JULIA OLIVIERI

jolivieri@pacific.edu

RESEARCH AREAS

Computational Biology, Genomics, Data Science, RNA Sequencing

EDUCATION
Stanford University Sep 2016 - Sep 2022
Ph.D. Candidate, Institute for Computational & Mathematical Engineering Stanford, CA

M.S, Institute for Computational & Mathematical Engineering
Reading Committee: Julia Salzman, Chiara Sabatti, Trevor Hastie

Oberlin College Aug 2012 - May 2016
B.A., Mathematics (Highest Honors) Oberlin, OH
B.A., Biology

TEACHING EXPERIENCE

Assistant Professor of Computer Science Aug 2022 - Present
University of the Pacific Stockton, CA

- Courses taught: Advanced Algorithms (graduate), Graph Theory for Computer Science (graduate),
Data Analytics Programming (undergraduate and graduate), Computational Biology (graduate)

Graduate Teaching Assistant Sep 2018, Jul 2019, Sep 2019, Sep-Dec 2021
Stanford University Stanford, CA

- Courses TAed: Statistical analysis of RNA sequencing data in high dimensions, Introduction to Analysis
of RNA Sequence Data, Discrete Mathematics and Algorithms

WiDS Workshop Leader May-Aug 2021
WiDS Workshops Virtual

- Lectures delivered: What is a graph and What Can We Do With It?, Traversing the tree and beyond,
Characterizing graphs in the real world

Discrete Mathematics and Algorithms Sep 2018, Sep 2019
Refresher Course Leader Stanford, CA

- Designed a three-lecture course to teach incoming ICME students the background in discrete math
necessary to succeed in ICME classes.

FELLOWSHIPS & HONORS

- Gene Golub Thesis Award, 2022 - Stanford Graduate Fellowship, 2016-2022
- Lieberman Fellowship, 2021-2022 - EDGE Doctoral Fellowship, 2016-2022
- NSF Graduate Fellowship, 2018-2021 - Young Botanist Award, 2016

- Ben Rolfs Memorial Award, 2020 - Goldwater Scholarship, 2015



FUNDED RESEARCH AND ACTIVITIES

Committee on Academic Planning and Development, Small Project Grant Dec 2022
University of the Pacific $1,550

- “Teaching Academic Time Management in Graduate Level Computer Science Courses with the Help
of the Faculty Success Program,” PI: J. Olivieri

SERVICE
“Be the Place” Working Group” Sep 2022 - Present
Committee member Stockton, CA

- Worked to transform University of the Pacific to the “place to be” for a successful, diverse, and sup-
portive engineering and computer science community.

Women in Data Science Workshop Committee Jan 2022 - Dec 2022
Committee member Stanford, CA

- One of a group of five committee members who organize the monthly WiDS workshops as an extension
of the WiDS yearly conference.
- Coordinate speakers, plan workshops, shape the direction of the series.

Women in Mathematics, Statistics, and Computational Engineering Mar 2018 - Sep 2022
Co-Founder, Secretary, & Co-President Stanford, CA

- Co-founded an official student organization to support female graduate students across ICME, Mathe-
matics, Management Science & Engineering, and Statistics departments.

- Helped organize events ranging from panels of industry professionals giving career advice to community-
building paint nights.

- Encouraged networking between graduate students and professors by organizing small-scale lunches
with female faculty members.

- Petitioned for and regulated funding from various Stanford sources.

Stanford Science Penpals Dec 2020 - Present
Penpal Stanford, CA

- Exchange letters with a high school student interested in pursuing STEM to answer questions about
higher education and encourage him to continue studying science.

Stanford Women in Math Mentoring Sep 2017 - Jun 2018
Mentor Stanford, CA

- Mentored a Stanford undergraduate prospective math major, reaching out for lunches every month and
attending group events focused on retaining women in STEM.

ICME Mentoring Sep 2017 - Jun 2018
Mentor Stanford, CA

- Mentored an ICME first-year student, meeting up 2-3 times per quarter with the purpose of providing
advice and support through the hectic and stressful first year of graduate school.


https://www.widsconference.org/workshops.html

SOFTWARE

SpliZ https://github.com/salzmanlab/SpliZ
A statistical pipeline to quanitfy splicing at a single cell level from scRNA-seq data

SICILIAN https://github.com/salzmanlab/SICILIAN
A statistical method for identifying RNA splice junctions using alignments reported from a spliced
aligner.
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