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Education: BA, Physics and Molecular & Cell Biology, Univ. of California, Berkeley, 1990
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Honors: 2011 - 2017 Canada Excellence Research Chair
2008 — 2020 Senior Fellow, Canadian Institute for Advanced Research
1993 — 1996 National Science Foundation Graduate Fellowship

Employment:

2011 — present Professor, Donnelly Centre for Cellular and Biomolecular Research, University of
Toronto, Toronto ON

2011 — present Senior Investigator, Lunenfeld-Tanenbaum Research Institute of Mt. Sinai Hospital,
Toronto, ON

2014 — 2020 Co-Director, Genetic Networks Program, Canadian Institute for Advanced Research
(CIFAR)

2012 - 2014 Associate Director, Genetic Networks Program, Canadian Institute for Advanced
Research (CIFAR)

2007 — 2010 Associate Professor, Harvard Medical School,
Department of Biological Chemistry and Molecular Pharmacology

2000 — 2007 Assistant Professor, Harvard Medical School,
Department of Biological Chemistry and Molecular Pharmacology

1998 — 2000 Scientist, Millennium Pharmaceuticals Inc (w/ Dr. Chris Sander).

1992 — 1998 Graduate Student, Harvard University Program in Biophysics,
(w/ Dr. George Church).

1991 — 1992 Staff Scientist, Operon Technologies, Inc.

Summer 1990 Research Fellow, Scripps Inst. of Oceanography, (w/ Dr. Adrianus Kalmijn).

Summer 1989 Research Assistant, UC Berkeley, Mol. Cell Biol. Dept. (w/ Dr. Jasper Rine).

1987 — 1990 Research Assistant, Space Sciences Lab, Berkeley, CA (w/ Dr. Kevin Hurley).

Summer 1987 Research Assistant, Fly's Eye Cosmic Ray Facility, Physics Dept., U. of Utah.
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Frederick P. (Fritz) Roth, PhD

Academic Institutional Roles

2020 — present
2020 — 2022

2019 — present

2018 — 2019
2017 — present
2016

2014 — present
2013 — 2017
2011 — present
2011 — present
2006 — present
2006 — 2011
2005 - 2011
2003 — 2008
2000 — 2011
2000 — 2011

Industry Roles
2021 — present
2021 — present
2015 — present
2015 - 2017

Executive Committee, Atlas of Variant Effects Alliance

Director, Computational Biology in Molecular Genetics (CBMG) Track within the
Molecular Genetics Graduate Program

Scientific Advisory Board, Mouse Genome Database, Jackson Laboratory, Bar
Harbor, ME

Faculty of Medicine Decanal Promotions Committee

Department of Molecular Genetics Admissions Committee

Co-founder, Computational Biology in Molecular Genetics (CBMG) Track within
the Molecular Genetics Graduate Program

Department of Molecular Genetics Examination Committee

Donnelly Centre Promotions Committee

Cross-appointed to the Dept. of Computer Science, University of Toronto
Cross-appointed to the Dept. of Molecular Genetics, University of Toronto
Member, Center for Cancer Systems Biology, Dana-Farber Cancer Institute
Member, Joint Committee of the Harvard Countway & Boston Medical Libraries
Tutor, Harvard Undergraduate Concentration in the Biochemical Sciences
Admissions Committee, Harvard Program in Biophysics

Faculty, Biological & Biomedical Sciences Grad Program, Harvard Med School
Faculty, Harvard Graduate Program in Biophysics

Strategic Advisory Board Member, BioSymetrics, Inc.

Scientific Advisory Board Member, Constantiam Biosciences, Inc.
Scientific Advisory Board Member, SeqWell, Inc.

Scientific Advisory Board Member, Ranomics, Inc.

