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TECHNICAL SKILLS

Programming: R, SQL, Python, SAS, Linux, LATEX, Git
Machine Learning and DataModeling:Machine Learning (supervised, unsupervised), Deep Learning (TensorFlow,
PyTorch), Big Data Technologies, Model Deployment
Statistical Analysis and Communication: Statistical Modeling and Analysis, Experimental Design, A/B Testing,
Data Cleaning and Preprocessing, Data Visualization, Data Management and Communication, Data Ethics, Effective
Communication and Collaboration

PROFESSIONAL EXPERIENCE

University of Arizona Aug 2019 - Present
Research assistant Tucson, AZ

· Saguaro Cacti Detection and Counting with Deep Learning
• Developed an efficient system for the detection and counting of saguaro cacti utilizing deep learning techniques.
• Solved challenges related to computing resources and data processing by applying Roboflow and Detectron2.
• Optimized training datasets considering sensor heights, resolutions, and angles, achieving accurate and automated
saguaro cacti detection.

· Survival Analysis of COVID-19 and Specific Cancer Types
• Conducted a comprehensive survival analysis using a multivariate Cox proportional hazard model.
• Investigated the hazard ratio by comparing COVID-19 positive to negative patients among 13 specific cancer types,
utilizing data from the UK Biobank.

• This analysis provided valuable insights into the impact of COVID-19 on cancer patients.
· Case-Control Study on Housing Environments and COVID-19

• Executed logistic regression models for a case-control study to examine the effects of housing environments on
COVID-19 transmission, anxiety, and stress.

• Leveraged data from the COVID-19 Participant Experience dataset to draw correlations between housing condi-
tions and health outcomes, contributing to the understanding of pandemic-related challenges.

· SEMFA - Multi-Omics Fusion and Analysis Software
• Developed SEMFA, an innovative multi-omics fusion and analysis software. SEMFA is equipped to perform gen-
eral parametric tests for the Mahalanobis Similarity of samples based on factor scores generated by an extended
version of conventional Multiple Factor Analysis (MFA).

• This tool enhanced the analysis of complex multi-omics datasets, and facilitated insights into biological systems.
· Longitudinal Analysis of Cuticular Waxes in Lettuce Growth

• Applied a linearmixedmodel to analyze longitudinal data collected throughHigh-ThroughputPhenotyping (HTP)
techniques. Investigated the variation in cuticular waxes during growth, considering genetic traits of lettuce and
surrounding environmental factors.

• This research shed light on the dynamics of cuticular wax production and its correlation with genetics and envi-
ronmental conditions in lettuce.

Zhejiang University Sep 2016 - Jun 2019
Research assistant Hangzhou, China

· Investigated the expression of Porcine delta coronavirus (PDCoV) NS6 protein during infection in vivo and its incor-
poration into PDCoV virions.

· Explored the effect of HEV non-structural proteins on Sendai virus (SEV)-activated type I interferon pathway.



EDUCATION

University of Arizona, Tucson, AZ Aug 2019 - expectedMay 2025
Ph.D. Student in Statistics & Data Science, Minor in Information
M.S. of Biosystems Analytics & Technologies Aug 2019 - May 2023
Relevant Courses:
Statistical Machine Learning, Fundamentals of Optimization, Neural Networks, Artificial Intelligence
Zhejiang University, Hangzhou, China Sep 2016 - Jun 2019
M.S. of Science in Preventive Veterinary Medicine
Northeast Agricultural University, Harbin, China Sep 2011 - Jun 2016
B.A. of Science in Veterinary Medicine

CONFERENCE

Oral presentation at The Southwest Data Science Conference (Best Paper Award), 2023
Oral presentation at The Southwest Data Science Conference, 2022
Attended The AMIA Virtual Informatics Summit, 2021
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