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Bio

BIO
B.S. 1994-1997, Molecular Biophysics and Biochemistry, Yale University.
Ph.D. 1997-2001, Genetics, Stanford University. Advisor: Ronald W. Davis.

Postdoctoral research at Stanford Genome Technology Center 2002 and visiting group leader 2003-2013.

Group leader at European Molecular Biology Laboratory (EMBL), 2003-present.

Founding Joint Head (chair) of Genome Biology Unit and Senior Scientist, EMBL 2009-2013.
Co-founder, Sophia Genetics 2011.

ERC Advanced Investigator (twice), 2012-present.

Associate Head of Genome Biology Unit and Senior Scientist, EMBL 2013-2016.

Senior Scientist and Director of Life Science Alliance, EMBL 2016-2022.

Associate Group Leader and Director of Life Science Alliance, EMBL 2023-present.
Professor of Genetics, Stanford University, 2013-present.

Co-Director of the Stanford Genome Technology Center, 2013-present.

Dieter Schwarz Foundation Endowed Professor, Stanford University, 2023-present.

Chair, Department of Genetics, Stanford University, 2024-present

ACADEMIC APPOINTMENTS

® Professor, Genetics

* Member, Bio-X

e Member, Cardiovascular Institute

e Faculty Affiliate, Institute for Human-Centered Atrtificial Intelligence (HAI)
® Member, Wu Tsai Human Performance Alliance

® Member, Maternal & Child Health Research Institute (MCHRI)

o Member, Wu Tsai Neurosciences Institute

ADMINISTRATIVE APPOINTMENTS
® Chair, Department of Genetics, (2024- present)

e Co-Director, Stanford Genome Technology Center, (2013- present)

® Director of Life Science Alliance, a Stanford-EMBL collaboration, Stanford and EMBL, (2015- present)

Page 1 of 23



Lars Steinmetz
http://cap.stanford.edu/profiles/Lars_Steinmetz/

e Director of Graduate Admissions, Department of Genetics, Stanford University, (2013- present)

HONORS AND AWARDS

e Dieter Schwarz Foundation Endowed Professorship, Stanford University (2023)

® |ra Herskowitz Award, Genetics Society of America (2016)

® Dr. V. Ramalingaswami Chair, Indian National Science Academy (2014-2015)

e EMBO Member, European Molecular Biology Organization (2013)

e Two times ERC Advanced Investigator, European Research Council (2012, 2017)

o Emmy Noether-Program Young Investigator, Deutsche Forschungsgemeinschaft (2004-2010)

e Howard Hughes Predoctoral Fellow, Howard Hughes Medical Institute (1998-2001)

BOARDS, ADVISORY COMMITTEES, PROFESSIONAL ORGANIZATIONS
e Advisory Editorial Board Member, Molecular Systems Biology (2014 - present)

e Associate Editor, Genetics (2014 - 2023)

EMBO Member, European Molecular Biology Organization (2013 - present)

Scientific Advisory Board Member, Saccharomyces Genome Database (SGD, www.yeastgenome.org) (2013 - 2018)
® Associate Editor, G3: Genes | Genomes | Genetics (2011 - present)

e President, Scientific Advisory Board, Sophia Genetics (2011 - 2019)

PROFESSIONAL EDUCATION
e Ph.D., Stanford University , Genetics (2001)

e Bachelor of Science, Yale University , Molecular Biophysics and Biochemistry (1997)

LINKS
e Stanford Lab Website: http://steinmetzlab.stanford.edu

e EMBL Lab Website: http://steinmetzlab.embl.de

Stanford Genome Technology Center: http://med.stanford.edu/sgtc/

Stanford-EMBL Life Science Alliance: http://lifesciencealliance.stanford.edu
® |ars Steinmetz's Google Scholar Citations: http:/scholar.google.de/citations?user=eMs1ptMAAAAJ&hI=en

® | ars Steinmetz's F1000 Recommendations: http://f1000.com/prime/search/evaluations?query=steinmetz_Im&evaluations.queryField=author

Research & Scholarship

CURRENT RESEARCH AND SCHOLARLY INTERESTS

Current Research:

While technological advances have enabled the association of thousands of genetic variants to complex traits of health and disease, we lack a
comprehensive understanding of how genetic variation governs phenotypic diversity and disease. This is largely due to the challenge of discovering
the mechanisms through which genetic variation shape cellular phenotypes, as well as the complex interplay between variants and the impact of
environmental factors. Our research is directed at developing genomics technologies and approaches to study the molecular processes that underlie
complex genetic traits, gene regulation, and inherited diseases. Our approach has been to drive technology development together with biological

application, in which we work across the broad axis of fundamental to translational research.

Our research is multi-faceted, including experimental and computational approaches:
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Precision Health: We work with model organisms, ranging from induced pluripotent stem cells to mice and humans, to study genetic and cellular
mechanisms in diseases and to assess potential treatments. We apply genome analysis and CRISPR editing to study human diseases, like dilated
cardiomyopathy, immune disorders and mitochondria-related diseases. We are also developing biosensors for early diagnosis and intervention. The

Steinmetz Cardiomyopathy Fund has been established to support this research.

Genome Regulation: We characterize and quantify transcriptome architecture using single-cell omics technologies. In particular, we are mapping
enhancers to target genes in human cells using technologies developed in our lab. We are also interested in the function and regulation of splicing, non-

coding RNAs, antisense transcription, and transcriptional heterogeneity.

Synthetic Biology: We are exploring the frontiers of DNA synthesis and synthetic biology. Using synthetic mitochondria or the first eukaryotic synthetic
genome (Sc2.0), this work aims to enhance our understanding of genome architecture and transcriptional mechanisms, and to explore the potential of

genome re-engineering.

Quantitative Genetics: We use functional genomics to study how genetics and environment interact and influence complex, polygenic traits. Our
methods include genome-wide CRISPR editing screens and high-throughput analysis, aiding in understanding genetic diversity and developing

predictive models linking genotype to phenotype. This also helps in identifying key genes for influencing phenotypic traits.

Genomics Technologies: As the basis for all our research, we are passionate about developing genomic technologies which increase the scale of
biological questions that we can tackle. We've led innovations in therapeutic CRISPR genome editing, image-enabled cell sorting-based genetic

screening, and single-cell multi-omics analyses, making them more efficient and suitable for complex eukaryotic genomes.

Future Goals

Our ultimate goal is to transform biomedical research to cure and prevent inherited diseases. We are dedicated to constant innovation in genomic
technologies, which will help us achieve our goals more effectively. Our future plans include developing more precise genome editing tools, expanding
functional genomics assays, mastering genome creation, and understanding disease causes. We aim for our work to have far-reaching implications,

from advancing precision medicine to understanding the adaptability of natural populations to environmental changes.

