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Correlating genotype and gene expression

SNPs may have regulatory impact on the expression of distant genes. This is im-
portant as up to 50% of SNPs identified as associated with diseases are in regions
of the genome that do not contain known genes.

AROS can offer high throughput gene expression analyses making it cost — effective
to correlate genotype with gene expression in both normal and diseased tissues.
AROS is now offering the Gene Titan technology from Affymetrix which has signifi-
cantly reduced the cost of generating gene expression data. These data are well
suited for e.g. expression Quantitative Trait Locus (eQTL) analysis. The QTL's for
gene regulation are strong, and as little as 100 patients may be sufficient to achieve
significant association results (Nature 2003, March, 20; 422 (6929): 297-302.)

The GeneTitan platform is a fully integrated instrument that maximizes data repro-
ducibility and laboratory productivity, and thereby reduces costs for microarray
analysis. On the GeneTitan platform we can offer whole transcriptome analysis on
Human, Mouse and Rat arrays.

The performance of the instrument has been validated and compared to the stan-
dard Affymetrix system, and the data generated on the GeneTitan platform shows
high correlation to the standard Affymetrix cartridge data:

RMA signal correlation was greater than:

0.99 between individual HT HG-U133+ PM Array Plates

0.97 between HT HG-U133+ PM Array Plates and HT U133A Array Plates

0.96 between HT HG-U133+ PM Array Plates and HG-U133 Plus 2.0 Array cartridges

The validation was performed at 4 different beta testing labs.

NEW BUSINESS DEVEL-
OPMENT MANAGER IN
GERMANY

As of September 2009, Achim
Kaunert has joined AROS as Busi-
ness Development Manager re-
sponsible for Germany, Switzer-
land and Austria.

Achim has been working within
the biotechnology field for more
than 18 years. Among others, he
has worked for Applied Biosys-
tems, BioRad and SIRS-Lab.

In close collaboration with our
team of experienced experts,
Achim will make sure that we pro-
vide the best possible services to
our existing customers in the cen-
tral European markets. He will ad-
dress the specific needs of cus-
tomers in these markets, and se-
cure we provide also new custom-
ers with the opportunities offered
by the highest analytical quality
and 1% class customer service.

You can reach Achim at:

email: achim.kaunert@arosab.com
phone: +49 3421710082

mobile: +49 170 8121 888

fax: +49 3421 710083



mailto:achim.kaunert@arosab.com

Affymetrix Cytogenetics
Research Solution

This high-resolution array offers 2.7
million markers across the entire
genome (including 400,000 SNPs), to
detect small structural changes and
regions of autozygosity.

The Affymetrix® Cytogenetics
Whole-Genome 2.7M Array provides
the greatest power to detect known
and novel aberrations across the
entire genome. With unbiased,
whole-genome coverage, and the
highest density of 2.7 million copy
number markers, this array enables
you to detect even the smallest
submicroscopic aberrations, includ-
ing those that would have been
missed with classical techniques.

It provides dense coverage of the
RefSeq genes, cancer genes, miRNA
regions, and haploinsufficiency
genes, which are of particular relev-
ance to cytogeneticists. In addition,
the Whole-Genome 2.7M Array
includes 400,000 single nucleotide
polymorphisms (SNPs) that enable
you to detect loss of heterozygosity
(LOH), uniparental disomies (UPD),
and regions of the genome that are

identical-by-descent.

lllumina HumanOmnil-Quad BeadChip™.

AROS has run the first project on lllumina’s new HumanOmnil-Quad BeadChip™ it offers
more than a 50% increase in markers, at only a slight increase in price.

In the summer lllumina launched the newest member of their line of whole genome genotyp-
ing products, the HumanOmnil-Quad BeadChip™

The HumanOmnil-Quad BeadChip™is still anchored in the knowledge of SNPs known from
the HapMap project, but the array has also been updated with new content from sources
such as previously run GWAS studies, the thousand genomes project, as well as various other
sources.

Compared to the Human660W-Quad BeadChip™ the HumanOmnil-Quad BeadChip™deliv-
ers more than a 50% increase in the number of probes, at only a slight increase in price. For
customers looking to supplement previously run studies with more samples, the HumanOm-
nil-Quad BeadChip™contains both the DeCode CNV as well as a further extended version of
the Welcome Trust Case Control Consortium SNPs.

Costumers that previously used the chips with, and have an interest in, the DeCode CNV
content, may find this chip more interesting as they are able to carry these probes forward in
their study.

For new studies, the HumanOmnil-Quad BeadChip ™promises to deliver increased coverage,
updated content, and a lower price.

Downstream SNP applications

AROS already offers a number of technologies to analyze smaller numbers of SNP’s for SNP
validation and fine mapping, typically generated from GWAS studies. AROS is currently ac-
cessing new additional technologies in this area. The right technology is often defined from
the combination of number of SNP’s you have, as well as the number of samples you need to
run.

i) If you have very few SNP’s to analyze (less than 10), and many samples (>100), AROS
would recommend to use Applied Biosystems” TagMan technology run on our
ABI7900HT systems.

ii) For between 10 — 1,000 SNPs we are currently looking at different technologies, includ-
ingl ' lumina’s VeraCode platform that of
to several houndreds, or GoldenGate plexing in the range of 48 to 384, the Applied Bio-
systems OpenArray platform is another alternative offering solutions for projects with
between 16 - 256 SNPs, with minimum sample numbers in the range of 800-1200.
Fluidigm’ s  p | daiférsffront arfew SNPs up to 1,000 SNPs, and is particularly strong
when you have between 48 - 96 SNPs; also in this range, Sequen o m’ s withP L E X
the iPLEX Gold assay on the MassARRAY platform is an option.

iii) Between384-1,536 SNPs, we already offer 111 u
Golden Gate technology, lllumina recently launched the possibility of multiplexing sam-
ples. Multiplexing the golden gate assay allows for up to 16 samples to be carried out
per array peg. Initially the supported plex sizes are 16 samples of 96 SNPs, 8 Samples of
192 SNPs and 4 samples of 384 SNPs.

iv) For those that require a higher plex-level, we offer the Illumina iSelect array allowing
from 3,000 to 200,000 custom designed markers per array with a minimum of 1152
samples.

We would be pleased to discuss downstream SNP applications, and assist our customers in
choosing the right platform.
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