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Berkeley, CA, 94720

CURRENT POSITION
DOE Joint Genome Institute						   Walnut Creek, CA
Staff Data Scientist								   Jan 2020 – Present
Data Scientist									       2014 – Jan 2020

EDUCATION
Cornell University 								   	   Ithaca, NY
PhD, Department of Plant Pathology and Plant-Microbe Biology			2008 – 2013
Dissertation: Evolutionary Stability of Fungal-Bacterial Endosymbioses
SUNY Binghamton 
BS: Ecology, Evolution and Behavioral Biology, magna cum laude,	      Binghamton, NY
distinguished honors in Biology							    2003-2007

PROFESSIONAL EXPERIENCE
DOE Joint Genome Institute, Walnut Creek, CA				  Nov 2014 – Present
Staff Data Scientist, Fungal and Algal Genomic Program			    Jan 2020 – Present
- Lead multi-omics research and development on the fungal and algal team
Data scientist, Fungal and Algal Genomic Program				Nov 2014 – Jan 2020
Comparative genomics, epigenomics and evolution of kingdom Fungi.
	- Discovered a new DNA modification, N6-methyldeoxyadenine (6mA), a major regulator of gene expression across Fungi (Mondo et al., 2017, Nature Genetics). 
	- Annotated over 300 diverse fungal genomes, spanning the fungal tree of life. 
	- Collaborate with a large, international scientific community. 
	- Software development for comparative genomics and improved genome annotation.

Cornell University, Ithaca, NY		  			  Summer, 2008-Nov, 2014
Postdoctoral Associate, Bogdanove laboratory			      May, 2014 – Nov, 2014
	-  Characterization of bacterial tools (primarily Transcription Activator-Like [TAL] effectors) for manipulation of host gene expression in the Rhizopus microsporus-Burkholderia rhizoxinica endosymbiosis
Postdoctoral Associate, Pawlowska laboratory 			   August, 2013 - May 2014	
	-  Studying endosymbiont genome evolution and host-microbe interactions
Graduate Student, Pawlowska laboratory				    June 2009 - August 2013 
	-  Studying endosymbiont evolution in Glomeromycota and Mucorales
Rotation Student, Pawlowska and Turgeon laboratories 	           Summer, 2008-Spring, 2009

Marine Biological Laboratories, Woods Hole, MA 			         Summer, 2010
	- Participant in the Woods Hole Microbial Diversity program

GRANTS & AWARDS
DOE Joint Genome Institute						     September, 2013
Project Title: "Comparative genomics of early diverging terrestrial fungi and their bacterial endosymbionts"
Co-PIs: Gregory Bonito, Rytas Vilgalys (Duke University), Paola Bonfante, Stefano Ghignone, Alessandro Desirò, Alessandra Salvioli (Turin University, Italy), Andrii Gryganskyi, Jessie Uehling, Christopher Schadt, Jesse Labbé, Dale Pelletier, Gerald Tuskan, Tim Tschaplinski, Steven Brown, David Weston (Oak Ridge National Laboratory), Amy Schaefer (University of Washington), Teresa Pawlowska, Olga Lastovetsky, Stephen Mondo, Mizue Naito (Cornell University), Francis Martin (INRA-France)
Cornell University, Ithaca, NY					Summer, 2008-Spring, 2009
Cornell Graduate School Fellowship, $24,000
SUNY Binghamton, Binghamton, NY						 Spring, 2007
Distinguished honors and Evolutionary Studies Certificate, Biology Department

PROFESSIONAL SOCIETIES
Mycological Society of America					     2009-2010, 2014-Present
	Mentor-Student Travel Awards Committee member		        Aug, 2016 – Aug, 2019
		Committee chair 					       Aug, 2019 – Aug., 2020 
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BOOK CHAPTERS
Mondo, S.J., Kuo, R.C., Singan, V., 2018. Fungal epigenomics: detection and analysis. Fungal Genomics: Methods and Protocols. (Humana Press, 2018).
Aime, M.C., McTaggart, A.R., Mondo, S.J., Duplessis, S., 2017. Phylogenetics and phylogenomics of rust fungi. Advances in Genetics.

TEACHING
Spring, 2013	Graduate Teaching Assistant for Plant Pathology 3290: Medical and Veterinary Mycology
Fall, 2009	Graduate Teaching Assistant for Plant Pathology 3010: Biology and Management of Plant Diseases

MENTORING AND TRAINING
3 Graduate students/Postdocs, 7 undergraduates (3 honors theses), 3 research assistants

SELECTED TALKS
Mondo, S.J. Invited speaker: Periodic DNA patterns associated with chromatin regulation in Fungi. 31st Fungal Genetics Conference, Asilomar, CA. March, 2022
Mondo, S.J., et al. Widespread adenine N6-methylation of active genes in fungi. 
	Invited speaker: ASM Microbe 2019, San Francisco, CA. June 2019
	Plenary presentation: The 14th European Conference on Fungal Genetics, Haifa, Israel
	Mycological Society of America (Session chair, Evolution I), Athens, GA. July, 2017
	JGI User Meeting, Walnut Creek, CA. March, 2017 
		       - YouTube: https://www.youtube.com/watch?v=AXzqAO-RY2Q
	Fungal Genetics Conference, Asilomar, CA. March, 2017
	PacBio West Coast User Meeting, Stanford, CA. Sept, 2016
Mondo, S.J., et al. Endosymbiont regulated sexual reproduction in Rhizopus microsporus. The 11th International Mycological Congress, Puerto Rico, 2018. Bacterial-Fungal Interactions workshop. 
Mondo, S.J., et al. Ustilaginomycotina Comparative Genomics. 
	Fungal Genetics Conference, Asilomar, CA. March, 2017
Mondo, S.J. Fungal Genomics at JGI: Research and Tools
	Microbial Genomics & Metagenomics Workshop, Walnut Creek, CA. Oct, 2016
	Mycological Society of America, Edmonton, Canada. July, 2015
	JGI User Meeting, Walnut Creek, CA. March, 2015
Mondo, S.J., Pawlowska, T.E. Uncovering the evolutionary pressures shaping the Glomeromycota-Glomeribacter endosymbiosis. 
	Fungal Genetics Conference, Asilomar, CA, March 12th-17th, 2013.
Mondo, S.J., et al. Evolutionary stability in a 400-million-year-old heritable facultative mutualism. 
	Fungal Genetics Conference, Asilomar, CA, March 15th-20th, 2011  

SPECIAL SKILLS AND INTERESTS
Comparative genomics, epigenomics, phylogenetics, bioinformatics, chromatin dynamics, deep learning, molecular biology, evolutionary & co-evolutionary theory, host-endosymbiont interactions, population genetics, Python, SQL, bash, emacs, R, RNAseq, ChIP-seq, transcriptome assembly (both de novo and reference based), and differential expression analysis, ChIP-seq data analysis, DNA sequencing (Illumina, Sanger, and PacBio).
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