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EDUCATION Ph.D., Computer Science, Columbia University, October 2002.
M.S., Computer Science, Columbia University, May 2000.
B.S., Computer Science (with Honors), University of Chicago, May 1997.
B.A., Economics (with Honors), University of Chicago, May 1997.
B.S., Mathematics, University of Chicago, May 1997.

WORK EXPERIENCE
Professor and Chair: Department of Computational Medicine. University of California,
Los Angeles. December 2017 - present.
Professor: Department of Computer Science. Department of Human Genetics. University
of California, Los Angeles. July 2014 - present.
Associate Professor: Department of Computer Science. Department of Human Genetics.
University of California, Los Angeles. July 2009 - June 2014.
Assistant Professor: Department of Computer Science. Department of Human Genetics.
University of California, Los Angeles. October 2006 - June 2009.
Assistant Professor in Residence: Department of Computer Science and Engineering.
University of California, San Diego. July 2003 - October 2006.
Post Doctoral Researcher: School of Computer Science and Engineering. The Hebrew
University. October 2002 - July 2003.

PROFESSIONAL AND LEADERSHIP ACTIVITIES
UCLA Department of Computational Medicine, Founding Chair. 2017- present.

• The Department of Computaitonal Medicine is a department that spans the Henry
Samueli School of Engineering, the David Geffen School of Medicine and the UCLA
Health System with the goal of developing a data science community the will lever-
age advances in genomic and artificial intelligence to improve patient care in the
UCLA Health System.

• Expanded scope of existing Department of Biomathematics to broader scope encom-
passing the research areas of Computational Genomics, Medical Imaging, Meachine
Learning in Health Data and Mathematical Modeling.

• Since 2017, appointed 18 faculty to the department through external recruitments
and appointment of existing UCLA faculty covering all departmental research ar-
eas. Many of the faculty have won awards including appointment as Sloan Research
Fellowships and International Society of Computational Biology Fellows.

• Developed the AI in Medicine research program which provides access to UCLA
Health System data to UCLA researchers enabling data science collaborations with
clinical units.

UCLA Bioinformatics.



• Co-authored the original proposal for creating the UCLA Bioinformatics Ph.D. pro-
gram in 2007

• Founded the Undergraduate Bioinformatics Minor academic degree program in 2012
and currently serves as Co-director of the minor

• Developed the rigorous computational core curriculum for the program including
authoring the curriculum for 3 of the core courses and guiding the curriculum for the
remaining by serving as chair of the curriculum committee since the inception of the
program. Taught over 20 core courses in the program.

• Played a role in recruiting 22 faculty who are now members of the Bioinformatics
community turning UCLA into a powerhouse in the area.

Computational Genomics Summer Institute.

• The Computational Genomics Summer Institute is an annual program four week pro-
gram at UCLA held each summer that brings more than 50 faculty and 100 advanced
graduate student and postdoc trainees to UCLA. The program was held in person
from 2016-2019 and resumes in 2022.

• Co-founded the annual CGSI in 2016 currently serving as Co-director.

• Obtained NIH R25 funding to support 10 years of the program (two 5 year grants)
with funding through 2026.

Bruins In Genomics Undergraduate Research Program.

• Co-founded the Bruins in Genomics Undergraduate Research Program in 2016 which
recruits dozens of undergraduate students into summer research experiences hosted
at UCLA.

• Goals of the program include developing recruitment pipelines for the UCLA Bioin-
formatics Ph.D. program as well as increase the diveristy in the field

• Serves as PI on multiple NIH R25 grants funding the program.

UCLA SwabSeq COVID-19 Diagnostic Technology.

• Leads the UCLA SwabSeq COVID-19 Diagnostic Laboratory which developed novel
next-generation seqeuncing based diagnostic test and deployed technology within 6
months.

• Core technology developed in April 2020 in collaboration with small group of faculty
at UCLA and FDA Emergency Use Authorization obtained in October 2020.

• Provides testing for multiple universities including UCLA, UCSB, UCSC, Caltech,
Pepperdine, and Cal States. Additional partnerships with the Los Angeles Unified
School District and California Department of Public Health.

• Preformed over 1,500,000 diagnostic tests with revenues of over $40,000,000.

• Principal Invesitagor on $13.3 million NIH Rapid Acceleration of Diagnostics (RADx)
to expand the laboratory testing capacity.

