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Abstract 

The goal of this deliverable is to elaborate a plan for the dissemination of the 

BiobankCloud. For this purpose two different approaches will be applied: active as 

well as passive dissemination. 

Different academic and industrial partners will be actively contacted, while internet 

tools, various meetings/workshops and publications in major scientific journals will be 

used for passive dissemination of the BiobankCloud. 

In D8.1 we describe these possibilities for dissemination of the knowledge about the 

BiobankCloud in detail. 
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Dissemination 

For the dissemination of the knowledge about the BiobankCloud we will use two 

different approaches: active and passive dissemination. Active dissemination means 

that scientists, institutes or companies will be contacted by us and we will present the 

advantages of the BiobankCloud for storage/analysis of their next generation 

sequencing (NGS) data to them. Passive dissemination means, that we will introduce 

the BiobankCloud to the scientific community through the internet, 

meetings/workshops as well as publications and will develop various approaches for 

being found and contacted by future users. In Diagram 1 a schematic overview of the 

different possibilities for dissemination of the BiobankCloud is shown. 

 

 

Diagram 1: Overview of the Different Dissemination Strategies. 
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1. Active Dissemination 

There are two groups of users, who will be actively contacted: academic and 

industrial users. In the following section these two groups are described in detail.  

1.1 Companies 

Two groups of potential industrial users will be actively contacted: NGS equipment 

suppliers and bioinformatics application developers.  

1.1.1 Next Generation Sequencing Equipment Suppliers 

Several companies worldwide provide NGS machines, and most of them have 

developed solutions for storage and processing of the generated NGS data. In this 

section the NGS platforms will be shortly described and the way, in which companies 

manage NGS data will be explained using the example of Illumina. 

 Illumina, Inc. (San Diego, CA, USA) 

Illumina (https://basespace.illumina.com/home) has developed the technology called 

sequencing by synthesis, which is implemented in four different platforms: the HiSeq 

series, HiScan SQ, MiSeq and the Genome Analyzer IIx system. The runs carried out 

with these systems have a maximal output of 8,5–600 Gb of data and the run 

duration goes from 4 h–11 days. Many diverse applications can be performed with 

these platforms like DNA sequencing (whole genome/whole exome sequencing, 

targeted resequencing, de novo sequencing, amplicon sequencing, single nucleotide 

polymorphism (SNP) discovery, copy number variations (CNV) identification and 

analysis of chromosomal abnormalities), RNA sequencing (transcriptome analysis, 

small RNA discovery), ChIP-Seq and methylation analysis. 

For analysis, archiving and sharing of the generated NGS data Illumina has 

developed the BaseSpace cloud platform. The platform is built on Amazon’s Web 

Services, who are leading in cloud-based infrastructure. All sequencer from the 

MiSeq and HiSeq series have the BaseSpace platform integrated and when starting 

a run the sequencing data can be directly sent in real time to BaseSpace, thus saving 

time for data transfer. In the cloud the data can be securely stored and shared with 

collaborators. The storage of the first TB of data is free forever. Additionally 
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BaseSpace allows the transfer of ownerships- in this way e.g. NGS core facilities can 

provide sequencing data to their customers very quickly, without the need of 

transferring the data. For analysis of the NGS data many BaseSpace apps are 

available. While alignment and variant processing of the data is free, the integrated 

apps have different prices. 

 

 454 Life Sciences / Roche Applied Science (Penzberg, Germany) 

454 Life Sciences/Roche (http://www.454.com/) has introduced the first commercially 

available next generation sequencer (Genome Sequencer 20) in 2005. They 

continued developing NGS based on the pyrosequencing of DNA captured on beads 

during the next years and now, two NGS systems are available on the market. The 

GS Junior System generates shorter reads (400 bp average length, longest reads up 

to 600 bp) and has a run time of 10 h, while the GS FLX+ System run takes 23 h, but 

generates reads up to 1.000 bp (mode read length 700 bp). For analysis of the NGS 

data the GS Data Analysis Software has been developed. The platforms are used for 

whole genome sequencing, targeted resequencing, metagenomics, epigenomic and 

methylation analysis as well as RNA-Seq. 

 

 Applied Biosystems / Life Technologies, Inc. (Carlsbad, CA, USA) 

Applied Biosystems (ABI; http://de-de.invitrogen.com/site/de/de/home/brands/ 

Applied-Biosystems.html) has launched three 5500 Series Genetic Analysis Systems: 

5500 System, 5500xl System with 1.0 µm microbeads and the 5500xl System with 

0.75 µm nanobeads. With these platforms genome, exome, transcriptome and other 

analyses can be carried out in parallel within the same run with the highest accuracy. 

