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Aboutme
I’m a computational biologist fascinated by understanding the molecular biodiversity and mechanisms. I have experi‑

encewithworkflowdevelopment in Python andR,molecular dynamics simulations, and immunogenetics. Currently,mywork
focusesonworkflowdevelopment fordataanalysis frommoleculardynamics simulations. I’man intern researcher at theCom‑
putational Biocatalysis Group at LNBR/CNPEM in Brazil, where I work with specific Carbohydrate‑Active Enzymes (CAZymes)
for microbiome and structural biology research projects using biomolecular modeling data and biochemical interpretation. I
have been delivering valuable insights throughout research projects and dedicating myself to developing useful tools to en‑
hance group performance. In my free time, I enjoy drawing molecular scientific illustrations, read about Latin culture and
cooking plant‑based recipes.

Education
Federal University of Latin‑American Integration (UNILA) Foz do Iguaçu, Brazil
BACHELOR iN BiOTECHNOLOGY 2018‑2024

Liberato Salzano Vieira da Cunha Foudation Novo Hamburgo, Brazil
ELECTRiCAL TECHNiCiAN 2013‑2017

Experience
Brazilian Center for Research in Energy and Materials (CNPEM) Campinas, São Paulo
COMPUTATiONAL BiOCATALYSiS INTERN Feb 2023 ‑ Present
• I have performed data analysis of several molecular dynamics simulations and large‑scalemolecular docking, primarily using Python and Shell
scripting compatible with Slurm HPC environment. The main goal are new insights about molecular mechanisms from new Carbohydrate‑
Active enzyme families, which benefits the experimental team for mutation screening and activity assays.

• | Molecular Dynamics and Structural Bioinformatics | Gromacs | Slurm/HPC | Python/MDAnalysis | Autodock Vina | Conda/Bioconda | Py‑
mol/VMD |

SporeData Inc. Remote
FREELANCER ‑ JR DATA ANALYST Oct 2022 ‑ Feb 2023
• Worked as a freelancer on clinical data projects, performing ETL, cohort generation, data visualization, clinical study reports, and statistical
analyses.

• | Clinical Data | R | SparkR | RMarkdown | Cloud/N3C |

Medical Genetics Lab ‑ UNILA Foz do Iguaçu, Brazil
UNDERGRADUATE RESEARCHER Aug 2020 ‑ Mar 2023
• I performed DNA sequencing and HLA‑B analysis of COVID‑19 patients, gathering clinical and genomic data, along with HLA‑epitope binding
affinities from computational predictions, to study themutational landscape of SARS‑CoV‑2 variants in Foz do Iguaçu. I worked with a Nextflow
pipeline to collect, transform, and visualize missensemutations affecting HLA epitopes based onmachine learning tools. The result is an easy‑
to‑use pipeline that contributes to genomic surveillance approaches for a Brazilian border research group. (Details)

• |Missense mutation analyses | GISAID | Nextflow | Bash | Python | R | Sanger Sequencing | netMHCpan4.1 |

International Genetically Engineered Machine Competition (iGEM) Paris, France
DRYLAB COORDiNATOR Jan 2020 ‑ Dez 2021
• As the Head of DryLab at the iGEM UNILA LatAm Team, I led the development of a kinetic model with parameter optimization. We used an
Ordinary Differential Equations (ODEs) framework coupled with sensitivity analysis to evaluate the performance of our synthetic genetic circuit.
This model provided valuable insights to the experimental team, helping them design experiments and identify key parameters to improve
systemperformance. Also, we built the Carpincho Toehold Generator, specialized in the design of Toeholds formiRNAs detection, using Python
and NUPACK API. (Details)

• | System biology | Python | R |

Microbiology and Biochemical Lab ‑ UNILA Foz do Iguaçu, Brazil
UNDERGRADUATE RESEARCHER Jun 2018 ‑ Dez 2019
• Worked with bacterial nanocellulose production for electrochemical applications, establishing bacteria cultivation, biofilm extraction and pu‑
rification protocols. Additionally, conducted a literature review bridging the gap between bacterial nanocellulose and its electrochemical ap‑
plications.

• | Laboratory practices | Literature review |Microbiology lab protocols |
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Skills
Programming
PYTHON | BASH | R

Workflow
NEXTFLOW

Markup
HTML | RMARKDOWN

Scientific Illustration
INKSCAPE | BLENDER

Biomolecular Tools
BLENDER/MOLECULAR NODES | PYMOL | VMD | GROMACS

Tools
GiT | GiTHUB | SLURM | R/SHiNY

Accomplishments
2022 1st Place. Honorable Mention in Health Science at XI EICTI, UNILA
2021 Gold Medal at International Genetically Engineering Machine Competition ‑ iGEM
2020 Best Public Choice Project at the V Biological Machines Engineering Summer Program ‑ UFMG
2020 Best Presentation Award at the V Biological Machine Engineering Summer Program ‑ UFMG
2019 1st Place. Honorable Mention in Technology and Production at VII SEUNI ‑ UNILA
2016 Honorable Mention for Socially Relevant Project at International Conference MOSTRATEC, UNESCO.

Publications
• De Assis, S.C., Morgado, D.L., Scheidt, D.T., De Souza, S.S., Cavallari, M.R., Ando , O.H.J., Carrilho, E. (2023). Review
of Bacterial Nanocellulose‑Based Electrochemical Biosensors: Functionalization, Challenges, and Future Perspectives.
MDPI Biosensors, 13. https://doi.org/10.3390/bios13010142
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