
 
Data storage at ODCF 

Sequencing data (FASTQ files): For a regular 
ODCF project your sequencing metadata is imported 
into our database, your FASTQ files are transferred 
to our filesystems and, if available for the respective 
sequencing type and species, your data gets pro-
cessed. 

Your project raw data and the data processed by 
ODCF will be stored in a project-specific share that is 
secured by a project-specific UNIX Group. You will 
only have read permission for that folder. The struc-
ture is set up by ODCF.  

There is a very strict storage structure for all sequenc-
ing projects at ODCF: project/OE0123_project-
name/sequencing-type/pid/sample-type 
- project name 
  - sequencing type (WGS, RNA, WES, …) 
    - PID (patient name, mouse name or cell-line) 
      - sample type (TUMOR01, CONTROL01, Treatment) 
        - raw data (FASTQ files) 
        - results (Alignment BAM files) 
      - results for sample comparisons (SNV, IndDel, …) 

 

 
 
 

Please be aware of the following: 
• All samples with the same patient, sample type 

and sequencing type combination will be merged 
during alignment. 

• Variant callings can only be performed for sample 
pairs of the same patient and sequencing type. 

• Please use the PID (Patient Identifier) as biologi-
cal individuum (e.g. name of cell line) and use the 
sample type to encode treatments or conditions. 

• For the PID please use only alphanumeric charac-
ters ([a-zA-Z0-9]), '-' or '_' characters. All other 
characters are prohibited! 

• For the sample type please use only alphanu-
meric characters ([a-zA-Z0-9]), '-' or '+' characters. 
All other characters are prohibited! 

In addition to the project folder, an analysis share is 
provided on the filesystem where you can store your 
own project-related analysis data. Here you get read 
and write permissions and you are free to manage the 
data inside that project specific folder yourself. The 
structure for this folder is:  analysis/OE0123_pro-
jects/project-name 
 
Both folders can be accessed via the LSF-cluster and 
OpenStack-cloud. There is no possibility to access 
them via Windows. 

For other research data we can offer you to set up a 
non-sequencing project. Only user access manage-
ment is currently available for these projects. Never-
theless, an analysis share on the filesystem will be 
created for your project to store the data. It is your 
responsibility to manage and store the data in this 
folder. 

To set up a new project we need you to fill in a project 
application form, available here: 
 https://otp.dkfz.de/otp/info/templates 

Please make sure to design a metadata-structure 
prior to your submission according to our FAQs and 
feel free to contact us for further information. 

 

Constraints for setting up new projects 

To decide whether to set up a new project or not you 
should consider the following aspects: 

1. Data access permissions are handled on a per 
project level. 

2. Each project has exactly one species associated 
(human or mouse or …). If your data is for more 
than one species we need to set up different pro-
jects (e.g. project_name and pro-
ject_name_mouse). If you want to apply for a pro-
ject with multiple species please make sure to in-
dicate this on the project application form. 

3. One project can contain multiple sequencing types 
(WGS, EXOME, RNA, …). 

4. Several patients or cell lines concerning the same 
research issue can be stored in the same project. 

5. Variant calling can only be performed within one 
project and between samples of one PID (Patient 
Pseudonym). 
 

 



 
What is my organizational unit? 

The identifier of the organizational unit has the form 
“OE-####”. You can find your organizational unit with 
a tool provided by the ITCF using your cost center 
(https://info.dkfz-heidelberg.de/itcf/UserPor-
tal/user/OeList.aspx).  
 

Permission management / sharing data 

The permission management is performed on a per 
project level. Each project gets a project specific 
UNIX group. 

User access can be managed by authorized users 
(e.g. PI) via our user interface (https://otp.dkfz.de). 
The PI of the project can delegate user management 
to selected users that are thereafter able to manage 
user access themselves. This managing right can 
also be indicated in the project form. Please indicate 
this by using the “deputy PI” role. 

Please make sure to get access to the DKFZ cluster 
if you want to access the file system. To do so apply 
for cluster access for the new user at sci-itsup-
port@dkfz.de.  
 
We also offer support with sharing your data with ex-
ternal collaboration partners. Please be aware that 
sharing data with groups outside of the DKFZ re-
quires a valid data transfer agreement (DTA) or coop-
eration contract. Please contact technologietrans-
fer@dkfz.de to negotiate a DTA or cooperation con-
tract. We currently use Aspera for external data trans-
fers due to the large amounts and sensitivity of data. 
Please have a look at our FAQ, if you want to get an 
Aspera account for a cooperation partner. 

 
 
 

 

 

 

 

 

 

 

Further information: 

1. Please feel free to have a look at our FAQs: 
https://wiki.odcf.dkfz.de/pub/faq 

2. All project related forms can be downloaded here: 
https://otp.dkfz.de/otp/info/templates  

3. Further information regarding OTP was published 
in 2017: Reisinger, E. et al., Journal of Biotechnol-
ogy (2017): 
 http://dx.doi.org/10.1016/j.jbiotec.2017.08.006 
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