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Introduction
Our approach offers a one-click solution for generating a relational database in
PostgreSQL [1] and a fulltext index by using Xapian [2] out of PubMed XML files [3].
Afterwards, large-scale text mining can be performed offline on the “in-house” database.
The general workflow as shown in the next section was successfully applied within the
webservices CIL [4] and prolific [5]. PubMed2Go was also used in the analysis of
secondary metabolites of the bacteria Streptomycetes resulting in StreptomeDB [6].
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This is our general workflow for parsing XML files from PubMed and loading them into a
PostgreSQL relational database as well as building a full text index with Xapian. After building
an “in-house” database of PubMed, it can be queried with different terms or synonyms as
shown in the published projects CIL, prolific, and StreptomeDB. This workflow can be used for
other fields of research, too, as indicated by „space for ideas“.
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An easily adaptable system for your own area of research!
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The next milestone will be filtering and characterising
interactions between compounds and proteins by
applying an interaction ontology, e.g. BioInfer [7].
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