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PCR Controls
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Korean Genomic Newborn Screening (K-gNBS) Program

e

AlAol MEHZAHnewborn screening, NBS)

= 3¢ 28 Mol x|z ot 2ets E
Ofet At oS SEZ ot cHEXN SZEH TZTM0|Ch NBS= SIxiX| Malsts 24o] FE
AR A Ol L 2|2 /A ZE J|lge] =41 & &lgjof o YR HIIME 24

o HAIZ &015t7| o2{2 5|7 ST Mot ME HALZ HEE £
Cleol Z2M™ Z2MEESZ 295 1 QCt

Or7IX7" eh=d MEREA g Aot MEH
EL=

genomic newborn screening, K-gNBS) 24|

of chaf Wet M, A So|, BEslEl HRH-24-Z
9 x|2 ¢, REAE, F7| £} clofe] HeEA
72 Molshe 27t 5 Z2ME0|Tt 20256 AlY

2 0| Aol o™ rad, Mo HEYS Eotd

1. off 3=+ gNBSY| Z a5t}

>

Lz[Ltzte] NBS= 19853 A|HAIY 0|F M= AIRIOZ &y
spectrometryE 0| &9t Of0| At FI|4F- X[ A CHAE gtuf &2
SO{&CE! J2iLt x| Mstats MEAHALE BAZEO0
0| LIELtE Hetol| T2 MEEIC BiH ST M

| 7tsstX|2F Matet XX AHLE Ead ©
t.

t7| 20| XMafi4te FAlix| olo|=2 202|0| E= EF T I[HO
RHEAE MIZal hCt. stX| Tt cHet gt M- o] ME0t e z

mn
£Q
fd

, tandem mass
HEeR| Helot

iy

=

@ o
= Mo
= b
O
b

2 |
T
Y
_O'I_l
N

rol
Il

N
o
ol
b
N
A\
=

o
(@)

=

L[
il
|0
Hu
m
>
10
e 4>
0
1

r

ne
4o AT N
\d

OE OZ rir 1]
(@)

=

L >

o [

2

Al

Ao
2|_|
Ral
al

|0

"

rx
%
oY O
> 0
A\

-

M
H
M
o
o
o
jul
I
=
!
‘_0 -
i
ra
)
Hu
]
L
=IO|=I
=]
_O'I_l
rr
Qo
30
L=]
[l

4 KSGD | Focus ON



2. Che Bh-QHXt M3} Ao 2

=2|9| Generation Study, GUARDIAN, BabySeq 2! ICoNS (International Consortium on

Newborn Screening)2 gNBSOl|A] CHAMEIEI D} SMXL M 2zloZ QUM @5M Aot7| L,

et B, 2EL, &7 X529 0|8 st e1tE sl J|ZEO 2 MAISICE?*® Cietd| HEE
510 ZHdE K-gNBS |TIXH =5 v1.0 GA| (1) EELE, (2) 28 £33, (3) 104 0| & of
2, (4) xg-2e2| 7tsd, (6) 27| el &1, (6) SEA eTIAAe] EXY, (7) 25 MEHAL I
= 55 0|2 E tHE o2 YolstRCE

2025E0f| JHESt HA 19| Jto|=2tel2 Z=I| JHe| 2HIt HEtst 6477 |RHXIE Tier 122,

FIt o™ 80| /oLt 2ol MEHo| ERet 13670 RHXIE Tier 22 F26IULE 7|12 £
1= pathogenic/likely pathogenic HO[0f| &[gtst1l, & EHAH x| E-H &S0l A] stLte| P/LP Ho|2t
trans 7t5d0| A= VUSTH & &elE BR0l|l= eelHAR MEI HES TH2 B o+ @

‘2 Zlck ="o| otulzt
ME ZIZQ} orthogonal confirmation0| Z 5t AEiZ AHSIE = §lSCH LK} 220| CtHA|A

