° Experience

Sep 2019 - Present @ Paris, France Installation, management, and maintenance of a Linux IT infrastructure:
Web server and dedicated computing blades:
System administrator engineer + 14 web servers, 2 APIs, 10 databases (~18K users/year)
@ + Self-hosted Free and Open-Source Software (FOSS): GitLab, Mattermost, WikiJS,

D, DSIMB - BIGR U1134 unit JupyterHub, GLPI
Shared computing cluster: 5 GPU servers (deep learning, molecular dynamics), 300+ CPUs

Gabriel CRETIN

Ph . D in AI for SGI HPC cluster: 48 nodes, 768 cores

Linux scientific workstations: 25 PCs, 16 GPUs, 700 CPUs, 1+ To RAM

° ° Storage: 1+ Pb of storage (3 dedicated servers)
computational biology &
L| NUX Sysfem ad min |S‘|'r'q‘|'or Sep 2021 - Oct 2025 @ Paris, France Deep Ie:inrning and computational approaches for protein analysis, prediction and
generation:
Ph.D in Computational Biology  Protein structure hierarchical analysis, flexible alignment and flexibility prediction
A « Adversarial Auto-Encoder for PLMs embedding compression and new protein sequence
Université Paris Cité generation
= Email
gabriel,cretin@u—paris,fr Jan - Jun 2019 Q Paris, France Development of a new strategy for the prediction of the 3D protein structure using Protein

Units and Deep Learning.
Do Stage Master 2

Website (& DSIMB - BIGR U1134 unit

& https://dsimb.i
ps://dsimb.inserm.fr
Mar - May 2018 @ Halle, Allemagne Optimization of the metabolomics data processing parameters of XCMS with the R/
Phone ; : .
‘. Bioconductor package IPO as part of theEuropean project PhenoMeNal, a standardized e-
(+33) 0781703515 < Stage Master | infrastructure for large-scale computing of medical metabolomics data.
Leibniz Institute Of Plant
0 Address Biochemistry
Paris, France
Apr - Jun 2016 Q@ Clermont-Ferrand, France As part of the French project Workflow4Metabolomics, development of a tool for the
o ) . annotation of GC-MS data exploited with Golm Metabolome Database, for its integration into
Bioinformatics Internship the Galaxy platform.
INRAZ

French National Institute

Social networks .
for Agricultural Research

Github
@gabrielctn

O
@ Linkedin ¢ Education

gabriel-cretin

2017 - 2019 @ Université Paris Cité, France

e Master Biology, Computer Science, Bioinformatics (BIB)
With honors * Rang 2/23

Languages
2016 - 2017 Q Université Paris Cité, France
' French ®  Bachelor of Science (BSc) Biology, Computer Science, Bioinformatics (BIB)
Native speaker Rank 6/21
glp‘ English 2014 - 2016 Q Université de Clermont-Ferrand, Campus Aurillac, France
AR . iontific *  Two-year Degree (D.UT)* Bioengineering and Bioinformatics +vipiome universitaire Technologique
Cambridge English Advanced Ranks: 15t year « 4/45 | 2" year « 5/34
TOEIC (Score 875)
Erasmus+ OLS (C1) 2013 - 2014 Q Université Grenoble Alpes, France

®  Preparation classes 1st year Undergraduate course for Polytech Engineering Schools

Maths / Computer Science, option Biology

2013 @ French School of Seoul, South Korea

° Baccalauréat Scientific Baccalauréat

With Honors
[ Ski"s * Frequently used Occasionnaly
O System administration <> Bioinformatics
oS Deep Learning
GNU-Linux/Unix (Ubuntu, Debian) macOS  Windows 10/11 PyTorch  Lightning Fabric  HPC distributed GPU training
Programming Languages Protein sequence/structure analysis
Python Bash/Shell R C Java Perl HH-Suite MMseqgs2 TM-align AlphaFold ESM  PyMOL
SQL (PostgreSQL, MySQL) Foldseek  GROMACS
Web technologies Softwares - DevOps
HTML5 CSS3 Bootstrap JavaScript PHP CI/CD (Travis Cl/Jenkins)  Containerization (Docker / Singularity)

Anaconda VSCode JupyterHub/Lab  GitLab
Automatization - Virtualization

Ansible Docker Dockerswarm Kubernetes Data Analyses
Biostatistics (models, visualization, tests) with R
Networking
EfficientIP (DHCP, IPAM) Databanks
PDB SCOPe CATH EMBL-EBI @ SwissProt = Pfam  NCBI
Software - Configuration GenBank  Interpro  KEGG = UniProtKB

JupyterHub ~ SLURM  Apache2 Samba NFS OpenLDAP

Environment Modules  Spack  GLPI

o Publications

2025

B Protein Science, Whiley-Blackwell, 2025. Scholar 2

PEGASUS: Prediction of MD-derived protein flexibility from sequence
Yann Vander Meersche*, Gabriel Duval*, Cretin Gabriel*, Aria Gheeraert, Jean-Christophe Gelly, Tatiana Galochkina

*authors contributed equally

B Nucleic Acids Research, Oxford University Press, 2025. Scholar 2

DIONYSUS: a database of protein—carbohydrate interfaces

Gheeraert Aria, Bailly Thomas , Ren Yani, Hamraoui Ali, Te Julie, Vander Meersche Yann, Cretin
Gabriel , Leon Foun Lin Ravy, Gelly Jean-Christophe , Pérez Serge , Guyon Frédéric , Galochkina Tatiana

2024

B Protein Supersecondary Structures: Methods and Protocols, 2024. Scholar 2

Hierarchical Analysis of Protein Structures: From Secondary Structures to Protein Units
and Domains
Perin Charlotte , Cretin Gabriel , Gelly Jean-Christophe

B Nucleic Acids Research, Oxford University Press, 2024. Scholar 2

ATLAS: protein flexibility description from atomistic molecular dynamics simulations

Vander Meersche Yann, Cretin Gabriel , Gheeraert Aria, Gelly Jean-Christophe and Galochkina Tatiana

2023

B Bioinformatics, Oxford University Press, 2023. Scholar 2

ICARUS: flexible protein structural alignment based on Protein Units

Cretin Gabriel , Périn Charlotte , Zimmermann Nicolas , Galochkina Tatiana , and Gelly Jean-Christophe

2022

B Platelets, Taylor & Francis, 2022. Scholar 2

CALR-ETdb, the database of calreticulin variants diversity in essential thrombocythemia

El Jahrani Nora, Cretin Gabriel , and de Brevern Alexandre G

B Nucleic acids research, Oxford University Press, 2022. Scholar 2

SWORDZ2: hierarchical analysis of protein 3D structures

Cretin Gabriel , Galochkina Tatiana , Vander Meersche Yann, de Brevern Alexandre G, Postic Guillaume,
and Gelly Jean-Christophe

2021

B Journal of molecular biology, Academic Press, 2021. Scholar 2

MEDUSA: prediction of protein flexibility from sequence

Vander Meersche Yann, Cretin Gabriel , de Brevern Alexandre G, Gelly Jean-Christophe ,
and Galochkina Tatiana

B International journal of molecular sciences, MDPI, 2021. Scholar 2

PYTHIA: Deep learning approach for local protein conformation prediction
Cretin Gabriel , Galochkina Tatiana , de Brevern Alexandre G, and Gelly Jean-Christophe
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