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Comprehensive Modelling Platform is a gen-
eral framework for public sharing, annotation, 
and visualisation of domain-specific dynamical 
models and wet-lab experiments. The platform 
is unique in integrating abstract mathematical 
models with a precise consortium-agreed bio-
chemical description provided in a rule-based 
formalism. The general aim is to stimulate col-
laboration between experimental and compu-
tational systems biologists to achieve better 
understanding of the domain specific system. 

E-cyanobacterium.org 
is an instance of Comprehensive Modelling 
Platform related to cyanobacteria. The frame-
work is instantiated as a web-based applica-
tion which allows to capture several aspects 
of biological models represented as biochemi-
cal reaction networks or ordinary differential 
equations.

Biochemical Space (BCS) forms the backbone 
of the platform. It provides formal description 
of the biological problem and it is based on the 
hierarchy of selected biological processes. For 
each process, there are presented relevant 
models, chemical entities, and rules formally 
specified in Biochemical Space Language. Pre-
sentation of every process includes detailed 
information and links to relevant internal and 
external sources. The SBML with its packages 
is supported as the main format for represen-
tation and annotation of biological processes 
outside of the platform. The internal structure 
of the platform reflects the principles of SBML 
for both user and developer fidelity. 

*This work has been supported by the Czech Science Foundation grant 18-00178S and Czech National Infrastructure grant LM2015055.
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Annotation – Biological meaning assignment

Biochemical Space Language

S{u}::KaiC::KaiBC::cyt => S{p}::KaiC::KaiBC::cyt
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