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Gelecegi Sekillendiren
Molekliler Coziimler

I|| muGEN

2013 yilinda istanbul'da kurulan Gen Era, Tiirkiye'de tani ve yasam bilimleri (iriin ve hizmetlerinin
onde gelen saglayicisi olarak 6ne ¢cikmaktadir.

10 yili askin deneyimimizle, kendimizi molekiler tani ve yasam bilimlerini gelistirmeye adamis
olup, bilim insanlar, klinisyenler, laboratuvarlar ve hastalar icin 6zellestirilmis ¢ozimler
sunmaktayiz.

Distriblitor olarak sahip oldugumuz giicle Turkiye'deki laboratuvar hizmetlerinde devrim
niteliginde degisiklikler yaratarak, daha dnce erisilemeyen testlerin gerceklestiriimesini sagladik
ve yerel laboratuvarlarin yeteneklerini énemli dlgiide artirdik. Genis Uriin portféylimiz ve
adanmis ekibimizle sektorde lider konumdayiz.

Bugtin, yasam bilimleri ve molekdiler tani alanlarinda sundugumuz kapsamli hizmetlerle Turkiye,

Kuzey Kibris Tlirk Cumhuriyeti, Azerbaycan, Ermenistan, Kazakistan, Kirgizistan, Tacikistan,
Turkmenistan ve Ozbekistan'da hizmet vermekteyiz.

www.gen-era.com.tr
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Isbirliklerimiz

Sektordeki lider konumumuzu gliclendirmek ve misterilerimize en iyi ¢coztmleri sunm A
isbirlikleri kuruyoruz. Diinya capinda taninmis markalar ve yenilikgi sirketlerle yuruttu ‘5 =~
sayesinde, yasam bilimleri ve molekuler tani alaninda en son teknolojilere erisim sagllyo‘ uz el : L " Ry e e, W T'
isbirliklerimizle, bilimsel ve teknolojik gelismeleri en hizl sekilde uygulayarak, saghk selzt_ rine ' | ‘ -'

katkilarda bulunmaya devam ediyoruz.
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||||||,||||| GEN Rakamlarla Bulasici Hastaliklar
|1 ERA

770M Kimdulatif sayilarla COVID-193

400K Yillhik influenza viriis nedeni ile solunum yoluna bagli 6limler*

10.6M 2021 yilinda tiiberkiiloz nedeni ile hastalanan insan sayisi®

39M 2022 yili HIV pozitif hasta sayisi®

3.8% 2050'ye Kadar Antimikrobiyal Direng Nedeniyle Kaybedilen Kiiresel GSYiH?

247M 2021'de 84 Sitma Endemik Ulkede Sitma Vakalari®

1.5M 2019'da Kiiresel Yeni Hepatit B Enfeksiyonlari®

3. https://covid19.who.int/ (Accessed Sept. 7, 2023); 4. https://ourworldindata.org/influenza; 5. World health statistics 2023: monitoring health for the SDGs,
Sustainable Development Goals. Geneva: World Health Organization; 2023.; 6. https://www.unaids.org/en/resources/fact-sheet; 7. Global antimicrobial resistance
and use surveillance system (GLASS) report 2022. Geneva: World Health Organization; 2022.; 8. GideyK, et al. Clinical and economic burden of healthcare-
associated infections: A prospective cohort study. PLoS One. 2023 Feb 23;18(2):e0282141.

www.gen-era.com.tr
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Library Prep/Panel Systems Current Software- on BSSH
lllumina DNA Prep DRAGEN™ Metagenomics & SRST2
COVIDSeq L DRAGEN™ COVID Lineage

Respiratory Pathogen ID/AMR Panel (RPIP) == Explify™
Urinary Pathogen ID/AMR Panel (UPIP) P

Illumina Microbial Amplicon Prep (IMAP)

TEA . .
Illumina Microbial Amplicon Prep — Influenza DRAGEN™ Targeted Microbial

Respiratory Virus Enrichment Kit (RVEK, formerly RVOP) DRAGEN™ RNA Pathogen Detection

Viral Surveillance Panel (VSP)

) DRAGEN™ Microbial Enrichment
Pan-Coronavirus Panel

Ribo-Zero Plus Microbiome Microbiome Metatranscriptomics
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A Bulasici hastaliklara karsi essiz bir avantaj
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Dunya capinda erisilebilirligi mumkuin kilan esnek ve olgeklenebilir coztmler
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Yeni patojen tanimlama ve ilag direnci
karakterizasyonu