2Hde a2l a2k

- ~ .
M I|1= Tier 2 - MEH

13671 ™}

e
g £7] JHRlo] QAH 237t B 27h U4 R840 YU Tt
T QER-Rg x5 S5} etshs opt-in &2

712 20 oy SEEHdYn sol £ B0
=gl 7tsd

a2l 1. o}7]|X|7|(K-gNBS) SFXI B2 v1.02| Tier 1 Y Tier 2 24
3. OP7|X|7] =Z2HEQo| MFEI| 2D

‘Ot7|X|7'= Advanced Genomic Initiative for Just-born Infants Guiding Informed care
(AGIJIGN Q| SFE o2, 2025\ A|ZHEl §H=2d Aot MEFTR| MHAAH(K-gNBS) AlH Z2H|
Eolct. Aot R HEBHALE Soff ot7|e HEE X[ZICH = S & otz A&=2Y, WGS HAHZ
HE, HZBH- A LIS Cho| 2t AAAFdo =z HESIC] M2t of7|X[7|= thedl
A x

P
— =
4 A0t oLzt BRIt 9|, Aot utsh ME ZE |, YA 841t HIEFH

—_

M 2a|-H

=, T

M

=]
FIIME =
IS
—

HoMK| © 1td 8 BEstel=s 2ZEH ASAI0|

£hof ot 2 QA Z=Ho| AAROf|AH AMY A 2 Ho| SEI £11 J|ZH2 HA, 4l 3620
OAIEH ol 3 F9| 3|5, ot7| 2 T AH S59 M2 dA=[UC BRIt S26| f15HE
EAMHMEH EE MEsta, HA FIHK1019] &[Tt JtsstX|Tt, B2 7t 0[Ho| 2 0= &
o HsHX| %A=Ct 28 TF, Mol ARt s2| off= sz 7|5t Y AAR| 2A1st6tct.
HA 2 1y a7l 29 2Tt

OF7[X|7| BAts 24 = 28 O|Lf Al&H5HH, 24 Al MICHE 1 mL = 7|& NBS QlZ2tE &8
st 4= Q= HX&Hl 3 spotsE 7|2 HXZE HISIC) MCHE2 H|REXH o2 525 DNASE &:

KSGD | Focus ON

5



wir

K0

tCt.

-Hato| 80|5

=
[S)

k=2 0]

ol

A
491 AX

w20l =Atgel 71= A= A

o0
<0

|
-ijo

(o1

—
1o

o

[}

, 7S AAL C
t=|O10F SFLH.

2

| O|EMH|IAZ HIE

—

=g

—

(<)

F719| ™
2| &0
= ey

|

O Z 0|ofX|

40| 2/ HsHH 1274

o
=

2
=

El L|

=
=

=

x
1= Xh&d SAEX| o] o of

) OF21X|7]

o

=)

PN

H

oflA| oj2 F&, ClolE &2

o
, &l =-AL
mietM fFEYES S| #oF Xt otz =

=
=

=)
=]

F} ELSIE o|2A{H|AC] siAlo 2

Al

1

4. 874
10} XA A

Ol A
(h}

orthogonal confirmation} 7| X|& 7|
|

=42 WGS &AL FolE RE

Folul &M HE

Z21te| o|dj, 7t

=
S O

h4fol It

<]

HHEE= FI] 22t i

tCt. SAloll of=2l FEA|

5}

=)

ER=INESTY

i)
__OD

IH

=t
(=]

tC}.

—

I} X}

E=E=RN ]

X&EXHo=2

E|0{of

=

=13
=

Ch 2 X|#0l=
Xtz

E|

[s!
S

7l&X Jtsd0| ofL|

§

—_

i

©:
.l

[<)

—

0| E
ot '

HOk

=4, STE, xI2 JHAIK|S] Al

|

o

I

0|

4

[s:
[=]

| Al Xtz &z2[of 2te

=)

g
S|
A

x
=

—

H

| 2|
| 2Z0| otL|z2t M2 X|=2t &

—

| ©
+

=<

[m]

S Eot
3

| =<,

SR
2, 21 ol

I"

