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Progress

Over the last week, we compiled documents explaining the random
sampling of RACIPE and the current literature on the computational
cost of RACIPE. We analyzed the half-functional rule using the
additional information files and the source code. We then moved to
reproduce the results in RACIPE, particularly the ratio between the
amount of monostable and bistable steady states. From there, we
reproduced the rook fields seen in Konstantin’s initial DSGRN
presentation. Finally, we have begun working on reproducing the toggle
switch results from RACIPE in DSGRN using essential parameters and
their neighbors.



i The Half-Functional Rule
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B[i] = B[ilxHillshift(g/k, T, n, lambda);

* Median outputs

MB = median(B, num);

minT[ID] = MBxf1;

maxT[ID] = MBxf2;

free(A);

free(B); ) ) . L
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Toggle-switch circuit (TS):
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Toggle-switch circuit with one-sided self-activation (TS1SA):
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Toggle-switch circuit with two-sided self-activation (TS2SA):
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Database provides a complete decomposition of parameter space into . lon+021 ity <oy (poset)
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Next Steps

Our next steps include understanding essential parameters, running
the RACIPE simulations in DSGRN with the essential parameters,
and continuing to study the mathematics that underly both DSGRN
and RACIPE.
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