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Lab Vision
The MacManes lab strives to be an internationally recognized leader in the field of ecophysio-
logical genomics. To accomplish this goal, we push ourselves to be careful in our observations,
broad in our questions, and vigorous in our pursuit of research funding. We are generous in the
dissemination our products. Indeed, our vision for the future of science is collaborative more so
than competitive.

Employment
current Assistant Professor The University of New Hampshire. Department of Molecular, Cellular &

Biomedical Sciences.
2011–2013 NIH Postdoctoral Fellow. The University of California, Berkeley. California Institute for Quantita-

tive Biosciences PI: Michael Eisen

Affiliation
current Hubbard Center for Genome Studies Faculty Affiliate
current Molecular and Evolutionary Systems Biology Graduate group
current Genetics Graduate group
current Genetics Undergraduate Program

Current Federal Awards
2018–

current
NATIONAL INSTITUTES OF HEALTH NIGMS 1R35GM128843 Ecophysiological genomics of fat oxi-
dation and renal vasoconstriction during acute dehydration. $1,741,000

2016–
current

NATIONAL SCIENCE FOUNDATION DEB 1455960 Dimensions of Biodiversity: Evolutionary Ecology
of Sponges and Their Microbiome Drives Sponge Diversity on Coral Reefs. $1,563,072.00 (CoPI.
with Michael Lesser, David Plachetzki)

2016–
current

NATIONAL SCIENCE FOUNDATION DEB 1655585 Collaborative Research: Genomic and phenotypic
analyses of color pattern divergence in a mimetic radiation of poison frogs. (CoPI. with Kyle
Summers and Rasmus Nielsen)

2015–
current

NATIONAL SCIENCE FOUNDATION IOS 1455960 Collaborative Research: The Neural Basis of Be-
coming a Parent: From Genotype to Phenotype. $525,000 (PI. with Rebecca Calisi)

2018–
current

XSEDE SUPERCOMPUTING RESEARCH GRANT MCB110134 (Renewal): Using genomics to under-
stand physiologic water conservation in desert rodents (PI. 195,000 CPU hours)

2017–
current

XSEDE SUPERCOMPUTING TEACHING GRANT MCB170101: Genetics 711 Genomics and Bioinfor-
matics (PI. 235,000 CPU hours)
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Active Research
2017 ECOPHYSIOLOGICAL GENOMICS OF DESERT ADAPTATION IN Peromyscus eremicus
2017 NEUROGENOMICS OF PARENTAL CARE IN THE ROCK DOVE
2017 SPONGE ECOGENOMICS
2017 GENOMIC ARCHITECTURE OF COLOR PATTERNING IN Ranitomeya imitator
2017 DEVELOPMENT OF PIPELINES FOR ANALYSIS OF HIGH-THROUGHPUT RNA SEQUENCING DATA

Publications
2018 Rebekah L. Rogers, Long Zhou, Chong Chu, Roberto Márquez, Ammon Corl, Tyler Linderoth,

Layla Freeborn, M.D. MACMANES , Zijun Xiong, Jiao Zheng, Xu Xun, Marcus R. Kronforst, Kyle
Summers, Yufeng Wu, Cori Zawacki, Guojie Zhang, Rasmus Nielsen Hostile genomic takeover
by transposable elements in the Strawberry poison frog. Major Revisions, Genome Biology.

2018 Thomas Williams, Steven Senft, Jingjie Yeo, Francisco Martin-Martinez, Christopher DiBona, Dr.
Chun-Teh Chen, Camille Martin, Alan Kuzirian, Hieu Nguyen, Conor Gomes, Dr. Joshua Rosen-
thal, M.D. MACMANES ,Feixia Chu, Markus Buehler, Roger Hanlon Dynamic Pigmentary and
Structural Colorationwithin aCephalopodChromatophoreOrgan: Complementary Roles of Crys-
tallin and Reflectin Proteins. In Review, Nature Communications.

2018 Jennifer Walsh, Gemma Clucas M. D. MACMANES , Kelley Thomas, Adrienne Kovach Divergent
selection and drift shape the genomes of two avian sister species spanning a saline-freshwater
ecotone. Submitted, Molecular Ecology. Available on bioRxiv. https://www.biorxiv.org/
content/early/2018/06/12/344614.