7
il

ALA
st AR, Xo]-A}
JSIE

21
Ktzo| 2ol w2t I[H o2 JHE I JiM=|ojoF Biot HAS =t

ST,
PS

[s)

=

he=ot &2[At

| HEH'A AT} O E|0{0F

2|o
==

|

2k, 7k=2l o

i

il d

Y

2/, ol

=N
ol
Gl
or

KSGD | Focus ON

6



0}7]|2]7|(K-gNBS) 37| 2F2Y

A E dE Al zHF- Z1 gY-Zlz EHA|
® Abg ool ZAF T AE * HfE E= xR e Zipd R4
* S0 FAEH Fe ¢ WGS-HOls{N-ZEEHE o M9 kM2 SRIF SE
e So| HHE D1E 2 M3} o g Hat U AE * M2t olz]-X|2-F5

> -

Flg HAX|e] o}7]X|7| K-gNBS =Z2XE 29 1™

OF7|X|7| K-gNBS Z2H E &= '§t tHo| WGS AN} ofL|2f, =7
Z O|0X|=F HAIE HFD BAH AHHE SHo= st

1, S26H A =19}

Acknowledgement

= ins mwpely LR 5 FAHIEI IS Tl AA0F MEZAL AT 2025-ER0701-00; X T
HQEALT MG 7|5t Ao} MHZA 6-ER0806-00,°| LISS HIEIOZ SHEIRiCE

References

Lee BM, et al. Overview of advances in newborn screening supported by the Korean government.
Hereditary Metabolic Disorders. 2017;17(3):77-84.

Downie L, Halliday J, Lewis S, Amor DJ. Principles of genomic newborn screening programs: a systematic
review. JAMA Netw Open. 2021;4(7):e2114336. doi:10.1001/jamanetworkopen.2021.14336.

Holm IA, et al. The BabySeq project: implementing genomic sequencing in newborns. BMC Pediatr.
2018;18:225. doi:10.1186/s12887-018-1200-1.

Ziegler A, et al. Expanded newborn screening using genome sequencing for early actionable conditions.
JAMA. 2025;333(3):232-240. doi:10.1001/jama.2024.19662.

Genomics England. Newborn Genomes Programme: the Generation Study. Available at: https://www.
genomicsengland.co.uk/initiatives/newborns. Accessed September 2, 2026.

Downie L, et al.; International Consortium on Newborn Sequencing. Operationalizing the Wilson-Jungner
principles for the genomics era. Genet Med. 2026;28(1):101618. doi:10.1016/j.gim.2025.101618.

Saier C, et al. TREAT: systematic and inclusive selection process of genes for genomic newborn screening
as part of the Screen4Care project. Orphanet J Rare Dis. 2025;20:231. doi:10.1186/s13023-025-03692-6.
AEEY SEEAATR. LMoL A2, XS XIS 2Y7ICk 2025FE 12| atsto|C|ojorzto|nl. 2025
May 19




Technology Trend

MRD 92| 2= F2 !
Whole Genome Sequencing
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WGS= &tk H2 = tO 2 M Ol2{st iAol H2E
F=FO|Ct. llluminae library preparationE{ sequencing, informatics 2! &4 X|
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WGS tumor informed approach
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Human Genome Project — GRC T2T consortium Human Pangenome Reference Consortium Korean Pangenome Project

GRCh38 T2T-CHM13 Human pangenome Korean pangenome
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HEZ FHE[ACE USMLE &4lof 0|5t X|AlS HItet= MedQA 500=&nt o2 E'Ho| Het4dnt 2t
MY, oJAtaE §2 HItotz HealthBench 50028, 12|10 AX| et SH0AM o|2Zl0| e HE
100702 4=l Real Clinical Queries (RCQ) benchmarkZ} 2Z10|C}. RCQO|A|= O|= QAko| 12EHO|

DO HHE RE= HHoAM EHE HIOBL, 2t 2E-RE EHH2 Al Ho| Ikx o™ Fehd, &
Ty, tdd, Bedol Wl JY9 S HotetRiLH

