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Stingl, U., D.K. Ngugi, L. Thompson, A. Antunes & M. Cahill. (2012). Mikrobielle Okologie des Roten Meeres.
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Thompson, L.R., Q. Zeng, L. Kelly, K.H. Huang, A.U. Singer, J. Stubbe & S.W. Chisholm. (2011). Phage
auxiliary metabolic genes and the redirection of cyanobacterial host carbon metabolism. Proceedings of the
National Academy of Sciences of the United States of America 108:E757—E764,
doi:10.1073/pnas.1102164108.

e PNAS Plus Author Summary
e [Faculty of 1000

Sullivan, M.B., K.H. Huang, J.C. Ignacio-Espinoza, A. Berlin, L. Kelly, P.R. Weigele, A.S. DeFrancesco, S.E.
Kern, L.R. Thompson, S. Young, W. Lee, M. Weiand, R. Fu, B. Krastins, M. Chase, D. Sarracino, M.S. Osburne,
M.R. Henn & S.W. Chisholm. (2010). Genomic analysis of oceanic cyanobacterial myoviruses compared to
T4-like myoviruses from diverse hosts and environments. Environmental Microbiology 12:3035-3056.
doi:10.1111/j.1462-2920.2010.02280.x.

. Zinser, E.R., D. Lindell, Z.I. Johnson, M.E. Futschik, C. Steglich, M.L. Coleman, M.A. Wright, T. Rector, R.

Steen, N. McNulty, L.R. Thompson & S.W. Chisholm. (2009). Choreography of the transcriptome,
photophysiology, cell cycle of a minimal photoautotroph, Prochlorococcus. PLOS ONE 4(4):.e5135.
doi:10.1371/journal.pone.0005135.

Elmer, K.R., L.R. Thompson & A. Meyer. (2009). Similar levels of diversity and population structure in
superflock and non-superflock cichlid fishes from Lake Victoria, Africa. Tropical Freshwater Biology
18(2):1-14. doi:10.4314/ tfb.v18i2.63288.

Breitbart, M., L.R. Thompson, C.A. Suttle & M.B. Sullivan. (2007). Exploring the vast diversity of marine
viruses. Oceanography 20(2):135-9. doi:10.5670/oceanog.2007.58.

. Sullivan, M.B., D. Lindell, J.A. Lee, L.R. Thompson, J. Bielawski & S.W. Chisholm. (2006). Prevalence and

evolution of core photosystem Il genes in marine cyanobacterial viruses and their hosts. PLOS Biology
4(8):2234. doi:10.1371/journal.pbio.0040234.
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e Graduate Teaching Award, Scripps Institution of Oceanography, 2019
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NOAA/OAR Outstanding Scientific Paper Award for Oceans and Great Lakes, 2018

Ranked First in Selection Process for Visiting Professor in Environmental Science, University of Brasilia, 2018
(declined position)

SABIC Postdoctoral Fellowship, King Abdullah University of Science and Technology, 2012

SABIC Postdoctoral Fellowship, King Abdullah University of Science and Technology, 2011

2011 PNAS article selected by Faculty of 1000 as a “must read” article (FFa score of 8)

Poster Award, Cells, Circuits, and Computation Conference, Harvard University, 2009

Student Travel Grant, Genomics: GTL Conference, U.S. Department of Energy, 2009

Praecis Presidential Fellowship, Massachusetts Institute of Technology, 2003

Howard Hughes Summer Research Fellowship, Stanford University Department of Biological Sciences, 2001
Semifinalist, Westinghouse Science Talent Search, 1998
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Introduction to Environmental DNA for Applications in Florida, Webinar, January 28 and February 4, 2021,
“NOAA eDNA Research in South Florida and the Gulf of Mexico” (invited).

Institute of Food and Agricultural Sciences, University of Florida, Davie, March 4, 2020, “Environmental DNA
tools and applications for oceans and the Great Lakes” (invited).

Scripps Institution of Oceanography, November 1, 2019, “Environmental DNA tools and applications for oceans
and the Great Lakes” (invited).

University of Southern Mississippi, Hattiesburg, October 18, 2019, “Applications and tools for environmental
DNA” (invited).

OceanObs’19, Honolulu, Hawaii, September 18, 2019, Panelist for Special Session “Incorporating environmental
DNA into global ocean observing systems: opportunities and challenges” (invited).

1st Parasite Microbiome Project Workshop, Clearwater, Florida, January 11, 2019, “Standards-enabled
large-scale surveys of Earth’s microbial communities” (invited).

International Microbiome and Metagenomics Standards Alliance, November 8, 2018, “Standards-enabled
metagenomics and metabolomics of Earth’s microbial communities” (invited/webinar).

San Diego State University, October 18, 2018, “Multi-omics of Earth’s microbial communities” (invited).

148th Annual Meeting of the American Fisheries Society, Atlantic City, August 20, 2018, “Computational

workflows for rapid and customizable analysis of amplicon sequencing data from environmental DNA”
(contributed).