Teaching

COURSES

2024-25

® The Emergence of Digital Biology and Precision Health: BIO 109A (Aut)

2022-23

® Biology and Applications of CRISPR/Cas9: Genome Editing and Epigenome Modifications: BIOS 268, GENE 268 (Spr)

STANFORD ADVISEES
Doctoral Dissertation Reader (AC)
Kristle Garcia, Lorenzo Magni
Postdoctoral Faculty Sponsor

Chris Mathy, Marta Seczynska, Simon Sretenovic, Han Sun, Jielin Yan
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Doctoral Dissertation Advisor (AC)
Julia Bauman, Jon Bezney
Doctoral Dissertation Co-Advisor (AC)

Bianca Edozie

GRADUATE AND FELLOWSHIP PROGRAM AFFILIATIONS
® Genetics (Phd Program)

Publications

PUBLICATIONS

o A scalable and cGMP-compatible autologous organotypic cell therapy for Dystrophic Epidermolysis Bullosa. Nature communications

Neumayer, G., Torkelson, J. L., Li, S., McCarthy, K., Zhen, H. H., Vangipuram, M., Mader, M. M., Gebeyehu, G., Jaouni, T. M., Jackéw-Malinowska,
J., Rami, A., Hansen, C., Guo, et al

2024; 15 (1): 5834

o Genome-scale analysis of interactions between genetic perturbations and natural variation. Nature communications

Hale, J. J., Matsui, T., Goldstein, I., Mullis, M. N., Roy, K. R., Ville, C. N., Miller, D., Wang, C., Reynolds, T., Steinmetz, L. M., Levy, S. F., Ehrenreich,
I. M.

2024; 15 (1): 4234

o Size-exclusion chromatography combined with DIA-MS enables deep proteome profiling of extracellular vesicles from melanoma plasma
and serum. Cellular and molecular life sciences : CMLS

Lattmann, E., Rass, L., Tognetti, M., Gomez, J. M., Lapaire, V., Bruderer, R., Reiter, L., Feng, Y., Steinmetz, L. M., Levesque, M. P.
2024; 81 (1): 90

o Dissecting quantitative trait nucleotides by saturation genome editing. bioRxiv : the preprint server for biology
Roy, K. R., Smith, J. D., Li, S., Vonesch, S. C., Nguyen, M., Burnett, W. T, Orsley, K. M., Lee, C. S., Haber, J. E., St Onge, R. P., Steinmetz, L. M.
2024

o Genome-scale analysis of interactions between genetic perturbations and natural variation. bioRxiv : the preprint server for biology

Hale, J. J., Matsui, T., Goldstein, I., Mullis, M. N., Roy, K. R., Ville, C. N., Miller, D., Wang, C., Reynolds, T., Steinmetz, L. M., Levy, S. F., Ehrenreich,
I. M.

2024

o Uterine injury during diestrus leads to placental and embryonic defects in future pregnancies in mice. Biology of reproduction
Zhang, E. T., Wells, K. L., Bergman, A. J., Ryan, E. E., Steinmetz, L. M., Baker, J. C.
2024

o An encyclopedia of enhancer-gene regulatory interactions in the human genome. bioRXxiv : the preprint server for biology

Gschwind, A. R., Mualim, K. S., Karbalayghareh, A., Sheth, M. U., Dey, K. K., Jagoda, E., Nurtdinov, R. N., Xi, W., Tan, A. S., Jones, H., Ma, X. R,,
Yao, D., Nasser, et al

2023

o Consequences of a telomerase-related fitness defect and chromosome substitution technology in yeast syniX strains. Cell genomics

McCulloch, L. H., Sambasivam, V., Hughes, A. L., Annaluru, N., Ramalingam, S., Fanfani, V., Lobzaeyv, E., Mitchell, L. A., Cai, J., Jiang, H., LaCava,
J., Taylor, M. S., Bishai, et al

2023; 3 (11): 100419

o Design, construction, and functional characterization of a tRNA neochromosome in yeast. Cell
Schindler, D., Walker, R. S., Jiang, S., Brooks, A. N., Wang, Y., Muller, C. A., Cockram, C., Luo, Y., Garcia, A., Schraivogel, D., Mozziconacci, J.,
Pena, N., Assari, et al
2023

o Debugging and consolidating multiple synthetic chromosomes reveals combinatorial genetic interactions. Cell

Zhao, Y., Coelho, C., Hughes, A. L., Lazar-Stefanita, L., Yang, S., Brooks, A. N., Walker, R. S., Zhang, W., Lauer, S., Hernandez, C., Cai, J., Mitchell,
L. A., Agmon, et al
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2023

Identification and quantification of small exon-containing isoforms in long-read RNA sequencing data. Nucleic acids research
Liu, Z., Zhu, C., Steinmetz, L. M., Wei, W.
2023

Gut barrier defects, intestinal immune hyperactivation and enhanced lipid catabolism drive lethality in NGLY1-deficient Drosophila. Nature
communications

Pandey, A., Galeone, A, Han, S. Y., Story, B. A, Consonni, G., Mueller, W. F., Steinmetz, L. M., Vaccari, T., Jafar-Nejad, H.
2023; 14 (1): 5667

Digital assay for rapid electronic quantification of clinical pathogens using DNA nanoballs. Science advances
Tayyab, M., Barrett, D., van Riel, G., Liu, S., Reinius, B., Scharfe, C., Griffin, P., Steinmetz, L. M., Javanmard, M., Pelechano, V.
2023; 9 (36): eadi4997

Pooled Genome-Scale CRISPR Screens in Single Cells. Annual review of genetics
Schraivogel, D., Steinmetz, L. M., Parts, L.
2023

Large scale microfluidic CRISPR screening for increased amylase secretion in yeast. Lab on a chip

Johansson, S. A, Dulermo, T., Jann, C., Smith, J. D., Pryszlak, A., Pignede, G., Schraivogel, D., Colavizza, D., Desfougéres, T., Rave, C., Farwick,
A., Merten, C. A., Roy, et al

2023

Mislocalization of pathogenic RBM20 variants in dilated cardiomyopathy is caused by loss-of-interaction with Transportin-3. Nature
communications

Kornienko, J., Rodriguez-Martinez, M., Fenzl, K., Hinze, F., Schraivogel, D., Grosch, M., Tunaj, B., Lindenhofer, D., Schraft, L., Kueblbeck, M., Smith,
E., Mao, C., Brown, et al

2023; 14 (1): 4312

Striated muscle-specific base editing enables correction of mutations causing dilated cardiomyopathy. Nature communications

Grosch, M., Schraft, L., Chan, A., Kuchenhoff, L., Rapti, K., Ferreira, A., Kornienko, J., Li, S., Radke, M. H., Kramer, C., Clauder-Munster, S., Perlas,
E., Backs, et al

2023; 14 (1): 3714

Atlas of mRNA translation and decay for bacteria. Nature microbiology

Huch, S., Nersisyan, L., Ropat, M., Barrett, D., Wu, M., Wang, J., Valeriano, V. D., Vardazaryan, N., Huerta-Cepas, J., Wei, W., Du, J., Steinmetz, L.
M., Engstrand, et al
2023

A scalable, GMP-compatible, autologous organotypic cell therapy for Dystrophic Epidermolysis Bullosa. bioRXxiv : the preprint server for
biology

Neumayer, G., Torkelson, J. L., Li, S., McCarthy, K., Zhen, H. H., Vangipuram, M., Jackow, J., Rami, A., Hansen, C., Guo, Z., Gaddam, S.,
Pappalardo, A., Li, et al

2023

Differential regulation of mRNA stability modulates transcriptional memory and facilitates environmental adaptation. Nature
communications

Li, B., Zeis, P., Zhang, Y., Alekseenko, A., First, E., Sanchez, Y. P,, Lin, G., Tekkedil, M. M., Piazza, |., Steinmetz, L. M., Pelechano, V.
2023; 14 (1): 910

Ehf and Fezf2 regulate late medullary thymic epithelial cell and thymic tuft cell development. Frontiers in immunology

Lammers, S., Barrera, V., Brennecke, P., Miller, C., Yoon, J., Balolong, J., Anderson, M. S., Ho Sui, S., Steinmetz, L. M., von Andrian, U. H., Rattay,
K.

