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| am always interested in how informatics technologies (especially machine learning) can make our life
better, especially in the treatment of cancer patients. To this end, | exposed myself to both biology and
computer science during my training. During Ph.D. training, | had participated in systems biology lab and
machine learning group, working on identifying better ways to model biological networks. After Ph.D., |
continued my academic career in cancer genomics as a postdoctoral fellow at the NKI, where | worked as
a part of the group of prof. dr. Wilbert Zwart, a molecular biologist, and the group of prof. dr. Lodewyk
Wessels, a computational scientist. As of 1%t of October 2018, | started as an assistant professor in
oncogenomics, at Cancer Center Amsterdam (CCA), UMC Amsterdam, Location VUmc. At the current
position, | am delighted with having many interactions with clinicians, pathologists, and oncologists who

see patients, getting more stimulation towards translational research.
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Assistant professor, Cancer Centre Amsterdam (CCA), Department of Pathology,
University Medical Center (UMC) Amsterdam, Location Vrij University Medical Center
(VUmc)

Postdoctoral Fellow, The Netherlands Cancer Institute (the NKI), Plesmanlaan 121,
1066 DX Amsterdam, The Netherlands.

Postdoctoral Fellow, Systems Biology Lab, Deagu Gyeongbuk Institute of Science &
Technology (DGIST), Daegu, South Korea.

Ph.D., School of Interdisciplinary Bioscience and Bioengineering, POSTECH, Pohang,
Korea (www.postech.ac.kr).

*Participating two laboratories: Machine Learning Lab (advisor: Prof. Seungjin Choi)
& Systems Biology Lab (advisor: Prof. Daehee Hwang).

Thesis title: “Probabilistic Inference in Context-specific Dynamic Networks”
(Committee member: Prof. Seungjin Choi, Prof. Daehee Hwang, Prof. Chi-Hyuck Jun,
Prof. Sung Ho Ryu, and Prof. Seong Jin Kim).

B.S., Department of Computer Science and Engineering, POSTECH, Pohang, Korea,
790-784.

Senior project (2006 fall): Development of transcription factor binding site marking
program (advisor: Prof. Seungjin Choi)

* The School of Interdisciplinary Bioscience and Bioengineering (I-BIO) offers a unique chance to pursue

interdisciplinary projects that involving more than two laboratories.
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2018-  “Computational approaches for enhancing knowledge €300,000 Amsterdam UMC
2023 discovery using digital cancer genomic biobank”
2019- “Molecular markers for upfront identification of 1p/19p- €100,000 Amsterdam UMC
2020 codeleted oligodendroglioma patients with long, ‘treatment- (Co-PI)

naive’ postoperative survival”
2019- “A computational framework to model cellular interplays in the $99,080 Leukemia Reserach
2020 tumor microenvironment of B cell lymphoma” Foundation
2020-  “A computational framework to address within-tumour €149.687  Cancer Center
2021 heterogeneity of pancreatic ductal adenocarcinoma ” Amsterdam

(CCA2019-9-62)

2022- “A comprehensive multi-layer characterization of intra- €605,463 Dutch Cancer
2025 tumoral heterogeneity in pancreatic ductal adenocarcinom” Society (KWF-13774)
2023- “An affordable RNA profiling-based tumor microenvironment €410.873  Health Holland
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2023- “Establishing a Reproducible and Accessible Bioinformatics €300.000 NWO
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