Klinik test gelistirmeye yonelik bilgiler

Patojen takibi ve genomik surveyans

Konak genetigi ve bagisiklik tepkisi

llac ve asI gelistirme




Yenilik yarat.
R A Geligime Yon Ver.

||||||| |||||"||§E_ﬂ Bulasici hastalik gézetimi icin yaygin NGS yéntemleri ve uygulamalar Kesfet.
- E

Bulasici hastaliklarin NGS kullanilarak genomik gézetimi, her biri
kendine 6zgl yararlari ve zorluklari olan ¢ok sayida farkli NGS
metodolojisine dayanmaktadir:

01 03 / \

izolatlarin tiim genom dizilemesi Hibridizasyon temelli Amplikon

(WGS) zenginlestirme

02 04

Amplikon dizileme Shotgun DNA/RNA dizileme g Hibrit temelli
(metagenomics/metatranscriptomics) f—

www.gen-era.com.tr



Illumina Whole

| Metagenomics DNA Prep Genome Kesfet.
UIIIIYEIY  Seauencing Sequenng
I I E R A Gelisime Yon Ver.

COVIDSeq
Assay & Test

Urinary Pathogen
ID/AMR Panel

From single organism
to discovery

@

r

m

(o) [llumina Microbial

m Amplicon Prep
>
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Respiratory

Pathogen
ID/AMR Panel

lllumina and GenoScreen
Deeplex Myc-TB Combo kit

Viral Pan-
Surveillance C
orona :
Panel . Respiratory
Www.gen-era.com.tr Virus Panel

Virus Enrichment Kit
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llumina
DNA Prep

www.gen-era.com.tr

Uygulamalar

Method

Diger teknolojiler

Ozellikler

En hizli llumina kitiiphane hazirlama is akisi, toplam ~3,5 saatlik
slireyle

Esneklik: Farkh 6rnek tirleri (sDNA, kan, tukurtk, kurutulmus kan
damlalari ve kiiltirden dogrudan alinan 6rnekler), DNA girdi miktari
(1-500 ng) ve yontemler (Tum Genom Dizileme - WGS, amplikon
veya metagenomik) ile uyumludur.

Optimizasyonlu kitiphane hazirlama performansi: DNA girdi
miktari veya genom boyutundan bagimsiz olarak tutarli ekleme
boyutlari, uniform kapsama ve optimize edilmis performans sunar.

Boncuk bazli teknoloji: Yanliigi ve hata olasiligini en aza indirerek
ylksek tekrarlanabilirlikte dizileme verisi saglar.

Tum Illumina platformlariyla uyumlu

Otomasyona uygun

Son Kullanicilar:

*  Arastirmacilar, akademik laboratuvarlar

e Halksagligi laboratuvarlari

e Klinik arastirmalar

*  Uygulamali mikrobiyoloji laboratuvarlari (ilag, Gretim,
dogrudan tuketiciye yonelik)

*  Hizmet saglayicilar



Ozellikler
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Uygulamalar

SARS-CoV-2'nin tim genom tasarimi, yiksek dogrulukta
tespit icin S-genleri dahil 99 hedef bolge icerir.

Esnek 6rnek girisi: Hem nazal stiriinti hem de atik su
ornekleriyle uyumludur.

DRAGEN™ COVID Lineage Uygulamasi ile analiz destegi

COVIDSeq Assay and

Tim Illumina sistemleri ile uyumlu

COVIDSeq Assay (96 samples)

COVIDSeq Test e

COVIDSeq Test (3072 samples)

Diger Teknolojiler Son Kullanicilar:

* Halksagligi laboratuvarlari

e Arastirmacilar, akademik laboratuvarlarKlinik
arastirmalar

e Uygulamali mikrobiyoloji laboratuvarlari (ilag, tretim,
dogrudan tiketiciye yonelik)

* Hizmet saglayicilar

www.gen-era.com.tr




Ozellikler

Amplikon bazl kiitliphane hazirlama kiti — 48 6rnek igin
reaktifler ve indeksler igerir, veri analizi dahildir.
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Uygu lamalar Esnek 6rnek destegi — Nazal strintller ve izolatlar dahil
cesitli ornek tirleriyle uyumludur.

