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PROFESSIONAL SUMMARY 

I have a passion for working with large, complex data sets, and the biological, statistical, and programming 

skills necessary to remain on the cutting edge of the field of bioinformatics. My lifelong fascination with 

science and technology, and my desire to contribute to the improvement of human health have both been 

major driving forces in my career. In addition to providing me with access to rich sources of data, I am 

seeking a position that challenges me to develop the best methods for exploring and interpreting such 

datasets to identify, characterize, and share the most robust and impactful discoveries.  

EDUCATION 

Icahn School of Medicine at Mount Sinai, New York, NY                                          09/2011 – 05/2018 

PhD in Neuroscience   

Brown University, Providence, RI                                                                                09/2004 – 05/2008  

Bachelor of Science degree in Neuroscience, with Honors   

Additional coursework: Machine Learning (Fall 2018; Coursera), CSCI E-52 (Fall 2009; Harvard Ext.) 

TECHNICAL SKILLS 

Bioinformatic and statistical methods: Linear/log/mixed modeling, dimensionality reduction 

(PCA/UMAP/tSNE), correlation, supervised and unsupervised clustering, survival analysis, gene-set 

enrichment, multi-omic integration, cell type deconvolution, single-cell and spatial transcriptomics, 

pipeline development, AI/ML predictive modeling (keras, TensorFlow) 

Programming languages: R (Bioconductor, shiny, tidyverse), Unix (docker, ssh), Git, AWS, Python 

WORK EXPERIENCE 

Bristol-Myers Squibb (Celgene from 05/2019 – 11/2019)                                          05/2019 – present 

Computational Biologist, Summit West Campus, Summit, NJ  

o Stratified solid tumor samples from oncotherapeutic trial patients into highly robust and clinically and 

biologically relevant groups via integrative clustering of multi-omic data.  

o Performed evaluation of clinical and quality control data, normalization and correction for batch 

effects, clustering with prior and novel methods, survival analysis, functional characterization, and 

integration with paired immunolabeling, CNV, and proteomic data.  

o Deployed with R shiny for interactive evaluation of stratifications by outcome and enrichment.  

o Assisted with the development of clinical diagnostic assays for the screening and identification of 

patient groups with differential outcome or treatment response.  

o Utilized single-cell RNAseq and spatial transcriptomic data to identify biomarkers of cancer 

progression and better elucidate cancer biology and interactions with the tumor microenvironment. 

Buxbaum Laboratory                                                                                                   09/2011 – 08/2018   

Graduate Student, Icahn School of Medicine at Mount Sinai, New York, NY   

o Developed a transcriptional model of neurodevelopmental disease using RNAseq of neurons 

differentiated from blood-derived human induced pluripotent stem cells.  

o Performed RNAseq trimming/alignment with Unix/Python and downstream analysis with R including 

PCA, linear regression, differential expression, cell type deconvolution, and network modeling. 

o Evaluated transcriptional differences in a human postmortem brain RNAseq dataset from over 1000 

control or schizophrenic individuals as part of a large, multidisciplinary team.   

Clark Laboratory                                                                                                          08/2010 – 08/2011   

Senior Research Technician, Columbia University Medical Center, New York, NY   

o Utilized genomic tools for the precision mapping of CNVs in patients with Parkinson’s Disease.   

Tanzi Laboratory                                                                                                          08/2008 – 07/2010   

Research Technician, Massachusetts General Hospital, Genetics and Aging Unit, Boston, MA   

o Screened Alzheimer’s Dzisease candidate genes and therapeutics using a human in vitro model.   


