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- Agent-based model (tissue-level) specified by Overview, Design Concepts,
Details (ODD) protocol

- Boolean network-based model and finite state machine (FSM) specified for

Compare model output
ABMs - Collisions/clipping & physics

intracellular level PDEs - Conservation laws

Iterate

- Source code strictly adherent to ISO standards - e.g. C99, Fortran 90, VHDL-93 Wild-type BL6 <@ssg=sp | Overview, Design, Details Perf?rmance - Det?rmlne sufficient system specs,
. : m e . consider FPGA SoC if needed
Transient neutropenic BL6 Diffusion solver

Delegation
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- Three main teams with domain experts:

« Computation (UConn Health)
« Experimentation/testing (UFHealth)

e Visualization/Ul (Kitware, Inc.) :
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estimates for computation, biological/technical replicates for wet lab, 1/0
functionality for visualization
- Teams work in parallel on design, test, iterate cycles with weekly discussions

and shared digital lab notebook
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