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Education 

UCLA // Los Angeles, CA // 2017-2023  
Ph.D., Bioinformatics  
 

Brandeis University // Waltham, MA // 2013-2017  
B.S, Biological Physics with honors, minor in Computer Science  
 

Experience 
 

Postdoctoral Fellow // Mount Sinai // NYC, NY // 2023-present  
╸ Led project that identified unknown and misdiagnosed rare monogenic disorders in a large 
biobank of 60,000 individuals, potentially impacting the care of thousands of people in New 
York, especially minorities. Cultivated expertise in using large scale genomics biobanks, 
including as UK Biobank, All of Us, and gnomAD  
╸ Worked with stakeholders to develop a rigorous clinical evaluation framework for 
translating the results of machine learning pipelines to patient care  
 
Research Assistant // UCLA // Los Angeles, CA // 2017-2023  
╸Developed supervised machine learning algorithms in Python using that successfully predict 
ALS status from an epigenetic cell-free DNA blood test. There is currently no test for ALS, 
impacting the care of 20k+ Americans/year (Caggiano et al, 2021; Caggiano et al 2025) 
╸Utilized unsupervised learning over millions of electronic health record entries to 
identify health disparities that exist at UCLA and built website to showcase these results 
to a layperson audience (Caggiano et al, 2022; website: www.ibd.la)  
╸ Identified a candidate causal genomic variant for a rare neural tube deficit using a 
custom whole-exome sequencing pipeline  
╸Wrote high-performance computing scripts using Bash, Pandas, and NumPy to analyze TBs of 
high-dimensional genomics datasets 
╸Visualized scientific results for technical and non-technical audiences with Jupyter 
notebooks, Plotly, Seaborn, and R  
 

Bioinformatics Data Science Intern // Asuragen // Austin, TX //  summer 2017  
╸Developed Bayesian statistical methods in R that have up to 99.9% specificity at 
identifying cancerous mutations in a non-invasive cancer screening technology   
 

 

Technologies  
Languages: Python (Libraries: NumPy, Pandas, SciPy, Seaborn, Matplotlib, Jupyter, 
scikit-learn, PyTorch), R (Libraries: Tidyverse, ggplot), Bash, Julia, Java  
Tools: Git, SQL/MySQL, Conda, LaTex, SGE  
Concepts: Machine/Statistical/Deep Learning, Parallel Computing, Optimization, Dynamic 
Programming, Data Science, Distributed Data  
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