Hem influenza A hem de B virUsleri icin >%98 kapsama
saglar.

Coklu alt tiplerle calisir —H1N1, H3N2 ve yiksek patojenik
kus gribi H5N1 dahil.

lllumina Microbial

Hizli ve kolay is akisi — Ekstrakte edilmis RNA'dan kitlphane
hazirhgina kadar sadece 9 saat.

Ampli P
p I C O n r e p DRAGEN Targeted Microbial Uygulamasi ile analiz destegi.

I n fl u e n z a I IVI A P - F | u Diéer Teknolojiler Tum lllumina sistemleriyle uyumlu, 6zellikle benchtop
sistemler icin idealdir.

Son Kullanicilar:

* Halksaglig laboratuvarlari

* Arastirmacilar, akademik laboratuvarlarKlinik
arastirmalar

*  Uygulamali mikrobiyoloji laboratuvarlari (ilag, tretim,
dogrudan tiiketiciye yonelik)

*  Hizmet saglayicilar

www.gen-era.com.tr




Uygulamalar Ozellikler

Amplikon bazli kiitiiphane hazirlama kiti — 48 6rnek igin
reaktifler ve indeksler icerir, veri analizi dahildir
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COVIDSeq Assay kimyasi ve protokoll temel alinarak
gelistirilmistir.

Laboratuvar tasarimi primerler, yayimlanmis primerler veya
ticari olarak temin edilebilen primer setleri ile kullanilabilir.

Ekstrakte edilmis RNA, DNA veya toplam nikleik asit
girdileri ile calisir

Esnek kullanim — Nazal strtntuler, atik su ve kiltir dahil
cesitli 6rnek turleriyle uyumludur.

lllumina Microbial

Amplicon Prep (IMAP)

DRAGEN Targeted Microbial Uygulamasi ile analiz destegi

Diger teknolojiler

Tam lllumina sistemleriyle uyumlu, 6zellikle benchtop
sistemler icin idealdir.

Son Kullanicilar:

* Halksaglig laboratuvarlari

e Arastirmacilar, akademik laboratuvarlarKlinik
arastirmalar

*  Uygulamali mikrobiyoloji laboratuvarlari (ilag, tGretim,
dogrudan tiketiciye yonelik)

SO E ELCE RS e Hizmet saglayicilar

*not tested on NovaSegX




GEN Hibridizasyon temelli zenginlestirme panelleri Kesfet.

|I|I T Yenilik yarat.
I I E R A Gelisime Yon Ver.
01 02 03
Hibrit yakalama, genis bir Zenginlestirilmemis shotgun Guvenilir bir yontem olup, dizi farkliliklarini ve
yelpazedeki potansiyel patojenlerin metagenomik yaklasimlara kiyasla uyumsuzluklari tolere edebilir, boylece farkli dizilerin
ve olasi koinfeksiyonlarin tespit daha maliyet etkin ve daha hassastir.?  ve varyantlarin basaril sekilde zenginlestirilmesini
edilmesini saglar saglar.?
I e
Viral Surveillance Panel (VSP) Yiksek halk saglig endisesi yaratan 200’den fazla virlisiin tam genomu
Pan Coronavirus Panel (Pan CoV) 200'den fazla koronaviriis ve varyantinin tam genomu

SRR VIS ER BB G E 40'tan fazla yaygin solunum yolu virlsiiniin tam genomu
(formerly RVOP) yaye y &
. 280'den fazla solunum yolu patojeni (bakteriler, virtsler, mantarlar); 1200'den fazla antimikrobiyal
Respiratory Pathogen ID/AMR Panel (RPIP) direng (AMR) alleli; SARS-CoV-2 ve influenza'nin tam genomu

170'den fazla lGrogenital patojen (bakteriler, virtsler, mantarlar, parazitler), cinsel yolla bulasan

Uiy Pitnee 10y AL Fame) (6P enfeksiyonlar (STI'ler) dahil; 3700'den fazla antimikrobiyal direng (AMR) belirteci

1 Bierstedt et al. Broad genomic AMR surveillance with an efficient, probe-captured NGS Panel. 2023 APHL poster
2 Nagy-Szakal et al. Targeted hybridization capture of SARS-CoV-2 and metagenomics enables genetic variant discovery and nasal microbiome insights. https://journals.asm.org/doi/10.1128/spectrum.00197-21 g

www.gen-era.com.tr A——T
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Kiltlr gereksinimi yok

Broad viral surveillance panel including

full genome design of 66 most critical viruses in Public
Health, including, but not limited to; Mpox, SARS-CoV-2,

Poliovirus, Influenza A/B, RSV, human parainfluenza viruses,
and human adenoviruses.