The volume of the generated data is 7–more than 20 Gb/day and the runs last 2 days 

(exome sequencing)–7 days (human genome sequencing). For analysis of the 

generated data ABI has developed the LifeScope™Genomic Analysis Software. 

 

 Ion Torrent / Life Technologies, Inc. (Carlsbad, CA, USA) 

Based on the semiconductor sequencing technology Ion Torrent (http://de-

de.invitrogen.com/site/de/de/home/brands/Ion-Torrent.html) has developed two 
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systems (ION PROTON™SEQUENCER and ION PGM™SEQUENCER) for NGS. 

The ION PROTON™SEQUENCER is used for exome, whole transcriptome and 

human genome sequencing, while the ION PGM™SEQUENCER is suitable for 

small-genome, gene set and ChIP-Seq sequencing as well as for gene expression 

analysis. Data analysis, annotation and archiving are performed with the Ion 

Reporter™ Software.  

 

 Pacific Biosciences of California, Inc. (Menlo Park, CA, USA) 

Pacific Biosciences (http://www.pacificbiosciences.com/) has developed a single 

molecule DNA sequencing system, which allows sequencing of DNA molecules in 

real-time, without prior amplification and in 30-120 minutes. This technology 

produces the longest read lengths (average length of 3.000-5.000 bp, longest reads 

> 20.000 bp) compared with other sequencing platforms and the data generated 

have high accuracy and sensitivity. Another advantage of the PacBio RS II system is 

the possibility to analyze DNA base modifications like methylated adenine, which 

can’t be performed with the other platforms. The NGS machine is supplied with 

different software tools for processing of the generated data (SMRT Analysis 

software). 

 

 Qiagen GmbH (Hilden, Germany) 

Qiagen (http://www.qiagen.com/) will introduce their NGS machine in the near future 

(personal communications). Till now it is not known which solution they will offer to 

their customers for analysis and storage of the data. But being at the beginning of the 

NGS business, their data management should be under construction and our 

platform could be a valuable solution for the company. 

 

 Oxford Nanopore Technologies Ltd. (Oxford, UK) 

Oxford Nanopore Technologies (https://www.nanoporetech.com/) is developing a 

technology platform for the direct, electronic analysis of molecules like DNA, RNA, 

miRNA and proteins. The technology is based on nanopores and has the advantage 

that detected molecules don’t have to be optically labeled or amplified before 
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detection. One application of the platform is DNA strand sequencing in real time for 

DNA analysis, which will be running on both systems (GridION™ and MinION™) 

planned to be launched. The first prototype of the system can generate tens of kb in 

a single sequence read, has an output of tens of Gb/day and the run time takes 

minutes or days, depending on the experiment. 

The technology is not yet commercially available and the BiobankCloud could be a 

good alternative for archiving and analysis of the NGS data. 

 

1.1.2 Bioinformatics application developers 

We will contact bioinformatics application developers after the first prototype of the 

platform is completed. Potential users of the platform are described in this section. 

 Genomatix Software GmbH (Munich, Germany) 

Genomatix (http://www.genomatix.de/) offers software products for analysis and 

interpretation of biologic data, used by more than 35.000 researchers all over the 

world. They have developed different products for NGS data: (1) Genomatix Mining 

Station for fast mapping of sequence reads, SNP/CNV analysis, detection of splice 

variants as well as gene fusion and structural variants, (2) Genomatix Genome 

Analyzer for analysis of DNA-Seq, RNA-Seq, ChIP-Seq, small RNA sequencing and 

methylation data, (3) Genomatix Software Suite, consisting of four modules: NGS 

Analysis, Genes & Genomes, Gene Regulation, Literature & Pathways; and (4) 

Genomatix GeneGrid for interpretation of SNP or small insertion/deletion data, which 

annotates the detected SNPs. In 2011 they have launched the cloud-based service 

mygenomatix. Here the customer can send the raw NGS data on a hard disk, 

provided by Genomatix or upload the data via internet. After mapping to one of 31 

available species, the mapped data are sent back to the customer or the data can be 

analyzed on the company’s server using all Genomatix’ software options. 

