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Education

• The University of Queensland (UQ) QLD, Australia
Ph.D. Candidate in Computational Biology Oct. 2019 - Mar, 2023

• Myongji University Yongin, S. Korea
M.Sc. in Electronics and Electrical Engineering Feb. 2016 - Mar. 2018

• National Economics University Hanoi, Vietnam
B.Sc. in Computer Science Sep. 2011 - July. 2015

Work Experience

• PhD Candidate University of Queensland, Australia, Oct 2019 - Present
◦ Conduct research and analysis for cellular communication within spatial context in cancer using imaging and

sequencing data
◦ Propose a novel computation package called STRISH to identify cells colocalisation with ligand-receptor

throughout the tissue using spatially resolved multi-omics data (spatial transcriptomic and proteomic data)
◦ Adapt the spatial analyses (i.e. Delaunay triangulation, K nearest neighbors, Ripley’s K function) and

heterogeneity scoring measurements (i.e. Shanon entropy, Rao’s quadratic entropy, graph modularity) to identify
the spatial differences across cancer subtype

◦ Collaborate with other research groups to develop and conduct the analysis for scRNA-seq, ATAC-seq and spatial
omic data

◦ Present results to a wide variety of audience including both scientific/technical and clinical colleagues

• Bioinformatic Scientist Vingroup Big Data Institute, Vietnam, Mar. 2019 - Oct. 2019
◦ Design the workflow to analyse DNA sequencing data to build the largest population-scale biomedical database for

Vietnamese genome
◦ Develop API to automate data QC process and upload meta data to the genomic variant database for Vietnamese

population
◦ Benchmark for accuracy and speed of the performance of variant calling platforms including Dragen (Illumina),

DeepVariant (Google), and GATK. Regarding accuracy, DeepVariant outperformed GATK and Dragen with higher
F1 score 0̃.2 and 0̃.1 respectively. Meanwhile, Dragen reduced the computational time significantly by 7̃5%
comparing to DeepVariant

• AI Engineer Cinnamon AI Startup, Vietnam, Oct. 2018 - Mar. 2019
◦ Develop backbone of document analysis solution using machine learning (ML) and deep learning (DL) to extract

information from contracts
◦ Leverage state-of-the-art NLP transformers BERT as the alternative solution for information extraction models to

deliver higher accuracy 90%+ overall and F1 score at 0.86 with limited training data (approx. 100 samples)

• Visiting Scholar Genome Center, Uni of California Davis, USA, Mar. 2018 - Sep. 2018
◦ Chromosome conformation capture techniques (Hi-C) provide a wealth of data on the three-dimensional

architecture of genomes
◦ Introduce dimensional reduction including Autoencoder, PCA and SVG and robust differential analysis for noisy

and high dimensional Chromosome 3D maps
◦ Autoencoder achieved higher true positive value compared to PCA by 15%-30% proportion to the size of

consideration block

Skills and Technologies

Programming Languages: Python, R, Bash Shell, JavaScript, Java, C/C++, SQL, LATEX,
Developer Tools: Git, Docker, Anaconda, Slurm, PBS
Framework and Tools: sklearn, pandas, skimage, scipy, SimpleITK, tensorflow, Keras, QuPath, CellProfiler,
napari, Seurat, scanpy
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