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*Anticipated performance at launch for new HiSeq 2500
systems. Official specifications will be set at launch.
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Sequenom Preliminary Full-year 2012 Revenues Grow 59
Percent to $89M

January 07, 2013

Euvuns! | 0w Tweet |1 g +1) 0 Share | 0
By a GenomeWeb staff reporter
aA Typesize: & =
- Email
NEW YORK (GenomeWeb News) — Sequenom on Sunday

Printer-friendly

said that it expects its full-year 2012 revenues to grow 59 version
percent year-over-year to $89 million. S
Based on the company's preliminary financial results,
diagnostic services grew more than five-fold during the year to about $46 million,
compared to $8.3 million in 2011, while Genetic Analysis posted $43 million in sales.

The number of prenatal and retinal diagnostic tests accessioned in 2012 totaled more
than 92,000. Sequenom said that more than 60,000 MaterniT21 Plus non-invasive
fetal aneuploidy tests were accessioned in 2012, and the annualized run rate of the
tests exceeded 120,000 atthe end of the year. That is up from a 90,000 annualized
test volume run rate that Sequenom said the test had reached during its third-quarter
earnings conference call in November.

grow-59-percent-89m

23
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lllumina to Acquire Verinata for up to $450M
January 07, 2013

Elvunial 3 3 Tweet |1 Q +1 | 2 () share | 31
By a GenomeWeb staff reporter
4 P aA Typesize: # =
> Email
NEW YORK (GenomeWeb News) - lllumina today said that it

. . . ' Printer-friendly
signed a definitive agreement to acquire Verinata Health for version
$350 mulllc')r? with additional potential milestone payments of up RSS Feod
to $100 million through 2015.
The deal provides lllumina with Verinata's Verifi non-invasive prenatal test for
detecting trisomy 21, 18, and 13. The test analyzes cell-free fetal DNA using next-
generation sequencing.

“Building on the recent acquisition of BlueGnome Ltd. and our expertise in next-
generation sequencing, this announcement further establishes lllumina as a leader in
reproductive health,” lllumina President and CEO Jay Flatley said in a statement.

llumina
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“This agreement with Verinata demonstrates lllumina’s commitment to developing innovative
diagnostic solutions and providing our partners with the most advanced technologies for
improved patient care,” said Jay Flatley, President and CEO of lllumina. “Building on the recent
acquisition ofBlueGnome Ltd. and our expertise in next-generation sequencing, this
announcement further establishes lllumina as a leader in reproductive health.”

Available through a physician, the verifi test analyzes cell-free fetal DNA naturally found in a
pregnant woman’s blood to look for missing or extra copies of chromosomes (referred to as
aneuploidies). Specifically, the test detects Down syndrome (trisomy 21 or T21), Edwards
syndrome (trisomy 18 or T18) and Patau syndrome (trisomy 13 or T13). It is the first non-
invasive prenatal test that offers the option to include evaluation of sex chromosome
aneuploidies, such as Turner syndrome (Monosomy X), Triple X (XXX), Klinefelter syndrome
(XXY) and Jacobs syndrome (XYY) — the most common fetal sex chromosome abnormalities.

http://investor.illumina.com/phoenix.zhtml?
c=121127&p-=irol-
newsArticle&lD=1771460&highlight=

o5 llumina
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UK's HPA and University of Oxford Adopt
MiSeq for Public Health Protocol During

Olympics

UK's HPA and University of Oxford Adopt MiSeq for
Public Health Protocol During Olympics

By Monica Heger

Next-generation sequencing for public health surveillance could be put to the test these
Olympic games. The UK's Health Protection Agency has mplemented the technology as
part of its public health protocol for monitoring cutbreaks during the London Olympics.

In collaboration with the University of Oxford, the HPA will use the university’s llumina
MiSeq to sequence pathogens responsible for any disease outbreaks that may arise
during the Olympics. The agency is also looking into acquiring its own NGS system for
use in public health survelance but has not yet decided on a specific technology.
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MiSeqDx™ FDA Submissions

In December, Illumina became the first company to
submit an NGS system to the FDA with submissions
for the MiSeqDx platform and MiSeqDx Cystic Fibrosis
system. The MiSeqDx platform will enable customers to
develop their own diagnostic assays, while the Cystic
Fibrosis system will provide customers the ability to
perform CF carrier screen testing as well as full CFTR
gene sequencing.