 

 Partek Inc. (St. Louis, MO, USA) 

For analysis of NGS data Partek (http://www.partek.com/) has developed the 

Partek® Genomics Suite (Partek® GS). The software provides workflows for analysis 
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of each data set separately e.g. only NGS or microarray data but also Integrated 

Genomics workflows, which allow the combination of NGS with microarray data. 

Analyses, which can be performed are: NGS data analysis (DNA-Seq, RNA-Seq, 

microRNA-Seq, ChIP-Seq) and microarray data analysis (gene expression, 

alternative splicing, copy number etc.) as well as integrated genomics (RNA-Seq & 

Exon Microarray, Gene Expression & ChIP-Seq, Gene Expression & Copy Number). 

 

 SoftGenetics, LLC (State College, PA, USA) 

SoftGenetics (http://www.softgenetics.com/) provides several user-friendly software 

packages for genetic analysis. For NGS data they offer the NextGENe® software, 

which can be used with data generated with all major NGS platforms on the market, 

without additional bioinformatics support. Different analyses like SNP/CNV/structural 

variant detection, RNA-Seq, ChIP-Seq and miRNA-Seq analysis, de novo assembly 

etc. can be carried out with the software. 

 

 Strand Life Sciences (Bangalore, India) 

Avadis® Next Generation Sequencing (Avadis® NGS) is a platform, developed by 

Strand Life Sciences (http://www.strandls.com/), for management of NGS data. For 

the fast analysis of big data different workflows for alignment, DNA-Seq, ChIP-Seq, 

RNA-Seq and small RNA-Seq have been programmed and diverse quality controls 

and filtering steps have been included to guarantee the analysis only of high-quality 

data. 

 

1.2 Academic Users 

1.2.1 Large-scale Next Generation Sequencing Users 

Large-scale NGS users are institutes, which generate large amounts of NGS data. 

When identifying potential stakeholders in 1.2.1, we concentrated on large-scale 

users in Europe. 
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 European Molecular Biology Laboratory (EMBL, Heidelberg, Germany) 

The European Molecular Biology Laboratory (EMBL; http://www.embl.de/) is an 

international interdisciplinary organization, funded by 20 member states and located 

in four different countries (Germany, UK, France, Italy), with the main laboratory in 

Heidelberg (Germany). The Genomics Core Facility at EMBL offers different services 

like NGS, microarrays, different qPCR applications etc. to small research groups as 

well as large consortia. The NGS applications available at the core facility are ChIP-

Seq, CLIP-Seq, transcriptome sequencing, small non-coding RNA-Seq, methylation 

analysis, de novo, re-sequencing and targeted sequencing of DNA and till now 

around 3 terabases of NGS data have been generated. 

 

 German Cancer Research Center (DKFZ, Heidelberg, Germany) 

The German Cancer Research Center (DKFZ; https://www.dkfz.de/de/index.html) 

has more than 3.000 employees working in different fields of cancer research. The 

largest German institute for biomedical research has different core facilities, one of 

them being the High Throughput Sequencing Unit, which is one of the largest NGS 

units in Europe. The unit participates in various in-house, national and international 

projects and offers DNA-Seq, ChIP-Seq, mRNA-Seq, small RNA-Seq and bisulfite 

sequencing. 

 

 Max Planck Institute for Molecular Genetics (Berlin, Germany) 

The Max Planck Institute for Molecular Genetics (MPIMG; 

http://www.molgen.mpg.de/) focuses on genome research to reveal the mechanisms 

of biological and disease processes. The institute is a member of the German 

national Genome Network and takes part in large EU projects and projects funded by 

the German Ministry of Science and the Deutsche Forschungsgemeinschaft. In 2007 

the MPIMG’s NGS Group was established, and in 2010 it became a NGS Core 

Facility, offering NGS services not only to the scientists of the institute but also to 

researchers of all institutes of the biological-medical section of the Max Planck 

Society. The Facility is using platforms from Illumina and Roche for applications like 
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de novo genome, whole exome and whole genome sequencing, CNV analysis, 

methylation analysis, ChIP-Seq, RNA-Seq and metagenome analysis. 

 

 Karolinska Institute (Stockholm, Sweden) 

The Karolinska Institute (KI; http://ki.se/) is one of the leading medical universities in 

the world with 4.192 employees (2012). KI participates in large projects like the 

KARMA and LifeGene project. With more than 70.000 participants the KARMA study 

is the largest breast cancer study worldwide and its aim is to identify high risk 

women, based on different parameters, and to reduce the incidence of the disease. 

