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Education

Ph.D. Evolutionary Biology, Yale University, Major Advisor: Michael Donoghue, 2008
M.S. Evolutionary Biology, Yale University, 2005
B.A. Liberal Arts, Sarah Lawrence College, 2003

Professional Experience

Associate Professor 2018-
University of Michigan Ann Arbor, MI
Department of Ecology and Evolutionary Biology

Assistant Professor 2012-2018
University of Michigan Ann Arbor, MI
Department of Ecology and Evolutionary Biology

Affiliation 2012-
University of Michigan Ann Arbor, MI
Department of Computational Medicine and Bioinformatics

iPlant Postdoctoral Researcher 2010-2011
Casey Dunn & Alexandros Stamatakis Brown University

Developing tools for constructing large phylogenetic datasets, comparative analyses, and examining
the utility of new sequencing technologies for phylogenetics.

NESCent Postdoctoral Fellow 2008-2010
NESCent Duke University
National Evolutionary Synthesis Center postdoctoral fellow examining the evolution of angiosperms
with comparative analyses and large datasets.

Teaching Experience

Instructor — Biology and Middle Earth (University of Michigan, BIO 120) upcoming Fall. 2022

Instructor — Biological Data Analysis and Programming (University of Michigan, BIO 202) current
Winter. 2022

Instructor — Evolution (University of Michigan, EEB 390) every Fall. 2012-2021

Instructor — Phylogenetic Methods and Theory (University of Michigan, EEB 491) every other
Winter. 2013, 2015, 2017, 2019, 2021

Instructor — Science, Reason, and Nonsense (University of Michigan) 2017, 2019

Instructor — Evolution and Ideology (University of Michigan, EEB 800) 2016

Instructor — Programming Primer (University of Michigan, EEB 800) 2014

Instructor — Computational Molecular Evolution (Sanger/Wellcome Trust Cambridge) 2013-2017

Instructor — High school teachers workshop on Genes and Genomes at University of Michigan 2014
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Instructor — Bodega Bay Workshop in Applied Phylogenetics, Spring 2009
Instructor — NESCent Computational Phyloinformatics Course: Java Component, Summer 2007

Lecturer — MB&B 230 Rainforest Expedition and Laboratory: Phyloinformatics Workshop, Yale
University, Yale University, Spring 2007 and Summer 2008

Teaching Assistant — Plant Diversity and Evolution, Yale University, 2004-2007

Publications
lab members in italics, 49 h-index and 16,642 total citations

(Several manuscripts in review, revision, or submitted can be made available on request.)

Preprints

@ Figueroa, H.', H. Marz, M. B. de S. Cortez, C. Grady, N. J. Engle-Wrye, J. Beach, A. Stewart,
R. Folk, D. Soltis, P. Soltis, S. A. Smith. in revision. Alpine, but not montane, seed plants
constitute a biogeographically and climatically distinct species pool across the Americas.
10.22541/au.161969728.82703460/v1.

@ Walker, J. W., X. Shen, A. Rokas, S. A. Smith, and E. Moyround. in revision. Disentangling
biological and analytical factors that give rise to outlier genes in phylogenomic matrices.
https://doi.org/10.1101/2020.04.20.049999

@ Sun, M., R. A. Folk, M. A. Gitzendanner, S. A. Smith, C. Germain-Aubrey, R. P. Guralnick,
P. S. Soltis, D. E. Soltis, and Z. Chen. in revision. Exploring the phylogeny of rosids with a
five-locus supermatrix from GenBank. https://doi.org/10.1101/694950

@ Wang, N., E. L. Braun, B. Liang, J. Cracraft, and S. A. Smith. in review. Categorical edge-
based analyses of phylogenomic data reveal conflicting signals for difficult relationships in the
avian tree. https://doi.org/10.1101/2021.05.17.444565.