2018 Andrew Lang3, Lauren Kordonowy3, Eileen Lacey and M. D. MACMANES Transcriptomic analy-
ses reveal tissue-specific selection on genes related to apoptotic processes in the subterranean
rodent, Ctenomys sociabilis. In Review at Molecular Biology and Evolution. Available on bioRxiv.
https://doi.org/10.1101/256875 .

2018 RebeccaCalisi, SuzanneAustin, AndrewLang 3 and M.D.MACMANESSex-biased transcriptomic
response of the reproductive axis to stress. Hormones and Behavior. https://doi.org/10.
1016/j.yhbeh.2017.11.011.

2018 M. D. MACMANES The Oyster River Protocol: A Multi Assembler and Kmer Approach For de novo
Transcriptome Assembly. PeerJ. https://doi.org/10.7717/peerj.5428.

2017 Anthony Westbrook 1, Jordan Ramsdell, Taruna Aggarwal 2, Louisa Normington4, Daniel
Bergeron, W Kelley Thomas and M. D. MACMANES PALADIN: Protein Alignment for Func-
tional Profiling Whole Metagenome Shotgun Data. Bioinformatics https://doi.org/10.1093/
bioinformatics/btx021.

1MS Thesis committee member
2MacManes lab MS advisee
3MacManes lab PHD advisee
4MacManes lab undergraduate
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2017 M. D. MACMANES Severe acute dehydration in a desert rodent elicits a transcriptional response
that effectively prevents kidney injury Renal Physiology http://doi.org/10.1152/ajprenal.
00067.2017.

2017 M. D. MACMANES Suzanne Austin, Andrew Lang 3, April Booth, Victoria Farrar and Rebecca M
Calisi. The hypothalamic-pituitary-gonadal transcriptome of the pigeon: Developing genomic re-
sources for studying avian reproduction Nature Scientific Reports https://doi.org/10.1038/
srep45125.

2017 Lauren Kordonowy3, Kaelina D Lombardo4, Hannah L Green4, Molly D Dawson4, Evice A Bolton4,
Sarah LaCourse4 and M.D.MACMANESPhysiological and biochemical changes associatedwith
acute experimental dehydration in the desert adapted mouse, Peromyscus eremicus Physiology
Reports https://doi.org/10.14814/phy2.13218.

2017 Lauren Kordonowy3 and M. D. MACMANES Characterizing the reproductive transcriptomic cor-
relates of acute dehydration in males in the desert-adapted rodent, Peromyscus eremicus BMC
Genomics https://doi.org/10.1186/s12864-017-3840-1.

2017 M. D. MACMANES and Michael Lesser. Comparative Genomics of Color Morphs In the
Coral Montastraea cavernosa. Nature Scientific Reports https://www.nature.com/articles/
s41598-017-16371-9.

2017 Taruna A. Schuelke 2 Anthony Westbrook 1 Keith Woeste, David Plachetzki, Kirk Broders and M.
D. MACMANES Comparative genomics of beetle-vectored fungal pathogens reveals a reduction
in genome size and independent evolution of pathogenicity of two tree pathogens Genome Bi-
ology and Evolution https://academic.oup.com/gbe/advance-article/doi/10.1093/gbe/
evx242/4653752.

2016 Charlyn Partridge, M. D. MACMANES, Rosemary Knapp and Brian Neff. Brain Transcriptional
Profiles of Male Alternative Reproductive Tactics in Bluegill Sunfish PLOS ONE 11(12): e0167509.
doi:10.1371/journal.pone.0167509.

2016 Debashish Bhattacharya, Shobhit Agrawal, Manuel Aranda ... M. D. MACMANES ... Ehud Zelzion,
Dr. Didier Zoccola andPaul Falkowski. Comparative genomics explains the evolutionary success
of reef-forming corals. eLife 2016;5:e13288.

2016 M. D. MACMANES and Michael Lesser. Transcriptomic Resources For the Rocky Intertidal Blue
Mussel, Mytilus edulis, From the Gulf of Maine. Journal of Shellfish Research 35(2) 435-465.

