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The Protein Data Bank (PDB) contains 135 000 entries to-
day. From these, relatively few amyloid structures can be
identified, since amyloids are insoluble in water. Therefore,
mostly solid state NMR-recorded amyloid structures are
deposited in the PDB. Based on the geometric analysis of
these deposited structures we have prepared an automati-
cally updated webserver, which generates the list of the
deposited amyloid structures, and, additionally, those X-ray
crystallography identifyid globular protein entries, which
have amyloid-like substructures of a given size and char-
acteristics. We have found that applying only the properly
chosen geometric conditions, it is possible to identify the
deposited amyloid structures, and a number of globular
proteins with amyloid-like substructures. We have analyzed
these globular proteins and have found that most of them
are known to form amyloids more easily than many other
globular proteins. Our results relate to the method of [1],
who have applied a hybrid textual-search and geometric ap-
proach for finding amyloids in the PDB.

If one intends to identify a subset of the PDB for some ap-
plications, the identification algorithm needs to be re-run
periodically, since in 2017, on the average, every day 30
new entries were deposited in the data bank. Our webserver
is updated regularly and automatically, and the identified
amyloid- and partial amyloid structures can be viewed on-
line or their list can be downloaded from the site https://
pitgroup.org/amyloid.
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Structural bioinformatics has a broad impact across the life
sciences and provides tools to archive, present, analyse,
annotate, and predict molecular structures. The science
of structural bioinformatics is traditionally very strong in
Europe offering many software tools, methodologies, and
databases, as well as community-wide prediction challeng-
es. Its applications cover research activities from structural
biology to drug discovery and personalized medicine that
are all well represented within the national ELIXIR nodes.
We believe that the coordination of the many concurrent ac-
tivities will help to unite the voice of structural bioinforma-
ticians in Europe and thus maximize the impact of structural
bioinformatics to the benefit of all researchers in the field
and the scientific community at large.

We therefore propose the establishment of an ELIXIR Com-
munity in Structural Bioinformatics to represent the broad
group of activities in this field. We suggest calling it 3DBio-
Info. We volunteer to act as an interim executive committee
to organise a kick-off workshop for this Community, which
would take place in the Fall of 2018. We will also establish
an interim Steering Committee with a structural bioinfor-
matics representative from each ELIXIR node to make sure
we capture the interests and activities in each country. Re-
searchers at the kick-off workshop will formulate the goals
of the 3DBiolnfo Community and collect ideas for Commu-
nity activities to form the basis of a formal application to the
ELIXIR Heads of Nodes.
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