Published and accepted

@ Guo, X., D. Fang, S. Kumar Sahu, S. Yang, X. Guang, R. Folk, S. A. Smith, A. S. Chanderbali,
S. Chen, M. Liu, T. Yang, S. Zhang, X. Liu, X. Xu, P. S. Soltis, D. E. Soltis, and H. Liu. 2021.
Chloranthus genome provides insights into the early diversification of angiosperms. Nature
Communications. 12:1-14. https://www.nature.com/articles/s41467-021-26922-4

¢ Linan, A. G., J. A. Myers, C. E. Edwards, A. E. Zanne, S. A. Smith, G. Arellano, L. Cayola, W.
Farfan-Rios, A. F. Fuentes, K. Garcia-Cabrera, S. Gonzalez-Caro, M. 1. Loza, M. J. Macia,
Y. Malhi, B. Nieto-Ariza, N. Salinas, M. Silman, and J. S. Tello. 2021. The evolutionary as-
sembly of forest communities along environmental gradients: recent diversification or sorting
of pre-adapted clades? New Phytologist. https://doi.org/10.1111/nph.17674

@ Walker, J. F.,; S. A. Smith, R. Hodel, and E. Moyroud. 2021. Concordance-Based Approaches
for the Inference of Relationships and Molecular Rates with Phylogenomic Data Sets. Sys-
tematic Biology. syab052. https://doi.org/10.1093/sysbio/syab052

¢ Figueroa, H., H. E. Marxz, M. B. de S. Cortez, C. J. Grady, N. J. Engle-Wrye, J. Beach, A.
Stewart, R. A. Folk, D. E. Soltis, P. S. Soltis, and S. A. Smith. 2021. Contrasting patterns
of phylogenetic diversity and alpine specialization across the alpine flora of the American
mountain range system. Alpine Botany. https://doi.org/10.1007/s00035-021-00261-y

@ Keppel, G., D. Craven, P. Weigelt, S. A. Smith, M. T. van der Sande, B. Sandel, S. C. Levin,
H. Kreft, and T. M. Knight. 2021. Synthesizing tree biodiversity data to understand global
patterns and processes of vegetation. Journal of Vegetation Science. 32:€13021.
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» Cortez, M. B. De S. , R. A. Folk, C. J. Grady, J. P. Spoelhof, S. A Smith, D. E. Soltis, and

P. S. Soltis. 2021. Is the age of plant communities predicted by the age, stability and soil
composition of the underlying landscapes? An investigation of OCBILs. Biological Journal
of the Linnean Society. 133:297-316.

& Stull., G. W., X.-J. Qu, C. Parins-Fukuchi, Y.-Y. Yang, J.-B. Yang, Z.-Y. Yang, Y. Hu, H. Ma,

P. S. Soltis, D. E. Soltis, D.-Z. Li, S. A. Smith, and T.-S. Yi. 2021. Gene duplications
and genomic conflict underlie major pulses of phenotypic evolution in gymnosperms. Nature
Plants. https://www.biorxiv.org/content/10.1101/2021.03.13.435279v1.abstract

Figueroa, H. and S. A. Smith. 2021. A targeted phylogenetic approach helps explain New
World functional diversity patterns of two eudicot lineages. Journal of Biogeography. 48:
202-215.

' Parins-Fukuchi, C.; G. W. Stull, and S. A. Smith. 2021. Phylogenomic conflict coincides with

rapid morphological innovation. PNAS. 118:€2023058118.

' Singhal, S.; T. Colston, M. Grundler, S. A. Smith, G. C. Costa, G. Colli, C. Moritz, A.

Pyron, and D. Rabosky. 2021. Congruence and conflict in the higher-level phylogenetics of
squamate reptiles: an expanded phylogenomic perspective. Systematic Biology. 70:542-557
https://doi.org/10.1093/sysbio/syaa054

¢ Morales-Briones, D., G. Kadereit, D. T Tefarikis, M. J. Moore, S. A. Smith, S. F. Brocking-

ton, A. Timoneda, W. C. Yim, J. C Cushman, and Y. Yang. 2021. Disentangling Sources
of Gene Tree Discordance in Phylogenomic Data Sets: Testing Ancient Hybridizations in
Amaranthaceae s.1. Systematic Biology. 70:219-235.

Smith, S. A., N. Walker-Hale, and J. F. Walker. 2020. Intragenic Conflict in Phylogenomic
Data Sets. Molecular Biology and FEvolution. 37: 3380-3388.

Mishler, B. D., R. Guralnick, P. S. Soltis, S. A. Smith, D. Soltis, N. Barve, J. M. Allen, and
S. Laffan. 2020. Spatial phylogenetics of the North American flora. Journal of Systematics
and Evolution. 58:393-405.