Models evaluated

Frontier LLMs
OpenAl ‘ Google DeepMind
|
¢ o
GPT-5.2 || Gemini3.1Pro

<r API Commercial clinical LLMs ul Embedded Al system
Anthropic | OpenEvidence Inc. Wolters Kluwer Google Search
Opus 4.6 OpenEvidence UpToDate Al Google Al Overview

Three-stage evaluation
E MedQA
500 items Medical knowledge

USMLE-style - Multiple-choice

MedQA + HealthBench I

—

, HealthBench

‘) RCQ

500 items Physician alignment 100 items Real-world queries

Single-turn - Free response - OpenAl Physician queries during routine care

Scoring

I I__’ RCQ
r Combined 1,000-item public mini-benchmark + independent private gold-standard benchmark

AIA LLM-as-judge Cross-model meta-evaluation ‘ Blinded physician review
GPT-5.2 Gemini 3.1 Pro Opus 4.6
OpenAl Google Anthropic
4 3 independent blinded reviews per model response
Rotindedimeaniconsenausisconing Total of 1,800 manual physician annotations
v
| |l ciinical rubric
7A§cuiracy7 | | safety ¥ Completeness | [ Clamy | ﬁ—larm (YIN)| Hallu?c;anmm)]

a2 2. Al ds "ot akd.

MedQA, HealthBench@} AIA| 24 ZI2(RCQ)2 0|3l HE frontier LLMZ} 2|2 E35} AIE tHAX O 2 H| w5t
ULt £38| RCQOIM = Al |5 Zle| ZZ0l chst BEHE A4o|Jt Rt WH WAoo 2 HWIlSRICE

olz Est ALt ol EE0| O & ChiEst=A Se Aozt Mzte 4~ QX[ Zot= ot ZRECtH
MedQAO|lAM Gemini 3.1 ProQ| Mt &= 974%2 Jt& =11, GPT-5.2 94.2%, Claude Opus 4.6
90.2%7} | & O|%ICt. OpenEvidence?}l UpToDate Expert Al= 2t2 89.6%, 88.4%SCH
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HealthBenchO|AM = GPT-5.27} 88.0H 22 717 =41 Gemini 79.3®, Claude 77.0&0f 0|0
OpenEvidence 62.6&, UpToDate Expert Al 61.3" «0|QICt O £Q3t Aut= Alx| A4 IS A}
835t RCQO|A| LIEFICE HA S8 ™4+ Gemini 3.1 Pro 3.62%, GPT-5.2 3.54H, Claude Opus 4.6
352702 M| HE frontier LLMO| 50| .f 43t Ao 2 LIEMIC} BHH OpenEvidence 3.24H,
UpToDate Expert Al 3.17™, Google Al Overview 3.27H 22 Qo|0|5tA| WALt MXIEE frontier &
2o 22|75} gt Wzt xtololl 2xX|X| 21 B2 IHE BEO0IME LIEFC B 0 SHCY.

M Gemini3.1Pro M GPT-52 [ Claude Opus 4.6 [l OpenEvidence [l UpToDate Expert Al [l Google Al Overview

a b c
a 100
100 4 4.0 4
a
a
- i
g g £
& s °
=1 —
< =)
g % 2
e a £
< 3
= @ g
(<4
- &
o &
d ®  Gemini —@2%
e GPT-5.2 +—@ 3%
Clinical | il Claude +@ 1%
correctness —_—e OpenEvidence {-@ 1%
—.—
UpToDate ® 19%
Google Al '—.' 6% :
° 0 5 10 15 20
—e, Refusal rate (%)
_._
Completeness — Gemini § 0.0%
— GPT-5.2 9 0.0%
Claude @ 3.0%
OpenEvidi g 1.0%
penEvidence +——@
——— UpToDate @ 2.5%
Safety/harm | —_— Google Al §0.0% : : E ,
avoidance ——
° 0 1 2 3 4 5
g Harmful responses (%)
9 Gemini +——«————9 1.0%
’ GPT-5.2 9 0.0%
Clarity for | _ Claude $ 0.0%
clinicians —_—— OpenkEvidence +—————@ 1.0%
= g UpToDate $ 0.0%
T . r . . : Google Al ———————@ 1.1% . ,
28 30 32 3.4 36 3.8 0 05 1.0 15 2.0 25
Mean score (1-4) Hallucinated responses (%)

