
 
 

 

Maria Nattestad 
Bioinformatics visualization software specialist 

Genomics PhD with 8 years of bio + software industry experience 
specializing in building visualization tools to make sense of complex 
biological datasets. Danish citizen educated in the USA, moving 
back to Denmark with husband and two small kids. 

 

maria.nattestad@gmail.com  •  +1 415-827-8954  •  Danish & US dual-citizen 

LinkedIn  •  GitHub  •  Portfolio  •  Google Scholar 

 

Work experience 
Co-founder 

OMGenomics Labs 
March 2024 — October 2025​​ ​ ​ ​ ​ ​ SF Bay Area, USA 

●​ Built Circa 2.0, genomics data visualization software using Svelte JS. 
●​ Created bioinformatics technical tutorials on the OMGenomics YouTube channel. 
●​ Revamped visualization web apps for genomic data: Ribbon and SplitThreader.  

 

Senior Software Engineer 
Google 
June 2019 — Sept 2023​ ​ ​ ​ ​ ​ ​  SF Bay Area, USA 

●​ On the Genomics team in Google Research. Coding primarily in Python. 
●​ Made software and model improvements to DeepVariant (video), which uses AI (a CNN) for 

calling small germline variants. Wrote explainer blog post. 
●​ Worked on DeepConsensus (video), which uses a transformer model for correcting PacBio 

long-read sequencing data. Tech lead for release 0.3 (tweet) that enabled integration into 
PacBio’s Revio instrument (Google Keyword blog). 

 
Scientific Visualization Lead 
DNAnexus 
August 2017 — April 2019​ ​ ​ ​ ​ ​ ​  SF Bay Area, USA 

●​ Led a team of engineers to build a modular and configurable visualization dashboard for the 
UK Biobank (UKBB) exomes + health dataset. 

●​ Dot: interactive dot plot viewer for genome assemblies. 
●​ BigTop: (10% time group project) virtual reality 3D Manhattan Circos plot. 

 

Founder 

OMGenomics 
Feb 2017 — August 2017​ ​ ​ ​ ​ ​ ​  SF Bay Area, USA 

●​ Circa: intuitive GUI software for creating circos plots for genomics. 
●​ OMGenomics YouTube channel teaching bioinformatics. 
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Education 
PhD in Genomics 
Cold Spring Harbor Laboratory 
Aug 2013 — Feb 2017​​ ​ ​ ​ ​ ​ ​ New York, USA 
Thesis: “Computational methods for analysis and visualization of long-read sequencing data in 
cancer genomics” 
Advisor:  Michael C. Schatz 

●​ Studied large and complex structural variants in the SK-BR-3 breast cancer cell line using 
PacBio sequencing. Paper in Genome Research. 

●​ Assemblytics: assembly-based variant caller: assemblytics.com 
●​ SplitThreader: interactive visualization with graph-search algorithms for the analysis of 

long-range variants and copy number: splitthreader.com 
●​ Ribbon: visualization of complex structural variation, tailored for long-read sequencing data: 

genomeribbon.com 
 

Bachelor of Science in Biological Sciences 
University of the Pacific 

Aug 2009 — May 2013​ ​ ​ ​ ​ ​ ​ California, USA 
Phi Beta Kappa. Summa Cum Laude. GPA 3.97. 
Included 3 years undergraduate research in wet lab molecular biology. 
 

Languages 
English: Professional native-level fluency. 
Danish: Native unprofessional 🙂fluency. 
 

Interests 
Reading non-fiction 
Cooking Japanese food 
Taking long walks to explore cities 
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Kolesnikov A, Goel S, Nattestad M, Yun T, Baid G, Yang H, McLean CY, Chang PC, Carroll A​
bioRxiv [Preprint]. 2021 Apr 06. doi: 10.1101/2021.04.05.438434 

4.​ SplitThreader: Exploration and analysis of rearrangements in cancer genomes​
Nattestad M, Alford MC, Sedlazeck FJ, Schatz MC​
bioRxiv [Preprint]. 2016 Nov 15. doi: 10.1101/087981. 

5.​ Third-generation sequencing and the future of genomics​
Lee H, Gurtowski J, Yoo S, Nattestad M, Marcus S, Goodwin S, McCombie WR, Schatz MC 

Blog Posts 
1.​ DeepVariant over the years​

Gunjan Baid, Maria Nattestad, Alexey Kolesnikov, Daniel Cook, Howard Yang, Pi-Chuan Chang, Andrew Carroll​
Google DeepVariant Blog. 2021 

2.​ Looking Through DeepVariant's Eyes​
Maria Nattestad, Gunjan Baid, Andrew Carroll, Pi-Chuan Chang​
Google DeepVariant Blog. 2020 

3.​ One Genome Browser to Rule Them All?​
Maria Nattestad​
Medium. 2018 

4.​ Making genomic data come alive with circos plots​
Maria Nattestad​
Medium. 2017 

Press 
1.​ Google Research Vs. Genomic Bias 

2023, Google Research (YouTube) 
2.​ Building better pangenomes to improve the equity of genomics 

2023, Google Research 
3.​ Guinness World Record Awarded for Fastest DNA Sequencing — Just 5 Hours 

2022, NVIDIA 

4.​ Massive genome havoc in breast cancer is revealed 
2018, Cold Spring Harbor Laboratory 
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