' Lu, L., H. Hu, D. Peng, B. Liu, J. Ye, T. Yang, H. Li, M. Sun, S. A. Smith, P. S. Soltis, D.

E. Soltis, Z. Chen. 2020. Noise does not equal bias in assessing the evolutionary history
of the angiosperm flora of China: A response to Qian (2019). Journal of Biogeography.
47:2286-2291.

Sandel, B., P. Weigelt, H. Kreft, G. Keppel, M. T van der Sande, S. Levin, S. A. Smith, D.
Craven, and T. M. Knight. 2020. Current climate, isolation and history drive global patterns
of tree phylogenetic endemism. Global Ecology and Biogeography. 29:4-15.

& Stull, G. W., P. Soltis, D. Soltis, M. Gitzendanner, and S. A. Smith. 2020. Nuclear phyloge-

nomic analyses of asterids conflict with plastome trees and support novel relationships among
major lineages. American Journal of Botany. 107:790-805.

Smith, S. A., N. Walker-Hale J. F. Walker, and J. Brown. 2020. Phylogenetic conflicts,
combinability, and deep phylogenomics in plants. Systematic Biology. 69:579-592. https:
//doi.org/10.1101/371930

Larson, D. A., J. F. Walker, O. M. Vargas, and S. A. Smith. 2020. A consensus phylogenomic
approach highlights paleopolyploid and rapid radiation in the history of Ericales. American
Journal of Botany. 107:773-789.

¢ Sheehan, H., T. Feng, N. Walker-Hale, S. Lopez-Nieves, B. Pucker, R. Guo, W. Yim, R. Badgami,

A. Timoneda, L. Zhao, H. Tiley, D. Copetti, M. Sanderson, J. Cushman, M. Moore, S. A.
Smith, and S. Brockington. 2020. Evolution of I-DOPA 4, 5-dioxygenase activity allows for
recurrent specialisation to betalain pigmentation in Caryophyllales New Phytologist. 227:914-
929.
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' Yao, G.,J. Jin, H. Li, J. Yang, V. Mandala, M. Croley, R. Mostow, N. Douglas, M. Chase, M.

Christenhusz, D. Soltis, P. Soltis, S. A. Smith, S. Brockington, M. Moore, and T. Yi. 2019.
Plastid phylogenomic insights into the evolution of Caryophyllales. Molecular Phylogenetics
and Fvolution. 134:74-86

& Vargas, O. M, M. Heuertz, S. A. Smith, and C. Dick. 2019. Target sequence capture in

the Brazil nut family (Lecythidaceae): Marker selection and in silico capture from genome
skimming data. Molecular Phylogenetics and Evolution. 135:98-104

Chang, J., D. Rabosky, S. A. Smith, and M. Alfaro. 2019. An R package and online resource
for macroevolutionary studies using the ray-finned fish tree of life. Methods in Ecology and
FEvolution. 10:1118-1124.

Allen, J., C. C Germain-Aubrey, N. Barve, K. M. Neubig, L. C. Majure, S. W. Laffan, B.
D. Mishler, H. L. Owens, S. A Smith, W. M. Whitten, J. R. Abbott, D. E. Soltis, R.
Guralnick, and P. S. Soltis. 2019. Spatial Phylogenetics of Florida Vascular Plants: The
Effects of Calibration and Uncertainty on Diversity Estimates. iScience. 11:57-70.

Smith, S. A. and J. F. Walker. 2019. PyPHLAWD: A python tool for phylogenetic dataset

construction. Methods in Ecology and FEvolution. 10:104-108. https://doi.org/10.1111/
2041-210X.13096

¢ Wang, N., Y. Yang, M. Moore, S. Brockington, J. Walker, J. Brown, B. Liang, T. Feng, C.

Edwards, J. Mikenas, J. Olivieri, V. Hutchison, A. Timoneda, T. Stoughton, R. Puete, L.
Majure, U. Eggli, and S. A. Smith. 2019. Evolution of Portulacineae marked by gene
tree conflict and gene family expansion associated with adaptation to harsh environments
Molecular Biology and Evolution. 36:112-126

Eiserhardt, W., A. Antonelli, D. Bennett, L. Botigué, G. Burleigh, S. Dodsworth, B. Enquist, F.
Forest, J. Kim, A. Kozlov, I. Leitch, B. Maitner, S. Mirarab, W. Piel, O. Perez-Escobar, L.
Pokorny, C. Rahbek, B. Sandel, S. A. Smith, A. Stamatakis, R. Vos, T. Warnow, and W.
Baker. 2018. A roadmap for global synthesis of the plant tree of life American Journal of
Botany 105:614-622

Soltis, D., M. Moore, E. Sessa, S. A. Smith, and P. S. Soltis. 2018. Using and navigating the
plant tree of life. American Journal of Botany. 105:287-290.