2023; 14: 1277365

Cell sorters see things more clearly now. Molecular systems biology
Schraivogel, D., Steinmetz, L. M.
2023: e11254

Cardiac splicing as a diagnostic and therapeutic target. Nature reviews. Cardiology
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Gotthardt, M., Badillo-Lisakowski, V., Parikh, V. N., Ashley, E., Furtado, M., Carmo-Fonseca, M., Schudy, S., Meder, B., Grosch, M., Steinmetz, L.,
Crocini, C., Leinwand, L.

2023

RBM20 mislocalisation in dilated cardiomyopathy
Kornienko, J., Martinez, M., Fenzl, K., Schraft, L., Clauder-Muenster, S., Grosch, M., Steinmetz, L.
ELSEVIER SCI LTD.2022: S102

Deep phenotyping of two pre-clinical mouse models and a cohort of RBM20 mutation carriers reveals no sex-dependent disease severity
in RBM20 cardiomyopathy. American journal of physiology. Heart and circulatory physiology

Lennermann, D. C., Pepin, M. E., Grosch, M., Konrad, L., Kemmling, E., Hartmann, J., Nolte, J. L., Clauder-Munster, S., Kayvanpour, E., Sedaghat-
Hamedani, F., Haas, J., Meder, B., van den Boogaard, et al

2022

Hyperactive innate immune response and altered metabolism in a Drosophila model of NGLY1 deficiency
Pandey, A., Han, S., Galeone, A., Storey, B. A., Consonni, G., Mueller, W. F., Steinmetz, L., Vaccari, T., Jafar-Nejad, H.
OXFORD UNIV PRESS INC.2022: 1039

NIMA-related kinase 9 regulates the phosphorylation of the essential myosin light chain in the heart. Nature communications

Muller, M., Eghbalian, R., Boeckel, J., Frese, K. S., Haas, J., Kayvanpour, E., Sedaghat-Hamedani, F., Lackner, M. K., Tugrul, O. F., Ruppert, T.,
Tappu, R., Martins Bordalo, D., Kneuer, et al

2022; 13 (1): 6209

Genotype Complements the Phenotype: Identification of the Pathogenicity of an LMNA Splice Variant by Nanopore Long-Read Sequencing
in a Large DCM Family. International journal of molecular sciences

Sedaghat-Hamedani, F., Rebs, S., Kayvanpour, E., Zhu, C., Amr, A., Mlller, M., Haas, J., Wu, J., Steinmetz, L. M., Ehlermann, P., Streckfuss-
Bomeke, K., Frey, N., Meder, et al

2022; 23 (20)

A new mechanism of ATP synthase subunit 6 and 9 translation regulation by their assembly in yeast mitochondria

Kabala, A., Binko, K., Godard, F., Dautant, A., Baranowska, E., Skoczen, N., Gombeau, K., Bouhier, M., Becker, H., Ackerman, S., Steinmetz, L.,
Tribouillard-Tanvier, D., Kucharczyk, et al

ELSEVIER.2022: 65

Transcription Factor GATA4 Regulates Cell Type-Specific Splicing Through Direct Interaction With RNA in Human Induced Pluripotent
Stem Cell-Derived Cardiac Progenitors. Circulation

Zhu, L., Choudhary, K., Gonzalez-Teran, B., Ang, Y., Thomas, R., Stone, N. R., Liu, L., Zhou, P., Zhu, C., Ruan, H., Huang, Y., Jin, S., Pelonero, et al
2022: CIRCULATIONAHA121057620

Transcriptomic diversity in human medullary thymic epithelial cells. Nature communications
Carter, J. A., Stromich, L., Peacey, M., Chapin, S. R., Velten, L., Steinmetz, L. M., Brors, B., Pinto, S., Meyer, H. V.
2022; 13 (1): 4296

KIR+CD8+ T cells suppress pathogenic T cells and are active in autoimmune diseases and COVID-19. Science (New York, N.Y.)
Li, J., Zaslavsky, M., Su, Y., Guo, J., Sikora, M. J., van Unen, V., Christophersen, A., Chiou, S., Chen, L., Li, J., Ji, X., Wilhelmy, J., McSween, et al
2022: eabi9591

Transcriptional neighborhoods regulate transcript isoform lengths and expression levels. Science (New York, N.Y.)
Brooks, A. N., Hughes, A. L., Clauder-Munster, S., Mitchell, L. A., Boeke, J. D., Steinmetz, L. M.
2022; 375 (6584): 1000-1005

High-speed fluorescence image-enabled cell sorting. Science (New York, N.Y.)

Schraivogel, D., Kuhn, T. M., Rauscher, B., Rodriguez-Martinez, M., Paulsen, M., Owsley, K., Middlebrook, A., Tischer, C., Ramasz, B., Ordofiez-
Rueda, D., Dees, M., Cuylen-Haering, S., Diebold, et al

2022; 375 (6578): 315-320

Assembly-dependent translation of subunits 6 (Atp6) and 9 (Atp9) of ATP synthase in yeast mitochondria. Genetics

Kabala, A. M., Binko, K., Godard, F., Charles, C., Dautant, A., Baranowska, E., Skoczen, N., Gombeau, K., Bouhier, M., Becker, H. D., Ackerman, S.
H., Steinmetz, L. M., Tribouillard-Tanvier, et al

2022
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Patient-derived gene and protein expression signatures of NGLY1 deficiency. Journal of biochemistry

Rauscher, B., Mueller, W. F., Clauder-Munster, S., Jakob, P., Islam, M. S., Sun, H., Ghidelli-Disse, S., Boesche, M., Bantscheff, M., Pflaumer, H.,
Collier, P., Haase, B., Chen, et al

2021

Evidence for hyperactivation of innate immunity in a Drosophila model of NGLY1 deficiency
Pandey, A., Han, S., Mueller, W. F., Story, B. A., Galeone, A., Steinmetz, L., Jafar-Nejad, H.
OXFORD UNIV PRESS INC.2021: 1715-1716

High-throughput functional characterization of protein phosphorylation sites in yeast. Nature biotechnology

Vieitez, C., Busby, B. P., Ochoa, D., Mateus, A., Memon, D., Galardini, M., Yildiz, U., Trovato, M., Jawed, A., Geiger, A. G., Oborska-Oplova, M.,
Potel, C. M., Vonesch, et al