2016 Taruna A. Schuelke2, Anthony Westbrook1, Kirk Broders, Keith Woeste and M. D. MACMANES De
novo genome assembly of Geosmithia morbida, the causal agent of thousand cankers disease.
PeerJ https://peerj.com/articles/1952/.

2015 RebeccaCalisi andM.D.MACMANESRNAseq-ing amore integrative understanding of animal be-
havior Current Opinion in Behavioral Sciences http://dx.doi.org/10.1016/j.cobeha.2015.
09.007 [PDF].

2015 M.D.MACMANES Establishing evidenced-based best practice for the de novo assembly and eval-
uation of transcriptomes from non-model organisms bioRxiv http://biorxiv.org/content/
early/2016/02/18/035642.

1MS Thesis committee member
2MacManes lab MS advisee
3MacManes lab PHD advisee
4MacManes lab undergraduate
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2014 M. D. MACMANES and M.B. Eisen. Characterization of the transcriptome, nucleotide sequence
polymorphism, and natural selection in the desert adapted mouse Peromyscus eremicus PeerJ
http://dx.doi.org/10.7717/peerj.642.

2014 M. D.MACMANESOn optimal trimming of high-throughput sequence data. Frontiers in Genetics
http://journal.frontiersin.org/Journal/10.3389/fgene.2014.00013.

2013 Haas, B., A. Papanicolaou, M,.Yassour, M. Grabherr, P. Blood, J. Bowden, M.B. Couger, D. Eccles,
B. Li, M. Lieber, M. D. MACMANES , M. Ott, J. Orvis, N. Pochet, F. Strozzi, N. Weeks, R. Westerman,
T. William, C. Dewey, R. Henschel, R. LeDuc, N. Friedman, A. Regev. De novo transcript sequence
reconstruction from RNA-Seq: reference generation and analysis with Trinity. Nature Protocols
8, 1494–1512 http://dx.doi.org/10.1038/nprot.2013.084.

2013 M. D. MACMANES and M.B. Eisen. Improving transcriptome assembly through error correction
of high-throughput sequence reads. PeerJ 1:e113 http://dx.doi.org/10.7717/peerj.113.

2013 Korf, I., K. Bradham, M. D. MACMANES and 89 others. Assemblathon 2: genome assembly in
three vertebrate species. GigaScience, 2:10 http://dx.doi.org/10.1186/2047-217X-2-10.

2013 M. D. MACMANES On the accurate description of social and genetic mating systems. [PeerJ
Preprint].

2012 M. D. MACMANES and Eileen A. Lacey. The social brain: Transcriptome assembly and char-
acterization of the hippocampus from a social subterranean rodent, the tuco-tuco (Ctenomys
sociabilis). PLOS ONE 7(9): e45524 http://dx.plos.org/10.1371/journal.pone.0045524.

2012 M. D. MACMANES and Eileen A. Lacey. Is promiscuity associated with enhanced selection on
MHC-DQα in mice (genus Peromyscus)? PLOS ONE 7(5): e37562. http://goo.gl/S6ySm.

2011 M. D. MACMANES Promiscuity in mice is associated with increased vaginal bacterial diversity.
Naturwissenschaften 98: 951–960. http://dx.doi.org/10.1007/s00114-011-0848-2 [PDF].

v
2011 Rowe, K., S. Singhal, M. D. MACMANES , J. Ayroles, T.L. Morelli, E.M. Rubridge, K. Bi, and C.C.

Moritz Museum genomics: Low cost and high accuracy genetic data from historical specimens.
Molecular Ecology Notes 11: 1082–1092. http://dx.doi.org/10.1111/j.1755-0998.2011.03052.x
[PDF].

2010 Benedict, L M. D. MACMANES , J. Fuchs and R. C. K. Bowie When non-coding is non- neutral: the
role of CHD1 gene polymorphism in sexing, in phylogenetics and as a correlate of fitness in birds.
Ibis 152(2). 1–3. http://dx.doi.org/10.1111/j.1474-919X.2010.01015.x [PDF].

