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Deep Learning in Bioinformatics
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Deep Learning for the Life Sciences ( Peter Eastman, Patrick Walters, Bharath Ramsundar, Vijay S.

Deep Learning (Aaron Courville, lan Goodfellow, and Yoshua Bengio, 2015)
Pande, 2019)
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Curriculum Vitae

Speaker Name: Mina Rho, Ph.D.

» Personal Info

Name Mina Rho
Title Associate Professor
Affiliation Hanyang University

» Contact Information

Address 222, Wangsimni-ro, Sungdong-Gu, Seoul, 04763
Email minarho@hanyang.ac.kr

Phone Number 010-3460-9257

Research interest: Translational bioinformatics, machine learning, and (meta)genomics

Educational Experience

1998 B.S. in Computer Science, Ewha Womans University, Korea
2001 M.S. in Computer Engineering, Boston University, USA
2009 Ph.D. in Computer Science, Indiana University, USA

Professional Experience

2009-2012 Postdoctoral Associate, Dept. of Computer Science, Indiana University, Seoul,
Korea
2012-2013 Assistant Professor, Dept. of Biostatistics and Bioinformatics, Roswell Park Cancer

Institute, Buffalo, USA
2013-2017 Assistant Professor, Dept. of Computer Science, Hanyang University, Seoul, Korea
2017-Current Associate Professor, Dept. of Computer Science, Hanyang University, Seoul,
Korea

Selected Publications (5 maximum)

1. HJ Gwak, M Rho (2022) “ViBE: a deep learning model to classify viruses using
metagenome sequencing data”, Briefings in Bioinformatics: bbac204

2. JJeon, J Lee, SM Jung, JH Shin, WJ Song, M Rho (2021) “"Genomic Determinants Encode
for the Reactivity and Regioselectivity of Flavin-Dependent Halogenases in Bacterial

Genomes and Metagenomes”, mSystems: 6(3)



3. Y Park, J Lee, H Moon, Y Choi, M Rho (2021) “Discovering microbe-disease associations
from the literature using a hierarchical long short-term memory network and an ensemble
parser model”, Scientific Reports: 11(5874)

4. HJ Gwak, M Rho (2020) “Data-driven modeling for species-level taxonomic assignment
from 16S rRNA: Application to human microbiomes”, Frontiers in microbiology :11

5. SK Lim, D Kim, DC Moon, Y Cho, M Rho (2020) “Antibiotic resistomes discovered in the

gut microbiomes of swine and cattle”, Giga Science :9(5)
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