2021

Regulation of Msh4-Msh5 association with meiotic chromosomes in budding yeast. Genetics
Nandanan, K. G., Salim, S., Pankajam, A. V., Shinohara, M., Lin, G., Chakraborty, P., Farnaz, A., Steinmetz, L. M., Shinohara, A., Nishant, K. T.
2021; 219 (2)

Regulation of Msh4-Msh5 association with meiotic chromosomes in budding yeast GENETICS
Nandanan, K. G., Salim, S., Pankajam, A., Shinohara, M., Lin, G., Chakraborty, P., Farnaz, A., Steinmetz, L. M., Shinohara, A., Nishant, K. T.
2021; 219 (2)

High-Throughput Nucleotide Resolution Predictions of Assay Limitations Increase the Reliability and Concordance of Clinical Tests. JCO
clinical cancer informatics

Bieler, J., Pozzorini, C., Garcia, J., Tuck, A. C., Macheret, M., Willig, A., Couraud, S., Xing, X., Menu, P., Steinmetz, L. M., Payen, L., Xu, Z.
2021; 5: 1085-1095

Case-control study evaluating risk factors for SARS-CoV-2 outbreak amongst healthcare personnel at a tertiary care center. American
Journal of infection control

Rosser, J. |, Tayyar, R., Giardina, R., Kolonoski, P., Kenski, D., Shen, P., Steinmetz, L. M., Hung, L., Xiao, W., Bains, K., Morrison, T., Madison, A.,
Chang, et al

2021

Dysregulated ribonucleoprotein granules promote cardiomyopathy in RBM20 gene-edited pigs (vol 26, pg 1788, 2020) NATURE MEDICINE

Schneider, J. W., Oommen, S., Qureshi, M. Y., Goetsch, S. C., Pease, D. R., Sundsbak, R. S., Guo, W., Sun, M., Sun, H., Kuroyanagi, H., Webster,
D. A, Coutts, A. W,, Holst, et al

2021

The chaperone-binding activity of the mitochondrial surface receptor Tom70 protects the cytosol against mitoprotein-induced stress. Cell
reports

Backes, S., Bykov, Y. S., Flohr, T., Raschle, M., Zhou, J., Lenhard, S., Kramer, L., Muhlhaus, T., Bibi, C., Jann, C., Smith, J. D., Steinmetz, L. M.,
Rapaport, et al

2021; 35 (1): 108936

Recommendations for accurate genotyping of SARS-CoV-2 using amplicon-based sequencing of clinical samples. Clinical microbiology and
infection : the official publication of the European Society of Clinical Microbiology and Infectious Diseases

Kubik, S., Marques, A. C., Xing, X., Silvery, J., Bertelli, C., De Maio, F., Pournaras, S., Burr, T., Duffourd, Y., Siemens, H., Alloui, C., Song, L.,
Wenger, et al

2021

Single-cell analyses reveal SARS-CoV-2 interference with intrinsic immune response in the human gut. Molecular systems biology

Triana, S., Metz-Zumaran, C., Ramirez, C., Kee, C., Doldan, P., Shahraz, M., Schraivogel, D., Gschwind, A. R., Sharma, A. K., Steinmetz, L. M.,
Herrmann, C., Alexandrov, T., Boulant, et al

2021; 17 (4): 10232

CRISPRI screens reveal genes modulating yeast growth in lignocellulose hydrolysate. Biotechnology for biofuels
Gutmann, F., Jann, C., Pereira, F., Johansson, A., Steinmetz, L. M., Patil, K. R.
2021;14 (1): 41

Fast and inexpensive whole-genome sequencing library preparation from intact yeast cells. G3 (Bethesda, Md.)
Vonesch, S. C., Li, S., Szu Tu, C., Hennig, B. P, Dobrev, N., Steinmetz, L. M.
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2021; 11 (1)

Identification of leukemic and pre-leukemic stem cells by clonal tracking from single-cell transcriptomics. Nature communications

Velten, L., Story, B. A., Hernandez-Malmierca, P., Raffel, S., Leonce, D. R., Milbank, J., Paulsen, M., Demir, A., Szu-Tu, C., Fromel, R., Lutz, C.,
Nowak, D., Jann, et al

2021; 12 (1): 1366

Single-molecule, full-length transcript isoform sequencing reveals disease-associated RNA isoforms in cardiomyocytes. Nature
communications

Zhu, C., Wu, J., Sun, H., Briganti, F., Meder, B., Wei, W., Steinmetz, L. M.
2021; 12 (1): 4203

RBM20-Related Cardiomyopathy: Current Understanding and Future Options. Journal of clinical medicine
Koelemen, J., Gotthardt, M., Steinmetz, L. M., Meder, B.
2021; 10 (18)

Single-molecule, full-length transcript isoform sequencing reveals disease-associated RNA isoforms in cardiomyocytes. Nature
communications

Zhu, C., Wu, J., Sun, H., Briganti, F., Meder, B., Wei, W., Steinmetz, L. M.
2021; 12 (1): 4203

A functional connection between translation elongation and protein folding at the ribosome exit tunnel in Saccharomyces
cerevisiae. Nucleic acids research

Rodriguez-Galan, O., Garcia-Gomez, J. J., Rosado, I. V., Wei, W., Mendez-Godoy, A., Pillet, B., Alekseenko, A., Steinmetz, L. M., Pelechano, V.,
Kressler, D., de la Cruz, J.

2020

Exploring the mechanisms underlying the NGLY1 loss-of-function phenotypes in Drosophila
Pandey, A., Han, S., Mueller, W. F., Story, B. A., Moore, T., Galeone, A., Cowan, T. M., Steinmetz, L.
OXFORD UNIV PRESS INC.2020: 1026

Combined transient ablation and single cell RNA sequencing reveals the development of medullary thymic epithelial cells. eLife
Wells, K. L., Miller, C. N., Gschwind, A. R., Wei, W., Phipps, J. D., Anderson, M. S., Steinmetz, L. M.
2020; 9

Rpb4 and Puf3 imprint and post-transcriptionally control the stability of a common set of mMRNAs in yeast. RNA biology

Garrido-Godino, A. I., Gupta, |., Gutierrez-Santiago, F., Martinez-Padilla, A. B., Alekseenko, A., Steinmetz, L. M., Perez-Ortin, J. E., Pelechano, V.,
Navarro, F.