Aplikasyon

lllumina Viral

S i Panel
Prob ile gliglendirilmis panel, lllumina RNA Prep with
( VS P ) Method Enrichment Kiti ile birlestirilerek glivenilir sonuglar Uretir

DRAGEN Targeted Microbial Uygulamasi ile analiz destegi

Diéer teknolojiler Tim Illumina platformlari ile uyumludur.

Son Kullanicilar:
e Arastirmacilar, akademik laboratuvarlar
e Halksaglig laboratuvarlari

*  Hizmet saglayicilar

www.gen-era.com.tr




EN lllumina Viral Surveillance Panel v2 Keglet.
Yenilik yarat.

A Gelisime Yon Ver.
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Arthropod transmitted/
febrile tropical

Bourbon
Chikungunya
Colorado Tick Fever
Dengue 1 -4
Heartland
Mayaro
Onyong-nyong
Oropuche
Punta Toro
Ross River
Sandfly fever
Semliki Forest
Sindbis
Tacheng tick 2
Usutu

West Nile
Yellow Fever
Zika

www.gen-era.com.tr

Bloodborne

Adeno-associated 2
Hepatitis A
Hepatitis B
Hepatitis C
Hepatitis D
Hepatitis E
HIV1-2

Torque Teno

Respiratory/

Encephalitis Cardiopulmonary
Cache Valley Adenovirus A -G
CA encephalitis Bocavirus

Cedar valley Coronavirus (4)
Eastern equine enceph Hantaviruses (15)
Ghan: nflensa 8 (3
Henfjra Influenza C
Henipah MERS

Jamestown Canyon
Japanese enceph

Metapneumovirus
Parainfluenza 1 — 4

La Crosse Parechovirus
Langya Parvovirus B19
Lyssavirus (6) RSV A

.. RSV B
Mojiang Rhinovirus A — C
Murray Valley enceph. SARS
Nipah SARS-CoV-2
Powassan
Rabies

Snowshoe hare

St. Louise enceph.

Tahyna

Tickborne enceph.
Toscana

Venezuelan equine enceph.
Western equine enceph

Hemorrhagic fever

Enteric

Aigai Aichi

Bombali Coxsackieviruses
Bundibugyo Echovirus
Chapare Enterovirus A-D
CCHF Mamastrovirus (4)
Ebola Norovirus
Guanarito Poliovirus
Hantaviruses (7) Rotavirus (4)
Junin Salivirus
Kyasanur Forsest Sapovirus

Lassa

Lloviu

Lujo

Machupo

Marburg

Omsk hemorrhagic fever

Ravn

Reston

Rift Valley

Sabia

SFTSV

Sosuga

Sudan

Tai Forest

Oncolytic

Epstein-Barr
Cytomegalovirus
HPV (28)
Polyomavirus (13)

Rash/Lesion

Herpes Simplex 1-2
Measles

Menangle

Mpox

Mumps

Rubella
Varicella-zoster
Variola
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Pan-Coronavirus Panel
(Pan-CoV)

www.gen-era.com.tr

Uygulamalar

Method

Diger Teknolojiler

Features
Culture-free method

Whole-genome Sequencing of 203 known
coronaviruses and over 370 strains of animal
and closely related novel coronaviruses.

Enrichment panel allow for variation in viral
genome, allowing for mutations and novel strains
to be detected

Probe-enhanced panel for combining
with [llumina RNA Prep with Enrichment Kit

Analysis powered by DRAGEN Targeted
Microbial App

Compatible with all lllumina platforms

Son Kullanicilar:

* Arastirmacilar, akademik
laboratuvarlar

e Halk saghgi laboratuvarlan

* Hizmet saglayicilar
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Pan-Coronavirus Panel (Pan-CoV)

lllumina Pan-Coronavirus Panel (>200 coronaviruses)

Geneticallydiverse Natural Intermediate Human
coronovirus Host Host Host

._i( VI » 2

'il.