Selected Editorial and Review Experience

2017 — present
2017 - 2019
2014 - 2019
2011 — 2015
2010 - 2013
2001 — 2004

Advisory Editorial Board Member, Molecular Systems Biology

Chair, NIH Genomics, Computational Biology and Technology Study Section
Member, NIH Genomics, Computational Biology and Technology Study Section
Associate Editor, G3: Genes|Genomes|Genetics

Associate Editor, PLoS Computational Biology

Associate Editor, Bioinformatics

Selected Teaching Contributions

2022 — present

2022 — present
2019 — present

2017- 2019

2016 — present
2013 - 2015

2011 -2013

Lecturer, MMG3204H: Practical Applications of Genome Interpretation (6-week
graduate course)

Lecturer, MMG1001: Foundational Genetics Approaches (12-week graduate course)

Founding Co-Instructor/Co-Coordinator, Foundational Computational Biology | and
Il (2 6-week graduate topic courses).

Founding Instructor, Computational Biology and Bioinformatics (12-week graduate
course).

Lecturer, MGY360H1: Whole-Genome Sequencing and Analysis Laboratory
Co-founder & Course Coordinator, MGY360H1: Whole-Genome Sequencing and
Analysis Laboratory

Lecturer, University of Toronto, Topic Course on Functional Genomics &
Proteomics: Experimental Approaches



2008 — 2010

2007 — 2009

2007 — 2009
2004 — 2010

2001 - 2009

Frederick P. (Fritz) Roth, PhD
Lecturer, Harvard Medical School, Microbiology 230: Analysis of the Biological
Literature.

Lecturer, Harvard Medical School, BCMP 207: Molecular Approaches to Drug
Action, Discovery and Design

Lecturer, Neurobiology 300. Tools for Statistical Inference in Experimental Science
Co-founder & Lecturer, Harvard Medical School, Biophysics 205: Computational
and Experimental Functional Genomics

Lecturer, Harvard Medical School, BCMP 201: Proteins: Structure, Function and
Catalysis

Selected Conference Organizing Roles (within past 5 years)

2023

2022
2020

2020

Organizing Committee, Cold Spring Harbor Laboratories Meeting on Network
Biology, New York, United States

Lead Organizer, Mutational Scanning Symposium, Toronto, ON

Program Committee, Yeast Genetics Meeting (YGM) and The Allied Genetics
Conference (TAGC).

Organizer, Atlas of Variant Effects Planning Workshop, Seattle, WA

Selected Speaking Roles (international events within past 5 years)

2023
2023
2023
2023
2023
2022
2022
2022
2022

2021
2021
2021
2021
2021
2021
2021
2021
2021
2021
2021
2021
2021
2021
2020
2020
2020
2020

Invited Speaker, Society for Inherited Metabolic Disorders (SIMD), Salt Lake City, UT
Speaker, Quantitative Biology Meeting, Puerto Rico, US

Speaker, Invitae, Inc., San Francisco, CA

Speaker, Genentech, San Francisco, CA

Speaker, Helix, Inc.

Speaker, Ambry Genetics, Inc.

Speaker, NIH/NHGRI Center for Multiplexed Analysis of Phenotypes Retreat

Speaker, BridgeBio Inc.

Invited Speaker, Workshop on Functional Analysis of Sequence Variants in Hereditary
Breast and Ovarian Cancer Genes, Leiden, NL

Speaker, Alexion Pharmaceuticals, Inc.

Speaker, Amicus Therapeutics, Inc.

Speaker, Beam Therapeutics, Inc.

Speaker, Dynacure, Inc.,

Seminar Speaker, Boston Children’s Hospital, Boston, MA

Invited Speaker, Belgrade Bioinformatics Conference, Belgrade, Croatia

Speaker, NIH/NHGRI Center for Multiplexed Analysis of Phenotypes Retreat
Speaker, Deep Genomics, Inc.

Invited Speaker, NIH/NHGRI&NCATS Meeting on Acidemias and Homocysteinuria
Invited Speaker, Cold Spring Harbor Asia Meeting on Yeast and Life Sciences
Speaker, HTG Therapeutics, Inc.