2020

MULTI-LAYERED SINGLE-CELL TRANSCRIPTIONAL PROFILING OF ALL BONE AND BONE MARROW POPULATIONS PROVIDES A
SYSTEMS VIEW OF THE MESENCHYMALAND HEMATOPOIETIC STEM CELL NICHE

Haas, S., Velten, L., Al-Sabah, J., Baccin, C., Steinmetz, L., Trumpp, A.
ELSEVIER SCIENCE INC.2018: S47-S48

Thymic tuft cells promote an IL-4-enriched medulla and shape thymocyte development NATURE

Miller, C. N., Proekt, I., von Moltke, J., Wells, K. L., Rajpurkar, A. R., Wang, H., Rattay, K., Khan, I. S., Metzger, T. C., Pollack, J. L., Fries, A. C., Lwin,
W. W., Wigton, et al

2018; 559 (7715): 627-+

Multiplexed precision genome editing with trackable genomic barcodes in yeast. Nature biotechnology

Roy, K. R., Smith, J. D., Vonesch, S. C,, Lin, G., Tu, C. S., Lederer, A. R., Chu, A., Suresh, S., Nguyen, M., Horecka, J., Tripathi, A., Burnett, W. T.,
Morgan, et al

2018

Large-Scale Low-Cost NGS Library Preparation Using a Robust Tn5 Purification and Tagmentation Protocol. G3 (Bethesda, Md.)
Hennig, B. P., Velten, L. n., Racke, I. n,, Tu, C. S., Thoms, M. n., Rybin, V. n., Besir, H. n., Remans, K. n., Steinmetz, L. M.
2018; 8 (1): 79-89

HUMAN HAEMATOPOIETIC STEM CELL DIFFERENTIATION FOLLOWS A CONTINUOUS WADDINGTON-LIKE LANDSCAPE
Haas, S., Velten, L., Raffel, S., Trumpp, A., Essers, M., Steinmetz, L.
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ELSEVIER SCIENCE INC.2017: S101

Human haematopoietic stem cell lineage commitment is a continuous process NATURE CELL BIOLOGY

Velten, L., Haas, S. F., Raffel, S., Blaszkiewicz, S., Islam, S., Hennig, B. P., Hirche, C., Lutz, C., Buss, E. C., Nowak, D., Boch, T., Hofmann, W., Ho,
etal

2017; 19 (4): 271-2

Single-cell transcriptome analysis reveals coordinated ectopic gene-expression patterns in medullary thymic epithelial cells NATURE
IMMUNOLOGY

Brennecke, P., Reyes, A., Pinto, S., Rattay, K., Nguyen, M., Kuechlert, R., Huber, W., Kyewski, B., Steinmetz, L. M.
2015; 16 (9): 933-941

Widespread Co-translational RNA Decay Reveals Ribosome Dynamics. Cell
Pelechano, V., Wei, W., Steinmetz, L. M.
2015; 161 (6): 1400-1412

Genotype-environment interactions reveal causal pathways that mediate genetic effects on phenotype. PLoS genetics
Gagneur, J., Stegle, O., Zhu, C., Jakob, P., Tekkedil, M. M., Aiyar, R. S., Schuon, A., Pe'er, D., Steinmetz, L. M.
2013; 9 (9)

The Genomic and Transcriptomic Landscape of a HeLa Cell Line G3-GENES GENOMES GENETICS

Landry, J. J., Pyl, P. T., Rausch, T., Zichner, T., Tekkedil, M. M., Stuetz, A. M., Jauch, A., Aiyar, R. S., Pau, G., Delhomme, N., Gagneur, J., Korbel, J.
O., Huber, et al

2013; 3 (8): 1213-1224

Extensive transcriptional heterogeneity revealed by isoform profiling. Nature
Pelechano, V., Wei, W., Steinmetz, L. M.
2013; 497 (7447): 127-131

Bidirectional promoters generate pervasive transcription in yeast NATURE
Xu, Z., Wei, W., Gagneur, J., Perocchi, F., Clauder-Muenster, S., Camblong, J., Guffanti, E., Stutz, F., Huber, W., Steinmetz, L. M.
2009; 457 (7232): 1033-U7

High-resolution mapping of meiotic crossovers and non-crossovers in yeast NATURE
Mancera, E., Bourgon, R., Brozzi, A., Huber, W., Steinmetz, L. M.
2008; 454 (7203): 479-U1

Genome sequencing and comparative analysis of Saccharomyces cerevisiae strain YJM789 PROCEEDINGS OF THE NATIONAL ACADEMY
OF SCIENCES OF THE UNITED STATES OF AMERICA

Wei, W., McCusker, J. H., Hyman, R. W., Jones, T., Ning, Y., Cao, Z., Gu, Z., Bruno, D., Miranda, M., Nguyen, M., Wilhelmy, J., Komp, C., Tamse, et
al

2007; 104 (31): 12825-12830

A high-resolution map of transcription in the yeast genome PROCEEDINGS OF THE NATIONAL ACADEMY OF SCIENCES OF THE UNITED
STATES OF AMERICA

David, L., Huber, W., Granovskaia, M., Toedling, J., Palm, C. J., Bofkin, L., Jones, T., Davis, R. W., Steinmetz, L. M.
2006; 103 (14): 5320-5325

CAMK2D causes heart failure in mice with RBM20 cardiomyopathy. Nature cardiovascular research

van den Hoogenhof, M. M., Duran, J., Britto-Borges, T., Sequeira, V., Kemmling, E., Konrad, L., Schreiter, F., Lennermann, D. C., Hartmann, J.,
Schraft, L., Kornienko, J., Bock, T., Kriiger, et al

2026

RBM20 Truncating Variants and Human Cardiomyopathy. JAMA cardiology

Floyd, B. J., Njoroge, J. N., Krysov, V. A., Gomes, B., Murtha, R., Aribeana, C., Cannie, D., Smith, E., Paldino, A., Brown, E. E., Barth, A., llhan, E.,
Johnson, et al

2026

Genome-scale mapping of variant, enhancer and gene function in primary human CD4+ T cells. bioRxiv : the preprint server for biology

Moonen, D. P, Claringbould, A., Gschwind, A. R., Schrod, S., Braunger, J., Feng, C., Rauscher, B., Yi, J., Bi, S. Z., Matthess, Y., Kaulich, M., Acob,
R. A., Ayer, et al

Page 9 of 23



Lars Steinmetz
http://cap.stanford.edu/profiles/Lars_Steinmetz/

2026

Harnessing lipid-driven immunometabolic pathways in omental metastases to enhance immunotherapy in patients with ovarian
cancer. Signal transduction and targeted therapy

Suarez-Carmona, M., Hampel, M., Zhang, X. W., P6chmann, A., Grauling-Halama, S. A., Valous, N. A., Charoentong, P., Ferber, D., Wissfeld, J.,
Héflich, A., Goriely, S., Detavernier, A., Azouz, et al

2026; 11 (1)

Sarcomeric remodelling in human heart failure unraveled by single molecule long read sequencing. EMBO molecular medicine

Haas, J., Schudy, S., Rauscher, B., Munoz Verdu, A., RoSSkopf, S., Reich, C., Donmez Yalcin, G., Yalcin, A., Seeger, T., Dieterich, C., Taft, M. H.,
Freichel, M., Grimm, et al

2026

Prime editing corrects the dilated cardiomyopathy causing RBM20-P633L-mutation in human cardiomyocytes. Molecular therapy. Nucleic
acids

Roman, A., Zimmer, A., Gotthardt, M., Steinmetz, L. M., Kiihn, R., Dang, T.
2025; 36 (4): 102734

Prime editing corrects the dilated cardiomyopathy causing RBM20-P633L-mutation in human cardiomyocytes MOLECULAR THERAPY
NUCLEIC ACIDS

Roman, A., Zimmer, A., Gotthardt, M., Steinmetz, L. M., Kuehn, R., Dang, T.
2025; 36 (4)

The editable landscape of the yeast genome reveals hotspots of structural variant formation. Science advances
Li, S., Vonesch, S. C., Roy, K. R, Tu, C. S., Steudle, F., Nguyen, M., Jann, C., Steinmetz, L. M.
2025; 11 (44): eady9875

