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Doctor of Philosophy — Cornell University

Field of Genetics, Genomics & Development

Thesis: “Metagenomic Methods to Investigate Mobile Element Context and
Nascent Transcription in the Human Gut Microbiome”

Bachelor of Science, Magna Cum Laude — Gettysburg College

Biochemistry and Molecular Biology major, 3.70 GPA
Lincoln Scholar — highest merit-based scholarship awarded

Research Experience

May 2022

May 2016

Postdoctoral Associate — Lab of Dr. Paul Turner, Yale University
Studying the evolutionary dynamics of phages of human pathogens as part
of the ongoing efforts at the Center for Phage Biology and Therapy at Yale

March 2023 - present

Graduate Research Assistant — Lab of Dr. llana Brito, Cornell University May 2017 — May 2022

Designing and implementing methods to quantify changes in the composition
and function of the human gut microbiome during perturbation and disease

HHMI Summer Research Fellow — Gettysburg College

Characterizing bacteriophages by host-range screens and comparative
genomics

Honors and Awards

Summers 2014 & 2015

Travel Award Recipient, Cornell Center for Vertebrate Genomics
Seed Grant Recipient, Genomics Innovation Hub

Distinguished Scholar, Cornell Center for Vertebrate Genomics
Honorable Mention, NSF Graduate Research Fellowship
Herzog Teaching Fellow, Gettysburg College

HHMI Summer Research Fellow, Gettysburg College

Service and Ouvutreach

2022

2020

2019

2018

2015

2014 & 2015

Coordinator, Cornell Center for Vertebrate Genomics Journal Club

Graduate Mentor, Microbial Friends & Foes Research Experience for non-
Cornell Undergraduates

Workshop Facilitator, 4-H Career Explorations “Engineering the Microbiome”
Focus Program

Graduate Fellow, Cornell Graduate Student School Outreach Program

Fall 2021 - Spring 2022

Summer 2019

June 2018

Spring 2018


https://albertvill.com/about/

Skills

R programming language Microbiology
= tidyverse evangelist = anaerobic and BSL-2 culture
= ggplot2 devotee = phage isolation and propagation
Linux-based NGS software Nucleic acid sequencing
= samtools = metagenomic sequencing, assembly,
=  pedtools binning, and annotation
= bwa, bowtie2, minimap2 = RNA-seq and differential expression
analysis

Bash programming language / shell scripting
= awk, sed, grep
» Sun Grid Engine queuing system
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