Speaker, Mutational Scanning Symposium

Seminar Speaker, Weizmann Institute (Rehovot, Israel) [canceled due to pandemic]
Seminar Speaker, Alnylam Pharmaceuticals, Inc. Boston, MA

Speaker, Atlas of Variant Effects Alliance Kickoff Workshop

Speaker, NIH/NHGRI Center for Multiplexed Analysis of Phenotype Retreat
Speaker, U Washington, Seattle Genome Sciences Summer Program Seminar

Keynote speaker, 28th Intelligent Systems in Molecular Biology Variant Interpretation
Community of Special Interest (Varl-COSI)



2020

2020

2020

2019
2019
2019
2019

2019
2019

2019
2019
2019
2019
2019
2019
2019

2019
2019
2019

2018
2018
2018
2018
2018
2018

2018
2018
2018
2018
2018
2018
2018
2018

Frederick P. (Fritz) Roth, PhD
Invited Speaker, Hereditary Breast and Ovarian Cancer Variants of Uncertain
Significance Workshop, Leiden, Netherlands [canceled due to pandemic]

Invited Speaker, From Basic to Life Sciences X, Cavtat, Croatia [canceled due to
pandemic]

Invited Speaker/Panelist, NIH/ NCI SeqSPACE, "Sequencing Strategies for Population
and Cancer Epidemiology studies™ Webinar and Panel Discussion

Participant, Illumina Workshop on Variants of Functional Significance, Seattle WA
Speaker, One Brave Idea Foundation Meeting, Boston, MA, USA
Seminar Speaker, Molecular Biosciences Department, U Texas, Austin, TX

DFCI Center for Cancer Systems Biology/UMassMed Program in Systems Biology
Retreat, Gloucester, MA

Seminar Speaker, Univ. of Copenhagen, Copenhagen, Denmark

Keynote speaker, 29th International Conference on Yeast Genetics and Molecular
Biology (ICYGMB), Goteborg, Sweden

Seminar Speaker, European Bioinformatics Institute, Hinxton, UK

Invited Speaker, Myriad Genetics, Salt Lake City, UT

Ambry Genetics Webinar

American College of Medical Genetics and Genomics Annual Meeting, Seattle, WA
Speaker, CIFAR Workshop on Personalized Genomics, Santa Cruz, CA

Speaker, CIFAR Genetic Networks Program Meeting, Santa Cruz, CA

Keynote Speaker, Cold Spring Harbor Laboratory Meeting on Network Biology, Cold
Spring Harbor, NY

Seminar Speaker, UCSF Dept of Bioengineering & Therapeutic Sciences, CA
Speaker, Invitae, Inc., San Francisco, CA

18th Annual Workshop at Bellairs - Single Cell and Massively Parallel Approaches,
Holetown, Barbados

NIH/NHGRI Centers of Excellence in Genomic Science Grantee Meeting
CIFAR Genetic Networks Program Meeting, Toronto, ON

Invited Speaker, Mt Sinai Icahn School of Medicine, New York City, NY
CIFAR Molecular Architecture of Life workshop, Toronto, ON

NIH Centers of Excellence in Genome Sciences Meeting, Chicago, IL

Invited speaker, Dana Farber Cancer Institute Center for Cancer Systems Biology/
UMassMedical Program in Systems Biology Retreat, Gloucester, MA

Jasper Rine Symposium, Berkeley, CA

One Brave Idea Webinar

Speaker and Lecturer, CSHL Yeast Genetics and Genomics Course

CIFAR-GETx Conference, Toronto ON

Seminar Speaker, University of Ljubljana, Ljubljana, Slovenia

Invited Seminar, University of Michigan, Ann Arbor, Ml

Invited Seminar, Department of Human Genetics, Univ. of Utah, UT

Invited Speaker, Recursion Pharmaceuticals Systems Biology Minisymposium, UT

Peer-Reviewed Research Publications

1.

