Modeling,
verification,
parallel simulation:
from Electronic Design Automation (EDA)
to Systems Biology
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Parametrization over
= 2 x 10° configurations
Total simulation time:

ative edge *

2
a4

Mutated Aperiodic | Useful conf. Period
protein config (periodic) ms

Golden model - 2,008,188 2 | 50(£20%)
CXCR4 0 0 0 0
JAK3 2,008,188 0 2-4 -
JAK2 2,008,188 0 2-4 -
ABG 0 2,008,188 2 | 50(£20%)
VAV1 0 0 0 0
PLC 0 2,008,188 2 | 50(£20%)
RACI 860,652 1,147,536 1-3 | 50(+20%)
RHOA 860,652 1,147,536 1-3 | 50(+20%)
CDC42 2,008,188 0 24 -
IP3 0 2,008,188 2 | 50(£20%)
DAG 17,640 1,990,548 1-2 | 50(+20%)
PLDI1 0 0 0 0
PIP5K1C 0 0 0 0
CA 0 2,008,188 2 | 50(£20%)
RASGRPI 0 2,008,188 2 | 50(£20%)
PA 0 0 0 0
RAPIA 0 2,008,188 2 | 50(£20%)
PIP2 0 0 0 0
RIAM 0 2,008,188 2 | 50(£20%)
RASSES 0 2,008,188 2 | S(x=20%)
TLNI1 792,036 1,216,152 2-3 | 50(+20%)
FERMT3 952,140 1,056,048 2-4 | 50(+20%)
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Parallelism and parallel architectures:
e« GPUs
- NVIDIA CUDA
(Fermi, Kepler, Maxwell technology)
- OpenCL/OpenACC
(AMD APU technology)

e Multi-core CPUs
- OpenMP ;

e Cluster architectures:
- MPI




