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Project description

Develop a cloud-deployed production version of the Omics Discovery Index (OmicsDI), to
support efficient integration with cloud-based workflows. In addition, we propose to enable
local satellite deployments, to demonstrate OmicsDI use as a community coordination tool for
the European and international systems biology community, and to provide API access to
OmicsDI impact metrics.

D 1.1: Production deployment of OmicsDI on EOSC cloud infrastructure.
D1.2: Open source provision of OmicsDI for local satellite deployment, with optional synchronisation with the OmicsDI public instance.
D 2.1: Integration of FAIRDOMhub and Virtual Parts Repository into the OmcisDI public cloud deployable instance (D1.1).

D2.2: BioHackathon, COMBINE.org (or similar event 2021) project for inclusion of additional systems and synthetic biology resources
into OmicsDI.

D 2.3: Infrastructure (APl and Web) to enable grant agencies and journals to retrieve the impact metrics of each dataset deposited in
OmicsDI. Similar to Altmetrics, this will allow to display a version of the current OmicsDI “rosette” on external websites, or retrieve the
data for further external processing.

This project has received funding from the European Union’s Horizon
2020 research and innovation programme under grant agreement No 824087
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Based on shared
publication reference, we
can identify systems
biology models closely
related or duplicated
across multiple
repositories, and reference
them.

ModelXchange consortium
aims to avoid redundant
curation.
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Defining the robust behaviour of the plant clock gene circuit with
absolute RNA timeseries and open infrastructure.

Flis Anna A Fernandez Aurora Pifas AP Zielinski Tomasz T Mengin Virginie V. Sulpice Ronan R  Stratford Kevin K Hume
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OmicsDI provides prototype impact metrics for
data based on views, downloads, citations, and
references among data objects.

Developed API to allow third parties to use these
metrics in their sites (D2.3).

Deployed by BioModels and PRIDE resources.

Potential for use by authors, organisations,
funders, etc.

This project has received funding from the European Union’s Horizon
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DallePezze2016 - Activation of AMPK and mTOR by amino acids
(Model 2) This model is as described in the Supplementary Software 2 of
the reference publication: SBML model including four amino acids input
in the network (simple p70-S6K module). This model is described in the
article:...

&
Kyrtsos2011 - A systems biology model for Alzheimer's disease
(Cholesterol in AD) Encoded non-curated model. Issues: - Confusing
HmgCoA differential equation - Confusing d2 and t1 parameters - Lack of
initial values for several key species This model is described in the article:
Of Mi...
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OmicsDI provides prototype impact metrics for
data based on views, downloads, citations, and
references among data objects.

Developed API to allow third parties to use these
metrics in their sites (D2.3).

Deployed by BioModels and PRIDE resources.

Potential for use by authors, organisations,
funders, etc.
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OmicsDI provides prototype impact metrics for
data based on views, downloads, citations, and
references among data objects.

Developed API to allow third parties to use these
metrics in their sites (D2.3).

Deployed by BioModels and PRIDE resources.

Potential for use by authors, organisations,
funders, etc.
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Puri2010 - Mathematical Modeling for the Pathogenesis
of Alzheimer's Disease

Overview Files History

Model MODEL1409240001

Identifier

Short Puri2010 - Mathematical Modeling for the Pathogenesis of Alzheimer's Disease

pti Puri2010 - Modeling for the Pathogenesis of Alzheimer's Disease

Encoded non-curated model. Issues:
- Confusing replacement of 16 when t = 3 years
- Confusing 4th rate equation
This model is described in the article:
Mathematical modeling for the pathogenesis of Alzheimer's disease.
Puri IK, Li L.
PLoS ONE 2010; 5(12): 15176
Abstract:
Despite extensive research, the pathogenesis of neurodegenerative
Alzheimer's disease (AD) still eludes our comprehension. This is largely due to
complex and dynamic cross-talks that occur among multiple cell types
throughout the aging process. We present a mathematical model that helps
define critical of AD based on rate
equations that represent the known cross-talks involving microglia, astroglia,
neurons, and amyloid-? (A?). We demonstrate that the inflammatory
activation of microglia serves as a key node for progressive
neurodegeneration. Our analysis reveals that targeting microglia may hold
potential promise in the prevention and treatment of AD.
This model is hosted on BioModels Database and identified by:
MODEL1409240001.
To cite BioModels Database, please use: BioModels Database: An enhanced,
curated and annotated resource for published quantitative kinetic models.
To the extent possible under law, all copyright and related or neighbouring
rights to this encoded model have been dedicated to the public domain
worldwide. Please refer to CCO Public Domain Dedication for more
information.
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* Limited technical impact:
* Implemented “standard” Kubernetes deployment on EMBL-EBI
embassy cloud
* Significant community impact:
* Specialisation of OmicsDI to ModelXchange may have pilot impact for
other fields.
* ModelXchange is expected to have a significant impact on the systems
biology community, enabling cross-repository metadata-based
discovery.

* A previous, related effort (ProteomeXchange) contributed to
changing data culture in proteomics from “closed” to “open”.

* Impact metrics for data are a logic follow-up to the FAIR data efforts.
* Long term indirect impact.

This project has received funding from the European Union’s Horizon
2020 research and innovation programme under grant agreement No 824087




*  Multi-omics, multi-repository metadata discovery and metrics may have pilot
function for EOSC.

* Specialisation of multi-omics infrastructure to valuable tool for specific omics
field is a “simplified case study” for the EOSC challenge of providing general
infrastructures which are useful for specific domains without too much

adaptation overhead.

This project has received funding from the European Union’s Horizon
2020 research and innovation programme under grant agreement No 824087




* Less interaction with main project than we could have had.
* Approached as technical project
* Regular EOSC-LIFE meetings were “just another meeting”, and so often
skipped (by me)
* To look beyond my own immediate project was challenging as a result.
*  Focus on existing EBI infrastructure, rather than “broadening out”

* Easy, but perhaps not best choice

This project has received funding from the European Union’s Horizon
2020 research and innovation programme under grant agreement No 824087




* Kubernetes deployment of OmicsDI still ongoing, but will be the long term
deployment of choice in a hybrid cloud environment which many
organisations use/develop.

* ModelXchange is an informal, but active collaboration of systems biology
data resources. The presented work is a prototype that will be sustained and
further developed in a collaborative context, and support grant applications.

* Dataset impact metrics are a prototype, supporting efforts to value scientific
output as more than just publications. Long term perspectives: Exploratory.

This project has received funding from the European Union’s Horizon
2020 research and innovation programme under grant agreement No 824087
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