B Floyd", J Weile", P Kannankeril, A Glazer, C Reuter, C MacRae, E Ashley*, D Roden*, FP Roth", V
Parikh™. Proactive variant effect mapping aids diagnosis in pediatric cardiac arrest. Circulation:
Genomic and Precision Medicine (in press).

DK Kim*, B Weller*, CW Lin*, D Sheykhkarimli*, JJ Knapp*, G Dugied, A Zanzoni, C Pons, MJ
Tofaute, SB Maseko, K Spirohn, F Laval, L Lambourne, N Kishore, A Rayhan, M Sauer, V Young, H
Halder, N Marin-de la Rosa, O Pogoutse, A Strobel, P Schwehn, R Li, S Rothballer, M Altmann, P
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10.

11.

12.

13.

14.

Frederick P. (Fritz) Roth, PhD
Cassonnet, G Dugied, AG Cote, LE Vergara, | Hazelwood, BB Liu, M Nguyen, R Pandiarajan, B
Dohai, PAR Coloma, J Poirson, P Giuliana, L Willems, M Taipale, Yves Jacob, Tong Hao, DE Hill, C
Brun, JC Twizere, D Krapmann, M Heinig, C Falter, P Aloy, C Demeret’, M Vidal’, MA
Calderwood®, FP Roth', P Falter-Braun®. A proteome-scale map of the SARS-CoV-2 human
contactome. Nature Biotechnology 41(1):140-149 (2023).

D Choi, N Khan, L Monterminib, N Tawil, B Meehan, D-K Kim, FP Roth, M Divangahi, J Rak".
Quantitative proteomics and biological activity of extracellular vesicles engineered to express SARS-
CoV-2 spike protein. Journal of Extracellular Biology 2022;1:e58 (2022).

D Kuang, J Weile, N Kishore, AF Rubin, S Fields, DM Fowler, FP Roth". MaveRegistry: a
collaboration platform for multiplexed assays of variant effect. 37(19):3382-3383 Bioinformatics
(2021).

D Kuang, R Truty, J Weile, B Johnson, K Nykamp, C Araya, RL Nussbaum, FP Roth. Prioritizing
genes for systematic variant effect mapping. Bioinformatics 36(22-23):5448-5455 (2021).

J-H Kim, Y Seo, M Jo, H Jeon, Y-S Kim, E-J Kim, D Seo, W-H Lee, SR Kim, N Yachie, Q Zhong, M
Vidal, FP Roth, K Suk®. A genetic interaction screen in yeast identifies genes relevant to human PAK1
function in glioma. Journal of Biological Chemistry 295(50):16906-16919 (2020).

J van Leeuwen', C Pons, G Tan, JZ Wang, J Hou, J Weile, M Gebbia, W Liang, E Shuterigi, Z Li, M
Lopes, M Usaj, A Dos Santos Lopes, N van Lieshout, CL Myers, FP Roth, P Aloy, BJ Andrews’ & C
Boone'. Systematic analysis of bypass suppression of essential genes. Molecular Systems Biology
16(9):€9828 (2020).

MA Chiasson, NJ Rollins, JJ Stephany, KA Sitko, KA Matreyek, M Verby, S Sun, FP Roth, D
DeSloover, D Marks, AE Rettie, DM Fowler’. Multiplexed measurement of variant abundance and
activity reveals VKOR topology, active site and human variant impact. eLife 2020;9:e58026 (2020).

D-K Kim, JJ Knapp, D Kuang, A Chawla, P Cassonnet, H Lee, D Sheykhkarimli, P Samavarchi-
Tehrani, H Abdouni, A Rayhan, Li R, Pogoutse O, E Coyaud, S van der Werf, C Demeret, A-C
Gingras, B Raught, Y Jacob', FP Roth'. A flexible genome-scale resource of SARS-CoV-2 coding
sequence clones. G3: Genes|Genomes|Genetics 10(9):3399-3402 (2020).

