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Born: December 5, 1973—Paris, France
Nationality: French

Current Position

Chargé de Recherche Hors Classe (CRHC), Inria Saclay-Ile-de-France, EPI Lifeware

Research Interests

Constraint Programming e Model-Checking e Petri nets ¢ Computational Systems Biology
e Structural analysis of ODE-based models.

Experience

Associate Editor for PLoS Computational Biology

Co-supervision (50%), with A. Niarakis, of Sahar Aghakhani’s Ph.D. on Computational
modeling of the metabolic reprogramming in Rheumatoid Arthritis synovial fibroblasts and
cancer associated fibroblasts.

President of the Scientific Commission of Inria Saclay (before that, member of said com-
mission since 2017)

Giving TDs in the CSE102 course on “Computer Programming” for Polytechnique’s Bach-
elor program (first year)

Teaching INF473L MODAL on “Programming in the Language of Life” for Polytechnique
2nd year students.

Teaching CSE301 course on “Logic Programming” in Polytechnique’s Bachelor program
(third year).

Co-supervision (50%), with F. Fages, of Eléonore Bellot’s Ph.D. on Model Reduction based
on Tropical Equilibration.

Teaching INF555 course on “Constraint-based Modeling & Algorithms for Decision Mak-
ing” in the Al and Advanced Visual Computing Master, and Polytechnique 3rd year.
Supervision of Adrien Baudier for an Ecole Centrale internship leading to a publication in
the Journal of Theoretical Biology.
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Co-supervision (50%), with F. Fages, of Arthur Carcano for an ENS internship, leading to
a presentation at the CMSB conference.

Co-supervision (50%), with F. Fages, of Steven Gay’s Ph.D. Subgraph Epimorphisms: Theory
and Application to Model Reductions in Systems Biology

Co-supervision (50%), with F. Fages, of Faten Nabli’s Ph.D. Investigating Petri nets struc-
tural properties for biochemical networks analysis, and of many M.Sc. interns, notably from
different IITs (India).

Co-supervision of Elisabetta De Maria’s PostDoc. She now has a permanent position at
Nice’s University in Computational Systems Biology.

Member of the AERES Evaluation Committee of the LIRMM laboratory (Montpellier, France)
as Constraint Programming expert

Regular participation in the Program Committees of JFPC and WCB. Punctual participa-
tions for other conferences (e.g. CSCLP’07). Article revewing for TCS, FLOPS, CMSB,
PPDP, PLoS One, AMS Math Reviews, BMC Systems Biology, etc. Since 2019, member of
the PC of CSBio and in 2019 Chair for the Life-Science track of CP.

Teaching the Constraint Programming course in the MPRI Masters program

Secretary of the ERCIM Working Group on Constraints.

Co-supervision of Laurence Calzone’s PostDoc. She now has a permanent position at
Institut Curie in Systems Biology.

Co-developper of the modelling platform BIOCHAM and since 2010 of the Nicotine solver.
Teaching assistant for Java at Ecole Polytechnique

Ingénieur de ’Armement at DGA’s Géographie, Imagerie, Perception lab in Arcueil, France.
Responsible for IT Systems’ Security.

Honors & Awards

Scientific Excellence award from Inria

Co-author with Pauline Traynard of the Best Student Paper Award article at CMSB’14
Scientific Excellence award from Inria

Selected to be among the six young researchers representing “Advances in Information Sci-
ences”, for a talk at French Academy of Sciences on the use of formal methods of computer
science for Systems Biology.

Best Graphical Interface Concept award from the UIST Conference, with F.Fages

Education

Habilitation a Diriger des Recherches, University Paris Sud A structural perspective on the
dynamics of biochemical systems

Ph.D. in Computer Science, University Paris Diderot. Programmation concurrente avec
contraintes et logique linéaire, under the supervision of F. Fages.

M.Sc. in Computer Science, University Paris Diderot.

Ecole Polytechnique.
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of Logical models extracted from molecular interaction maps”. In: Journal of Integra-
tive Bioinformatics 21.1 (Feb. 2024), p. 20230048. DOI: 10.1515/jib-2023-0048. URL:
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Anna Niarakis et al. “Drug-target identification in COVID-19 disease mechanisms
using computational systems biology approaches”. In: Frontiers in Immunology 14
(Feb. 2024). por: 10.3389/fimmu.2023.1282859. URL: https://hal.science/hal-
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Sahar Aghakhani, Sacha E Silva-Saffar, Sylvain Soliman, and Anna Niarakis. “Hy-
brid computational modeling highlights reverse warburg effect in breast cancer-
associated fibroblasts”. In: Computational and Structural Biotechnology Journal 21
(Aug. 2023), pp. 4196—4206. DOI: 10 . 1016/ j . csbj . 2023 . 08 . @15. URL: https :
//hal.science/hal-04192259.

Vidisha Singh, Aurélien Naldi, Sylvain Soliman, and Anna Niarakis. “A large-scale
Boolean model of the rheumatoid arthritis fibroblast-like synoviocytes predicts drug
synergies in the arthritic joint”. In: npj Systems Biology and Applications 9.33 (July
2023). DOI: 10 . 1038 / s41540 - 023 - 00294 - 5. URL: https://hal . science/hal -
04187223.

Van-Giang Trinh, Belaid Benhamou, and Sylvain Soliman. “Trap spaces of Boolean
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puter Science 971 (Sept. 2023), p. 114073. DOI: 10.1016/j . tcs. 2023 .114073. URL:
https://amu.hal.science/hal-04167028.

Sahar Aghakhani, Sylvain Soliman, and Anna Niarakis. “Metabolic Reprogramming
in Rheumatoid Arthritis Synovial Fibroblasts: a Hybrid Modeling Approach”. In:
PLoS Computational Biology 18.12 (Dec. 2022), €1010408. DOI: 10 . 1371/ journal .
pcbi.1010408. URL: https://hal.science/hal-03880870.

Anna Niarakis et al. “Addressing barriers in comprehensiveness, accessibility, reusabil-
ity, interoperability and reproducibility of computational models in systems biol-
ogy”. In: Briefings in Bioinformatics 23.4 (June 2022), pp. 1-11. DoI: 10.1093/bib/
bbac212. URL: https://hal.science/hal-03690604.

Julien Martinelli et al. “Model learning to identify systemic regulators of the pe-
ripheral circadian clock”. In: Bioinformatics 37.Supplement 1 (July 2021), p. 9. DOI:
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Anna Niarakis et al. “Setting the basis of best practices and standards for curation
and annotation of logical models in biology—highlights of the [BC]2 2019 CoLo-
MoTo/SysMod Workshop”. In: Briefings in Bioinformatics 22.2 (2021), pp. 1848—1859.
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Sara Sadat Aghamiri et al. “Automated inference of Boolean models from molec-
ular interaction maps using CaSQ”. In: Bioinformatics 36.16 (May 2020), pp. 4473—
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Sarah Keating et al. “SBML Level 3: an extensible format for the exchange and reuse
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10.15252/msb.20199110. URL: https://hal.science/hal-02924909.

PEER-REVIEWED CONFERENCE PROCEEDINGS

[13]

Francois Fages, Mathieu Hemery, and Sylvain Soliman. “On BIOCHAM Symbolic
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In: ISSAC 2024 - 49th International Symposium on Symbolic and Algebraic Compu-
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Van-Giang Trinh, Belaid Benhamou, and Sylvain Soliman. “Efficient Enumeration
of Fixed Points in Complex Boolean Networks Using Answer Set Programming”. In:
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