17th International Symposium on Microbial Ecology, Leipzig, Germany, August 16, 2018, “EMP500: multi-omics
of diverse microbial environments in the Earth Microbiome Project” (invited).

Department of Earth System Science, Stanford University, May 30, 2018, “The Earth Microbiome Project:
investigating the structure of microbial diversity on Earth” (invited).

DOE Joint Genome Institute, Walnut Creek, May 29, 2018, “The Earth Microbiome Project: lessons from a
scientifically crowdsourced microbiome survey” (invited).

University of Oulu, Finland, March 22, 2018, “The Earth Microbiome Project: revealing global patterns of
microbial distribution” (invited).

’Omic Biomonitoring Workshop, Max-Planck-Institute for Marine Microbiology, Bremen, Germany, February 21,
2018, “Global characterization of microbial taxonomic and functional diversity in the Earth Microbiome Project”
(invited).

San Diego Microbiology Group, January 11, 2018, “Mapping the microbes of Earth” (invited).

Scripps Institution of Oceanography, December 1, 2017, “A communal catalogue of Earth’s microbes” (invited).
TDWG 2017: Biodiversity Information Standards, Ottawa, Canada, October 2, 2017 (contributed).

e Sachs, J., L. Thompson, N. El-Kayssi & S. Bilkhu. (2017). Using MIxS: an implementation report from two
metagenomic information systems. Biodivers Inform Sci Stand 1:€20637,
doi:10.3897/tdwgproceedings.1.20637.
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12.

11.

10.

ICES Annual Science Conference, Fort Lauderdale, September 18, 2017, “The Earth Microbiome Project:
lessons from a massive metagenetic survey” (contributed).

GRDI-Ecobiomics: Workshop on Environmental and Protocol Metadata, Ottawa, Canada, May 31, 2016,
“Environmental metadata and the Earth Microbiome Project” (invited/webinar).

Sharp HealthCare Obesity Crisis Conference, San Diego, May 13, 2016, “Healthy gut and microbiomes”
(invited).

Microbiome Connections to the Environment and Health, University of California, Irvine, September 25, 2015,
“Computational tools for environmental genomics and the Earth Microbiome Project” (invited).

Scripps Institution of Oceanography, February 13, 2015, “Metagenomic analysis and the Earth Microbiome
Project” (invited).

2nd International Symposium on Sponge Microbiology, Baltimore, October 27, 2014, “The Earth Microbiome
Project: early successes and challenges” and panel member of “Group discussion: Where to from here?”
(invited).

. 15th International Symposium on Microbial Ecology, Seoul, South Korea, August 29, 2014, “Mapping the genetic

diversity and physicochemical space of the Red Sea basin” (contributed).

Pacific Northwest National Laboratory, November 1, 2013, “Marine metagenomics: the Red Sea and the Earth
Microbiome Project” (invited).

Woods Hole Oceanographic Institution, July 30, 2012, “Let my microbes go! The Red Sea and stress tolerance
strategies of Prochlorococcus, cyanophage, and SAR11” (invited).

Winter Enrichment Program, KAUST, January 23, 2012, “The coming big data singularity” (invited).

Integrative Microbial Ecology Workshop, KAUST, June 26, 2010, “Auxiliary metabolic genes in viruses infecting
marine cyanobacteria” (invited).

DOE Genomics:GTL (Genomes-To-Life) Contractor—Grantee Workshop VII, Bethesda, February 9, 2009,
“Viruses hijacking cyanobacterial carbon metabolism” (contributed).

. Boston Bacterial Meeting, June 22, 2007, “Transaldolase in viruses infecting Prochlorococcus: hijacking host

carbon metabolism with a non-cyanobacterial enzyme” (contributed).

RESEARCH CRUISES

Institute for Marine Research (Norway) cruise number 2019703. “Characterizing mesopelagic fish populations
using environmental DNA (eDNA).” R/V Kronprins Haakon, Cape Verde to Oslo, May 1-27, 2019.

California Cooperative Oceanic Fisheries Investigations (CalCOFI) 1704SH. “eAUV mobile ‘omics platform to
reduce ship time.” NOAA Ship Bell M. Shimada, Monterey to San Francisco, Apr 15-20, 2017.

KAUST Red Sea Expedition 2013. “Gene expression of marine bacterial communities in the Eastern
Mediterranean and Northern Red Sea.” R/V Aegaeo, Athens to Thuwal, Feb 14—Mar 6 and Mar 9—-17, 2013.

KAUST Red Sea Expedition 2011. “Population genomics of marine bacteria along physicochemical gradients in
the Eastern Red Sea.” R/V Aegaeo, Southern to Northern Red Sea, Sep 15-Oct 10, 2011.

Hawaii Ocean Time-series HOT-181. “Cultivation of Prochlorococcus from the North Pacific Subtropical Gyre.”
R/V Kilo Moana, Station ALOHA, May 24—29, 2006.

CHAIRED SESSIONS

e TDWG 2017: Biodiversity Information Standards, Ottawa, Canada, October 2017. “Towards robust

interoperability in multi-omic approaches to biodiversity monitoring.”