The goal of LifeGene1 is to collect in regular periods data and biosamples of 500.000 

Swedish people for a timeframe of at least 20 years. The data will be used for 

addressing questions related to infectious diseases, inflammation and allergy, 

malignant diseases, metabolic and cardiovascular disorders, musculoskeletal 

disorders and neuro-psychiatric disorders and hearing. 

Studies like KARMA and LifeGene will generate incredible amounts of data, which 

have to archived and analysed. 

KI has founded in 2010 together with the KTH Royal Institute of Technology, the 

Stockholm University and the Uppsala University the Science for Life Laboratory 

(SciLifeLab), a national center for the latest technologies for high-throughput 

molecular biosciences supported by the Swedish government. Seven platforms 

belong till now to the SciLifeLab and two further platforms will be started in 2013. The 

Genomics platform is divided into three units: Genomics Production, Genomics 

Application and Genomics IT and represents the most established platform of 

SciLifeLab. The platform offers all kinds of NGS (RNA-Seq, whole genome 

sequencing, ChIP-Seq etc.) and supplied with state-of-the-art technology, complete 

sequencing of a whole human genome is possible in 27 h. 

 

 Wellcome Trust Sanger Institute (Cambridge, UK) 

The Wellcome Trust Sanger Institute (http://www.sanger.ac.uk/) is a genomic 

research institute founded in 1992, which was a leader in the Human Genome 

Project, contributing almost one-third of the human genome. The institute’s research 
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is focused on the biology of genomes and is organized in four main groups: human 

genetics, mouse and zebrafish genetics, pathogen genetics and bioinformatics. 

Furthermore the institute takes part in large national and international projects like the 

1000 Genome Project, the International HapMap project and the Wellcome Trust 

Case Control Consortium, which generate huge amounts of NGS data. 

 

 Centre National de Génotypage (CNG, Evry Cedex, France) 

The Centre National de Génotypage (CNG; http://www.cng.fr/) was founded by the 

French Ministry of Research and New Technology as a center for research of the 

genetics of human diseases. For this purpose many different studies are performed 

(whole genome association studies, gene expression and epigenetic studies, whole 

genome sequencing) with state-of-the art technologies like NGS, high-throughput 

genotyping etc. These studies are carried out in the CNG or in various national, 

European or international projects. 

 

1.2.2 Small-scale Next Generation Sequencing Users 

Small-scale users are single laboratories, which have NGS machines and generate 

NGS data on a smaller scale than e.g. NGS core facilities of institutes. These 

stakeholders are an important group for several reasons: (i) small groups may not 

have the capacities for longterm secure storage of their NGS data and (ii) not every 

group has a bioinformatician, who can perform the efficient analysis of the generated 

data. For these users the BiobankCloud will provide a very attractive possibility for 

storage and analysis of NGS data. 

1.2.3 Scientific Consortia 

In this section we identified several national as well as international scientific 

consortia, which produce big data and are therefore potential stakeholders of the 

platform. 
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 International Cancer Genome Consortium (ICGC) 

The International Cancer Genome Consortium (ICGC; http://icgc.org/) is an 

international scientific consortium, in which 63 project teams from Asia, Australia, 

Europe, North and South America participate. The goal of the project is to 

characterize the genomics, transcriptomics and epigenomics of 50 different tumor 

types and/or subtypes. We (Charité) are part of the German ICGC-MMML-Seq 

(Molecular Mechanisms in Malignant Lymphoma by Sequencing) Consortium, which 

goal is to analyze malignant B-cell (non-Hodgkin) lymphoma with a germinal-center 

origin. Next generation sequencing of genomic DNA and RNA (mRNA and small-

RNA) will be carried out with samples from lymphomas and their corresponding 

germline DNA. Additionally methylome sequencing of these samples will be 

performed. Due to the generation of an immense amount of data not only in our 

consortium; but also in the rest of the participating projects, the BiobankCloud 

represents an attractive option for the ICGC to store and analyze data. 

 

 1000 Genomes Project 

The 1000 Genomes project (http://www.1000genomes.org/) is an international 

consortium which aim is to study human genetic variations. After three successful 

pilot projects, in which next generation sequencing for the study of genetic variations 

was optimized, the researchers want to analyze samples from 2.500 individuals from 

27 populations worldwide by whole genome sequencing and exome sequencing. Till 

now more than 464 Tbytes were generated by the project and our platform could be 

an attractive option for the consortium for management of these big data. 