':i W — d —» HCov-229E
':i ! —> “ —P HCov-0C43
'_i ! — ?
@ W —> Y. —> sarsco
?';3‘ N — ,ﬂr —% MERS-Cov

a'l

— HCoV-NL63

— HCoV-HKU1

l:i( YRIFIF — ’“ — =% SADS-CoV

Spill over to

; . —» Mild Infection —» Severe Infection
intermediate hosts

Number of genomes In

Species Pan-Coronavirus panel
w7 Bat 64
A%  Rodent 32
. ‘% Mink, Pangolin, 28
5’\“’ Murine, Porcine, snake
, Bird 25
¥ % Bovine/Camel/ 1
» & Goat/Horse
"_*." Dolphin/whale/fish 9
’ﬁ‘ Human 7
‘ Dog 7
bﬂ Feline/Ferret 6
#; Hedgehog 2

Cui etal. Nature Reviews Microbiology 2019

WECoV HKU16
ThCoV HKU12
5CoV BuCoV HKU11

31
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lllumina
Respiratory Virus

Enrichment Kit
(RVEK)

Applications

Methods

Other technologies

Features
Culture-free method

Broad viral pathogen panel, including
full genome design of >40 viruses

Robust method that remains effective with mutational
changes that can render amplicon approaches or PCR
ineffective

Includes human probes for positive
internal control

Can detect as low as 2 genome
copies per reaction

Analysis powered by DRAGEN
Targeted Microbial App

Compatible with all lllumina platforms

Current users:

e Researchers, Academic labs
*  Applied Microbiology Labs
e (Pharma, Biotechs)

e Service providers.



lllumina Respiratory Virus Enrichment Kit

Human adenovirus
Human adenovirus B1
Human adenovirus C2

Human adenovirus E4

Human bocavirus

Human bocavirus 1 (Primate
bocaparvovirus 1 isolate st2)

Human bocavirus 2c PK isolate
PK-5510

Human bocavirus 3

Human bocavirus 4 Nl strain
HBoV4-NI-385

Human coronavirus
Human coronavirus 229E
Human coronavirus HKU1
Human coronavirus NL63
Human coronavirus OC43

Human coronavirus SARS-CoV-2

Human enterovirus

Human enterovirus C104
strain: AK11

Human enterovirus C109
isolate NICA08-4327

Human metapneumovirus

Human metapneumovirus
(CAN97-83)

Human parainfluenza virus
Human parainfluenza virus 1
Human parainfluenza virus 2
Human parainfluenza virus 3

Human parainfluenza virus 4a

Human parechovirus
Human parechovirus 6

Human parechovirus type 1
PicoBank/HPev1/a

Human respiratory
syncytial virus

Human Respiratory syncytial virus
(type A)

Human Respiratory syncytial virus
9320 (type B)

Human rhinovirus
Human rhinovirus A89
Human rhinovirus B14

Human rhinovirus C (strain 024)

Influenza A

Influenza A virus (A/Hong
Kong/107 3/99(HIN2))

Influenza A virus
(A/Korea/426/1968(H2N2))

Influenza A virus
(A/Michigan/45/2015(H1N1))

Influenza A virus (A/New York/
392/2004(H3N2))

Influenza A virus (A/Puerto Rico/
8/1934(H1N1))

Influenza A virus
(A/Texas/50/2012(H3N2))

Influenza A virus (A/Zhejiang/
DTID-ZJU01/2013(H7N9))

Influenza A virus
(AA/goose/Guangdong/1/1996
(H5NT1))

Influenza B

Influenza B virus
(B/Brisbane/60/2008)

Influenza B virus
(B/Colorado/06/2017)

Influenza B virus (B/Lee/1940)

Influenza B virus
(B/Wisconsin/01/2010)

Influenza B virus
(B/Washington/02/2019)
Polyomavirus

Kl polyomavirus Stockholm 60

WU Polyomavirus

Human control genes

Human control genes
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Respiratory
Pathogen ID/AMR ——

Enrichment Otfer technologie
Panel Kit (RPIP)

Features
Culture-free method

Identify more than 282 pathogens associated
with Lower Respiratory Tract Infection
(52 Fungi, 42 Viruses, 182 Bacteria)

2,097 Antimicrobial Resistance Markers
associated to 26 Antimicrobial Classes

Designed for the Identification of coinfections
or hard-to-grow pathogens

Flexibility to accommodate a variety of sample types (e.g.
sputum, bronchoalveolar lavage, wastewater, etc.)