Golden Gate Assembly of Transcriptional Unit Libraries into a Rearrangeable Gene Cluster. Methods in molecular biology (Clifton, N.J.)
Hughes, A. L., Steinmetz, L. M.
2025; 2850: 387-416

AAV9-Mediated TNPO3 Overexpression in the Heart Rescues RBM20 Cardiomyopathy in Mice. Circulation
Kornienko, J., Schraft, L., Fenzl, K., van den Hoogenhof, M. M., Steinmetz, L. M.
2025; 152 (10): 739-742

Enhancer-targeting CRISPR screens at coronary artery disease loci suggest shared mechanisms of disease risk. medRxiv : the preprint
server for health sciences

Ramste, M., Weldy, C., Kundu, S., Zhao, Q,, Li, D., Brand, K., Sharma, D., Ramste, A., Jagoda, E., Ray, J., Caceres, R. D., Galante, J., Gschwind, et
al

2025

Functional phenotyping of genomic variants using joint multiomic single-cell DNA-RNA sequencing. Nature methods

Lindenhofer, D., Bauman, J. R., Hawkins, J. A., Fitzgerald, D., Yildiz, U., Jung, H., Korosteleva, A., Marttinen, M., Kueblbeck, M., Zaugg, J. B., Noh,
K. M., Dietrich, S., Huber, et al

2025

Plasmodium falciparum egress disrupts endothelial junctions and activates JAK-STAT signaling in a microvascular 3D blood-brain barrier
model. Nature communications

Piatti, L., Batzilla, A., Nakaki, F., Fleckenstein, H., Korbmacher, F., Long, R. K., Schraivogel, D., Hawkins, J. A., Romero-Urufiuela, T., Lépez-
Gutiérrez, B., Sanz Sender, S., Schwab, Y., Steinmetz, et al

2025; 16 (1): 7262

Clonal tracing with somatic epimutations reveals dynamics of blood ageing NATURE

Scherer, M., Singh, |, Braun, M., Szu-Tu, C., Sanchez Sanchez, P., Lindenhofer, D., Jakobsen, N., Korber, V., Kardorff, M., Nitsch, L., Kautz, P.,
Ruhle, J., Bianchi, et al

2025

A CRISPR/Cas9-based enhancement of high-throughput single-cell transcriptomics. Nature communications

Pandey, A. C., Bezney, J., DeAscanis, D., Kirsch, E. B., Ahmed, F., Crinklaw, A., Choudhary, K. S., Mandala, T., Deason, J., Hamidi, J. S., Siddique,
A., Ranganathan, S., Brown, et al

2025; 16 (1): 4664
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tRNA modifications tune m6A-dependent mRNA decay. Cell

Linder, B., Sharma, P., Wu, J., Birbaumer, T., Eggers, C., Murakami, S., Ott, R. E., Fenzl, K., Vorgerd, H., Erhard, F., Jaffrey, S. R., Leidel, S. A,,
Steinmetz, et al

2025

A single-cell resolved genotype-phenotype map using genome-wide genetic and environmental perturbations. Nature communications
Nadal-Ribelles, M., Solé, C., Diez-Villanueva, A., Stephan-Otto Attolini, C., Matas, Y., Steinmetz, L., de Nadal, E., Posas, F.
2025; 16 (1): 2645

Uterine Injury Leads to Placental and Embryonic Defects in Future Pregnancies in Mice
Zhang, E. T., Wells, K. L., Bergman, A. J., Ryan, E. E., Steinmetz, L. M.
SPRINGER HEIDELBERG.2025: 153A

Genome recombination on demand. Science (New York, N.Y.)
Seczynska, M., Steinmetz, L. M.
2025; 387 (6733): 477-478

Integration of genetic and chromatin modification data pinpoints autoimmune-specific remodeling of enhancer landscape in
CD4+Tcells. Cell reports

Daga, N., Servaas, N. H., Kisand, K., Moonen, D., Arnold, C., Reyes-Palomares, A., Kaleviste, E., Kingo, K., Kuuse, R., Ulst, K., Steinmetz, L.,
Peterson, P., Nakic, et al

2024; 43 (10): 114810

Mitoclone2: an R package for elucidating clonal structure in single-cell RNA-sequencing data using mitochondrial variants. NAR genomics
and bioinformatics

Story, B., Velten, L., Ménke, G., Annan, A., Steinmetz, L.
2024; 6 (3): lgae095

Deciphering the impact of genomic variation on function. Nature
2024; 633 (8028): 47-57

Author Correction: Myt1l safeguards neuronal identity by actively repressing many non-neuronal fates. Nature

Mall, M., Kareta, M. S., Chanda, S., Ahlenius, H., Perotti, N., Zhou, B., Grieder, S. D., Ge, X., Drake, S., Ang, C. E., Walker, B. M., Vierbuchen, T,,
Fuentes, et al

2024

Histone deacetylase Hos2 regulates protein expression noise by potentially modulating the protein translation machinery. Nucleic acids
research

Lin, W. H., Opoc, F. J., Liao, C. W., Roy, K. R., Steinmetz, L. M., Leu, J. Y.
2024

Targeted Perturb-seq enables genome-scale genetic screens in single cells. Nature methods
Schraivogel, D., Gschwind, A. R., Milbank, J. H., Leonce, D. R., Jakob, P., Mathur, L., Korbel, J. O., Merten, C. A, Velten, L., Steinmetz, L. M.
2020

A Circulating Bioreactor Reprograms Cancer Cells Toward a More Mesenchymal Niche. Advanced biosystems
Calamak, S., Ermis, M., Sun, H., Islam, S., Sikora, M., Nguyen, M., Hasirci, V., Steinmetz, L. M., Demirci, U.
2020; 4 (2): 1900139

A Circulating Bioreactor Reprograms Cancer Cells Toward a More Mesenchymal Niche ADVANCED BIOSYSTEMS
Calamak, S., Ermis, M., Sun, H., Islam, S., Sikora, M., Nguyen, M., Hasirci, V., Steinmetz, L. M., Demirci, U.
2020

iPSC Modeling of RBM20-Deficient DCM Identifies Upregulation of RBM20 as a Therapeutic Strategy. Cell reports

Briganti, F. n., Sun, H. n., Wei, W. n., Wu, J. n., Zhu, C. n,, Liss, M. n., Karakikes, I. n., Rego, S. n., Cipriano, A. n., Snyder, M. n., Meder, B. n., Xu, Z.
n., Millat, et al

2020; 32 (10): 108117

GOTI, a method to identify genome-wide off-target effects of genome editing in mouse embryos. Nature protocols
Zuo, E. n,, Sun, Y. n., Wei, W. n., Yuan, T. n., Ying, W. n., Sun, H. n., Yuan, L. n., Steinmetz, L. M., Li, Y. n,, Yang, H. n.
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2020

TIF-Seq2 disentangles overlapping isoforms in complex human transcriptomes. Nucleic acids research
Wang, J. n., Li, B. n., Marques, S. n., Steinmetz, L. M., Wei, W. n., Pelechano, V. n.
2020