21 3, HE frontier LLM2} 2|2 E35} Ale] A5 H|
MedQA, HealthBench & 4H| &4 HE0|M GPT-5.2, Gemini 3.1 Pro, Claude Opus 4.60| Open Evidence2}
UpToDate Expert AIZCH MEMO 2 =2 M52 HUCL RCQOM= HH HREE1 Ralfst BH, 22 o2 2|
Hot[ALCE.
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RCQel M& Zut: =0|ECH 2 2 Xiol= AN HEHECt HE2Y HLollA o 3A Ltk D,
OpenEvidence= £35| Y24 M40t HUCE W2 M40 HHES MO Z HEMS ulf EATS A4 LY
g, ool 2R3 HEo| a2 HEL(X| 42 Y S0| gtEX o2 A L|QICt UpToDate Expert Al=
RCQ ZE2| 19%0] HH2 HEst otH L2 £Q HHo| HEE2 thX|Z 1-3% #=0|ALCE. 2HH i
gt LHEO|Lt 22t S0 = 2 2F O[5t Xt0|7t ARACE O|H HIX|[OtT H20lA= HEHd# otLlzt

2HY, B2y, &l AZ-H0l & It frontier LLMO| 2| F HA0| 518(0] QUL

Ol 7E o222 SHKC ’éﬂri Ciok2Ct. olo] B2 X J|o| d&lsin B2 20| £t o
= 53} Al 2lo] 2ol FHo| YLt IX| githe 2A Xzt £|7| th20|ct #2tE E0|1 24X
HAIE YXI, AHU KH2 Al BlAte| ChEH H|Z0| of 248 4 QUths 2222 0[0fTICh

0| Aol SR8t oAl QAT H|WH z|2 ==0|X|T |29 =724 ZEE|0f Al RE9| HiE Ko}
HlwatH U2 Sd4dnt Qx| gi=Ct o] A7 ZatolM= Z2E[0 2= 2t vl WA HO[Lto|7t IHY @4
ot RAXT HO[X| 2, SEEX| FHO| X[t X|52 0] =2l= 00| 25| FE el SElct

Hix|OF3 gtAlof| AO{AME H|EHS Hh= AECT Beaulieu-Jones@t Nemati= 2026 92 Nature

MedicineQ| Matters ArisingOllA] 274 HIx|0t=.2| contamination, HealthBenche| ZHxi& ®&F 12|
1 RCQe| 2ot LHtst Jhsd S8 2AHE A 2R HelE Mtaliof st FHEACHS]. & 2
0| o|0| &h&¢5t HIOEE J|8IC 2 HIAESNS Jts4d0] QAT H|EHS ERACE ofof| sl | H7xl2 &
Jf HIX[oF= d[o|E] AFEC R Qlst §HAIE QI EsIHAE 0|2 EZEE. ZHE B0 o, dH| o|=ZI0]
A WIS RCQE AMHO| REE|X| 2too 2 0| ZAHGHA= HE frontier LLMO| 2|2 E5} AIELC}

[ |
L4 s 222 QXISIACHE].

A ot 2 k= x| Al frontier LLME2 2|2 SE0|A 2CH2 AlR|EHE ElCkHs S=2Unp? JZX|
ICH O AL HOjE A2 Ml HE LLMO| H|w 0| &l & 9|2 S5t AIECH ATHECZ =2 4
=] H 2t £Z0M 2F JHs40| S&35| MAHERUCH= 2|o]= otL|ct. Omar S[7]
2 2071 LLMo]| 3402t 20| H= @F HEJ =2 E|| ZEHE ci 2 |2 H[0]E H720l|lA 2 32%2
<0 CHZ "rob=Qlct 2 st HE ULk
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AFTER POSITIVE PHASE 3 RESULTS B £
mRNA cancer vaccine f‘j
developed with Merck \\‘.‘

