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Forward-looking statements
This document contains forward-looking statements. All statements other than statements of historical facts contained in this
document, including statements regarding possible or assumed future results of operations, preclinical and clinical studies,
business strategies, research and development plans, collaborations and partnerships, regulatory activities and timing thereof,
competitive position, potential growth opportunities, use of proceeds and the effects of competition are forward-looking
statements. These statements involve known and unknown risks, uncertainties and other important factors that may cause
the actual results, performance or achievements of Wave Life Sciences Ltd. (the “Company”) to be materially different from
any future results, performance or achievements expressed or implied by the forward-looking statements. In some cases, you
can identify forward-looking statements by terms such as “may,” “will,” “should,” “expect,” “plan,” “aim,” “anticipate,” “could,”
“intend,” “target,” “project,” “contemplate,” “believe,” “estimate,” “predict,” “potential” or “continue” or the negative of these
terms or other similar expressions. The forward-looking statements in this presentation are only predictions. The Company has
based these forward-looking statements largely on its current expectations and projections about future events and financial
trends that it believes may affect the Company’s business, financial condition and results of operations. These forward-looking
statements speak only as of the date of this presentation and are subject to a number of risks, uncertainties and assumptions,
including those listed under Risk Factors in the Company’s Form 10-K and other filings with the SEC, some of which cannot be
predicted or quantified and some of which are beyond the Company’s control. The events and circumstances reflected in the
Company’s forward-looking statements may not be achieved or occur, and actual results could differ materially from those
projected in the forward-looking statements. Moreover, the Company operates in a dynamic industry and economy. New risk
factors and uncertainties may emerge from time to time, and it is not possible for management to predict all risk factors and
uncertainties that the Company may face. Except as required by applicable law, the Company does not plan to publicly update
or revise any forward-looking statements contained herein, whether as a result of any new information, future events,
changed circumstances or otherwise.
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The Problem: Current models do not predict whether an 
exon is essential or not (exon criticality)

mRNA

Folded protein How likely is this
protein to fold?

Predominant  transcript Exon-skipped transcript

Is an exon critical to the protein?

Can a pre-mRNA exon be alternatively spliced?

Current Models
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Exon ByPASS learns exon criticality from nature

We train the model on millions 
of known protein sequences

Deep learning models can use sequence 
context to help identify necessary exons

Exon ByPASS: predicting Exon-skipping Based on Protein Amino acid SequenceS

AGHTVH ASKLERGLVMNFR KYGHTA Yes

AGHTVH LVMNFR KYGHTA Yes
AGHTVH ASKLERG KYGHTA No

AGHTVH FHHLPQ LVMNFR ASKLERG KYGHTA

ExonExon Exon Exon Exon

Can proteins from skipped transcripts exist?

Current models do not predict whether an exon is essential or not (exon criticality)

Does the skipped sequence make sense?

Genetic great hope to patients No
Medicines bring great hope to patients Yes

Genetic medicines bring hope to patients Yes

Genetic medicines bring great hope to patients
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Exon ByPASS predicts thousands of skippable exons 
in the human genome

Probability that exons 
are skippable

Exon ByPASS predicts
unannotated skippable exons

Many predicted skippable but unannotated 
exons are validated in public data
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Summary

Exon ByPASS

• Focus on protein sequence 

• Prioritizes skipped exons that yield folded 
proteins

• May predict therapeutic exon skipping 
targets

• Predictions are a Wave Discovery resource

70,00010,000
• Unannotated skippable 

human exons

 Validated with public 
datasets

Clinically relevant genes
with skippable exons

Experimentally confirmed
(PubMed)

Exon ByPASS predicted

Skippable exons

~100 genes

2500 genes
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