2009 Quan, P M. D. MACMANES , L. A. Ebensperger, E. A. Lacey and L. D. Hayes Isolation and charac-
terization of polymorphic microsatellite loci from Octodon degus. Molecular Ecology Resources
9(3). 999–1001 http://dx.doi.org/10.1111/j.1755-0998.2009.02536.x [PDF].

White Papers
2014 Erol Akcay, Suzanne Alonzo, Josh Dubnau, Christina Grozinger, Ellen Ketterson, Tim Linksvayer

... M. D. MACMANES ... Kevin McGraw, Alex Ophir, Suzy Renn, ... Dustin R. Rubenstein, Hans Hof-
mann New Frontiers for the Integrative Study of Animal Behavior A report of a NSF-sponsored
workshop held at the New York Genome Center..
PDF

Book Chapters
2014 M. D. MACMANES E. A. Lacey and E.P. Lessa. Genetics, genomics, and evolutionary themes in

caviomorph rodents In: Biología de los roedores Caviomorfos: diversidad y evolución (D. An-
tenucci and A.I. Vassallo, eds). Sociedad Argentina para el Estudio de los Mamiferos..

4/11

http://dx.doi.org/10.7717/peerj.642
http://journal.frontiersin.org/Journal/10.3389/fgene.2014.00013
http://dx.doi.org/10.1038/nprot.2013.084
http://dx.doi.org/10.7717/peerj.113
http://dx.doi.org/10.1186/2047-217X-2-10
http://dx.doi.org/10.7287/peerj.preprints.10
http://dx.doi.org/10.7287/peerj.preprints.10
http://dx.plos.org/10.1371/journal.pone.0045524
http://goo.gl/S6ySm
http://goo.gl/wjcUC
http://goo.gl/5X9cQ
http://goo.gl/Qxuqh
http://goo.gl/Luit5
http://goo.gl/QHGKy
http://goo.gl/EjZMH
http://dx.doi.org/10.1111/j.1755-0998.2009.02536.x
http://goo.gl/1ZbRp
http://www.nsf.gov/bio/pubs/reports/New_Frontiers_for_the_Integrative_Study_of_Animal_Behavior_workshop_report.pdf


Publications in prep
2018 M. D. MACMANES David Plachetzki, Anne S. Boettger, Andrew Morin5, Seth McNutt5, Michael P.

Lesser, Charles W. Walker. The genome of Mya arenaria, a molluscan model for p53-induced
apoptosis in animal cancers.

Software and Code
2016 PALADIN https://github.com/twestbrookunh/paladin. This software maps metagenomic

reads in protein space thereby allowing direct functional categorization.
2016 OYSTER RIVER PROTOCOL FOR TRANSCRIPTOME ASSEMBLY http://oyster-river-protocol.

readthedocs.io/. This pipeline implements best practices for assembling transcriptomes from
Illumina sequence data.

Patents
2015 ZS Genetics No. Z0108.70009US00. Methods for sequencing nucleic acid molecules.

Pending Federal Grants
2017 DOD ARMY Understanding the genomic architecture of complex adaptive phenotypes using

desert rodents $510,339. PI

Expired Grants & Fellowships
2015 SEA GRANT Sequencing the genome of Mya arenaria $8,500. PI
2013 XSEDE SUPERCOMPUTING GRANT MCB110134 (Renewal): Using genomics to understand physio-

logic water conservation in desert rodents (PI. 450,000 hours)
2012 XSEDE SUPERCOMPUTING GRANT MCB110134 (Renewal): Using genomics to understand physio-

logic water conservation in desert rodents (PI. 300,000 hours)
2011 NIH NRSA POSTDOCTORAL FELLOWSHIP 1F32DK093227-01 Using genomics to understand phys-

iologic water conservation in desert rodents (PI. $144,000)
2011 XSEDE SUPERCOMPUTING GRANT MCB110134: Using genomics to understand physiologic water

conservation in desert rodents (PI. 388,000 hours)
2010 TERAGRID SUPERCOMPUTING GRANT IBN100014: Analysis of next generation sequence data to

advance evolutionary insights (PI. 575,000 hours)
2010 JOSEPH MAILLARD FELLOWSHIP (PI. $26,161). Tuition, fees, and stipend during last year of gradu-

ate training
2009 TERAGRID SUPERCOMPUTING GRANT MCB100004: Next Generation Sequencing of Non-Model Or-

ganisms (PI. 200,000 hours)
2008 NSF DOCTORAL DISSERTATION IMPROVEMENT GRANT 0909798 : MHC and Mating Systems: Is

sexual behavior related to selection on MHC genes? (PI. $14,134)