Folk, R. M. Sun, P. Soltis, S. A. Smith, D. Soltis, and R. Guralnick. 2018. Challenges
of comprehensive taxon sampling in comparative biology: Wrestling with rosids American
Journal of Botany. 105:433-445

Knowles, L. H. Huang, J. Sukumaran, and S. A. Smith. 2018. A matter of phylogenetic
scale: Distinguishing incomplete lineage sorting from lateral gene transfer as the cause of

gene tree discord in recent versus deep diversification histories American Journal of Botany.
105:376-384

Walker, J., Y. Yang, T. Feng, A. Timoneda, J. Mikenas, V. Hutchison, C. Edwards, N. Wang, S.
Ahluwalia, J. Olivieri, N. Walker-Hale, L. Majure, R. Puete, G. Kadereit, M. Lauterbach, U.
Eggli, H. Flores-Olvera, H. Ochoterena, S. Brockington, M. Moore, and S. A. Smith. 2018.
From cacti to carnivores: Improved phylotranscriptomic sampling and hierarchical homology
inference provide further insight into the evolution of Caryophyllales American Journal of
Botany. 105:446-462

Echeverria-Londono, S., B. Enquist, D. Neves, C. Violle, B. Boyle, N. Kraft, B. Maitner, B.
McGill, R. Peet, B. Sandel, S. A. Smith, J. Svenning, S. Wiser, and A. Kerkhoff. 2018. Plant
functional diversity and the biogeography of biomes in North and South America Frontiers
in Ecology and Evolution. 6: 219.

Walker, J., J. W. Brown, and S. A. Smith. 2018. Analyzing contentious relationships and
outlier genes in phylogenomics. Systematic Biology. 67:916-924. https://doi.org/10.
1093/sysbio/syy043
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¢ Lu, L., L. Mao, T. Yang, J. Ye, B. Liu, H. Li, M. Sun, J. T. Miller, S. Mathews, H. Hu, Y.

Niu, D. Peng, Y. Chen, S. A. Smith, M. Chen, K. Xiang, C. Le, V. Dang, A. Lu, P. S.
Soltis, D. E. Soltis, J. Li, and Z. Chen. 2018. Evolutionary history of the angiosperm flora
of China-cradle vs. museum. Nature. 554:234-238. do0i:10.1038 /nature25485

Smith, S. A., J. F. Walker, and J. Brown. 2018. So many genes, so little time: rate variation
in phylogenomic datasets. PLoS One. 13:€0197433. https://doi.org/10.1101/114975

@& Ching, S., M. Melkonian, S. A. Smith, S. Brockington, J. M. Archibald, P. Delaux, F. Li, B.

Melkonian, E. V. Mavrodiev, W. Sun, Y. Fu, H. Yang, D. E. Soltis, S. W. Graham, P. S.
Soltis, X. Liu, X. Xu, and G. Wong. 2018. 10KP: A Phylodiverse Genome Sequencing Plan.
GigaScience. 7:giy013. https://doi.org/10.1093/gigascience/giy013

> Smith, S. A. and J. W. Brown. 2018. Constructing a broadly inclusive seed plant phylogeny.
American Journal of Botany. 105:385-403. do0i:10.1002/ajb2.1019

© Pease J.B., J. W. Brown, J. F. Walker, C. E. Hinchliff, and S. A. Smith. 2018. Quartet

Sampling distinguishes lack of support from conflicting support in the plant tree of life.
American Journal of Botany. 105:385-403. https://doi.org/10.1101/148536

> Brown, J. W. and S. A. Smith. 2018. The Past Sure Is Tense: On Interpreting Phylogenetic
Divergence Time Estimates. Systematic Biology. 67:340-353. https://doi.org/10.1093/
sysbio/syx074

& Maitner, B.S., B. Boyle, N. Casler, R. Condit, J. Donoghue II, S.M. Durin, D. Guaderrama, C.

