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The code consists of three subprograms. 

1) parameters.m where you may change simulation time, number of agonist and antagonist (or endogenous peptides), initial conditions and model parameters. We set number of agonist peptides equal 100, number of antagonist peptides equal 300. Agonists (with binding time of 20 s) are introduced at t=0, while antagonists (with binding time of 3 s) at t=1000 s, and then simulation lasts for next 1000 s. Rest of parameters as in Table A1 in the paper. 

2) program.m; to start the simulation you run program.m, which will ask you about number of cells (single runs) to be simulated. The data from the run is saved in data1.mat. You can observe the progress of simulation (cell number and biological time) in Command Window.

3) figures.m. After running program.m you can make plots using Figures.m. You may plot a given single cells, or the average from all cells. You can also import data1.mat (the current data1.mat is for three cells) and make plots, without running program.m.

Should you have any questions please e-mail to Tomasz Lipniacki: tlipnia@ippt.gov.pl or tomek@rice.edu    

