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AROS wishes you all a Happy New Year 

2011 has been another successful year at AROS Applied Biotechnology. We have 
welcomed a number of new customers, introduced new solution-based offerings, and set 
new records in terms of the number of samples processed / number of projects completed 
/ number of customers that we have worked with in a single year. 

Over the course of more than 10 years and 1000s of projects, AROS has accumulated 
experience in how to get the best possible results (an experience that is virtually 
unmatched in the industry). Engaging with customers to find the right solutions has 
always been an integral part of AROS’ services. In 2011 we have had more formal and 
informal consulting sessions than ever before, discussing project specific challenges, 
experimental design and technology selection.     
 
In 2011, AROS introduced next generation sequencing (NGS). In line with our known wet lab 
standards, we have in our dedicated NGS team developed protocols, workflows, 
documentation standards and an extensive quality control program, in order to be able to 
deliver NGS solutions to the same high level as with our other offerings. We have run a 
significant number of NGS projects in 2011, including exome sequencing, custom targeted 
sequencing, and a portfolio of different RNAseq applications; our NGS customers are also 
benefitting from our increased bioinformatics offerings, and we are looking forward to 
further enhancing our NGS offerings in 2012. 

It is interesting to note that the increase in NGS projects has not led to an associated 
decrease in microarray-based projects; in fact, AROS has never run quite so many 
microarrays as over the course of 2011. The advanced order portfolio for 2012 clearly 
indicates that this trend for more microarray-based analyses will continue. With our setup 
and experience, microarrays still represent unmatched predictability and consistently high 
quality, with thorough-put controls and proven interpretation schemes.  

Within our extraction facility, we have over many years built up unique capabilities in high 
throughput handling of PaxGene® Blood RNA Tubes; in 2011 we have taken significant 
strides with the addition of automated FFPE and plasma/serum extractions to this portfolio, 
by establishing new and robust protocols, and implementing additional robot capacity. 

We are looking forward to a continued collaboration in 2012. 

Best wishes, 

Your AROS team 

 

 

 

SNP’s in your coding 

regions? 

Throughout 2012, we will offer 
OmniExpress and HumanExome 
analyses at very competitive 
pricing. 

 IlluminaΩǎ ƴŜǿ IǳƳŀƴ9ȄƻƳŜ 
BeadChip offers researchers new 
microarray-based insights from 
previously genotyped cohorts, or 
new studies to identifying 
functionally relevant associations.  

This new array provides focused 
coverage of putative functional 
exonic variants selected from 
over 12,000 individual exome and 
whole-genome sequences within 
coding regions.  

Up to 30,000 additional custom 
markers can be added on the 
BeadChip to target specific 
regions of the genome with 
higher density, focus on 
populations of interest, or 
incorporate selected disease-
related variants. 

The HumanExome BeadChip can 
either be run on a standalone 
basis, or as an integrated part of 
the HumanOmniExpress or the 
HumanOmni5 BeadChips.  

 



 

 

 

 
 

 

 

 

 

         
  

 
  

2  New collaboration with Ingenuity® 

AROS has entered into a collaboration with Ingenuity® where we will participate in the beta testing of new applications; this collaboration also 
enables us to provide data reports with Ingenuity’s new iReport™ tool, initially for microarray-based gene expression analysis. With iReport, you 
can get a fast insight into your data, explained in “biological terms”, without the need for deep statistical analysis and computational biology. 
During the early access stage, this service will be provided free of charge. 

Nextera’s technology offers NGS with lower input material amounts, 
shortened library preparation and dual indexing. 

AROS is currently testing the use of Nextera-generated libraries as the input material for 
exome targeting; this would combine the advantage of the low input amount and high level of 
multiplexing of Nextera, with the lower sequencing output requirement of exome-libraries 
compared to genomic libraries. 

The Nextera DNA sample preparation kit uses an engineered hyperactive variant of the Tn5 
transposon in combination with adapters that include transposon binding sites. In this setup the 
transposase activity results in staggered double strand breaks in the DNA, and end-joining of the 
adapters to the new 5’ends of the DNA. The reaction is done with two different adaptors and a 
functional Nextera library molecule is the product of 2 transposase reactions, one with each 
adapter-type. The library is amplified in a PCR reaction that uses the adapter sequences as 
primer-binding sites. The PCR reaction also adds additional sequence-elements so that the final 
library structure is compatible with sequencing on the HiSeq 2000. 

Since the Nextera library preparation process fragments the DNA and adds adapters in a single 
step, the library preparation time is reduced significantly, and sequencing libraries can be 
prepared in less than a day. Other major advantages of the kit are the low input amount (50ng) 
and the possibility to use dual indexing. The combination of 2 sets of indices allows for 92 
different index combinations.  

AROS is running a significant number of exome-seq projects. Provided that positive test results 
are obtained, we plan to offer Nextera technology as part of our exome sample preparation. 
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Ingenuity iReport is a revolutionary new interactive report for researchers who need to understand 
expression data. Unlike current data analysis approaches that require complex software, statistical know-
how, and informatics training, iReport is an easy, stand-alone report that provides a simple, one-step 
solution for statistical and biological analysis. 

Ingenuity iReport takes raw ‘omics data and transforms it into a customized, interactive report that clearly 
summarizes the affected biology. It quickly provides you with a list of significantly differentially expressed 
genes, along with easy, intuitive tools that help you better identify and understand interesting biological 
insights and connections. 

Please contact us if you are interested in learning more about Ingenuity iReport. During the early access 
stage, this service will be provided free of charge. Also, in collaboration with Ingenuity, AROS will be offering 
“Lunch N’Learn” sessions to give you a more in depth understanding of the tool. 

Ingenuity will soon be launching iReport for qPCR and RNAseq data. Please contact us if you are interested in 
participating in the testing of these tools. 

Extraction from FFPE and 
plasma/serum samples 

A comparison of extraction kits for 
FFPE shows significant differences. 
New automation for mid-sized DNA 
and RNA projects from FFPE samples.  

During 2011 we have conducted a 
large study comparing kits from 
various manufactures for RNA, miRNA 
and DNA extraction; the study shows 
clear differences between these kits 
re yield and purity (please contact us 
if you are interested to discuss which 
kit might be optimal for your project). 

On the bead-based QIAsymphony 
platform, we have implemented new 
protocols for automated extractions 
of DNA and RNA from FFPE tissues, 
relevant for mid-sized projects. 

New Qiagen Universal platform for 
high throughput extraction of RNA 
from plasma/serum samples DNA 
from FFPE samples, and for. 

For larger projects requiring RNA 
extraction from plasma/serum, we 
have implemented dedicated 
protocols on our new Qiagen 
Universal platform, based on an 
organic extraction phase followed by 
a silica membrane phase; this is in a 
96-well format, and provides the 
ability to handle projects of a 
significant size. Likewise, we are 
finalising the implementation of 
protocols to automate high quality 
extraction of DNA from FFPE on the 
Universal platform. 

 

http://www.arosab.com/