3MacManes lab PHD advisee
5UNH undergraduate
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2007 UC NRS MILDRED MATHIAS RESEARCH AWARD: For research conducted at Boyd Deep Canyon
Desert Research Center. (PI. $2,000)

2007 NSF GRADUATE RESEARCH FELLOWSHIP: Sexually transmitted disease as a driver of pheno-
typic and genotypic variability across the monogamy-promiscuity continuum in the genus Per-
omyscus (PI. $161,750)

2006 MVZ MARTENS RESEARCH AWARD: For research conducted at Boyd Deep Canyon Desert Re-
search Center. (PI. $5,000)

2006 CALIFORNIA DESERT RESEARCH FUND AWARD: For research conducted at Boyd Deep Canyon
Desert Research Center. (PI. $4,000)

2005 UC BERKELEY CHANCELLORS FELLOWSHIP: Tuition, fees, and stipend for first 2 years of graduate
training (PI. $70,400)

Teaching
2014–2017 Genetics 604: Principles in Genetics. A large lecture course (>160 students) consisting of stu-

dents from Biology, Genetics, Neuroscience, Computer Sciences, Microbiology, Biochemistry,
and Med/Vet sciences. I mentor (typically 4) graduate teaching assistants and 1 undergraduate
teaching assistant per semester.

2014–2017 Genetics 711/811: Genomics and Bioinformatics. A smaller course which has been completely
redesigned to include a computer lab. It has grown in size from 18 students to 39 students this
year. I have applied for and received monetary awards, yearly, for the computing portion of the
class

Presentations
Spring 2018 Invited Speaker: De novo RNA-Seq Assembly and Transcriptome Studies, with Applications To-

wards Non-model Organism Studies (Advanced RNAseq. EMBL-EBI. Hinxton, United Kingdom)
Winter 2018 Invited Speaker: De novo RNA-Seq Assembly and Transcriptome Studies, with Applications To-

wards Non-model Organism Studies (Swedish University of Agricultural Sciences. Umeå, Swe-
den)

Winter 2018 Invited Speaker: Big Data Biology: How drinking from the firehose can help us better understand
basic biology (Northern Arizona University, SICCS)

Winter 2018 Invited Speaker: SICB: The transcriptomics of parenting: uncovering sex-biased gene activity in
an avian biparental system. (Presented by S. Austin)

Winter 2018 Contributed Poster: SICB: Sequencing and Assembly of Field Collected Sponge Genomes. (Pre-
sented by J. Spillane)

Winter 2018 Contributed Poster: SICB: Got Milk? Gene expression of prolactin and its receptor in lactating
rock doves. (Presented by B. Nava Ultreras)

Fall 2017 Invited Speaker:Ecophysiological Genomics and desert adapted rodent, Peromyscus eremicus.
University of Georgia.

Summer
2017

Invited Speaker: Ecophysiological Genomics and desert adapted rodents. Gordon Research
Conference: Ecological Genomics

Summer
2017

Invited Speaker: Ecophysiological Genomics and desert adapted rodent, Peromyscus eremicus.
Evolution Conference: Portland, OR
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Summer
2017

Invited Speaker: Transcriptomic evaluation of male reproductive adaptation in the cactus
mouse, Peromyscus eremicus. Evolution Conference: Portland, OR. (Presented by Lauren Ko-
rdonowy)

Summer
2017

Invited Speaker: Pigeon Sex, Stress, and Reproduction: Developing Genomic Tools to Study
Urban Impact. Evolution Conference: Portland, OR. (Presented by Suzanne Austin)