COMMITTEE APPOINTMENTS, WORKING GROUPS, & CONSORTIA

e Earth HoloGenome Initiative (EHI) Scientific Committee, 2021—present.



NOS—OAR Summit Steering Committee, 2021—present.
e NOAA OAR Cloud Computing Strategy Document Writing Team, 2020.
National Microbiome Data Collaborative (NMDC) Champion, 2020—present.

National Microbiome Data Collaborative (NMDC) Research Coordination Network (RCN) steering committee,
2018—present

EMOSE Inter-Comparison of Marine Plankton Metagenomic Analysis Methods, 2017.
doi:10.17605/0sf.io/u93gm.

PEER REVIEW

Publons ID: publons.com/a/1456009/

e Associate Editor, Proceedings of the Royal Society B
e Review Editor, Frontiers in Marine Science

e Reviewer for Nature, Proceedings of the Royal Society B, Ecology Letters, The ISME Journal, Genes,
Bacteriophage, National Science Foundation, NOAA Office of Ocean Exploration and Research, and United
States—Israel Binational Science Foundation

PRoOTOCOLS

EMP Sample Submission Guide: https://doi.org/10.17504/protocols.io.pfqdjmw

EMP DNA Extraction Protocol (current): https://doi.org/10.17504/protocols.io.pcydixw
e EMP DNA Extraction Protocol (previous): https://doi.org/10.17504/protocols.io.nutdewn
EMP 16S lllumina Amplicon Protocol: https://doi.org/10.17504/protocols.io.nuudeww
EMP 18S Illlumina Amplicon Protocol: https://doi.org/10.17504/protocols.io.nuvdew6

e EMP ITS lllumina Amplicon Protocol: |https://doi.org/10.17504/protocols.io.pa7dihn

WEBSITES

e L. Thompson, P. Vangay, K. Blumberg, D. Christianson, J.P. Dundore-Arias, B. Hu, R. Timme, and E.
Wood-Charlson. (2020). Introduction to Metadata and Ontologies: Everything You Always Wanted to Know
About Metadata and Ontologies (But Were Afraid to Ask). United States. Web. doi:10.25979/1607365.

GITHuUB REPOSITORIES

Earth Microbiome Project: https://github.com/biocore/emp

Tourmaline - Amplicon sequence processing workflow using QIIME 2 and Snakemake:
https://github.com/NOAA-AOML/tourmaline

Labelmaker - Make printable QR labels for samples: https://github.com/NOAA-AOML/labelmaker
Python for Data Analysis - Online course for data science: https://github.com/cuttlefishh/python-for-data-analysis
Papers - Code for manuscripts published by Thompson and colleagues: https://github.com/cuttlefishh/papers

TEACHING EXPERIENCE

e Lecturer and Course Developer, “Python for Data Analysis”, Scripps Institution of Oceanography, 2015-18


https://doi.org/10.17605/osf.io/u93qm
https://publons.com/author/1456009
https://doi.org/10.17504/protocols.io.pfqdjmw
https://doi.org/10.17504/protocols.io.pcydixw
https://doi.org/10.17504/protocols.io.nutdewn
https://doi.org/10.17504/protocols.io.nuudeww
https://doi.org/10.17504/protocols.io.nuvdew6
https://doi.org/10.17504/protocols.io.pa7dihn
https://doi.org/10.25979/1607365
https://github.com/biocore/emp
https://github.com/NOAA-AOML/tourmaline
https://github.com/NOAA-AOML/tourmaline
https://github.com/NOAA-AOML/labelmaker
https://github.com/cuttlefishh/python-for-data-analysis
https://github.com/cuttlefishh/papers

— GitHub repository: https://github.com/cuttlefishh/python-for-data-analysis
— YouTube channel: https://www.youtube.com/channel/UCVZrIrWicvTzYIrNx7RcDyg

Guest Lecturer, Gut Check: Exploring Your Microbiome, Coursera, 2018

Instructor, Advanced Bioinformatics for Metagenomics and Population Genomics, University of Oulu, Finland,
March 2018

Instructor, SIO Transcriptomics Workshop, Scripps Institution of Oceanography, October 2017
Instructor, QIIME Workshop, University of Costa Rica, January 2016

Guest Lecturer, |(Gut Check: Exploring Your Microbiome, Coursera, 2014

Co-Supervisor of Ph.D. Student, KAUST, 2011-13

Mentor of Undergraduate Students, Chisholm Lab, MIT, 2005-10

Head Teaching Assistant, General Biochemistry, MIT, 2007

Teaching Assistant, Introductory Biology, MIT, 2005

Biology Tutor for Undergraduate Students, Boston Area, 2005-08

Science Explorers Program, Fletcher—Maynard Academy and Cambridge Community Center, 2005-08
Radio Talk Show Co-Host, Biologue, WMBR-FM Cambridge, 2005-08


https://github.com/cuttlefishh/python-for-data-analysis
https://www.youtube.com/channel/UCVZrIrWtcvTzYlrNx7RcDyg
https://www.coursera.org/learn/microbiome/
https://www.coursera.org/learn/microbiome/