E Hinchliff, P. M Jorgensen, N. J B Kraft, B. McGill, C. Merow, N. Morueta-Holme, R. K
Peet, B. Sandel, M. Schildhauer, S. A. Smith, J. Svenning, B. Thiers, C. Violle, S. Wiser,
and B. J Enquist. 2018. The BIEN R package: A tool to access the Botanical Information
and Ecology Network (BIEN) database. Methods in Ecology and Evolution. 9: 373-379.
http://doi.wiley.com/10.1111/2041-210X.12861

@ Fleischmann, A., J. Schlauer, S. A. Smith, and T. Givnish. 2018. Evolution of carnivory in

angiosperms. Chapter 3. Carnivorous Plants. Oxford University Press

5 Lopez-Nieves, S., Y. Yang, T. Feng, S. A. Smith, S. F. Brockington, and H. A. Maeda. 2018.
Relaxation of Tyrosine Pathway Regulation Underlies the Evolution of Betalain Pigmentation
in Caryophyllales. New Phytologist. 217: 896-908. http://doi.wiley.com/10.1111/nph.
14822 NY Times article

> Yang, Y., M. J. Moore, S. F. Brockington, J. Mikenas, and S. A. Smith. 2018. Improved
transcriptome sampling pinpoints widespread paleopolyploidy events in Caryophyllales New
Phytologist. 217: 855-870 https://doi.org/10.1101/143529

Smith, S. A., J. W. Brown, Y. Yang, S. F. Brockington, R. Bruenn, C. P. Drummond, J.
F. Walker, N. Last, N. A. Douglas, and M. J. Moore. 2018. Disparity, Diversity, and
Duplications in Caryophyllales. New Phytologist. 217: 836-854 https://doi.org/10.1101/
132878

@ Brown, J. W., N. Wang, and S. A. Smith. 2017. The development of scientific consensus:

analyzing conflict and concordance among Avian phylogenies. Molecular Phylogenetics and
Evolution. 116: 69-77 https://doi.org/10.1101/123034

> Walker, J., Y. Yang, M. Moore, S. F. Brockington, and S. A. Smith. 2017. Widespread
paleopolyploidy, gene tree con ict, and recalcitrant relationships among the carnivorous
Caryophyllales. American Journal of Botany. 104: 858-867. https://doi.org/10.1101/
115741

> Brown, J. W., C. Parins-Fukuchi, G. Stull, O. Vargas, and S. A. Smith. 2017. Bayesian
and likelihood phylogenetic reconstructions of morphological traits are not discordant when

taking uncertainty into consideration. A comment on Puttick et al. Proc Roy Soc London:B.
284:20170986 http://doi.org/10.1098/rspb.2017.0986
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> Brown, J., J. Walker, and S. A. Smith. 2017. phyx: Phylogenetic tools for Unix. Bioinfor-

matics. 33: 1886-1888 https://doi.org/10.1093/bioinformatics/btx063

Yang, Y., M. J. Moore, S. F. Brockington, A. Timoneda-Monfort, T. Feng, H. E. Marx, Joseph
F. Walker, and S. A. Smith. 2017. An efficient field and laboratory workflow for plant
phylotranscriptomic projects. Applications in Plant Sciences. 5: 1600128 https://doi.
org/10.1101/079582

Smith, S. A. and J. B. Pease. 2017. Heterogeneous molecular processes among the causes of
how sequence similarity scores can fail to recapitulate phylogeny. Briefings in Bioinformatics.
18: 451-457. https://doi.org/10.1093/bib/bbw034

O’Meara, B. C., S. D. Smith, W. S. Armbruster, L. D. Harder, C. R. Hardy, L. C. Hileman,
Larry Hufford, Amy Litt, Susana Magallén, S. A. Smith, P. F. Stevens, C. B. Fenster,
and P. K. Diggle. 2016. Non-equilibrium dynamics and floral trait interactions shape extant
angiosperm diversity. Proc Roy Soc London:B. https://doi.org/10.1098/rspb.2015.2304

