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Introduction 
In NGFN-1 the Munich Center of the network Environmental 
Health has established a shared database to bring together 
the information of probands from different projects of the 
network.  Information about DNA and phenotypes has been 
made available to every partner of the network. This project 
is continued in NGFN-2. 
 
Results/Project Status 
At the moment the database holds data of 48,000 patients 
and controls. The patients have been recruited by projects in 
Munich, Kiel and Berlin. Information and DNA has been 
made available to partners of the network.  
 
 

Patients Number  Populations Number

Asthma 1646  KORA S4 (adults) 4261 
Atopic  
Dermatitis 3448  ISAAC (children) 4918 

M. Crohn 4098  MAS (children) 882 
Ulcerative  
Colitis 2201  GINI+ (children) 4194 

Other IBD 199  
(2) Populations  
total 14255 

Sarcoidosis 1510    

Psoriasis 1400  
(3) Family  
members total 13345 

(1) Patients  
total* 14502   

Persons  
total (1+2+3) 42127 

 
Tab 1: Entries in the common database Environmental 
Health in NGFN-2 (*patients with multiple diseases are only 
counted once).                
 
We have established a common database for the whole net 
Environmental Health. The database contains a minimum 
dataset on each patient/proband for overview purposes. The 
data presented to the users are available via the internet but 
only in highly aggregated form. As shown in table 1, this 
database meanwhile includes about 14 500 patients, 14 000 
children and adults from the general population, and nearly 
13 000 family members. Altogether data entries of more than 
42 000 persons are available for case control studies and 
family-based studies. In addition to the use of this resource 
for the individual projects, the network has agreed to share 
the DNA of these subjects for common research activities of 
the partners in NGFN. It should be noted, that for each 
disease the available numbers of patients within this 
database are at least twice as many as the numbers from the 
individual projects. 
 
Building on this implementation and database design, we 
have been asked to extend this concept on all clinical 
networks in NGFN-2, together with the SMP GEM. Partners 
hand in a preformatted set of data to the collection center. 
Real-time descriptive statistics are available online. Partners 
who contribute may in turn access other partners’ data and 
DNA. A proposal would be sent to the owners of the data 
and to the coordinating committee. All resulting genotypes 
will be fed into a joint DNA-database and are available for 
the whole network Environmental Health. The database in its 
current form is realised in MySQL with PHP.  

 
Following the concepts of this existing database a NGFN-
wide dataset that contains information about the existence of 
biosamples and clinical data is currently under development.  
The database has the objective to make the available sets of 
patients and probands transparent for all partners within the 
NGFN-2. Furthermore this database helps to improve 
reporting of the different NGFN units. To provide a better 
overview, all information is stored and presented only in an 
aggregated form; details of clinical or epidemiological 
information are not provided. Original data and biological 
samples always remain in the partners’ hands. The 
ownership of the data remains at the net projects. 
 
To initiate and plan the realization of the database a 
workshop took place at the GSF in April 2005. Its result was 
the definition of a minimal set of variables which contains the 
required information about the existence of biosamples and 
clinical data. Next concepts the technical realization of the 
database have been developed. Meanwhile the concept is 
reviewed and the implementation has been started.   

Fig 1: Multilayer NGFN reporting system being developed for 
the SMP GEM. 
 
Reporting to different layers of system is planned according 
to the following schema (see also Figure 1): 
 
1)  Any funded NGFN-project in a disease network (KN) has 
to report its available data. The PI of the project together with 
the supporting GEM defines a contact person which is 
responsible for the regular reporting to the disease-net-GEM-
databases (KN-GEM-DB) in Bonn (BN), Munich (M), and Kiel 
(KI).  

 

http://www.science.ngfn.de/6_127.htm
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2) The disease-net-GEM-databases (KN-GEM-DB) in BN, M, 
KI receive the data of the assigned projects and control the 
data for plausibility and completeness. The KN-GEM reports 
to the central GEM-database. 
  
3) The central GEM-database receives the reports of the KN-
GEM-DBs and controls for plausibility and completeness, as 
well as for duplicated entries.  In the central GEM-DB the 
aggregation of the data is performed. The results are sent to 
the central NGFN-DB.   
 
4) The central NGFN-DB is located at the DLR and serves as 
basis for the NGFN reporting. The reporting of the central 
GEM-DB is therefore the base for the external 
communication of the available data and new recruitments in 
the disease networks.  
 
Outlook 
The implementation of the system is ongoing. In short a first 
version will be made available and we will install the disease-
net-GEM-databases in Munich and Bonn. After feeding in the 
data the system will provide overview information of the 
available patient data in the whole NGFN. This will facilitate 
the collaboration between the projects. It allows for multiple 
uses of available resources and identification of replication 
samples for new findings.   
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