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Figure 2. Two similar Fab-fragments (sequence identity >95%) which interact with different kinds of macromolecules. The complexes were identified
with the homology search option (see Figure 1) of JAIL. (a) Fab-fragment in complex with a stem-loop DNA (PDB-ID: 2FR4). (b) A monoclonal

IgG Fab-fragment in complex with hyaloronidase (PDB-ID: 2J88).

(http://www.jmol.org). The download section provides
various possibilities to build up a user defined data set.
Structurally, clustered interfaces based on the SCOP
domain definitions as well as sequentially clustered inter-
faces based on protein chain clustering are separately
retrievable but can also be combined. Parameters like
the SCOP-hierarchy (family/superfamily) or the sequence
identity level (50%, 70%, 90% and 95%) are selectable.
The database is automatically updated six times a year.

EXAMPLE OF USE

The provided browsable interfaces support the answer-
ing of various further investigations. One of them is the
comparative study of molecular recognition of nucleic
acids and proteins. For instance, experimental evidence
exists, that proteins mimic nucleic acids to usurp the role
of interacting macromolecules (17,18). Shape comparisons
of different kinds of interfaces (protein—protein/protein—
nucleic acids) may help to identify cases of molecular
mimicry.

A matter of particular interest in this context is the
identification of protein domains that interact with other
proteins as well as with nucleic acids. Figure 1 shows an
example of a search for such a case by using the imple-
mented ‘Show related proteins’-option. Figure 2 shows the
resulting interfaces of a fab-fragment in complex with an
enzyme. The same domain architecture is also capable to
bind single stranded hairpin DNA.
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