Hinchliff, C.', S. A. Smith',2, J. Allman, G. Burleigh, R. Chaudhary, L. Cognill, K. Crandall, J.
Deng, B. Drew, R. Gazis, K. Gude, D. Hibbett, L. Katz, D. Laughinghouse IV, E. McTavish,
C. Owen, R. Ree, J. Rees, D. Soltis, and K. Cranston?. 2015. Synthesis of phylogeny and
taxonomy into a comprehensive tree of life PNAS !co-first author, 2corresponding authors.
https://doi.org/10.1073/pnas.1423041112

Smith, S. A., Y. Yang, J. Brown, and M. Moore. 2015. Analysis of phylogenomic datasets
reveals conflict, concordance, and gene duplications with examples from animals and plants.
BMC FEvolutionary Biology https://doi.org/10.1186/s12862-015-0423-0

Yang, Y., M. Moore, S. Brockington, D.Soltis, G. Wong, E. Carpenter, Y. Zhang, L. Chen, Z.
Yan, Y. Xie, R. Sage, S. Covshoff, J. Hibberd, M. Nelson, and S. A. Smith. 2015. Dissecting
molecular evolution in the highly diverse plant clade Caryophyllales using transcriptome
sequencing. Molecular Biology and Evolution. https://doi.org/10.1093/molbev/msv081

Brockington S.F., Y. Yang, F. Gandia-Herrero, S. Covshoff, J.M. Hibberd, R.F. Sage, G.K.-
S. Wong, M.J. Moore, and S.A. Smith. 2015. Lineage specific gene radiations underly
the evolution of novel betalain pigmentation in Caryophyllales. New Phytologist. https:
//dx.doi.org/10.1111%2Fnph. 13441

McTavish, E. J., C. E. Hinchliff, J. F. Allman, J. W. Brown, K. A. Cranston, M. T. Holder, J.
A. Rees, and S. A. Smith. 2015. Phylesystem: a git-based data store for community curated
phylogenetic estimates. Bioinformatics. https://dx.doi.org/10.1093%2Fbioinformatics,
2Fbtv276

Zapata, F., F. E. Goetz, S. A. Smith, M. Howison, S. Siebert, S. Church, S. Sanders, C. Ames,
C. McFadden, S. France, M. Daly, A. Collins, S. Haddock, C. Dunn, and P. Cartwright.
2015. Phylogenomic Analyses Support Traditional Relationships within Cnidaria. PLOS
One. https://doi.org/10.1371/journal.pone.0139068

Smith, S. A. and A. Stamatakis. 2014. Inferring and Postprocessing Huge Phylogenies. in
Biological Knowledge Discovery Handbook: Preprocessing, Mining and Post-processing of
Biological Data. Wiley, NY.

Yang, Y. and S. A. Smith. 2014. Orthology Inference in Nonmodel Organisms Using Tran-
scriptomes and Low-Coverage Genomes: Improving Accuracy and Matrix Occupancy for
Phylogenomics. Molecule Biology and Evolution. 31: 3081-3092. https://dx.doi.org/10.
1093%2Fmolbev,2Fmsu245

Hinchliff, C. and S. A. Smith. 2014. Some Limitations of Public Sequence Data for Phylogenetic
Inference (in Plants). PLoS One. https://doi.org/10.1371/journal.pone.0098986

Izquierdo-Carrasco, F., J. Cazes, S. A. Smith, and A. Stamatakis. 2014. PUmPER: phylogenies
updated perpetually. Bioinformatics. https://doi.org/10.1093/bioinformatics/btu053
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Cornwell, W. K., M. Westoby, D. S. Falster, R. G. FitzJohn, B. C. O’Meara, M. W. Pennell,
D. J. McGlinn, J. M. Eastman, A. T. Moles, P. B. Reich, D. C. Tank, I. J. Wright, Lonnie
Aarssen, J. M. Beaulieu, R. M. Kooyman, M. R. Leishman, E. T. Miller, U. Niinemets, J.
Oleksyn, A. Ordonez, D. L. Royer, S. A. Smith, P. F. Stevens, L. Warman, P. Wilf, and A.
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@ Yang, Y., M.J. Moore, and S. A. Smith. 2013. Dissecting heterogeneity in rates of molec-
ular evolution in Caryophyllales using RNA-seq data. Society for Molecular Biology and
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@ Smith, S. A., J. W. Brown, and C. Hinchliff. 2013. Analyzing and synthesizing the tree of life
with graphs. Evolution, Snowbird, UT.