Summer
2017

Contributed Poster: Sexually Dimorphic Exon Splicing and Gene Expression in the Rock Dove
HPG Axis. Evolution Conference: Portland, OR. (Presented by Andrew Lang)

Summer
2017

Contributed Poster: Adaptation and demographic history of two tidal marsh species inferred
from whole genome sequencing. Evolution Conference: Portland, OR. (Presented by Gemma
Clucas)

Fall 2016 Contributed Poster: The hypothalamic-pituitary-gonadal transcriptome of the rock dove and its
response to capture-handling stress, 2016 Neuroscience Meeting, Link (Presented by Rebecca
Calisi)

Fall 2016 Invited Seminar: Understanding Desert Adaptation in the Age of Ecophysiological Genomics.
University of California, Berkeley

Fall 2016 Contributed Talk: Digging deeper: investigating the stress response of the HPG axis at the level
of the transcriptome 11th International Symposium on Avian Endocrinology. (Presented by Re-
becca Calisi)

Spring 2015 Invited Seminar: Understanding Adaptation to Deserts in a Novel Model Organism, Peromyscus
eremicus Universite Laval Dept. of Biology

Fall 2015 Invited Seminar: Understanding Adaptation to Deserts in a Novel Model Organism, Peromyscus
eremicus East Carolina University Dept. of Biology

Fall 2014 Invited Seminar: "High Performance Computing Meets the Biological Sciences Illustrated by
ongoing work on adaptive genomics" University of New Hampshire Dept. of Computer Science

Summer
2014

Contributed Talk: "Understanding Adaptation to Deserts in a Novel Model Organism, Per-
omyscus eremicus" Evolution 2014, Raleigh, NC

Summer
2014

Contributed Talk: "On the optimal trimming of high-throughput mRNA sequence data" Evolution
2014, Raleigh, NC

Summer
2014

Contributed Talk: "Linking phenotype to expression: A comparative approach to understanding
the effects of mating system on immune system processes" Evolution 2014, Raleigh, NC (pre-
sented by Jeremy Crawford)

Summer
2014

Contributed Poster: "Comparative Genomics of Desert Adaptation Among Mice in the Genus
Peromyscus" Evolution 2014, Raleigh, NC (presented by Lauren Kordonowy)

Summer
2014

Contributed Poster: "Identification of genomic underpinnings of spot polymorphism in Harmo-
nia axyridis" Evolution 2014, Raleigh, NC (presented by Lindsay Havens)

Fall 2013 Contributed Talk: "Expression genica y socialidad en tuco-tucos" XXVI Jornadas Argentinas de
Mastozoologia 2013, Mar del Plata, Argentina (presented by Eileen Lacey)

Summer
2013

Contributed Talk: "Brains aren’t everything: Gene expression and sociality in tuco-tucos" IMC
2013, Belfast, Ireland (presented by Eileen Lacey)
Contributed Talk: "A new genome-wide method for annotation and gene expression measure-
ment" Evolution 2013, Snowbird, UT (presented by Mathilde Paris)

Spring 2013 Invited Talk: "No water, no pee, no problem. Using genomics to understand adaptation in desert
rodents." University of New Hampshire. College of Life Sciences and Agriculture

7/11

http://www.abstractsonline.com/pp8/##!/4071/presentation/5336


Contributed Talk: Physical Access to amate regulates follicle maturation: Endocrine andMolec-
ular Correlates. North American Society for Comparative Endocrinology. Queretaro, MX (Pre-
sented by Nicole Perfito)

Winter 2013 Invited Talk: "No water, no pee, no problem. Using genomics to understand physiologic adapta-
tion in desert rodents." University of Washington. Biology Department

Fall 2012 Invited Talk: "Using genomics to understand adaptation in Peromyscus eremicus." Computa-
tional Genomics Resource Laboratory. UC Berkeley

Summer
2012

Contributed Talk: "Parentesco e estrutura social do rabo-de-facho, Trinomys yonenagae
(Echimyidae) nas dunas do rio São Francisco, BA" Congresso Brasileiro de Mastozoologia 2012.
(Presented by Wly dos Santos)
Contributed Talk: "No water, no pee, no problem! Using genomics to understand adaptation to
desert life in Peromyscus eremicus" Evolution 2012. Ottawa, Ontario. Canada

