










the SwissProt/TrEMBL sequence pages, UniProt, PIR’s
iProClass, EBI’s InterPro, the UCSC Genome Browser
and PubMed (LinkOut). Importantly, MODBASE
models are also accessible through the Protein Model
Portal (http://proteinmodelportal.org), a module of the
Protein Structure Initiative Knowledgebase (PSI KB).
The Model Portal has the potential to become the single
entry point for users interested in experimentally deter-
mined or computationally predicted models. For a user
query, the portal will interrogate participating source
model databases and modeling servers to provide a com-
prehensive view of all available models of the query
sequence.

FUTURE DIRECTIONS

MODBASE will grow by adding models calculated on
demand by external users (using MODWEB) as well as

our own calculations of model datasets that are needed
for our research projects (using MODPIPE, MODWEB
or MODELLER). These updates will reflect improve-
ments in the methods and software used for calculating
the models as well as the new template structures in the
PDB and new sequences in UniProt. In the future, we
expect that most of the users will access MODBASE
models through the Protein Model Portal.
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Users of MODBASE are requested to cite this article in their
publications.
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Figure 1. MODBASE Model Details page (Example Q9NP58 from the human genome dataset): this page provides links to all models for this specific
sequence. A ribbon diagram of the primary model, database annotations and modeling details are displayed. Links to additional models for different
target regions or models from other datasets are displayed as thumbprints. The pull-down menu provides access to alternative MODBASE views and
other types of information (if available), such as data about mutations and putative ligand binding sites. The cross-references section contains links
to relevant internal and external databases. For this particular sequence, mutation data are available from LS-Mut, LS-SNP and ABC SNPs.
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