D Kuang, J Weile, R Li, TW Ouellette, JA Barber, FP Roth". MaveQuest: a web resource for planning
experimental tests of human variant effects. Bioinformatics 36(12):3938-3940 (2020).

K Luck”, D-K Kim®, L Lambourne®, K Spirohn”, BE Begg, W Bian, R Brignall, T Cafarelli, FJ
Campos-Laborie, B Charloteaux, D Choi, AG Cote, M Daley, S Deimling, A Desbuleux, A Dricot, M
Gebbia, MF Hardy, N Kishore, JJ Knapp, 1A Kovécs, | Lemmens, MW Mee, JC Mellor, C Pollis, C
Pons, AD Richardson, S Schlabach, B Teeking, A Yadav, M Babor, D Balcha, O Basha, S-F Chin, SG
Choi, C Colabella, G Coppin, C D'Amata, D De Ridder, S De Rouck, M Duran-Frigola, H Ennajdaoul,
F Goebels, A Gopal, G Haddad, M Helmy, Y Jacob, Y Kassa, R Li, N van Lieshout, A MacWilliams,
D Markey, JN Paulson, S Rangarajan, J Rasla, A Rayhan, T Rolland, A San Miguel, Y Shen, D
Sheykhkarimli, GM Sheynkman, E Simonovsky, M Tasan, A Tejeda, J-C Twizere, Y Wang, R
Weatheritt, J Weile, Y Xia, X Yang, E Yeger-Lotem, Q Zhong, P Aloy, GD Bader, J De Las Rivas, S
Gaudet, T Hao, J Rak, J Tavernier, V Tropepe, DE Hill", M Vidal?, FP Roth?, MA Calderwood’. A
reference map of the human protein interactome. Nature 580(7803):402-408 (2020).

PM Muller”, J Rademacher”, RD Bagshaw", C Wortmann, C Barth, J van Unen, KM Alp, G Giudice,
RL Eccles, LE Heinrich, P Pascual-Vargas, M Sanchez-Castro, L Brandenburg, G Mbamalu, M
Tucholska, L Spatt, MT Czajkowski, RW Welke, S Zhang, V Nguyen, T Rrustemi, P Trnka, K Freitag,
B Larsen, O Popp, P Mertins, A-C Gingras, FP Roth, K Colwill, C Bakal, O Pertz, T Pawson, E
Petsalaki®, O Rocks'. Systems-analysis of RhoGEF/RhoGAP regulatory proteins reveals spatially
organized Racl signaling from integrin adhesions. Nature Cell Biology 22(4):498-511 (2020).

S Sun*, J Weile™", M Verby, Y Wu, Wang, Y, AG Cote, | Fotiadou, J Kitaygorodsky, M Vidal, J Rine,
P Jesina, V Kozich, FP Roth. A proactive genotype-to-patient-phenotype map for cystathionine beta-
synthase. Genome Medicine 12(1):13 (2020).

JH Kim, Y Seo, M Jo, H Jeon, WH Lee, N Yachie, Q Zhong, M Vidal, FP Roth, K Suk. Yeast-based
genetic interaction analysis of human kinome. Cells. 9(5):1156 (2020).
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15.

16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

Frederick P. (Fritz) Roth, PhD
A Celaj, M Gebbia, L Musa, AG Cote, J Snider, V Wong, M Ko, T Fong, P Bansal, JC Mellor, G
Seesankar, M Nguyen, S Zhou, L Wang, N Kishore, | Stagljar, Y Suzuki, N Yachie" & FP Roth.
Highly combinatorial genetic interaction analysis reveals a multi-drug transporter influence network.
Cell Systems 9:1-14 (2020).

D Esposito*, J Weile*, J Shendure, LM Starita, AT Papenfuss, FP Roth?, DM Fowler’ & AF Rubinf.
MaveDB: an open-source platform to distribute and interpret data from multiplexed assays of variant
effect. Genome Biology 20(1):223 (2019).

