
Yonghua Zhuang, PhD, PhD 

Assistant Professor 
Biostatistics and Bioinformatics Shared Service at Cancer Center  
University of Colorado Denver Anschutz Medical Campus 
Education 2 South Room 5323 
13121 E. 17th Ave. 
Aurora, Colorado 80045 
E-mail: Yonghua.Zhuang@CUAnschutz.edu  

Experience 
University of Colorado AMC, Aurora CO Assistant Professor Mar 2022-Present 

• Providing quantitative support for the planning, design, analysis, and presentation of basic science, 
clinical, and epidemiological investigations. 

• Building an automated pipeline for single cell RNAseq analysis. 
• Developing statistical methods for multi-omics integration. 
• Assisting grant applications and manuscript preparations. 

NHLBI BioData Catalyst Fellow  Sep 2020-Jan 2022 
• Developed an augmented high-dimensional Graphical Lasso model to incorporate prior biological 

knowledge for global network learning. 
• Identified miRNA-mRNA Networks associated with COPD Phenotypes. 

Arrow Electronics, Denver CO Data Scientist Intern Jun 2019-Aug 2019 
• Developed several machine learning models including Supplier Requesting Quote (SQR) outcome 

classification and Slow-Moving Inventory (SMI) prediction. 
• Deployed one prediction model with TensorFlow Serving for upcoming business production. 
• Participated in an intense case competition for protecting security and privacy. Won 1st place with 

teammates for developing a comprehensive solution incorporating Artificial Intelligence (AI) technology that 
secures Internet of Medical Things (Iomt). 

University of Colorado Denver AMC, Aurora CO Research assistant Sep 2017-Feb 2022 
• Developing deep graph neural network method to identify gene networks associated to COPD disease. 
• Developed a novel method for unsupervised discovery of phenotype-specific multi-omics networks. 
• Developed a tissue augmented Bayesian model for expression quantitative trait loci analysis. 
• Engineered proteomic features with Autoencoder and developed dense neural network for COPD 

classification with 78% accuracy (COPDGene Deep Learning workshop, Denver, 2018).  
• Developed Bayesian Deep classifier (No-U-Turn Hamiltonian Monte Carlo Sampler) for Parkinson’s 

disease using voice data. The F1 score was 0.82.   
 

Insight Health Data Science, Boston MA Fellow May 2017-Sep 2017 
• Built an automated acute Myeloid Leukemia (AML) classifier (aml-classifier), a machine learning-

powered system that classifies whether a person has AML with flow cytometry (laser-based technology 
to analyze cell characteristics) data. Solved the issues of labor-intensive manual analysis and low 
reproducibility for high dimension flow cytometry data. 

• Balanced dataset with sub-sampling, split dataset into training and test datasets and implemented 
random forest and SVM to train and predict AML with 94% accuracy.  

University of Colorado Denver AMC, Aurora CO Research instructor/Fellow Jan 2010-Sep 2017 



• Developed augmented Bayesian methods to integrate mouse lung eQTL (associations between gene 
expression and SNPs, Single-nucleotide polymorphisms) (40G raw data) to improve the prediction of 
liver eQTL by 8%. Demonstrated that the newly developed method is more robust than existing 
methods especially when the dataset is limited. 

• Identified 59 significant cellular genes and 9 signaling pathways that are dysregulated in the mouse 
brain following infection with Zika virus with Next generation RNA sequencing data (10G raw data). 

• Profiled microarray gene expression in idiopathic pulmonary arterial hypertension (IPAH), performed 
PCA and clustering analyses.  Performed Student's test with BH correction and found 245 significantly 
differentially expressed genes. 

• Investigated causal effect of surgery in conjunction with radiation on the survival of lymphoma patients 
in potential outcome framework. Determined propensity score using non-parsimonious logistic 
regression and linear discriminant analysis (LDA). Determined causal effect with propensity score 
matching and performed sensitivity analysis.  

• Utilized Python Twitter API to retrieve tweeter posts using “Zika virus” keyword, investigated the 
pattern of Zika virus tweets using NLP and identified geographic distribution of tweets. 

Education 
Ph.D in Biostatistics, University of Colorado AMC, Aurora, CO (GPA 4.0/4.0) Feb 2022 
M.S. in Biostatistics, University of Colorado Denver AMC, Aurora, CO (GPA 4.0/4.0) Dec 2016 
Ph.D. in Immunology, Sichuan University, Chengdu, China July 2009 
BSc in Clinical Medicine (MD), Tongji University, Shanghai, China July 2001 
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HONORS, GRANTS AND AWARDS 
• 2011, AAAAI Fellows-in-Training travel scholarship 
• 2012, AAAAI Fellows-in-Training travel scholarship 
• 2015, ISNV Investigators in Training scholarship 
• 2020, NHLBI BioData Catalyst Fellowship 



• 2021, Strother Walker Award for Outstanding PhD Student 

Software development 
• SmCCNet R package development and maintenance 
• AhGlasso R package development (to be submitted) 

Skills 
Languages: Python (5 years), R (8 years), SAS (5 years), SQL (2 years), bash scripting, Java (Basic), Javascript 
Tools: Scikit-learn, Pandas, Numpy, Scipy, Tensorflow, Keras, Pytorch, Flask, R Caret, R ggplot2, R Shiny, Git, 
Amazon Web Service (AWS), Google Cloud, Docker 
Machine Learning and Statistics: Deep learning, Graph Neural Network, KNN, SVM, LSTM, Autoencoder, 
Random Forest, Clustering analysis, Sensitivity analysis, Survival analysis, Causal inference, Longitudinal data 
analysis, Generalized mixed model, Bayesian inference, PCA, Stochastic modeling, Natural Language 
Processing (NLP), Data simulation 
Consulting: Statistics consulting for COPDgene clinical study (5 years) 

REVIEW AND REFEREE WORK 
Ad hoc Reviewer for Bioinformatics, BMC bioinformatics, Journal of Virology, Plos One, Infection and 
Immunity, Journal of Hospital Infection, Cytokine, International Immunopharmacology, Frontiers in Oncology. 