 

 The YanHuang Project 

 The YanHuang project (http://yh.genomics.org.cn/) is a Chinese project, which 

is run by the BGI (Shenzhen, PR China). The project provided the first Asian 

diploid genome and its aim is to sequence further 99 Chinese genomes. After 

completion of the sequencing of the genomes of the 100 Chinese people, they 

plan to expand their studies, generating huge amounts of data due to the 
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sequencing of thousands more genomes. This makes the BGI-Shenzen an 

appropriate dissemination “target”.The Cancer Genome Atlas (TCGA) 

The Cancer Genome Atlas (TCGA; http://cancergenome.nih.gov/) is a US consortium 

with more than 150 participants. The goal of the project is the genomic 

characterization and analysis of more than 20 different cancer types. For each cancer 

type hundreds of samples (cancer and normal tissue from the same patient) have 

been/are being compared at the DNA and RNA level using next generation 

sequencing and the detected changes (mutations etc.) entered in a database. The 

huge amount of the produced data (more than 7300 high-quality Gigabases/month in 

the year 2010) makes the TCGA project a potential stakeholder of the BiobankCloud. 

 

 Biobanking and Biomolecular Resources Research Infrastructure 

(BBMRI) 

The Biobanking and Biomolecular Resources Research Infrastructure (BBMRI; 

http://bbmri.eu) is a European project funded by the European Commission. In 2009 

the EU introduced a new governance tool for research, the European Research 

Infrastructure Consortium, commonly referred at as ERIC. In the spring of 2014, an 

ERIC within biobanking research will be introduced, the BBMRI-ERIC. Besides 

facilitating the internal administration of the research infrastructure, the main benefit 

for establishing an ERIC within biobanking area is rather the platform it can provide to 

communicate with policymakers within the EU and the Member States.  

 

Key components of BBMRI are comprehensive collections of biological samples from 

different (sub-) populations of Europe, which should be linked with continuously 

updated data on the health status, lifestyle and environmental exposure of the 

sample donors. This can only be achieved in a federated network of centres 

established in most, if not all, European Member States. Therefore, the format of 

BBMRI should be a distributed hub structure in which the hubs coordinate activities, 

including collection, management, distribution and analysis of samples and data for 

the major domains. The biobanks, biomolecular resources and technology centres, 

which are members of BBMRI, are associated with their specific domain hub. 
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Furthermore, a variety of public or private partners (e.g., universities, hospitals, 

companies), which provide biological samples, data, technologies or services, may 

be associated with certain BBMRI members. 

The implementation and development of its "distributed hub structure" is designed to 

allow the extension of the infrastructure by incorporating existing and new 

components that meet the criteria of excellence of BBMRI and that have physical 

locations in the convergence regions as well as the outermost regions thus providing 

a pan-European solution. 

BBMRI will speed up development of personalised medicine and disease prevention 

and will embrace some of the needs of basic research as well as of the biotech and 

pharmaceutical industries. Thus it will enable improvements in public health and will 

help some bottlenecks in the drug discovery and development process. BBMRI will 

strongly boost political and scientific momentum to harmonise ethical, legal and 

quality standards across Europe. 

 

 RD-Connect 

The RD-Connect project (http://rd-connect.eu/) is an international infrastructure 

project launched in 2013 and funded by the European Union, which is focused on 

rare disease research. During the next six years the project partners will work on 

strategies for combining clinical data with –omics data and for making biosamples 

available for rare disease studies. Furthermore ethical, legal and social issues will be 

addressed. 

 

 Genetic European Variation in Disease (GEUVADIS) 

The Genetic European Variation in Disease project (GEUVADIS; 

http://www.geuvadis.org/web/geuvadis) is a scientific consortium funded by the 

European Union with participants from seven different European countries and the 

US. The aim of the project is to characterize samples from the medical field with 

RNA-Seq and DNA sequencing. Till now RNA-Seq with 465 lymphoblastoid cell line 

samples has been performed. These samples belong to the 1000 Genome project 
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collection and corresponding whole genome and exome sequencing data or SNP 

array data are available. Another goal of GEUVADIS is to establish standards in 

management and interpretation of NGS data and the BiobankCloud could be a 

valuable option for achieving it. 

