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EDUCATION

University of South Florida (USF), Tampa, FL, USA Jan. 2016 - Aug. 2019
Ph.D. of Science in Cell and Molecular Biology

Area of Emphasis: Bioinformatics, Computational Biology and System Biology

Dissertation: Novel Strategies on Characterizing Biologically Specific Protein-protein Interactions
University of South Florida (USF), Tampa, FL, USA Aug. 2013 - May. 2015
Master of Science in Biotechnology

Independent Research: Improve Efficiency of Cancer Vaccines By Comparing Two Types of Im-
munotherapy Vaccine Modalities

Henan University, Kaifeng, Henan, China Sept. 2007 - July 2011
Bachelor of Bioscience

Thesis: Methylation of H19 gene in ES, IPS, and ntES Cells

PROFESSIONAL APPOINTMENT

- RESEARCH APPOINTMENT

Assistant Professor Oct. 2022 - present
University of South Florida, Tampa, Florida, U.S.

Applied Research Scientist June 2022 - Sept. 2022
Moffitt Cancer Center, Tampa, Florida, U.S.

Postdoctoral Fellowship Sept. 2019 - June 2022
Virginia Commonwealth University, Richmond, Virginia, U.S.

Research/Teaching Assistant Dec. 2015 - Aug. 2019
University of South Florida, Tampa, Florida, U.S.

Research Assistant Aug. 2015 - Dec. 2015

University of South Florida, Tampa, Florida, U.S.

- TEACHING APPOINTMENT

Bio I Cellular Processes Lab Jan. 2019 - May 2019 & Sept. 2017 - May 2018
University of South Florida, Tampa, Florida, U.S.

Coordinator: Gemmell, Colbi, Courtesy Faculty.

Principle of Immunology Aug. 2018 - Dec. 2018
University of South Florida, Tampa, Florida, U.S.

Supervisor: Dao, My-Lien, Ph.D.

The Biology of Humans May 2018 - July 2018
University of South Florida, Tampa, Florida, U.S.

Supervisor: Upadhyaya, Ashok, Instructor III.

PROFESSIONAL SUMMARY



https://scholar.google.com/citations?user=89GBukgAAAAJ&hl=en
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- RESEARCH INTERESTS

(1) Developing novel strategies for gene expression analysis (e.g. Zhao, Erwin, & Xue, 2017¢);

(2) Characterizing the heterogeneous samples (e.g. Zhao & Xue, 2017d);

(3) Developing structure and function prediction of protein (e.g. Zhao & Xue, 2018; Katuwawala, Zhao,
& Kurgan, 2021a);

(4) Predicting binding of small RNA and Protein (e.g. Zhao & Xue, 2017a; Zhao & Xue, 2019);

(5) Establishing structural and functional database (Zhao et al., 2020a);

(6) Establishing protein-protein interaction database;

(7) Discovering and characterizing protein function and mechanism in system (e.g. Zhao et al., 2020b;
Zhao et al., 2021b).
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- BOOK CHAPTERS

Zhao, B.& Kurgan, L., “Machine Learning for Intrinsic Disorder Prediction”, in Machine Learning in
Bioinformatics of Protein Sequences. p. 205-236.

Zhao, B.& Kurgan, L., “Databases of Protein Structure and Function Predictions at the Amino Acid
Level”, in Machine Learning in Bioinformatics of Protein Sequences. p. 329-353.

- PRESENTATIONS

Zhao, B. (2020). “Intrinsic Disorder in the Human Cell.” Department Seminar, Department of Computer
Science, Virginia Commonwealth University.

Zhao, B., (2019). “Nowel Strategies on Characterizing Biologically Specific Protein-protein Interaction
Networks” Department Seminar, Department of Cellular, Microbiology, and Molecular Biology, University
of South Florida.

Zhao, B. (2015). “Systematic Analyses Reveal Regulatory Mechanisms of the Flexible Tails on Beta-
catenin.” 11nd International Symposium on Bioinformatics Research and Applications (ISBRA).
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Zhao, B. & Xue, B. (2019). “Dual-threshold Decision-tree Based Meta-strategqy Improving Predictive
Performance of Protein Binding Region in Disorder Proteins.” 2019 Biophysical Society Annual Meeting.
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Zhao, B. & Xue, B. (2015). “Flexible Tails Regulate the Functions of Beta-Catenin.” 2015 Biomedical
Engineering Society (BMES).
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SKILLS

Technical Deep Learning, Meta-analysis, Machine Learning, Data Mining, Algorithm, Polymerase chain
reaction, Western blot, Enzyme-linked immunosorbent assay
Computing Python, Matlab, C, C++4, Linux, SAS, R, SQL

CERTIFICATIONS

Machine Learning Foundations, License 8Z9E7TTIXQGYV, Coursera. Apr. 2017 - Present
Programming for Everybody (Python), License Z5EUSBHCHH, Coursera.  Aug. 2015 - Present
SAS base certification, License SAS1120694, Pearson Professional Program. Mar. 2015 - Present
Bioinformatics Certification, Univ. of South Florida (USF) Mar. 2015 - Present

PROFESSIONAL SERVICES

Invited Reviewer, Nature Communications, 2022 2022 - present
Invited Reviewer, MDPI, 2022 2022 - present
Program Committee, BIBM 2021-2022. 2021 - present
Reviewer Board Member, Frontiers in Bioscience-Elite 2021 - present
Member, Sigma Xi. USF, Tampa, Florida, U.S. 2018 - present
Associate Faculty Member, F1000 Research. 2014 - 2018

AWARDS AND HONORS

Chih Foundation and Publication Award ($1,250), USF, Tampa, Florida, U.S. 2018
Summer Fellowship from CMMB ($2,900), USF, Tampa, Florida, U.S. 2018
CMMB Outstanding Graduate Student Research Award, USF, Tampa, Florida, U.S. 2017
Travel Fellowship from CMMB ($200), USF, Tampa, Florida, U.S. 2016
Summer Fellowship from CMMB ($2,150), USF, Tampa, Florida, U.S. 2016
Travel Fellowship from ISBRA conference ($600), Norfolk, Virginia, U.S. 2015