Analysis powered by Explify RPIP Data Analysis

Compatible with all [llumina platforms

Current user:

* Researchers, Academic labs
* Publichealth labs

e Clinical research

e Service providers
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Urinary Pathogen
ID/AMR Enrichment
Panel Kit (UPIP)

www.gen-era.com.tr

Applications

Methods

Other technologies

Features
Culture-free method

Identify more than 174 pathogens associated
with Urinary Tract Infection (14 Fungi,
4 Parasites, 35 Viruses, 121 Bacteria)

Comprehensive Antimicrobial Resistance
characterization of 3,761 Antimicrobial Resistance
Markers associated to 18 Antimicrobial Classes

Flexibility to accommodate variations in sample types
(e.g., urine, swab, isolated organisms, cell culture and
wastewater samples) and applications

Optimized library prep performance, generating
reliable results

Automated analysis powered by Explify
UPIP Data Analysis

Compatible with all [llumina platforms

Current users:

* Researchers, Academic labs
* Publichealth labs

e Clinical research

e Service providers



Target(s)

Whole Genome
vs. Detection

Library Prep

Software

Configuration

1y GEN
ERA

66 viral pathogens,
203 strains

Whole Genome

RNA Prep with Enrichment

DRAGEN Targeted Microbial
App

Standalone panel

(96 reactions)

Panel, Library Prep
and Indexes Set A or B

40 common respiratory viruses

Whole genome of common
respiratory viruses, including recent
flu strains and SARS-CoV-2. Includes
human probes as a quality feature,
human probes are included in every
sample

RNA Prep with Enrichment

DRAGEN Targeted Microbial App

Standalone panel

lllumina Panel Karsilastirmasi

225 Coronaviruses, over 370
strains

Whole Genome

RNA Prep with Enrichment

DRAGEN Targeted Microbial
App

Standalone panel (96 reactions)

282 Respiratory pathogens (viral,
bacteria, fungi) and 2108
antimicrobial resistance markers

Detection of pathogens

and AMR markers

Whole genome: SARS-CoV-2,
Influenza A/B

RNA Prep with Enrichment

Explify RPIP

Panel, Library Prep, Indexes Set A, B,
C,orD

174 Urinary pathogens (virus,
bacteria, fungi, parasite) and
3728 antimicrobial resistance
markers

Detection of pathogens
and AMR markers

DNA Prep with Enrichment

Explify UPIP

Panel, Library Prep, Indexes
SetA,B,C,orD



The Ability to Read the Genetic Code

Adening hd Thymine T G
& % O / GAc TA
- AT
& o o
‘ e &) GTATGCT
Guanine Cytosine CATACGACGGAC

Basics of DNA sequencing

* To be able to read the sequence of DNA (or
letters) requires the ability to distinguish
between the different nucleotides

+ Various methods are available:
* Some recognize size and shape

* The majority use pre-labelled fluorescent
nucleotides that only bind to their
complementary partner

Nucleic acids research 36, 3978-92 (2008)

G
—GC

== :
=T
— 1

=37
—c

Sanger-based electrophoresis (1977)

* 1read/ capillary
* 96 capillaries / run
1.2Mb / day

Nature Biotechnology 26, 1135-1145 (2008), Published online: 9 October 2008

illumina

Cycle 2

o (T
LT 0@

What is base 17 What is base 27 What is base 37

NGS Cyclic reads (2007)

4M-20B reads / flow cell
~1500Gb / day




Sanger Dizileme vs. Yeni Nesil Dizileme

120 130
GAT ARATCTGGTCTTATTTCC

Avantajlar

*Dusuk sayidaki hedef bolgeler (1-20 hedef) icin hizli ve az
maaliyetli bir cozUm

*Bilinen bir is akisi

Dezavantajlar

Dusuk duyarlilik ( limit of detection %15-20)

Dusuk kesif kapasitesi

Hedef sayisi yukseldikge maaliyetli olmaya baslar (>20)

Avantajlar

*Daha yuksek okuma derinligi, daha yuksek duyarllik
*Daha yuksek kesif gucu

*Daha yuksek mutasyon ¢ozunurligu

*Ayni miktardaki DNA icin daha ¢ok

Dezavantajlar
*Az sayidaki hedef icin maaliyetli
*Az sayidaki hedef icin vakit alici



What is DNA Sequencing?