J Zhang, LN Kinch, Q Cong, P Katsonis, O Lichtarge, C Savojardo, G Babbi, PL Martelli, E Capriotti,
R Casadio, A Garg, D Pal, J Weile, S Sun, M Verby, FP Roth & NV Grishin’. Assessing predictions
on fitness effects of missense variants in calmodulin. Human Mutation 40(9):1463-1473 (2019).

F Yang, D-K Kim, H Nakagawa, S Hayashi, S Imoto, L Stein, FP Roth'. Quantifying immune-based
counterselection of somatic mutations. PLoS Genetics 15(7):€1008227 (2019).

Y Wu, J Weile, AG Cote, S Sun, J Knapp, M Verby, FP Rothf. A web application and service for
imputing and visualizing missense variant effect maps. Bioinformatics 35(17):3191-3193 (2019).

E Deneault, M Faheem, SH White, DC Rodrigues, S Sun, W Wei, A Piekna, T Thompson, JL Howe, L
Chalil, V Kwan, S Walker, P Pasceri. FP Roth, RKC Yuen, KK Singh, J Ellis" & SW Scherer.
CNTN5-/+ or EHMT2-/+ iPSC-derived neurons from individuals with autism develop hyperactive
neuronal networks. eL ife 8:e40092 (2019).

A Sokolov, S Ashenden, N Sahin, R Lewis, N Erdem, E Ozaltan, A Bender, FP Roth, M Cokol.
Characterizing ABC-transporter substrate-likeness using a clean-slate genetic background. Frontiers
in Pharmacology 10:448 (2019).

ZB Weinstein, N Kuru, S Kiriakov, AC Palmer, AS Khalil, PA Clemons, MH Zaman, FP Roth, M
Cokol™. Modeling the impact of drug interactions on therapeutic selectivity. Nature Communications
9(1):3452 (2018).

D Choi, L Montermini, DK Kim, B Meehan, FP Roth, J Rak’. The impact of oncogenic EGFRvIII on
the proteome of extracellular vesicles released from glioblastoma cells. Molecular and Cellular
Proteomics. 17(10):1948-1964 (2018).

JJ Diaz-Mejia, A Celaj, JC Mellor, A Cote, A Balint, B Ho, P Bansal, F Shaeri, M Gebbia, J Weile, M
Verby, A Karkhanina, Y Zhang, C Wong, J Rich, D Prendergast, G Gupta, S Ozturk, D Durocher, GW
Brown, FP Roth'. Mapping DNA-damage-dependent genetic interactions in yeast via party mating and
barcode fusion genetics. Molecular Systems Biology (2018).

J Weile, S Sun, AG Cote, J Knapp, M Verby, JC Mellor, Y Wu, C Pons, C Wong, N van Lieshout, F
Yang, M Tasan, G Tan, S Yang, DM Fowler, R Nussbaum, JD Bloom, M Vidal, DE Hill, P Aloy &
FP Rothf. A framework for exhaustively mapping functional missense variants. Molecular Systems
Biology 13(12):957 (2017).

I Vigentinif, M Gebbia, A Belotti, R Foschino, FP Roth. CRISPR/Cas9 system as a valuable genome
editing tool for wine yeasts with application to decrease urea production. Frontiers in Microbiology
8(2194):1-11 (2017).

M Jo, AY Chung, N Yachie, M Seo, H Jeon, Y Nam, Y Seo, E Kim, Q Zhong, M Vidal, HC Park’, FP
Roth’, K Suk®. Yeast genetic interaction screen of human genes associated with amyotrophic lateral
sclerosis: identification of MAP2KS5 kinase as a potential drug target. Genome Research 27(9):1487-
1500 (2017).

J Zhang, LN Kinch, Q Cong, J Weile, S Sun, AG Cote, FP Roth, NV Grishin®. Assessing predictions
of fitness effects of missense mutations in SUMO-conjugating enzyme UBE2I. Human Mutation.
38(9):1051-1063 (2017).