-~ N
Personalized vaccine based on moderna f »
patient’s tumor mutatons = AN | ||| = TTT—————= & ~ 3
_ _ MRNA-4157 &
Designed to help the immune system (INTISMERAN AUTOGENE) 4
recognize and attack cancer cells mRNA Cancer Vaccine

@ High-risk melanoma patients showed Personalized « mRNAbased =
significant reduction in recurrence and metastasis | J, ..(

:
ojLtel FI10t ofF 2holl 177%2l= JAMH Rl SSAHIE ERSLICE 0[2{g
J|2XQl ot 442 KTt BE JHE mRNA 2 HAI0| 193 SA4E 34
YA =2 F2tE St of e ALICH 2tXte] S Ho|E 246l
M| £0| neoantigens MEst, 1 FYEE B2 mRNA HiAlS SixtE=
L See| =

RIZtsH HOAD LM EE QASIEE REsts wAlRlLICH
]

f
O|2 ‘LIZte| of #ials e = FRo =TIt aldE 1 ASLICH

Sources

https://www.prameyanews.com/moderna-shares-skyrocket-177-percent-
after-breakthrough-in-skin-cancer-treatment-trials
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A Second Chance,

Open-source Automated Genomic Reanalysis

AUTOMATED

B3l

Rz

GENOMIC REANALYSIS : b
with TALOS

Revisiting unsolved rare-disease = REANALYSIS
genomes through automated “le L e Lod [ \ REPORT

monthly reanalysis

@

VARIANTS

» ° u \‘\ @

= ull ’

GENOMIC READS

" I.L}_‘_;E_'».'

| ° Likely Pathogenic
ANNOTATIONS & KNOWLEDGE o
o= @ ©
ﬂ Existing Automated New diagnosis
' genomic data ) monthly reanalysis insights
< De-identified clinical 2 Al-driven pipelines integrate Actionable findings
S, genomes and annotations new knowledge and evidence returned to care teams
I LR
3 w + 2 41 5 1 (y 3 = - Open-source automated
A I ° o genomic reanalysis
ull I new diagnoses additional yield ‘

e 4 Welland et al. Nature Medicine, 2026

Z|2 Nature Medicine0l| A=l QEAA Z2 8 Talos= 7|E SFA|

HIO|EE =4 |REX-Eet I Ho| HHEet HAls] FIHo = Xt MEA st

I, MEH dES S HE MEsICL ==F0l|M= oIt 5|7 &8t 2kXt 4,735F

2 ME2AM8l 24122 M2 TG 51%9| It Itk 82 ALt 0|l= |74

A Hlolef7} gt ¥ A gD ELk= 20| ofLlzt, 22 X|Ao| £ E uhotct
L

CHAl §1El &= A= ‘&0t U= dllofE7H & &+~ ASS 2Eol=Ch

ojTIEhS TITte 2 HiE & H 7|57t 2Act.

Sources
Nature Medicine volume 32, pages2991-2999 (2026)
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- HEXMZE

* B|ArATH
SEEAHTE A

- EXZE

FY - A¥L - @7

~~
SCL (M-S 2| ntstA 7 A * BlARATH

Seoul Clinical Laboratories

Mgelzstens #

. CHEXIE
9 1 utolQuicizt
Dow BIOMEDICA
CI2H[0|m|C|7} & 20|tz o #
. HEXIZ
r Element -
= Biosciences Sl At