Dysregulated ribonucleoprotein granules promote cardiomyopathy in RBM20 gene-edited pigs. Nature medicine

Schneider, J. W., Oommen, S. n., Qureshi, M. Y., Goetsch, S. C., Pease, D. R,, Sundsbak, R. S., Guo, W. n., Sun, M. n., Sun, H. n., Kuroyanagi, H.
n., Webster, D. A, Coutts, A. W., Holst, et al

2020

GOTI, a method to identify genome-wide off-target effects of genome editing in mouse embryos. Nature protocols
Zuo, E. n,, Sun, Y. n., Wei, W. n., Yuan, T. n., Ying, W. n., Sun, H. n., Yuan, L. n., Steinmetz, L. M., Li, Y. n,, Yang, H. n.
2020

Chromatin-sensitive cryptic promoters putatively drive expression of alternative protein isoforms in yeast. Genome research
Wei, W., Hennig, B. P., Wang, J., Zhang, Y., Piazza, |., Pareja Sanchez, Y., Chabbert, C. D., Adjalley, S. H., Steinmetz, L. M., Pelechano, V.
2019

Yeast Single-cell RNA-seq, Cell by Cell and Step by Step. Bio-protocol
Nadal-Ribelles, M., Islam, S., Wei, W., Latorre, P., Nguyen, M., de Nadal, E., Posas, F., Steinmetz, L. M.
2019; 9 (17): e3359

Select sequencing of clonally expanded CD8+ T cells reveals limits to clonal expansion. Proceedings of the National Academy of Sciences of
the United States of America

Huang, H., Sikora, M. J., Islam, S., Chowdhury, R. R., Chien, Y., Scriba, T. J., Davis, M. M., Steinmetz, L. M.
2019

Regional Variation in RBM20 Causes a Highly Penetrant Arrhythmogenic Cardiomyopathy. Circulation. Heart failure

Parikh, V. N., Caleshu, C., Reuter, C., Lazzeroni, L. C., Ingles, J., Garcia, J., McCaleb, K., Adesiyun, T., Sedaghat-Hamedani, F., Kumar, S., Graw, S.,
Gigli, M., Stolfo, et al

2019; 12 (3): 005371

Evolthon: A community endeavor to evolve lab evolution PLOS BIOLOGY

Strauss, S., Schirman, D., Jona, G., Brooks, A. N., Kunjapur, A. M., Ba, A., Flint, A., Solt, A., Mershin, A., Dixit, A., Yona, A. H., Csorgo, B., Busby, et
al

2019; 17 (3): e3000182

Cytosine base editor generates substantial off-target single-nucleotide variants in mouse embryos. Science (New York, N.Y.)
Zuo, E., Sun, Y., Wei, W., Yuan, T,, Ying, W., Sun, H., Yuan, L., Steinmetz, L. M., Li, Y., Yang, H.
2019

Sensitive high-throughput single-cell RNA-seq reveals within-clonal transcript correlations in yeast populations. Nature microbiology
Nadal-Ribelles, M., Islam, S., Wei, W., Latorre, P., Nguyen, M., de Nadal, E., Posas, F., Steinmetz, L. M.
2019

Combined single-cell and spatial transcriptomics reveal the molecular, cellular and spatial bone marrow niche organization. Nature cell
biology

Baccin, C. n., Al-Sabah, J. n., Velten, L. n., Helbling, P. M., Griinschlager, F. n., Hernandez-Malmierca, P. n., Nombela-Arrieta, C. n., Steinmetz, L. M.,
Trumpp, A. n., Haas, S. n.

2019

Biological plasticity rescues target activity in CRISPR knock outs. Nature methods

Smits, A. H., Ziebell, F. n., Joberty, G. n., Zinn, N. n., Mueller, W. F., Clauder-Minster, S. n., Eberhard, D. n., Falth Savitski, M. n., Grandi, P. n.,
Jakob, P. n., Michon, A. M., Sun, H. n., Tessmer, et al

2019

Liver-specific deletion of Ngly1 causes abnormal nuclear morphology and lipid metabolism under food stress. Biochimica et biophysica
acta. Molecular basis of disease

Fujihira, H. n., Masahara-Negishi, Y. n., Akimoto, Y. n., Hirayama, H. n., Lee, H. C., Story, B. A., Mueller, W. F., Jakob, P. n., Clauder-Munster, S. n.,
Steinmetz, L. M., Radhakrishnan, S. K., Kawakami, H. n., Kamada, et al
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2019: 165588

Opposing T cell responses in experimental autoimmune encephalomyelitis. Nature

Saligrama, N. n., Zhao, F. n., Sikora, M. J., Serratelli, W. S., Fernandes, R. A,, Louis, D. M., Yao, W. n., Ji, X. n., Idoyaga, J. n., Mahajan, V. B.,
Steinmetz, L. M., Chien, Y. H., Hauser, et al

2019

Genetic analysis reveals functions of atypical polyubiquitin chains. eLife

Meza Gutierrez, F., Simsek, D., Mizrak, A., Deutschbauer, A., Braberg, H., Johnson, J., Xu, J., Shales, M., Nguyen, M., Tamse-Kuehn, R., Paim, C.,
Steinmetz, L. M., Krogan, et al

2018; 7

Conventional and Neo-antigenic Peptides Presented by beta Cells Are Targeted by Circulating Naive CD8+T Cells in Type 1 Diabetic and
Healthy Donors CELL METABOLISM

Gonzalez-Duque, S., Azoury, M., Colli, M. L., Afonso, G., Turatsinze, J., Nigi, L., Lalanne, A., Sebastiani, G., Carre, A., Pinto, S., Culina, S., Corcos,
N., Bugliani, et al

2018; 28 (6): 946-+

High Frequency Actionable Pathogenic Exome Variants in an Average-Risk Cohort. Cold Spring Harbor molecular case studies

Rego, S., Dagan-Rosenfeld, O., Zhou, W., Sailani, M. R., Limcaoco, P., Colbert, E., Avina, M., Wheeler, J., Craig, C., Salins, D., Rost, H. L., Dunn, J.,
McLaughlin, et al

2018

Regional Variation in RBM20 Causes a Highly Penetrant Arrhythmogenic Cardiomyopathy.

Parikh, V. N., Caleshu, C., Reuter, C., Lazzeroni, L., Ingles, J., Kumar, S., Garcia, J., McCaleb, K., Adesiyun, T., Dedaghat-Hamedani, F., Graw, S.,
Gigli, M., Stolfo, et al

LIPPINCOTT WILLIAMS & WILKINS.2018

Gain of CTCF-Anchored Chromatin Loops Marks the Exit from Naive Pluripotency. Cell systems

Pekowska, A., Klaus, B., Xiang, W., Severino, J., Daigle, N., Klein, F. A., Oles, M., Casellas, R., Ellenberg, J., Steinmetz, L. M., Bertone, P., Huber,
W.

