










web-based user interface and new RESTful web services
offer a much faster and more convenient access to the
database compared to the old applications. Some im-
provements in the search functionality like easy combin-
ation of attributes are in progress. Complex datasets can
be exported from SABIO-RK in SBML format for further
processing and integration. Currently we are working on
expanding the data export functionality including table
and BioPAX formats.
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