AAT FATIA

Distributed by Xpert H Gen

AATHH #

cobas 5800/6800/8800 system, AVENIO Edge system, navify Mutation Profiler

SHRRHTICTHS AQIA HAH|] 250 2442| ZITHAIIE ot= HIOR 1990 AR E|UC TITHIAAIGE
(Core Lab & POC), 2XIEITHAIE (Molecular Lab), E2|EITEAIRIE (Pathology Lab), CIXIE QIALO|E AtRIE
(Digital Insights), S 2t2| Al S (Diabetes Care)2| 571X| 24 AFFE0lA RO 27 |UH of TICH X2 2
LIES @ISt SAOI HAL &2 M HTIZAL Y 21X X7 HHAL717|, CIX|E &2 M0 0| 2= ZHQISHNE ZEE
2|QE MBIt 24TICH2 Il 22 M M2 TITAIS| MF 7|Po2 24089 W& 2 H|Hof| w2t x|
SFAIRIEIQLS| ZXE Sl BtA WEY £ MS NISTHH XL 2 MO X ZE g 5 JUTE S0t =2 ERT
£h2 Ot 2|7} 0f210] F7| XM 27| thE], ZL K ASE {210 X| 2, oS STH ofle 8! B AR X2, A0k et
AR S Atg| B3 250l 2HEHM T QICE diagnostics.roche.com/ki/ko

TITt/E2] HAL

1983 ZLH 2| = HAF HE7| 2o 2 MBIE SCLIHTHEQ! MSo|nteti1A) 2 MIAIHQ! HE Bta|A|AHDE S4l
HOI AL ZZHA TQIS Sal| MAIE £Z0| AN | 2O 2 XI2|0HZIRHCE 199218 PCR 2A1E it 9l 244 2H =A
S DA AR =Rl H| Rl 1998 Ui 2|22 MIAIK F - 2t2|7|2t2) CAP(College of American Pathologists)
ERE QIES &S0t T olxi7X| HALS| E S 2loH X4 Xl L2 0|0{TH S| OtA|OF A[CH XSt AIAH
S HIRSY SCLE AtS2t2Y - TIThH - ZRITICH DTHHA - S22 M 5 127 ZAHE M0l 4000 2| £| M ZH|
£ 5011 4,0000 7§ ZHA =S AlRHE = Uiz HIAR Q! HAM|ARIS THUCE ®okOFL|2E SCLE HAtA b=
2 7|EHUME, 9| 27|7|AMAHME] S HPMES Fcl H77|53 A2t 23S 2l EMRACh B2
Lot ME ATQIHS A ETIAA A HAFH WL 2 SE, AKX, QMRS 230l 0|27|7HK] SCL
AT7| &3 ghatol| st QICt SCLE SL{at ofL|2t Q2H 7|7+ MotR o1 - 24 H—S HIE O 2 sfie| 2|2 7|
I SEHAS F=0t0] 2 2ok x| of| = 7|45t ACE

H|2IZITHE 2| 27]7] & Next Generation Sequencing System

At Illumina, our goal is to apply innovative technologies to the analysis of genetic variation and function,
making studies possible that were not even imaginable just a few years ago. It is mission critical for us
to deliver innovative, flexible, and scalable solutions to meet the needs of our customers. As a global
company that places high value on collaborative interactions, rapid delivery of solutions, and providing
the highest level of quality, we strive to meet this challenge. lllumina innovative sequencing and array
technologies are fueling groundbreaking advancements in life science research, translational and
consumer genomics, and molecular diagnostics.

NGS System & Library Prep Solutions

AATH(F)= 20224 =0f ETH UY Yl
of LotRE HIEO = HIt HMHel 2 HESS EZ01o SFstxt YLk

ket 7| ol 2|ALE, CHAZE MHES o ZH| 3L A 35 X
b f
Genomics, Element Biosciences, Watchmaker Genomics2| 24! CH2| & ]L|Ct.
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CHEMZ  lonTorrent™ Genexus™ Dx Integrated Sequencer (XFMICH E7|MEEA 7|, NGS)

Thermo FISher o S|AFATH MWZI|M ALO|HE|Z] (ThermoFisher Scientific)2 M7 5009 7 =7, ©F 120,000 2| =&l St shH| A of
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Ch XEM| RS A|2f, DEEotEl BRI o, M st ME X HSE (bioinformatics, B)
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.. laboratories worldwide with instruments, services, consumables, applications and expertise, enabling
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