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de.NBI service center BIGI de.NBI services and progress report

The BiGi Bioinformatics Resource Center combines bioinformatics expertise and BiGI-UBI operates, maintains and supports a wide range of software tools
facilities at Bielefeld University (UBI) and Gielzen Justus-Liebig University (JLU) and applications providing solutions for microbial analytics. Service requests
providing bioinformatics support, compute resources and software tools for the range from project requests to comprehensive consultancy requests.
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The BiGi Bioinformatics Resource Center supports different levels of user competence.
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de.NBI cloud activities
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Compute & Storage resources

Compute and storage resources can be accessed in multiple ways: via direct login
(ssh or Thinlinc remote desktop) and cluster usage based on UNIVA grid engine or
via cloud computing resources based on OpenStack. Within the last year,
compute and storage resources were, for example, provided to de.NBI users, e.g.
at the Ruhr-Universitat Bochum and the University Duisburg-Essen, as well as to
other de.NBI partners, i.a., to MASH, MetaProtServ and SILVA. Developments and
Cendio’ future activities at BiGi-UBI are continuously focussing on the provision of cloud
ThinLinc® computing and storage resources as well as on training courses in this regard.
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As part of the de.NBI cloud, BiGI-UBI is one of the centers providing cloud In-
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Compute Platform F2F Meeting, 2018; All Hands Meeting, 2018; Tools Platform F2F
meeting, 2020) and is also a member of the TeCG for the ELIXIR Germany node.
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