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Figure 7: Solitary wave impinging a cylinder. (a) t = 4.5 s; (b) t = 5.5 s; (c)
t = 8.5 s; (d) t = 12.5 s;

substrate modification to restore normal rhythm is often partic-
ularly challenging and may benefit from insight derived from
computer modelling.

The CardiacEPSolver models the conduction process us-
ing the monodomain equations
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where the Iion term captures the complex movement of ions
in and out of cells and is itself modelled as a set of ordinary
di↵erential equations. Additionally, � captures the potentially
heterogeneous and anisotropic nature of the tissue which af-
fects the speed of electrical propagation. While full 3D simula-
tions of myocardium are traditionally performed, the left atrium
is su�ciently thin that it can be reasonably represented as a
two-dimensional manifold embedded in three dimensions and
solved at significantly reduced computational cost [32]. The
geometry of the left atrium is created through segmentation of
magnetic resonance images of the heart.

An example of a left atrium simulation is illustrated in Fig-
ure 8. Electrophysiological characteristics vary spatially, with
regions of scar and fibrosis more resistive to activation, re-

Figure 8: Illustrative simulation of a depolarising electrochemical wavefront
on a two-dimensional manifold representation of a human left atrium. Blue
areas denote regions of unexcited (polarised) tisue, while green denotes areas
of excited (depolarised) cells. The red areas highlight the wavefront.

sulting in more complex activation patterns. The geometry is
derived from segmented magnetic resonance imaging (MRI)
data, while tissue heterogeneity is prescribed based on late
gadolinium-enhanced MRI. A human atrial ionic model [33]
is used as the reactive term in the model and represents the ex-
changes of ions between the interior and exterior of the cell,
along with other cellular biophysics.

4.6. Biological flow
1D modelling of the vasculature (arterial network) represents

an insightful and e�cient tool for tackling problems encoun-
tered in arterial biomechanics as well as other engineering prob-
lems. In particular, 3D modelling of the vasculature is relatively
expensive. 1D modelling provides an alternative in which the
modelling assumptions provide a good balance between physi-
ological accuracy and computational e�ciency. To describe the
flow and pressure in this network we consider the conservation
of mass and momentum applied to an impermeable, deformable
tube filled with an incompressible fluid, the nonlinear system
of partial di↵erential equations presented in non-conservative
form is given by
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in which A is the Area (related to pressure), x is the axial coor-
dinate along the vessel, U(x, t) the axial velocity, P(x, t) is the
pressure in the tube, ⇢ is the density and finally f the frictional
force per unit length. The unknowns in equation 14 are u, A and
p; hence we must provide an explicit algebraic relationship to
close this system. Typically, closure is provided by an algebraic
relationship between A and p.

For a thin elastic tube this is given by

p = p0 + �
⇣p

A � p

A0
⌘
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p
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(1 � ⌫2)A0
(15)

where p0 is the external pressure, A0 is the initial cross-
sectional area, E is the Young’s modulus, h is the vessel wall
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