 

 International Human Epigenome Consortium (IHEC) 

The aim of the International Human Epigenome Consortium (IHEC; http://ihec-

epigenomes.org/) is to construct human epigenome maps from normal and disease 

cell types. Scientists from Europe, Asia, Australia and North America work on DNA 

methylation and histone modification maps, expression profiles of non-coding and 

small RNAs etc. During the next 7-10 years 1000 epigenomes are planned to be 

analyzed, which will generate huge amounts of data. 

 

2. Passive Dissemination 

This section deals with the passive dissemination of the knowledge about the 

BiobankCloud. We will use the internet for providing information to interested 

stakeholders. In parallel we will attend meetings and conferences and organize 

workshops. Thus users will have the opportunity to meet us and new users can be 

acquired. Another way for passive dissemination is through publications in major 

journals. 

2.1 Internet Presence of the BiobankCloud 

The internet is a powerful tool, which will allow us to find users of the platform due to 

dissemination through our own website as well as our presence in different networks.  

 Website of the BiobankCloud 

We have set up a website (http://www.biobankcloud.eu/), which will be constantly 

updated. The website itself will provide all main information regarding the 

BiobankCloud activities and developments. 
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 BiobankCloud Newsletter 

We will prepare newsletters, which will be periodically sent to all registered as well as 

new users. For this purpose we will have to generate mailing lists. The newsletters 

will contain the latest BiobankCloud news. 

 

 Facebook / Twitter / LinkedIn account 

We will use the social networking services Facebook (https://www.facebook.com/) 

and Twitter (https://twitter.com/) as well as LinkedIn (a service for professional 

networking; http://www.linkedin.com/) for disseminating the knowledge of the 

BiobankCloud. These services allow us to get in touch with many people, to get 

feedback from them and to inform the community about the latest BiobankCloud 

changes and developments. 

 

2.2 Conferences and Meetings 

The BiobankCloud will be presented on different conferences and meetings. In this 

section we listed meetings and conferences in Europe for the year 2013, which have 

already taken place or are upcoming and which represent appropriate events for 

finding future users. This dissemination strategy will be started on the HandsOn: 

Biobanks 2013 meeting, and will be continued during the next years. 

2.2.1 Biobanking Conferences and Meetings 

 HandsOn: Biobanks 2013 

The HandsOn: Biobanks conference (http://www.handsonbiobanks.org/2013/) 

connects different disciplines (pharma, research, clinical/forensic practice etc.), which 

have an impact on biobanking with the biobanking process. These connections will 

be extensively discussed during the meeting as well as all matters of biobanking. 

Workshops (Idea Labs) give the opportunity to discuss diverse themes and 

educational sessions to learn more about biobanking practice, sample and data 

analysis, ethical and legal issues. 
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Roxana Merino Martinez, Jane Reichel, Jan-Eric Litton and Jim Dowling will chair the 

Idea Lab 2 sessions during the HandsOn: Biobanks 2013 meeting on November 21st 

and 22nd. During these workshops the BiobankCloud will be presented and discussed 

with experts from different fields. 

 

 Biobanking Global Congress 2013 Europe 

The Biobanking Global Congress 2013 Europe (http://www.paradigmglobalevents. 

com/?event=biobanking-europe) focusses on three main topics: 1. Dealing with the 

growth of biobank networks, 2. Ethics and regulations of biobanking and 3. Data 

management of the increasing amounts of data, generated by the biobanks. 

Additionally the latest findings on sample storage and tracking will be discussed as 

well as themes like target-finding, drug discovery and quality assurance. 

 

 ESBB Conference 2013 

The topics of the ESBB (European, Middle Eastern & African Society for 

Biopreservation & Biobanking) conference (http://www.esbb.org/verona/) are the use 

of biobanking for personalized medicine and conservation, harmonization of 

biobanks, collaborations with pharmaindustry and the storage, protection and 

analysis of generated data. These themes will be presented/discussed during 

different sessions and workshops.  

 

2.2.2 Next Generation Sequencing Conferences and Meetings 

 5th Annual Next Generation Sequencing Congress 2013 

On the 5th Annual Next Generation Sequencing Congress 2013 

(http://www.nextgenerationsequencing-congress.com/) academic experts as well as 

representatives of industry from the UK, Europe and USA will debate on all aspects 

of NGS. Topics are the latest developments of NGS platforms and technologies, 

applications and the use of NGS for personalized medicine and clinical diagnostics. 