@ Beaulieu, J.*, S. A. Smith & M. J. Donoghue. 2009. (Moscow, ID) Angiosperm Radiations
Aren’t Where We Thought They Were, But They’re Close.
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Current Scientific Software

A

(see github.com/blackrim for a more comprehensive list)

gophy — general phylogenetic library written in Go that forms the foundation for several addi-
tional projects within the lab for detecting heterogeneity in phenotype and molecular datasets -
github.com/FePhyFoFum/gophy

PyPHLAWD — (pronounced flawd) allows for the creation of large (mega) phylogenies using NCBI
databases - github.com/FePhyFoFum/pyphlawd

> treemachine — Software for synthesizing phylogenies with millions of tips. (in collaboration with

OpenTreeOfLife) - github.com/OpenTreeofLife/treemachine

@ tazomachine — Software for combining taxonomies from different sources. (in collaboration with

OpenTreeOfLife) - github.com/OpenTreeofLife/taxomachine

treePL — Divergence time estimation for large phylogenies (in collaboration with Brian O’Meara) -
github.com/blackrim/treePL

lagrange — Biogeographic likelihood reconstruction and stochastic mapping (in collaboration with
Richard Ree) - code.google.com/p/lagrange

phyzr — Phylogenetic utilities and analyses - https://github. com/FePhyFoFum/phyx
phyutility — Phylogenetic utilities and analyses - code . google.com/p/phyutility (over 1600 users)
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the ecology and evolution of East African Acacias across time and space: genomics, ecosystem, and
diversification

@ NSF DEB (2020-2022) #1939226, $ 304,654) — Co PI - NSFDEB-NERC: Collaborative Research:

A phytochemical ”tug-of-war” and its impact on organismal diversification and niche occupancy in
Caryophyllales
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¢ NSF DEB (2019-2022, #1917146 , $709,463) — PI — Collaborative Research: Temperate radiations
and tropical dominance: the diversification and evolution of the plant clade Ericales

@ NSF DBI (2019-2022 , $419,786) — Co PI— CIBR: Collaborative Research: Integrating data commu-
nities with BiotaPhy: a computational platform for data-intensive biodiversity research and training

@ UMICH MICDE (2019-2021, $60,000) — PI — Hierarchical computing for dynamic evolutionary
inference of complexity

@ NSF ABI (2015-2018, #1458466, $294,514) — Co PI — Connecting resources to enable large-scale
biodiversity analyses.

@ NSF DEB (2014-2018, #1354048, $590,000) — PI — From Cacti to Carnivores, Transcriptomics of
Caryophyllales

@ NSF FESD (2015-2018, #1338694 $672,000) — Co PI — The Dynamics of Mountains, Landscapes
and Climate in the Distribution and Generation of Biodiversity of the Amazon/Andean Forest

@ NSF AVATOL (2013-2017, #1207915, $1,198,401) — Co PI - Assembling, Visualizing, and Analyzing
the Tree of Life (2012-2017)

@ University of Michigan (2015, $15,000) — Co PI — Transcriptomics of non-model organisms.

Other Funded/Synergistic Activities
@ Assembly of Regional Biotas Group — (2018-current) — Co-PI Disentangling the effects of ecological
clade sorting and adaptive diversification to the assembly of regional biotas.

@ Mimulus JGI Genome Project — (2020-current) — Member JGI project for high density sequencing
of genomes and transcriptomes within the plant clade Mimulus.

@ Phylosynth Plant Working Group — (2017-current) — Collaborator International collaboration to
construct a continuously updating plant phylogeny.

@ 10KP Plant Genome Project— (2018-current) — Co-PI International project with the goal of sequenc-
ing 10,000 plant genomes.

@ PAFTOL - (2018-current) — Collaborator Plant and fungi tree of life project with the Royal Botanical
Garden and Kew Gardens.

@ BIEN — (2016-2019) — Collaborator Botanical Information and Ecological Network.

@ Fungal Phylogeny Working Group — (2018-2019) — Collaborator Aims to construct a species level
phylogeny for fungi.

@ Global Tree Synthesis — (2017-2018) — Member Group with the aim of analyzing all woody tree
species.

@ iPlant Collaborative — (2010-2015) —Member Assembling the Tree of Life to Enable the Plant Sci-
ences.