A Celaj, U Schlecht, J Smith, W Xu, S Suresh, M Miranda, AM Aparicio, M Proctor, RW Davis, FP
Roth” & RP St.Onge’. Quantitative analysis of protein interaction network dynamics in yeast.
Molecular Systems Biology 13(7):934 (2017).




30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Frederick P. (Fritz) Roth, PhD
F Yang, S Sun, G Tan, M Costanzo, DE Hill, M Vidal, BJ Andrews, C Boone & FP Roth’. Identifying
pathogenicity of human variants via paralog-based yeast complementation. PLOS Genetics
13(5):€1006779 (2017).

MJ Betts, O Wichmann, M Utz, T Andre, E Petsalaki, P Minguez, L Parca, FP Roth, A-C Gavin, P
Bork & RB Russellt. Systematic identification of phosphorylation-mediated protein interaction
switches. PLOS Computational Biology 13(3):e1005462 (2017).

C Cenik, HN Chua, G Singh, A Akef, MP Snyder, AF Palazzo, MJ Moore’ & FP Roth’. A common
class of transcripts with 5’-intron depletion, distinct early coding sequence features, and N1-
methyladenosine modification. RNA 23(3):270-283 (2017).

Jvan Leeuwen®, C Pons*, JC Mellor, TN Yamaguchi, H Friesen, ] Koschwanez, MM Usaj, M
Pechlaner, M Takar, M Usaj, B VanderSluis, K Andrusiak, P Bansal, A Baryshnikova, C Boone, J
Cao, A Cote, M Gebbia, G Horecka, | Horecka, E Kuzmin, N Legro, W Liang, N van Lieshout, M
McNee, B-J San Luis, F Shaeri, E Shuterigi, S Sun, Lu Yang, J-Y Youn, M Yuen, M Costanzo, A-C
Gingras, P Aloy, C Oostenbrink, A Murray, TR Graham, CL Myers’, BJ Andrews’, FP Roth” & C
Boone'. Exploring genetic suppression interactions on a global scale. Science 354(6312):pii:aag0839
(2016).

T Shekhar-Guturja, GM Gunaherath, EM Wijeratne, JP Lambert, AF Averette, SC Lee, T Kim, YS
Bahn, F Tripodi, R Ammar, K Déhl, K Niewola-Staszkowska, L Schmitt, RJ Loewith, FP Roth, D
Sanglard, D Andes, C Nislow, P Coccetti, AC Gingras, J Heitman, AA Gunatilaka & LE Cowen'.
Dual action antifungal small molecule modulates multidrug efflux and TOR signaling. Nature
Chemical Biology 12(10):867-875 (2016).

FP Roth" & J Wakeley'. Taking exception to human eugenics. (Letter to the Editor) Genetics
206(2):821-823 (2016).

Q Zhong™, SJ Pevzner”, T Hao, Y Wang, R Mosca, ] Menche, M Taipale, M Tasan, C Fan, X Yang, P
Haley, RR Murray, F Mer, F Gebreab, S Tam, A MacWilliams, A Dricot, P Reichert, B Santhanam, L
Ghamsari, MA Calderwood, T Rolland, B Charloteaux, S Lindquist, AL Barabasi, DE Hill, P Aloy,
ME Cusick, Y Xia, FP Roth" & M Vidal™. An inter-species protein—protein interaction network across
vast evolutionary distance. Molecular Systems Biology 12(4):865 (2016).

N Yachie®, E Petsalaki®, JC Mellor, J Weile, Y Jacob, M Verby, SB Ozturk, S Li, AG Cote, R Mosca,
JJ Knapp, M Ko, A Yu, M Gebbia, N Sahni, S Yi, T Tyagi, D Sheykhkarimli, JF Roth, C Wong, L
Musa, J Snider, Y-C Liu, H Yu, P Braun, | Stagljar, T Hao, MA Calderwood, L Pelletier, P Aloy, DE
Hill, M Vidal & FP Roth'. Pooled-matrix protein interaction screens using Barcode Fusion Genetics.
Molecular Systems Biology 12(4):863 (2016).

