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Background
I am a bioinformatician with interdisciplinary training in computer science, epidemiology, microbiology and statis‑
tics. I am passionate about utilizing this diverse skillset to derive meaning from biological data sets originating in
human and animal populations.

Education
Metro State University of Denver Denver, Colorado
BA PSYCHOLOGY 2013

Colorado State University Fort Collins, Colorado
BS COMPUTER SCiENCE 2015

University of Minnesota Minneapolis, Minnesota
PHD BiOiNFORMATiCS 2022

Work Experience
Canomiks Rochester, Minnesota
RESEARCH SCiENTiST INTERN: UTiLiZED COMPUTATiONAL AND STATiSTiCAL TOOLS TO COMPARE GENE EXPRESSiON PROFiLES
BETWEEN HUMAN CELL CULTURES CHALLENGED WiTH DiFFERENT FOOD AND BEVERAGE iNGREDiENTS

2021‑2022

Norwegian University of Life Science Ås, Norway
RESEARCH SCiENTiST INTERN: PARTiCiPATED iN THE COLLECTiON OF SEDiMENT FROM THE OCEAN FLOOR OF THE ATLANTiC
FOR A METATRANSCRiPTOMiC STUDY. GAiNED EXPOSURE TO THE AQUACULTURE iNDUSTRY THROUGH CLASSES, CONFERENCES
AND ON‑SiTE iNDUSTRY ViSiTS

Fall 2019

IBM, Almaden Research Center San Jose, California
RESEARCH SCiENTiST INTERN: UTiLiZED COMPUTATiONAL TOOLS TO TEST MY HYPOTHESiS THAT 16S RRNA GENE SEQUENCES
WiTHiN BACTERiAL POPULATiONS COULD BE HORiZONTALLY TRANSFERRED BETWEEN CLOSELY/DiSTANTLY RELATED BACTERiA

Summer 2019

Skills
• Sequencing Techniques: Whole genome, whole exome, microbiome, bulk rna

– Illumina MiSeq, NextSeq and NovaSeq instruments
• Experimental Design: Cross‑sectional, case‑control and longitudinal designs

– Confounding, effect modification, batch effects, negative and positive controls
• Statistical Methods: Linear models, mixedmodels, non‑linear models, multivariate models

– lme4, limma, mgcv, vegan
• Bioinformatic Methods: Alignment, annotation, assembly, classification, clustering

– Bowte2, BWA‑MEM, DADA2, Decontam, Humann3, Kraken2, Metaphlan3, SAMtools, SPAdes
• Cloud and Programming: Mac, Linux, HPC

– AWS EC2, S3, C/C++, Docker, Nextflow, Python, R
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