 

 



 
 

 

BiobankCloud D8.1  page 20/22 
   

317871 
 

 

 UK Genome Science Meeting 2013 

The aim of the UK Genome Science Meeting 2013 

(http://www.nottingham.ac.uk/deepseq/events.aspx) is to gather NGS specialists from 

different countries and disciplines for exchange of the latest knowledge about NGS 

applications and issues. Not only the technical challenges of NGS will be discussed, 

but there will be also debates between experts from different disciplines (biologist, 

bioinformaticians etc.) on how to find the biological meaning of the NGS data. 

 

 Next Generation Sequencing Data Congress 2013 

The goal of the Next Generation Sequencing Data Congress 2013 

(http://www.nextgenerationsequencingdata-congress.com/) is to bring together 

experts from NGS data analysis & data management as well as bioinformaticians. 

The senior-level scientists are given the opportunity to discuss during the two days of 

the meeting the existing as well as new methods for analysis and interpretation of 

NGS data. 

 

 NGS & Bioinformatics Summit Europe 

The three main strands of the NGS & Bioinformatics Summit Europe 

(http://www.gtcbio.com/conference/ngseurope-overview) are challenges in NGS, data 

management and bioinformatics. Representatives of industry and academic 

institutions will be present and topics like NGS platforms, cloud systems, database 

integration and data pipelines will be discussed. 

 

 HiTSeq 2013 

The latest advances in computational techniques for the analysis of high-throughput 

sequencing data are the essence of the HiTSeq meeting (http://hitseq.org/). Novel 

algorithms and analysis methods for structural variation analysis, RNA-Seq, analysis 

of very long sequencing reads etc. and applications in different fields of biology 

(cancer and clinical genomics, metagenomics and microbiome, genetic and 

epigenetic variety in genomes) are presented and discussed in detail during the 

meeting.  
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 Clinical Genomics & Informatics Conference (Europe) 

During the Clinical Genomics & Informatics conference (Europe) 

(http://www.clinicalgenomicsinformatics.com/) scientist from different countries will 

discuss how to handle and interpret the increasing amounts of NGS data and how to 

implement the results in molecular diagnostics of disease. They will debate on 

themes like clinical exome sequencing, high-scale computing, RNA-Seq and genome 

informatics. 

 

 NGS 2013 

The goal of the Next Generation Sequencing conference 

(http://conference.biotexcel.com/ngs-2013-manchester/) is to bring together scientist, 

who generate NGS data from fields like microRNAs, Exome & Genome Sequencing, 

Expression Analysis, Viral Genomics research etc. with bioinformaticians. They will 

discuss not only bioinformatics problems like data analysis and storage, but also 

“laboratory problems” like sample preparation and library generation. 

 

2.3 Workshops 

For dissemination of the BiobankCloud we will organize workshops for potential 

academic and industrial stakeholders. Another possibility is to organize webinars, 

where potential users (academic as well as industrial) could be invited to participate. 

After registration at our website, automatic announcements for upcoming webinars 

will be sent to registered members of the BiobankCloud community. By this means 

potential stakeholders cannot “forget” the platform and will always be informed about 

the latest BiobankCloud news. 

 

2.4 Publications in Major Journals 

Publications dealing with the structure and function of the BiobankCloud will be 

submitted to appropriate journals with bioinformatics, genomics etc. background. But 

also journals from other fields like pathology, oncology or hematology will be used for 
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dissemination. For this purpose NGS data, which we will generate in future at the 

Charité, will be stored at the platform and the developed workflows will be used for 

analysis of the data. The BiobankCloud and its products will then be extensively 

described in these papers. 

 

3. Conclusions 

In the present deliverable D8.1 we identified various strategies for dissemination of 

the knowledge about the BiobankCloud. 

We have already started the dissemination of the platform. On our last meeting in 

Berlin (22-24.04.2013) we invited potential industrial users of the BiobankCloud. Dr. 

Alex Dickinson from Illumina and Dr. Xose M. Fernandez from Ion Torrent/Life 

Technologies held a talk and presented the processing of NGS data in their 

companies. Dr. Reinert from the Freie Universität Berlin was invited for a talk too, and 

in this way we contacted a potential academic user. Not only active, but passive 

dissemination of the platform was started. We will present the BiobankCloud on the 

HandsOn: Biobanks 2013 meeting, which will give us the possibility to introduce and 

discuss the platform with different experts and potential stakeholders. Additionally the 

internet site of the BiobankCloud was created and this site will be constantly updated. 
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