Sequencing read depth

normal DNA

AACACATGAACACATLZG

mutated DNA
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mutation?

* Application dependent

normal DNA

AACACATGAACACATAG

More reads
increased cost

mutated DNA

Sl
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increased sensitivity
increased confidence

More reads
More reads

illumina



Common Sequencing Workflow for All Applications

= -
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The sample is extracted Prepares the sample Reads the sequence The analysis of the
and purified for the next for sequencing by adding of the sample and sequencing data has
stage in the process special adapters that are creates the raw data three stages: primary
recognhized by the sequencer and secondary analysis,

and interpretation

¥ L]
l I I um I na For Research Use Only. Not for use in diagnostic procedures.
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Library Prep is Critical for Successful Sequencing

PCR amplification
{optional)

DNA fragmentation End conversion and
(physical/enzymatic) adapter addition

Fragmented ONA DNA fragments with
sequencing adapters

Sa mple ONA

(I
|

I

|
| i
L ”

Il

Index 1
Rd2 SP T P7

DNA Insert
5?

For sequencing: For mixing
samples:

For clustering:
Libraries must have
sequencing prmen Libraries must have a
unique index or barcodes

binding regions

Libraries must have P5 and

P7 binding regions on
either end of a library

illumina



[llumina Instruments 1l

iSeq™ 100 MiniSeq™ MiSeq™ MiSeq 100/ i100 Plus NextSeq 550 NextSeq 1000/2000 NovaSeq 6000 NovaSeq X Series

PRSP =

New Baby Mid-Throughput High-Throughput

—r T



Output: All Sequencers

NovaSeq X & X Plus

1,600 10,000 26,000

® e o

1.5B

10B 25B

800 1,650 4,160 10,000
E
NovaSeq6000 —— (uummm@muan@uuann®
SP S1 S2 sS4
100 400 2
L1 100 @y
NextSeq 1200 1800
L] 200 ® e o o
P1 P2 P3 P4
mz ] 130 400
NextSeq 550 ® O
Mid High
( 5 25
T
MiSeq i100 . 50 100
| i100 Plus
5M 25M 50M 100M
1 4 15 25
MiSeq
® Flow cells
Nano Micro v2 v3
8 20 25 Clusters in Millions
MiniSeq ® O©0o°
Mid Rapid  High
4
iSeq 100 .

For Research Use Only. Not for use in diagnostic procedures.



Key Applications Fit =
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iSeq™ 100 MiniSeq™ MiSeq™ NextSeq™ 550 NextSeq™ 1000 & 2000 NovaSeq™ 6000 NovaSeq™ X & X Plus
Targeted regions
Small genomes (Bacteria, virus
RNA seq

Single Cell Applications

Shotgun Metagenomics
Human Exomes
Human Genomes



MiSeq 1100 Series

Features

2-color XLEAP-SBS chemistry

MiSeq i100*: 5M/25M flow cells

MiSeq i100 Plus: 5M/25M/50M*/100M* flow cells
Patterned flow cell/ExAmp

Onboard DRAGEN™ Bio-IT Platform

Run time: 4-15 hrs

Introduced in 2024

Key Applications

Small whole genome + Human Leukocyte

sequencing Antigen (HLA) typing
16S profiling « BCR/TCR repertoire
Library QC *  miRNA & small RNA

Targeted gene analysis

sequencing * Metagenomics

Transcriptome profiling

For Research Use Only. Not for use in diagnostic procedures.

# paired reads kits available
Millions Cycles
1.5 Gb 3Gb
s e —CD
~7h ~15h
7.5Gb 15 Gb
25 300 " 600 ]
~7h ~15h
15 Gb 30 Gb
50M* BESY0) 300 (§]0]0)
~7.5h ~15.5h
30 Gb
100M* I [0]0] 300

* Available 2H 2025



NextSeq 550

# paired reads kits available
Millions Cycles
19.5 Gb 39 Gb

«  2-color SBS chemistry 1on 26h

30 Gb 60 Gb 120 Gb
« Random cluster/bridge amplification High A0 75 150 300
« Runtime: 11-29 hrs mh 18n 29h
* Methylation & cytogenetic microarray scanning
* Introduced in 2016

——

Key Applications : S\ llumina

.« RNA seq / - )

 Single Cell Applications ' S

 Bacterial & viral (small) genomes =

+ Targeted regions, amplicon panels

For Research Use Only. Not for use in diagnostic procedures.