@ Tree of Life — (2012) —Member Angiosperms

@ NESCent — (2010-2013) — Co PI for Working group on Phylogenetics and biogeographic evolution

of C4 grasses (with Erika Edwards)

@ NESCent — (2011) —Member Evolution of C4 grasses catalysis meeting

@ NESCent — (2008-2011) —Collaborator Floral Evolution Working Group

@ NESCent — (2007-2010) —Member Northern Hemisphere Phytogeography Working Group
(

@ NESCent — (2007-2009) —Member Developing an Integrative Algorithmic Method for Historical Bio-
geography
@ CIPRES - (2007-2008) —Graduate Student Cyberinfrastructure for Phylogenetic Research



Service

Associate Chair for Undergraduate Education — (2018-current) — Department of Ecology and Evo-
lutionary Biology

Committee Service at UM — Museums Education Committee (current), Museums Advisory Com-
mittee (current), Museums Digital Collections Committee (current), EEB Undergraduate Affairs
Committee (current), EEB Admissions Committee (2018-19), EEB Executive Committee, LSA Race
& Ethnicity Committee, LSA Nominating Committee, LSA Faculty IT Committee

@ Associate Editor — (2018-current) — Systematic Biology journal, Society for Systematic Biology

Honors

™

&

»

N

@

Guest Editor — (2017) — American Journal of Botany, Tree of Life issue 2017
Panelist — National Science Foundation (NSF)
Advisory — National Science Foundation (NSF)

Workshop Organizer — Transcriptome analyses for non-model plants: phylogenomics and more,
Botany 2016, 2017, 2018, 2019

Workshop Organizer — Phylogenomics and non-model organisms, Evolution 2015
Mentor — Google Summer of Code, student Chanda Phelan, 2013, student Nick Matzke, 2009

@ Reviewer — Science, PLoS Biology, BMC Evolutionary Biology, National Science Foundation (NSF),

Systematic Biology, Molecular Phylogenetics and Evolution, Molecular Biology and Evolution, Sys-
tematic Botany, Functional Ecology, New Phytologist, and Bioinformatics.

Organizer — Bayesian Invasion, Bayesian Phylogenetics Conference (with B. Moore), 2006

and Awards

Scientist to Watch, “The Botanist Hacker” in the magazine The Scientist March, 2010 link to article
John Spangler Nicholas prize for outstanding doctoral candidate at Yale University, 2009
NSF Postdoctoral Research Fellowship in Biology, 2008 (declined; accepted NESCent fellowship)

¢ The Edward Cogan Prize for Mathematics and Science, Sarah Lawrence College, 2003

a
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Young Botanist of the Year, Certificate of Special Achievement, Botanical Society of America, 2003
NSF REU Fellowship, Univ. of VA, 2002

Collaborations

Graduate Advisors and Postdoctoral Sponsors
Graduate advisor: Michael J. Donoghue (Yale)
Postdoctoral sponsors: Casey Dunn (Brown); Todd Vision (Univ of NC)

Lab personnel

Postdoctoral researchers: Deise Pereira-Goncalves (DEB funded), Jacob Berv (U.Mich funded),
Joseph Brown (AVATOL funded), Greg Stull (NSF funded), Hannah Marx (DEB funded, currently
Asst. Prof. University of New Mexico), Ning Wang (AVATOL and DEB funded, currently Asst.
Prof), Oscar Vargas (NSF funded, currently Asst. Prof. Humbolt), James Pease (NSF FESD funded,
currently Asst. Professor at Wake Forest), Ya Yang (NSF DEB funded, currently Asst. Prof. at
University of Minnesota), Cody Hinchliff (AVATOL funded, currently researcher at Microsoft)
Graduate students: Avinash Subramanian, Lijun Zhao, Drew Larson, Hector Figueroa, Will Weaver,
Keyi Feng, and Joseph Walker (currently Asst. Prof. University of Illinois)

Undergraduate students: E. J. Huang, Jordan Shore, Sonia Ahluwalia, Nolan Kavanagh, Rahul Vyas,
Julia Olivieri (Oberlin College)


http://www.the-scientist.com/article/display/57180/

Professional Societies

@ Society for the Study of Evolution

f

@ Society of Systematic Biologists

P

@ American Society of Plant Taxonomists



