TARA FRIEDRICH | RESUME

tfriedrich.solutions@gmail.com
Open to opportunities in the SF Bay Area or remote

Programming Languages: Python, R, SQL
Data Science: Pandas, Numpy, Scikit-learn, PyTorch, Matplotlib, Seaborn, Ggplot2, Dplyer, Bioconductor, Keras, RShiny

Computational Resources: High Performance Cluster, AWS (S3, EC2, Batch, Lambda), Google Cloud Compute, Kubernetes,
Docker, Argo, WDL, Nextflow, DNANexus, Git, JIRA, SQL (MySQL, Spark), noSQL (MongoDB, Amazon DynamoDB), REST API

Statistics and Machine Learning: Hypothesis Testing, Linear and Generalized Linear Modeling, Multivariate Modeling, Clus-
tering, Dimensionality Reduction, Supervised and Unsupervised Classification, Random Forests, HMM, Kaplan-Meier

Bioinformatics Tools: Dragen, BWA, VEP, FastQC, MultiQC, Samtools, Bedtools, Seurat, Scanpy, Kalisto, DESeq2, EdgeR

Summary

Bioinformatics Data Scientist with expertise in multimodal clinical and genetic data analysis. Proficient in ad-
vanced statistical methods and converting ideas into code that bridge the gap between domain experts and
engineering teams. Skilled in delivering actionable insights to drive innovation in healthcare and research.

Experience
Senior Bioinformatics Data Scientist - Natera Feb 2022-August 2024
- Partnered with lab scientists to enhance RNA-seq assays, focusing on detecting oncogenic fusions in noisy
FFPE tumor samples, leading to improved assay sensitivity and specificity.

- Developed custom algorithms to identify Ilumina reads mapping to fusion junctions to explain discordance be-
tween fusion callers (Pizzly, Arriba, etc.) .

- Incorporated information from oncology and structural variation databases (TCGA, COSMIC) to validate assays.
- Integrated splicing prediction models, population statistics, structural and functional information into a classifier.

Bioinformatics Data Scientist - Fabric Genomics Nov 2019-Jan 2022
- Optimized the ACE product algorithm, a production-level tool for prioritizing clinically pathogenic genetic vari-
ants, by implementing regression and unit testing.
- Responsible for ensuring the accuracy of data and algorithm logic while adhering to ACMG clinical guidelines.
- Utitlized health ontologies (HPO, SNOMED, ICD9/10) to priotizie clinical variants causing disease

- Enhanced variant effect prediction classifiers (REVEL, phyloP, CADD, etc) to increase precision in identifying
likely pathogenic variants and flagging borderline cases for use by CAP/CLIA regulated labs using statistics and
machine learning.

- Leveraged distributed computing frameworks like Apache Spark to scale data classification workflows and op-
timize ETL processes, streamlining data analysis pipelines for large-scale datasets.

Bioinformatics Programmer - UCSF July 2018-July 2019

- Identified and prioritized candidate SNPs from whole exome sequencing data for CRISPR target screens.

- Conducted exploratory analysis on 10x single-cell RNA-seq liver data (Tabula Muris project) using clustering,
visualization, and differential expression methods to identify key cell populations.

- Designed and analyzed high dimensional datasets derived from epigenetic experiments integrating expression
with promoter motif analysis to identify possible regulatory mechanisms in liver reprogrammming.

- Assisted researchers with grants by estimating sample size from power analysis using available expression data.

Bioinformatics Programmer - Gladstone Institutes March 2017-Nov 2017

- Performed integrated multi-omic analyses, encompassing RNA-seq, 10x single cell analysis, ATAC-seq, ChIP-
seq, and motif enrichment, to uncover regulatory mechanisms in biological data for 20+ labs.

- Applied complex design matrix in a GLM to predict the effects of relevant variables on gene expression.
- Application of phylogenetic conservation methods to prioritize regulatory regions.

Education

Ph.D. Bioinformatics - University of California, San Francisco

- Statistics and machine learning to identify enhancers and genes predictive of tissue developmental phenotypes.

B.S. Biochemistry - University of California, Los Angeles

linkedin.com/in/tara-friedrich-biocinformatics - github.com/staracode
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