2018

Rpd3L HDAC links H3K4me3 to transcriptional repression memory NUCLEIC ACIDS RESEARCH
Lee, B., Choi, A., Kim, J., Jun, Y., Woo, H., Ha, S., Yoon, C., Hwang, J., Steinmetz, L., Buratowski, S., Lee, S., Kim, H., Kim, et al
2018; 46 (16): 8261-74

NAD(P)HX repair deficiency causes central metabolic perturbations in yeast and human cells FEBS JOURNAL
Becker-Kettern, J., Paczia, N., Conrotte, J., Zhu, C., Fiehn, O., Jung, P. P., Steinmetz, L. M., Linster, C. L.
2018; 285 (18): 3376-3401

HEXx: A heterologous expression platform for the discovery of fungal natural products SC/IENCE ADVANCES

Harvey, C. J. B., Tang, M., Schlecht, U., Horecka, J., Fischer, C. R., Lin, H., Li, J., Naughton, B., Cherry, J., Miranda, M., Li, Y., Chu, A. M., Hennessy,
etal

2018; 4 (4): eaar5459

Multiplexed ChIP-Seq Using Direct Nucleosome Barcoding: A Tool for High-Throughput Chromatin Analysis. Methods in molecular biology
(Clifton, N.J.)

Chabbert, C. D., Adjalley, S. H., Steinmetz, L. M., Pelechano, V. n.
2018; 1689: 177-94

Evolutionary-like selection on-a-chip: Using microfluidics to isolate the fittest sperm
Chinnasamy, T., Kingsley, J., Durmus, N. G., Turek, P. J., Rosen, M. P., Behr, B., Steinmetz, L. M., Tuzel, E., Demirci, U.
OXFORD UNIV PRESS.2017: 187-88

A new fate mapping system reveals context-dependent random or clonal expansion of microglia. Nature neuroscience

Tay, T. L., Mai, D., Dautzenberg, J., Fernandez-Klett, F., Lin, G., SAGAR, Datta, M., Drougard, A., Stempfl, T., Ardura-Fabregat, A., Staszewski, O.,
Margineanu, A., Sporbert, A., et al

2017; 20 (6): 793-803

Assembly of functionally integrated human forebrain spheroids NATURE

Page 13 of 23



Lars Steinmetz
http://cap.stanford.edu/profiles/Lars_Steinmetz/

Birey, F., Andersen, J., Makinson, C. D., Islam, S., Wei, W., Huber, N., Fan, H. C., Metzler, K. R., Panagiotakos, G., Thom, N., O'Rourke, N. A.,
Steinmetz, L. M., Bernstein, et al

2017; 545 (7652): 54-2

Modulating Crossover Frequency and Interference for Obligate Crossovers in Saccharomyces cerevisiae Meiosis G3-GENES GENOMES
GENETICS

Chakraborty, P., Pankajam, A. V., Lin, G., Dutta, A., Nandanan, K. G., Tekkedil, M. M., Shinohara, A., Steinmetz, L. M., Thazath, N. K.
2017;7 (5): 1511-1524

INO8O0 represses osmostress induced gene expression by resetting promoter proximal nucleosomes NUCLEIC ACIDS RESEARCH
Klopf, E., Schmidt, H. A., Clauder-Muenster, S., Steinmetz, L. M., Schueller, C.
2017; 45 (7): 3752-3766

Myt1l safeguards neuronal identity by actively repressing many non-neuronal fates NATURE

Mall, M., Kareta, M. S., Chanda, S., Ahlenius, H., Perotti, N., Zhou, B., Grieder, S. D., Ge, X., Drake, S., Ang, C. E., Walker, B. M., Vierbuchen, T,,
Fuentes, et al

2017; 544 (7649): 245-?

A method for high-throughput production of sequence-verified DNA libraries and strain collections. Molecular systems biology

Smith, J. D., Schlecht, U., Xu, W., Suresh, S., Horecka, J., Proctor, M. J., Aiyar, R. S., Bennett, R. A., Chu, A, Li, Y. F,, Roy, K., Davis, R. W.,
Steinmetz, et al

2017; 13 (2): 913-2

Inhibition of NGLY1 Inactivates the Transcription Factor Nrf1 and Potentiates Proteasome Inhibitor Cytotoxicity. ACS central science

Tomlin, F. M., Gerling-Driessen, U. I, Liu, Y. C., Flynn, R. A., Vangala, J. R., Lentz, C. S., Clauder-Muenster, S. n., Jakob, P. n., Mueller, W. F.,
Ordofiez-Rueda, D. n., Paulsen, M. n., Matsui, N. n., Foley, et al

2017; 3 (11): 1143-55

The State of Systems Genetics in 2017. Cell systems

Baliga, N. S., Bjorkegren, J. L., Boeke, J. D., Boutros, M. n., Crawford, N. P., Dudley, A. M., Farber, C. R., Jones, A. n., Levey, A. |., Lusis, A. J., Mak,
H. C., Nadeau, J. H., Noyes, et al

2017; 4 (1): 7-15

Genome Dynamics of HybridSaccharomyces cerevisiaeDuring Vegetative and Meiotic Divisions. G3 (Bethesda, Md.)
Dutta, A. n,, Lin, G. n., Pankajam, A. V., Chakraborty, P. n., Bhat, N. n., Steinmetz, L. M., Nishant, K. T.
2017; 7 (11): 3669-79

Modulation of mRNA and IncRNA expression dynamics by the Set2-Rpd3S pathway NATURE COMMUNICATIONS
Kim, J. H., Lee, B. B., Oh, Y. M., Zhu, C., Steinmetz, L. M., Lee, Y., Kim, W. K, Lee, S. B., Buratowski, S., Kim, T.
2016; 7

A privacy-preserving solution for compressed storage and selective retrieval of genomic data. Genome research
Huang, Z., Ayday, E., Lin, H., Aiyar, R. S., Molyneaux, A., Xu, Z., Fellay, J., Steinmetz, L. M., Hubaux, J.
2016

A global genetic interaction network maps a wiring diagram of cellular function SCIENCE

Costanzo, M., VanderSluis, B., Koch, E. N., Baryshnikova, A., Pons, C., Tan, G., Wang, W., Usaj, M., Hanchard, J., Lee, S. D., Pelechano, V., Styles,
E. B., Billmann, et al

2016; 353 (6306): 1381-?

A global genetic interaction network maps a wiring diagram of cellular function. Science (New York, N.Y.)

Costanzo, M., VanderSiluis, B., Koch, E. N., Baryshnikova, A., Pons, C., Tan, G., Wang, W., Usaj, M., Hanchard, J., Lee, S. D., Pelechano, V., Styles,
E. B., Billmann, et al

2016; 353 (6306)

Principles for RNA metabolism and alternative transcription initiation within closely spaced promoters NATURE GENETICS
Chen, Y., Pai, A. A., Herudek, J., Lubas, M., Meola, N., Jaervelin, A. |., Andersson, R., Pelechano, V., Steinmetz, L. M., Jensen, T. H., Sandelin, A.
2016; 48 (9): 984-?
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2016; 17 (1): 45-?

Genome-Wide Identification of Alternative Polyadenylation Events Using 3'T-Fill. Methods in molecular biology (Clifton, N.J.)
Wilkening, S., Pelechano, V., Steinmetz, L. M.
2016; 1358: 295-302

Loss of the Yeast SR Protein NpI3 Alters Gene Expression Due to Transcription Readthrough PLOS GENETICS
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