Winter 2012 Invited Talk: "Conquer Data-Intensive Biosciences Problems" SGI, Fremont, CA. Link to webinar
(registration required): http://info.sgi.com/genomics/webinar.aspx
Invited Talk: "Behavioral Genomics: Using Transcriptome Sequencing to Identify Genes
Influencing Social Behavior". UC Berkeley, Museum of Vert. Zoology. Link to video:
http://youtu.be/0eIN5j-SWQY

Summer
2011

Contributed Talk: "Understanding the relationship between sexual behavior, selection on im-
munogenes, and vaginal bacteria in Peromyscine rodents". Evolution Conference. Norman, OK
Contributed Talk: "Behavioral genomics: Using transcriptome sequencing to identify genes in-
fluencing social behavior". Mammalogy Conference. Portland, OR

Summer
2010

Contributed Talk: "Scale matters: sex and selection on MHC genes in the genus Peromyscus".
Evolution Conference. Portland, OR

Fall 2009 Contributed Talk: "Mating systems are continuous variables". Animal Behavior Lunch Seminar
Series, UC Berkeley

Summer
2009

Contributed Talk: "MHC and mating systems: Is sexual behavior related to selection on MHC
genes?" Evolution Conference. Moscow, ID

Summer
2008

Contributed Poster: "MHC and mating systems: Is sexual behavior related to selection on MHC
genes?" International Society for Behavioral Ecology. Ithaca, NY

Spring 2008 Contributed Talk: "The geneticmating systemofPeromyscus eremicus". Animal Behavior Lunch
Seminar Series, UC Berkeley

Synergistic Activities: University/College/Department
current Faculty Search Committee: Microbial Pathogenesis and Microbial Epidemiology
2015–

current
Undergraduate Program Coordinator: Genetics

2014–
current

Member: Barry Goldwater Scholarship selection committee.

2014–
current

Member: MCBS Graduate Admissions Committee.

2014 Faculty Search Committee: Bioinformatics, Cancer Biology, Neurobiology, Immunology.
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2005–
current

Mentored Undergraduate Students: Mentored UC Berkeley undergraduates in lab and field tech-
niques: Robert Beck (2006), Manpuneet Samra (2006), Katharine Lovett (2007), Quang Nguyen
(2008), Soo Ro (Honors Thesis student, 2010) in lab techniques, and Jon Epperson in bioinfor-
matics (2012). Mentored 14 undergraduates in lab and computational sciences since arrival to
UNH.

2008-2010 Behavior Lunch Seminar Series: Coordinated speakers, schedules, and attendance for UC
Berkeley Behavior Seminar Series

2008-2010 UC Berkeley Graduate Admissions Committee Member: Served as graduate student represen-
tative on admissions committee. Evaluated applications, with specific attention to increasing
minority representation

2005-2010 Minority Retention and Recruitment: Participation in the Berkeley EDGE, a NSF funded program
with aims of increasing minority recruitment, retention, and advancement in science and engi-
neering

Synergistic Activities: Professional
2018–

current
Editorial Board: GigaScience

2018 Symposium Organizer: Evolutionary Physiology. Second Joint Congress on Evolutionary Biol-
ogy. Montpellier, France

2015–
current

Academic Editor: Ecology and Evolution

2005–
current

Peer Reviewer: NSF DEB panel and NSF DEB & IOS ad hoc, National Science Centre (Poland),
American Naturalist, Conservation Biology, Molecular Biology and Evolution, PLOS One, J. Mam-
malogy, Behavioral Ecology, Southeastern Naturalist, Evolutionary Ecology, American Journal
of Primatology, Proceedings of the Royal Society B, Behaviour., Frontiers in Genetics, BMC Ge-
nomics, Nucleic Acids Research, Bioinformatics, PeerJ, International Journal of Molecular Sci-
ences, Axios, Scientific Reports, Nature Methods

2005–
current

Societymembership: Society for Advancement of Chicanos/Hispanics andNative Americans in
Science (SACNAS), Society for the Study of Evolution (SSE), International Society of Behavioural
Ecology (ISBE), American Society of Mammalogy (ASM), Sigma Xi

Synergistic Activities: Outreach and Public Service
2014–

current
Director: Science Sleuths. A program aimed and engaging preschool students in the biological
sciences.

