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Season’s Greetings 

 
Dear all, 

2009 has been an exciting year for 
AROS.  

We have been more productive 
than ever before; we have never 
had so many customers, or run so 
many genomic analyses. We have 
expanded our organisation, en-
hanced our quality management 
system and introduced an array of 
new services. 

We would like to thank all of you 
for your business and close colla-
borations. 

We are looking forward to 2010, 
and to the continued collaboration 
with existing customers and new 
customers to come. 

The entire team at AROS Applied 
Biotechnology wishes you all Hap-
py Holidays and a Prosperous New 
Year. 

 Yours sincerely, 

The Staff at AROS Applied Bio-
technology 

 
 

AROS now offers services to Cytogenetics laboratories and research-
ers 

The recent availability of higher-resolution microarray platforms has spurred more 
cytogenetics laboratories to perform genome-wide, rather than targeted scans of 
samples to help them identify chromosomal abnormalities. AROS is now offering a 
service tailored towards this need based on the Affymetrix Cytogenetics arrays. 

The next-generation Affymetrix® Cytogenetics Solution brings comprehensive microar-
ray-based genetic analysis capabilities to a broad range of cytogeneticists and scien-
tists, delivering high-value, customer-focused benefits, including confidence, simplici-
ty, and flexibility. 

The new solution delivers consistently high performance for discovery and detection 
of chromosome aberrations, so users can be highly confident in the results. With de-
velopment guided by cytogeneticists, the products are targeted to the specific needs 
of users. The Affymetrix

®
 Cytogenetics Whole-Genome 2.7M Array and Cytogenetics 

Focused Array (330.000 markers) include copy number (CN) and single nucleotide 
polymorphism (SNP) content to identify: 

- loss of heterozygosity (LOH),  

- uniparental disomy (UPD),  

- regions identical-by-descent. 

“We worked closely with the cytogenetics community to develop these products,” said 
Jay Kaufman, vice president of product marketing at Affymetrix. “We identified critical 
and high-demand features specific to cytogenetics studies, and leveraged our proven 
microarray platform to develop products that delivered those features. 

AROS can deliver these data based on its consistently high quality in accordance with 
AROS` GLP certification. 

For routine cytogenetic laboratories as well as research laboratories, AROS will assist 
with getting the software tools needed to generate the relevant reports and data 
analysis in the entirely new free of charge software: Affymetrix® Chromosome Analysis 
Suite. This software provides unlimited options for data visualization and customized 
analysis in an easy-to-use graphical interface. Further, with two arrays (a whole-
genome and a focused array) users have the flexibility to select the content and price 
point that best match their needs. 

Please mail AROS at info@arosab.com if you need more information on this service. 
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Research on severe early-
onset obesity published in 
Nature article 
 
Based on DNA samples analysed by 
AROS on Affymetrix Genome-Wide 
Human SNP 6.0 arrays, a team of 
researchers from the University of 
Cambridge Metabolic Research 
Laboratories at Addenbrooke’s 
hospital, led by Dr. Sadaf Farooqi has 
identified large, rare chromosomal 
deletions associated with severe, 
early-onset obesity. 
 
300 DNA samples from Caucasian 
patients with severe early-onset 
Obesity were analysed and com-
pared to control data on the same 
platform obtained on over 7,000 
controls recruited from the Well-
come Trust Case Control Consortium 
2 (WTCCC2) and the Genetic Associ-
ation Information Network (GAIN). 
 
Among others, the team showed 
that copy number variation contri-
butes significantly to the genetic 
architecture of human obesity. 
 
The entire article can be read in the 
December issue of Nature and on 
http://www.nature.com/nature/jour
nal/vaop/ncurrent/pdf/nature08689
.pdf 
 
 

AROS has completed an evaluation of the QIAsymphony SP Workstation.  

With the permanent enrollment of the QIAsymphony, AROS is able to offer a high level of 
flexibility and high quality of DNA and RNA extraction at favorable prices. 

Automated sample preparation has become a key factor for many laboratories to guarantee 
reproducibility of results and to save hands-on time by avoiding cumbersome, failure-prone, 
and expensive manual procedures. As a next obvious step in the development of AROS’ ex-
traction capabilities, we sought to find a Magnetic Particle Based Nucleic Acid Purification 
system with high flexibility. The choice fell on the QIAsymphony SP Workstation and we 
performed a 5 month evaluation including extractions from different sample types.  

The evaluation showed that high-quality DNA and RNA needed to achieve reliable results 
from demanding downstream assays such as real-time PCR or microarrays could be extracted 
using this system. For DNA extraction, sample types tested included among others cultured 
cells, spleen, muscle, lung, kidney, mouse tail, whole blood and buffy coat. For RNA extrac-
tion, cultured cells, rat kidney, liver, spleen, thymus, and lung, human bladder, colon and 
lung, and PAXgene blood was tested. 

The combination of ease and safety of handling, flexibility of the system and the high quality 
of the extracted nucleic acids convinced us to implement the Workstation on a permanent 
basis in AROS’ laboratories. A report with the key results of this evaluation has been accepted 
for publication in the Journal of the Association for Laboratory Automation, and is scheduled 
for publication in JALA 15.1 February 2010.  
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Future advances to the Illumina HumanOmniX product line. 

In mid 2009, Illumina initiated a redesign of the content of their genotyping product line 
starting with the 660W chip. The total marker number was increased to over one million, 
redundancies and poorly performing loci were minimised, and additional content was 
added from multiple sources, resulting in the HumanOmni1 array. 

In the coming year more variation will become available, primarily based on the 1000-
genomes project.  

The next scheduled update is the HumanOmni2.5 array, where Illumina plans to expand 
the total number of loci to over two and a half million. Expectations are that this will 
allow the coverage to be expanded to include the majority of 2.5% minor allele frequen-
cies loci. To ensure that projects started now based on the HumanOmni1 are fully com-
patible with future formats, Illumina also plans to launch a supplement array that will 
bring the Omni1 data to the content of the future Omni2.5. 

Following the Omni2.5 array, the next update will be the HumanOmni5 array. This is 
planned to bring the total number of loci to over 5 million, and at the same time allow 
for the inclusion of the majority of content with a minor allele frequency of down to 1%. 
As with the previous update, a supplemental chip will be made available, that when 
combined with the Omni2.5 will bring the data set to that of the Omni5. 

The exact launch dates for the above updates are still unknown. 

 

GeneTitanϰ  ς AffymetrixΩ new non-cartridge based high-throughput 
platform 
AROS has successfully completed the first analyses on the GeneTitan.  

Please contact us, if you are interested in learning more about these results. 
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