Spatially Continuous Change of Abstraction
In Molecular Visualization
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Starting Point: Temporally Seamless Abstraction of Molecular Models [1]

Problem: The abstraction in our original ap-
proach [|] can only be controlled interactively
per strand or for the molecule as a whole. This
means that the structural abstraction or the
‘illustrativeness’ cannot be changed depending
on the location within the molecule. Thus, dif-
ferent levels of abstraction could not be used
at the same time, resulting in a need for an im-
proved molecular abstraction technique.
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Application: Local Emphasis & Detail for Molecular Structures

(a) DNA: Local abstraction is well suited for
structures like DNA. DNA has a repetitive
linear character so detail in one part of the
visualization is representative for the remain-
der of the data. Both structural abstraction and
‘illustrativeness’ can be specified locally; abstrac-
tion through support of spatial perception has
a global character and is, thus, not changed.

(b) Protein backbones: Other elongated struc-
tures such as protein backbones can also ben-
efit from spatially continuous change of ab-
straction in a similar way as DNA.

(c) Interactions between proteins: The local em-
phasis can support the visualization of interac-
tions between two molecules—by letting the
viewer look through one of the interacting
molecules (being abstracted to a high degree)
as well as by emphasizing the interaction
through different degrees of ‘illustrativeness.
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