2012–2013 Curriculum Development: Active member of Albany High School Instructional Improvement
Committee (IIC). Approve new classes, assess quality of current classes, multi-year curriculum
planning.

2011-2013 Career Day: Led classroomdiscussionwith high school juniors and seniors interested in a career
in the biological sciences.

2006-2011 Childhood Education: Organized educational program (four events) that brought children to the
Museum of Vertebrate Zoology to learn about evolution, biodiversity, conservation, and verte-
brate zoology
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Consulting
2014–

current
ZS Genetics A Boston-based startup with aspirations of developing a new long read sequencing
platform.

Non-academic Employment History
2013-2017 Wentworth Douglas Hospital: RN, Emergency Room
2005-2013 Stanford University Medical Center: RN, Surgical-Trauma-Neuro ICU
2001-2005 University of Michigan Medical Center: RN, Emergency Department
1999-2001 Cayuga Medical Center: RN, Emergency Department

Education
2005–2011 Doctor of Philosophy. TheUniversity of California–Berkeley. Integrative Biology. PI: Eileen Lacey
2002–2005 Bachelor of Science. The University of Michigan, Ann Arbor. Major: Natural Resources Minor:

Ecology and Evolutionary Biology
1996–1999 Associate of Science. Broome Community College. Binghamton, NY. Major: Nursing

Rejection
2017 NSF CAREER Understanding the Physiological Response to Extreme Environments While Train-

ing the Next Generation to Think Like Scientists $985,451. PI
2017 Rejected NSF Proposal RII Track-2 FEC: Genome-Phenome Relationships in Dynamic Environ-

ments: A Systems-based Research and Training Program
2017 Rejected NSF Proposal MRI: Acquisition of a High Spatial Resolution Microcomputed X-ray To-

mography System for Engineering, Earth Sciences, and Biological Sciences Research
2016 Rejected NSF Proposal CAREER: Understanding the genomic architecture of complex adaptive

phenotypes using desert rodents
2016 Rejected NSF Proposal IOS EDGE: Enabling discovery through the development of genomic

tools for the Neotropical poison frogs
2016 Rejected NIH Proposal Ecophysiological genomics of fat oxidation and renal-protection during

acute dehydration in desert rodents
2015 Rejected NSF Proposal Collaborative Research: Evolutionary genomics of a mimetic radiation

in Peruvian poison frogs
2015 Rejected NSF Proposal Collaborative Research: Dimensions: Integrating Phylogenetic, Genetic,

and Functional Sponge Diversity on Coral Reefs from Shallow to Mesophytic Depths
2015 Rejected NSF Proposal IOS Preliminary Proposal: Integrated Approach to the Response of

Mytilus edulis to Ocean Acidification and Thermal Stress
2015 Rejected NSF Proposal Preliminary Proposal: Understanding the genomic architecture of adap-

tation in the desert rodent Peromyscus eremicus
2014 Rejected NSF Proposal IOS Preliminary Proposal: Understanding adaptation to extreme desert

environments by integrating genomics and physiology.
2015 Rejected Proposal EPSCoR Proposal with UNH team
2014 Rejected DoDProposalUnderstanding the genomics of desert adaptation in Peromyscus eremi-

cus
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2015 Rejected NIH Proposal R35: Characterizing the genomic architecture of extreme osmoregula-
tion in desert rodents

2014 Rejected Searle Proposal Characterizing the genomic architecture of extreme osmoregulation
in desert rodents

2014 Rejected Brinson Foundation Proposal Characterizing the genomic architecture of extreme os-
moregulation in desert rodents

Professional References
Postdoc Mentor: Michael B. Eisen: mbeisen@gmail.com
PHD Mentor: Eileen A. Lacey: ealacey@berkeley.edu
Co-Director ANGUS Course: C. Titus Brown: ctbrown@ucdavis.edu
NSF Co-PI: Rebecca Calisi: rmcalisi@ucdavis.edu
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