emendae

$28[0 HAREEFHlGRFRFINESR

Corporate Seminar V

EmendoBiolcH T3

JJ)himEiaBRORZE

MAKING ANY GENE TARGETABLE =~ |

>
Anses
b?

-

VO ABA R
2022.07.15



*'JE*H D FHR AntSes

« ERAEBIL. EmendoBioDFHEHMTHLIT7 VAKX St
DWEXBETHS,
s ERABICIT. BEDBEAANNLGRENESENTLS,




EmendoBioDZ 31

AEB

An kSes

emendae

20165, T4 XYV HARAMHEDHAREICKYERIL
- WXEH:~1004( £ICR&DEAR)

How can we advance CRISPR from a revolutionary research tool to a level of precision and
efficiency that will enable us to target ANY genetic disease?
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tube # Diagnosis mutation Exon SNP1 SNP2 o
1 cong S126L 4 ccC TA cC
2 cong G210V S o = oC Heterozygous Frequency
3 cong (555 2 cc TA cc
4 cong G221ter 5 cC TA AA SNP1 33%
5 cong D230fs 5 cC Al oC
6 cong ASTT 2 cT TA AA SNP2 46 %
7 cong R103P 3 cC T AA
B cong T128del 4 T AR CA o
9 cong VE3D 3 cT LL AA SNP3 42 %
10 cong L84P 3 cT TA CA
11 cong L84P 3 cT i CA Combined coverage 76 %
12 cong M154R 4 cC T CA
13 cong G221ter 5 cT L1 AA
14 cong G203R B cT TA CA
15 cong MR 2 Al LA Expected Coverage= 76%
16 cong P13sL 4 cc AA cc
24 cong Ll 3 - LUl an Observed Coverage=
18 cong P135L 4 cc TA CA
19 cong W156R 4 cT TA cC .
> o ~rT r = e A # of samples harboring at least 1 SNP «100 = 81%
21 eyclic P13sL 4 c ™ oc # of total samples
22 cong 1120N 3 cT L1 AA
23 cong G214R 5 cC TA cC
24 cyelic S46F 2 cc TA CA
E o [stosoa [ WT_Jcc I = 3HFTDSNPSIZ DN THEf# T
6 cong — — .
27 cong R103L 3 cc TA CA éu&L-J:Us SO%HJZOD%
28 cong M66R 2 i T cC — N Sy —
30 cong 1R T e T cA EMTED,
31 cang P234fs 5 cc AA cC
32 cong 160T 2 cC T CA
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Molecular Therapy: Methods & Clinical Development Vol.26, p119-131, Sept. 08, 2022
Mutant allele knockout with novel CRISPR nuclease promotes myelopoiesis in ENALE neutropenia
Open Access: Published: June 08, 2022. DOI: https://doi.org/10.1016/j.o0mtm.2022.06.002
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Total number of off-target sites found
by GuideSeq on 5 genomic targets
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On-Target

Site SpCas9 | OMNIAL

gRNA1 85% 95%
gRNA2 86% 80%
gRNA3 82% 80%
gRNA4 89% 85%
gRNAS

On-target editing levels
measured by NG5

OMNI A1, a newly discovered nuclease, shows improved fidelity compared with SpCas9 without compromising on activity, even before optimization.
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‘Off Targets’ identified in healthy donor cells edited OMNIAL and OMNIAL V10 (CIRCLEseq data)
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Major IP Issue in the Cell Therapy Space:
Heavily Patented NGG Guides

NGG Patented Guides Covered in Patent Applications by Many Entities
Commonly used nucleases and compatible guide targets are heavily patented by multiple
unrelated entities.

- # of patent families # of NGG guides # of guides for non-NGG
directed to guide left after patent nuclease selected for this
sequences screen program

TRAC 0/20

TRBC1 23 1/20 3

TRBC2 23 1/21 5

CD3e 4 10/79 18

B2M 42 0/33 12

ClITA 9 0/294 35

PD1 (PDCD1) 51 0/196 29

TET2 6 8/638 288

Emendo Provides a Novel
Solution

IP Generated for Multiple Targets Using Emendo’s Novel Nucleases with

Alternative PAMs

TIM-3 PD1 HLA TRAC TRAC
LAG3 CTLA4 B2M TRBC1 TRBC1
TOX2 HLA-DRA TRBC2 TRBC2
TOX HLA-A CD3e CD3e
CD3g CD3g

CIITA

CD52
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Programs

Drug Name Stage

= Hematology

Severe Congenital Neutropenia EMD-101 IND enabling studies University of Washington
Immunodeficiency EMD-102 Pre-Clinical National Institutes of Health
Bone Marrow Failure EMD-103 Pre-Clinical National Institutes of Health

<&@ Ophthalmology

Retinitis Pigmentosa EMD-201 Pre-Clinical Columbia University
Cone-rod dystrophy EMD-202 Pre-Clinical Proprietary
Macular dystrophy EMD-203 Pre-Clinical Proprietary
%L CNS

Familial Parkinson’s disease EMD-401 Pre-Clinical Proprietary
Familial ALS EMD-402 Pre-Clinical Proprietary
" Liver

Inborn errors of metabolism EMD-501 Pre-Clinical Confidential
Dominant liver diseases EMD-502 Pre-Clinical Confidential
40t Immuno-oncology

CAR-T, NK cells Collaboration Confidential
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