MiSegDx
Cystic Fibrosis
System

One platform. One solution.

For investigational usa cnly.
Performance characteristics have not been establishad.
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MiSeq — Continuous Performance Improvements
Path towards 15Gb per run; enabling broader range of applications

Clusters 25M
2 Read length 2 x 300 bp

Clusters >15M
8 Read length 2 x 250 bp 7
' Output >1.5Gb -
5 . -
=10 -
'S usters ~M -
O Read length 2 x 150 bp - -
-
o

,‘7’

2Q11 an 4Q1 1Q12 2Q12 3Q12 4Q12 1Q13 2Q13 3Q13 4Q13
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MiSeq — R&D Demonstrated Scalability

Long read runs in excess of 20Gb

Mhi'.\”l“\” Hotecen

20 |

Accumulated quality
% bases>Q30 by cycle

~ «de .o e

100 200 300 4b0 i 500 Bi)O 700 800

b

450 Bases R1 375 Bases R2

Output 22 Gb

Clusters 26.5M

Read length 450 (R1), 375 (R2)

Quality 71% 2Q30
Demonstrated by lllumina R&D MR 1.7% (R1), 2.4% (R2)
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TruSight FEEB/\R)L

BEMRNPZBAEZIAVTIOVIZKRY . REK S —(C kOB ERBIZE T5TANDRAEE
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— TruSight Autism: BFESEICREET 245D EEEZEZT > X+

— TruSight Cancer: 2D FRIY—h—ICEET 5B FEFI—7 VE

— TruSight Cardiomyopathy: (L FREDEGHERDEEICTAH—HA

— TruSight Inherited Disease: EET/NERREDLHELRFIZTIH—HR

— TruSight Exome: #/DEEBICEET HERONETIY—LZEER

R
Dls:ra:e inherited . . New Possibilities for
Plsanse Next-Generation Sequencing

Autism

Cardiomyopathy |/ LEARN MORE

Cancer

For research use only and not intended for diagnostic use; however, labs can leverage this content to develop their own unique targeted tests in accordance with CLIA regulations
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TruSight > 7Y THAY

TruSight BE%E TruSight & TruSight (O 8F%E | TruSight Bink S lr,}‘i'ﬂhit\

» Kennedy Krieger » Cancer Research

IR T DDr. BRI DDr.

Jonathan Nazneen

Pevsners JL—7 Rahman% JL—7

EFHIF ERF

« REFEEIEICEHET - BEOBEENDHD

HEEMNSBEAE A FEHAS (AR HRAR)

DRIEL LV EE DEELFEEL &
UEDGWASH S
MDSNP

VM& ICR

Kennedy Krieger Institute
CMoDHGBEIHRBMICRESNET

« N—IN\—FKEZ

* Children’s Mercy

E8DDr. Heidi Hospital M Dr.

Rehm#% )L—J & Stephen

D EA % Kingsmore?/ JL—

c FYUKLVABEER TEDRF

RRD)—=29 BEFEDR

DT=ODILFHAER BE-—XZEDE,

AT DP5E INRFEDEET
SHEDEEAIC
TA—hA

Children’s Mercy

HOSPITALS & CLINICS
Kansas City

* Human Genome
Mutation
Database CRIES
ni-. ZERRREE
HAEREZYLDE
EFITTA—HR
LTAIZIFTIT
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s SETH R T
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TruSight/\R)L 2—4"yEIE

e 100x Nano Micro T

TruSight Autism B BA%E 328.3 Kb 34.8 Mb
TruSight Cancer #= 454.1 Kb 94 45.4 Mb
TruSight Cardiomyopathy I)fA%E 243.8 Kb 46 243Mb 150 Mb 600 Mb 2.25Gb
TruSight Exome IOV —LA 7.76 Mb 2,761 776 Mb
TruSight Inherited Disease &{&JA 3.78 Mb 552 378 Mb
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