development

BETTER DATA ..... > ..... BETTER MODELS ..... > ..... _

Total Number of Human Genomes Sequenced Estimated to Double Every Year
In a Few Years Genomics Data Generation Will Rival YouTube
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SYNTHEGO

Automated Smart Factory

World's first high-throughput biopolymer
factory for CRISPR guide production

Proprietary innovations in microfluidics,
chemistry, software and automation

Allows for synthesis accuracy through
process control



Focus on Quality

Automated, multi-parameter quality control
(for research grade)

Thorough investigation of each RNA compound produced




Focus on Quality

Combined 40+ years of chemical synthesis experience

Custom chemistries, modifications and lengths
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Factory Capacity

Tens of Thousands of unique guides in past year

Individual or Library formatting

GUIDES PRODUCED PER YEAR

Microgram to Gram scales

ISO pipeline in progress
Pathway to GMP
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High Quality CRISPR inputs allow editing of many cell types
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Highly reproducible CRISPR inputs allow us to standardize editing in many
cell types, automate workflows and generate large data sets we can trust
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Building Better Predictive Models with Better Data
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Synthego ICE

SUPPORTS COMPLEX REPAIRS

FREE AND FAST BATCH ANALYSIS

PARITY WITH NGS

OPEN SOURCE

SYNTHEGO

ICE and ICE-D Algorithms
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DETAILED VISUALIZATIONS

STATUS @ GUIDE SEQUENCE @ PAM SEQUENCE @ ICE @
TTGTTTGAACAGTTCCCAT TGG
INDEL  CONTRIBUTION v SEQUENCE
2 68 TTCATGATGTATGAGTCGAAG | TccceeecreeGaaece
1 53% CTTCATGATGTATGAGTCGAAGAT- | TCCCGGCTGCGGG
1 48% CTTCATGATGTATGAGTCGAAGATC | -CCCGGCTGCGGG
1 2.6 TTCATGATGTATGAGTCG G 'l"': NTCCCGGCTGCGGGCC(
3 23% CTTCATGATGTATGAGTCGAAGAT - | 2CGGCTGCGGGC
0 2% CTTCATGATGTATGAGTCGAAGATC | TCCCGGCTGCGGGCC
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COMPARED AGAINST NGS

ICE samples with r2 >0.95

100 -

1
~

80

Ampseq predictions

0 25 50 75 100
ICE predictions

ICE samples with r2 <0.95

TCCTCCTCCET
1 T T G T
GCT T GT
GCT TCCTCCGT
\GCTCCTC CGTC
¥ GCTCCTCCTCCGT
S GCTCCTCCTCCGT
>GCTCCTCCTCCGTC
>GCTCCTCCTCCGT
G CTCCTCCTCCGTE
GCTCCT G
CGCTCCTCCTCCGTC
G CTCCTECTCCGY

L T T T T T T T

N

c

RS

—

Q

o

2

Q

o

Q_

w

Q

£ L
< -

50 75
ICE predictions

100
X



Thank you
for listening.

We at Synthego
are excited to
work with you.
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