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Within the SMP-GEM this subproject has got a twofold
mission: to develop and to implement standards for data
exchange and data validation, and to provide support for
genetic epidmiological projects run within NGFN-2 with
respect to quality control and quality management of
genotype data generated by high-througput processes in
specialized genotyping centers (Berlin, Kiel, Munich,
companies). The working plan has to acknowledge the
contradicting aspects of high-volume and high-throughput,
low-cost processes on the one side and high quality
standards and low drop-out rates on the other in a
coordinated and balanced fashion. The subproject has to
deliver its services in a changing working environment and
with tools under permanent development.
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The first half year of the second funding period was
essentially focussed on finishing up projects from within the
disease oriented networks of the first funding period. In order
to do this, software for association analysis and family based
linkage analysis was used, which had been developed during
the last funding period.

At the same time, meetings took place with the genotyping
centers in Bonn and Munich aiming at a standard data
exchange format starting with the introduction of the new
high-throughput genotyping platform by Illumina. In this
context the use of standardized 2D-barcodes (according to
ISO/IEC) for the labeling of blood samples was suggested
and discussed in order to replace of the older person
identifier (PID). Especially documenting and tracing of one
person’s multiple DNA-samples during the multi-layer
process of genotyping and data analysis should be
facilitated. In a first study at the university clinic of Bonn all
the prerequisites have already been established and the new
practice is being tested.

Primarily suggested for the sector of clinical-epidemiological
projects within NGFN, a universal sample-ID according to
international ISO/IEC norms as it is suggested by this project
can also be interesting for other sectors of the research
network as well, e.g. for high-throughput research in
genomics and proteomics, in general. The proposed solution
constitutes the introduction of an industry standard into
quality management of scientific research projects. High-
throughput  technologies involving  machine-readable
interfaces will play an ever growing role in genome research.
From this point of view, these and other industry standards
are indispensable in the long run, as far as quality and
economy are concerned. Thus, in this field NGFN can
perform important pioneering work.
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