L

20254 68

o|lZ2|s 5| A
& Z| 22| 7 7

2l
B

ik

3bitiion Portal  Neworder  wyTests

Select Your
Genetic Test.

3B-GENOME

Explore the Genome

3B-EXOME

Focus onthe Exome >

3B-VARIANT

Confirm Variants >

3B-INTERPRETER

FASTQ Analysis

Prepare samples
for your test.

Joochan

3bitiion
SB-GENOME, Proband

PATIENT INFORMATION

CLINICAL INFORMATION

Symptoms o

RESULT SUMMARY
POSITIVE
oy

Noonan syncko




Disclaimer

!

S (F)M2|g2|lo] EXIXF EI(R) S-S I SYE HoZ, FE NI 2Xo

Ls—

7E SHLZ OfX| oM, T4 L= 7Bt 58 JF2l Ui+, 0= EE
A O[ F0{%{Of S}, Exfﬁoﬂ O|Z5I0] FAF 272 UE B2 BT o= U= PIoll CHoll oIoer MY = X|X| &

121 S 217 g2 HBSYULI
HEOAORE O, A
| Jgtelod, A xﬂ 2T 2R U A, 1A e
o

e
AT

L
=2
H
oot
rn
o g_
14
Il
HT
r
AN |
::
_|+0+

2
m
rir
M
2
o
olet
H
I:I
>
ﬁ
fujo
log
E
o

e, '(E)' St Z2 HOE ZeRLIC) ol=fet Tla
Cret olof et S o= ASLICE =2 X2l LIE2

0

FAH2t OFLl DIl AFATE 2| AP 2 S|ALS| 2
|C
o

rot
>
P
10

I

FdE 2O B2, 0|5 E1I0|E°*°| = XX &

Orjo=2rir oy>Ari

SISV
50

rr Jm
-
U > o

=
=

£Q I
Hu
=k

[oF RS FJotX| OfLISIH, 242l O 0= BEE £ A
FXte| Aitz T4t &20] CHoto] 2[AFS =

> Oy >
I
i
I=]

i
HU
1o
40
n
AT
P
=
HH
R
rir
1>
ox
rlo
oy
Ral
I
i
_|TI_



202510 &F



=22 438 7I=5s!

3
>

- =22 70M= 0|0 DiE 9

United States

Q
Mexico
Q
Brazil
Chile
Q
Q
Argentina

(oNe)
127 =X 222 75,0008 0| 2t Tt

Ukraine
Georgia
Romania
Azerbaijan
Greece Kazakhstan
Thailand
o9 3
akistan
Egypt e Q Q ° Paki Q
Tunisia Q Q .
Q Taiwan
Morocco Q Q Q Q Q9 Philiopi
Jordan Q RS
Saudi Arabia 0 Indenesia
Hong Kong 4
Q
Australia
Malaysia 4
UAE

70+

Countries

700+

Institutions

75,000+

Patients

© 2025 3billion, Inc.



ARl Ol 44 A& 3bi!lion

- 2EE T UliE K& 9%, U o] 28 £ 9%

sfiel oliE HIE XI5 StH, 10 75% 24

80% 75%

60%

40%

20%

0%
241Q 251Q 23 24 251Q

© 2025 3billion, Inc.



AH5A]

w
O

3
>

MR El 9|: ot
2025 1Q
O = X}At 24,785 26,119 18,160
H| S = R}AH 7,799 4,095 4,698
KpARZE 2| 32,584 30,215 22,859
[SEEpY! 2,611 1,873 10,851
H|S = =k 3,275 71 221
SEXEA 5,886 1,944 11,072
It 3,172 3,168 2,591
ZSAldbs & it 121,583 121,358 98,528
ojeleloy =2 (98,059) (96,351) (89,738)
WEEY 26,697 28,270 11,786

2025 1Q
oL Bl 2,004 5,772 2,730
I HlE 3,970 13,191 11,082
G0 el (&4l (1,965) (7,419) (8,352)
7|Ef2e0l 169 1,337 630
7|EHH| 8 0 34 0
8T 152 624 2,734
asd’/t 62 1,081 105
EE%);"WE'PEEOM (1,706) 6,571) (5,092)
gty &0l (24) (1,706) (6,571) (5,092)

© 2025 3billion, Inc.



3
>

STH( X 125T)
é 11( Human Genet ), 1.92tH 5|3
4l 8144 241 (npj genomic medicine ),
At 2= 9171( Molecular Genomics &
Genomic Med|(:| e)s

o
-I.J
1x m

=°.£|-DF_...

1
B4
i

Argl

H o >
40
Erﬁrzi
>

F° 2902 FIEI
‘Ol' >t

H

=2 Conference & Business &%

0= ACMG, &3 MedLab 5 &8 o2 &0,
==E A S A 1A =

<

MA XS SA|
GEBRA( SXAK| 84l SaaS AT EQ|0] ) 22 H =4,
=24 Ranr I8l 51 X7 024 2=

=8 ot

METHHE Y A0Y-3| HARIX|H AFY 7|=2H0E €8 (Y,
BACHE Y Aopt=3| At TTX[HAY FTX HAF S
:L j|04

°*=?OF*EEH1I|—1I9f ol 2R USTEH A 38 71Y

© 2025 3billion, Inc.



3bitiion

LSD

Lysosomal Storage Diseases

ISy Asxis

Dysplasia & Seizure
Skeletal dysplasia & Epilepsy

B:OMARIN

Inherited Retinal Diseases

) NOVARTIS

PNH, aHUS, NMOSD

Inherited Retinal Diseases

AstraZeneca

Atypical CP

Atypical Cerebral palsy

PTC )

/ THERAPEUTICS

LHON

Leber's hereditary optic
neuropathy

@
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1. The Cost of Delayed Diagnosis in Rare Disease study, EveryLife Foundation for Rare Diseases, 2023
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