S Sun, F Yang, G Tan, M Costanzo, R Oughtred, J Hirschman, C Theesfeld, P Bansal, N Sahni, S Yi,
A Yu, T Tyagi, C Tie, DE Hill, M Vidal, BJ Andrews, C Boone, K Dolinski & FP Roth?. An extended
set of yeast-based functional assays accurately identifies human disease mutations. Genome Research
26(5):670-80 (2016).

X Yang, J Coulombe-Huntington, S Kang, GM Sheynkman, T Hao, A Richardson, S Sun, F Yang, YA
Shen, RR Murray, K Spirohn, BE Begg, M Duran-Frigola, A MacWilliams, SJ Pevzner, Q Zhong, SA
Trigg, S Tam, L Ghamsari, N Sahni, S Yi, MD Rodriguez, D Balcha, G Tan, M Costanzo, B Andrews,
C Boone, XJ Zhou, K SalehiAshtiani, B Charloteaux, AA Chen, MA Calderwood, P Aloy, FP Roth?,
DE Hill#¥, LM lakoucheva', Y Xia' & Marc Vidal®. Widespread expansion of protein interaction
capabilities by alternative splicing. Cell 164(4):805-817 (2016).

TV Vo, J Das, MJ Meyer, NA Cordero, N Akturk, X Wei, BJ Fair, AG Degatano, R Fragoza, LG. Liu,
A Matsuyama, M Trickey, S Horibata, A Grimson, H Yamano, M Yoshida, FP Roth, JA Pleiss, Y Xia
& H Yu'. A proteome-wide fission yeast interactome reveals network evolution principles from yeasts
to human. Cell 164(1-2):310-23 (2016).

T Hart”, MC Chandrashekhar®, M Aregger”, Z Steinhart, KR Brown, G MacLeod, M Mis, M
Zimmermann, A Fradet-Turcotte, S Sun, P Mero, P Dirks, S Sidhu, FP Roth, OS Rissland, D
Durocher, S Angers & J Moffat". High-resolution CRISPR screens reveal fitness genes and genotype-
specific cancer liabilities. Cell 163(6):1515-26 (2015).
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42,

43.

44,

45,

46.

47,

48.

49,

50.

51.

52.

53.

Frederick P. (Fritz) Roth, PhD
E Petsalakif, AO Helbig, A Gopal, A Pasculescu, FP Roth" & T Pawson. SELPHI: Correlation-based
identification of kinase-associated networks from global phospho-proteomics datasets. Nucleic Acids
Research 43(W1):W276-82 (2015).

N Sahni, S Yi, M Taipale, JI Fuxman Bass, J Coulombe-Huntington, F Yang, J Peng, J Weile, GI
Karras, Y Wang, IA Kovacs, A Kamburov, | Krykbaeva, MH Lam, G Tucker, V Khurana, A Sharma,
Y-Y Liu, N Yachie, Q Zhong, Y Shen, A Palagi, A San-Miguel, C Fan, D Balcha, A Dricot, DM
Jordan, JM Walsh, AA Shah, X Yang, A Stoyanova, A Leighton, MA Calderwood, Y Jacob, ME
Cusick, K Salehi-Ashtiani, LJ Whitesell, S Sunyaev, B Berger, A-L Barabasi, B Charloteaux, DE Hill,
T Hao, FP Roth#, Y Xiat, AJIM Walhout?, S Lindquist™ & M Vidal™*. Widespread macromolecular
interaction perturbations in human genetic disorders. Cell 161(3):647-660 (2015).

F Yang, E Petsalaki, T Rolland, DE Hill, M Vidal & FP Roth'. Protein domain-level landscape of
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