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VCellTutorial

FRAP with binding

Create a simplbiomodeland spatial (PDE) application tc
simulate aphotobleachingexperiment with both diffusion
and binding.



In this tutorial you will:

A Gain a basic introduction to the Virtual Cell interface
A Createa simplebiomodelwith species and reactions

A Create a compartmental (ODE) application of the
model to determine steady state binding conditions.

A Create a spatialeterministic (PDEapplicationusing
analytic equations to create a simple geometry

A Define initial concentrations that are namiform
using Boolean expressions

A Create a timed event in a spatial simulation.
A View and analyze results of a spatial simulation.



Creating a new model.
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Structure Name NM

Size Variable Name | m0 [um3]

Electrophysiology
Voltage Variable Name |Voltage_m0 [mV] |
Positive (inside feature) | v
Negative (outside feature) I v ‘

membrane voltage: "Voltage_m0" = voltage(inside (+) compartment) - voltage(outside (-) compartment)
inward currents: from compartment “outside (-) compartment” into compartment “inside (+) compartment”
Note: VCell reactions and fluxes speafy inward currents (- to +) rather than conventional currents (+ to -).
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