NextSeq 1000/2000

Features

NextSeq 2000: P1/P2/P3/P4 flow cells
NextSeq 1000: P1/P2 flow cells
2-color XLEAP-SBS chemistry
Patterned flow cell/[ExAmp

Onboard DRAGEN™ Bio-IT Platform
Run time: 8-44 hrs

Introduced in 2020

Key Applications

RNA seq

Single Cell & Spatial profiling
Human Exomes

Targeted regions
Metagenomic profiling
Protein biomarkers

For Research Use Only. Not for use in diagnostic procedures.

# paired reads kits available

Millions Cycles
10 Gb 30 Gb 60 Gb
P1 100 300 @ 600
XLEAP 8h 17h 34 h
40 Gb 80 Gb 120 Gb 240 Gb
P2 100 2 200 g 300 g 600 |
XLEAP 12h 19h 22h 42h
120 Gb 240 Gb 360 Gb
XEN 1200 100 pA0]0] 300
XLEAP 18h 31h 40h
90 Gb 180 Gb 360 Gb 540 Gb
23 1800 & 50 100 @ 200 & 300
XLEAP 12h 20 h 34h 44 n
o
@& o




NovaSeq 6000

NovaSeq ™ 6000

e
—“'—‘

# paired reads

Billions

SIS 0.8
Features
» 2-color SBS chemistry I 1.65
» Patterned flow cell/lExAmp
+ Two independent flow cells s2 WKL
* Runtime: 13-44 hrs
* Introduced in 2017 sS4 10
Key Applications
Human genomes * Metagenomic profiling
+ Exomes « Targeted regions
* RNAseq * Proteomics
+ Methyl seq « Single Cell & Spatial profiling

For Research Use Only. Not for use in diagnostic procedures.

80 Gb
100
13h
167 Gb
100
13h

417 Gb

100
16 h

350 Gb
36

kits available

Cycles
167 Gb 250 Gb
200 300
19h 25h
333 Gb 500 Gb
200 300
19h 25h
833 Gb 1250 Gb
200 K10[0)
26 h 36h
2000 Gb 3000 Gb
200 K10[0)
36h 44h

400 Gb

500
38h



NovaSeq X Series

# paired reads kits available
Billions Cycles
165 Gb 330 Gb 500 Gb
Features N 1.6 100 200 300
. XLEAP 17 h 20 h 23 h
* NovaSeq X: Single flow cell

1Tb 2Tb 3Tb
*  NovaSeq X Plus: 2 flow cells 108 [[0] 100 200 300
. XLEAP 18h 22h 25h

» 2-Color XLEAP-SBS Chemistry
2.7Tb 53Tb 8Tb
+ Patterned flow cell/ExAmp 258 Ils) 100 200 300
XLEAP 25h 38 h 48h

«  Onboard DRAGEN™ Bio-IT Platform
* Introduced in 2023

Key Applications

* Human genomes Metagenomic profiling

+ Exomes « Targeted regions \ g
* RNAseq * Proteomics Q\ / \ =
«  Methyl seq « Single Cell & Spatial profiling @ 3

For Research Use Only. Not for use in diagnostic procedures.



II||||| 1M %E N Analiz Cozlimlersi

A [llumina Basespace Hub

BaseSpace Sequence Hub

ilk 30 giin iicretsiz deneme ve 250 kredilik kullanim hakki icin: basespace.illumina.com

illumina Sequence Hub

O\ Home Runs Biosamples Projects Analyses Apps Demo Data




1 Ornek Analiz
i SEN rne
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#™ DRAGEN

Sample Report

Created on

Run name Sample name
785342612 DMEplus-VSPv2-Demo-Sample-001-H3N2 2024-11-07 23:54

Sample Quality Control Microorganisms Antimicrobial Resistance Markers User Options

Viruses
[, Download CSV
Microorganism Present Access... % Coverage % ANI ggggid g
Influenza A virus (H3N2) v/ 8 \z\ 99.75% 98.80% 15,112 i
Human papillomavirus 18 (HPV18; hig Vv OP71201 66.73% 98.37% 7,434 v
4 4
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