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PROFESSIONAL EXPERIENCE

Independent — Alexander Bioinformatics 2023-2024
Independent bioinformatics consulting venture. Additional public-facing scientific projects
developed in this period include:

* ProteoFlow — Proprietary end-to-end cloud-based analysis workflow for LC-MS
proteomics

* BioReport — Web service using LLM-based analysis of scientific papers to summarize
knowledge of genes and proteins

» Accessive — Python library and web service for translating between 12+ bioinformatic
accession formats for genes, transcripts, and proteoforms

Computational Biologist — Kernal Biologics 2021-2023

* Designed and implemented a cloud-based, high-throughput LC-MS proteomics analysis
pipeline optimized for detecting products of non-standard protein translation events

* Analyzed Ribo-seq, SHAPE-seq, and other specialized transcriptomic data aimed at
characterizing mRNA in-vivo structure and functional properties

* Performed combined analyses of multi-omic, multi-tissue and single-cell datasets to
discover cell-specific translation dynamics

* Collaborated with wet lab scientists to iteratively design and evaluate mRNA sequence
elements applicable to novel therapeutics

Software Engineer — Radix Labs 2020-2021
* Software development on multiple components of the Radix Labs platform for
coordinated biological laboratory automation
* Designed and maintained multi-platform build, deployment, and update systems
* Designed interfaces between the automation platform and external utilities and resources

Bioinformatics Engineer — Dana-Farber Cancer Institute 2014-2020
* Published the open-source multiplierz 2.0 toolset for proteomic mass spectrometry data
analysis.

* Developed and maintained the Proteomics Center’s automated bioinformatics pipeline.

* Designed custom analysis algorithms for label-free and isotopically-labeled proteomic
quantitation.

*  Designed MS/MS data pre-processing algorithms to leverage novel HCD chemical
fragmentation processes, as part of efforts to develop analytical techniques for the
identification of proteins bound by covalent probes.

* Developed novel mass spectrometry acquisition routines for real-time detection of
peptides modified by covalent probes

* Contributed to writing and data analysis/presentation for multiple publications and grant
proposals.
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EDUCATION

Master of Science in Computer Science
Tufts University
2011-2013

Concentration in Artificial Intelligence
Master’s Thesis: Multi-Step Hindsight Optimization Planning for Real-Time Performance in Partially-Observable
Worlds

Bachelor of Arts in Liberal Arts

Bennington College

2007-2010

Concentration in Computer Science and Biology

Senior Project: Spike-Timing-Dependent Neural Network Model for Adaptive Control
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