TEACHING EXPERIENCE
Instructor: Computational Genetics.
University of California, Los Angeles, Spring 2007, Spring 2008, Spring 2009, Spring



2010, Spring 2011, Spring 2012, Winter 2013, Spring 2014, Spring 2015, Spring 2016.
Fall 2021
Instructor: Algorithms in Systems Biology and Bioinformatics.
University of California, Los Angeles, Fall 2014, Winter 2016. Winter 2017. Winter 2018.
Spring 2019. Spring 2020.
Instructor: Introduction to Bioinformatics.
University of California, Los Angeles, Fall 2010.
Instructor: Current Topics in Bioinformatics.
University of California, Los Angeles, Winter 2008, Fall 2008, Winter 2010, Fall 2011,
Fall 2012.
Instructor: Research Training in Bioinformatics (undergraduate).
University of California, San Diego, Winter 2005, Spring 2005.
Instructor: Introduction to Computer Programming in Java.
Columbia University, Spring 1999.
Instructor: Introduction to Computers.
Barnard College Pre-College Program, Summers 1998, 1999, 2000.
Teaching Assistant: Columbia University, 1997-1998.
Machine Learning, Speech Processing.
Teaching Assistant: University of Chicago, 1994-1997.
Junior Tutor for Calculus.

JOURNAL EDITORIAL SERVICE
Genetics, Associate Editor, 2015-present.
Americal Journal of Human Genetics, Associate Editor, 2012-2015.

CONFERENCE PROGRAM COMMITTEE AND REVIEWING
Conference Steering Committee: Research in Computational Molecular Biology (RE-
COMB), 2017-present.
RECOMB Satellite Workshop on Genetics, 2016-present.
RECOMB Satellite Workshop on Regulatory Genomics, 2004-2007 (Chair).
Conference Program Committee: The Thirteenth Workshop on Algorithms in Bioinfor-
matics (WABI-2013), 2013.
The Twenty First Annual International Conference on Intelligent Systems in Molecular
Biology (ISMB-2013), 2013 (Area Chair).
Population Quantitative Genetics Conference, 2012.
Second Annual RECOMB Satellite Meeting on Sequencing (RECOMB-seq), 2012 (Chair).
The Sixteenth Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2012), 2012.
The Eleventh Workshop on Algorithms in Bioinformatics (WABI-2011), 2011.
The Nineteenth Annual International Conference on Intelligent Systems in Molecular Bi-
ology (ISMB-2011), 2011 (Area Chair).
First Annual RECOMB Satellite Workshop on Massively Parallel Sequencing (RECOMB-
SEQ-2011), 2011.
The Fifteenth Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2011), 2011.
The 2011 Pacific Symposium on Biocomputing (PSB-2011), 2011 (Session Organizing
Committee).
NIPS 2010 workshop on Machine Learning in Computational Biology (MLCB-2010),



2010.
The Seventh Annual RECOMB Satellite Workshop on Regulatory Genomics, 2010.
The Eighteenth Annual International Conference on Intelligent Systems in Molecular Bi-
ology (ISMB-2010), 2010 (Area Chair).
The Fourteenth Annual International Conference on Research in Computational Molecu-
lar Biology (RECOMB-2010), 2010.
NIPS 2009 workshop on Machine Learning in Computational Biology, 2009.
The Sixth Annual RECOMB Satellite Workshop on Regulatory Genomics, 2009.
The Ninth Workshop on Algorithms in Bioinformatics (WABI-2009), 2009.
The Seventeenth Annual International Conference on Intelligent Systems in Molecular Bi-
ology (ISMB-2009), 2009 (Area Chair).
The Thirteenth Annual International Conference on Research in Computational Molecu-
lar Biology (RECOMB-2009), 2009.
Advances in Neural Information Processing Systems 21 (NIPS-2008), 2008 (Area Chair).
The Fifth Annual RECOMB Satellite Workshop on Regulatory Genomics, 2008.
The Eighth Workshop on Algorithms in Bioinformatics (WABI-2008), 2008.
The Twelfth Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2008), 2008.
NIPS 2007 New Problems and Methods in Computational Biology Workshop, 2007.
The Fourth Annual RECOMB Satellite Workshop on Regulatory Genomics, 2007.
The Fifteenth Annual International Conference on Intelligent Systems in Molecular Biol-
ogy (ISMB-2007), 2007.
The Twenty Fourth International Conference on Machine Learning (ICML-2007), 2007.
The Eleventh Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2007), 2007.
NIPS 2006 New Problems and Methods in Computational Biology Workshop, 2006.
The Twenty Third International Conference on Machine Learning (ICML-2006), 2006.
The Third Annual RECOMB Satellite Workshop on Regulatory Genomics, 2006.
NIPS 2005 New Problems and Methods in Computational Biology Workshop, 2005.
The Second Annual RECOMB Satellite Workshop on Regulatory Genomics, 2005 (Chair).
The Twenty Second International Conference on Machine Learning (ICML-2005), 2005.
The Ninth Annual International Conference on Research in Computational Molecular Bi-
ology (RECOMB-2005), 2005.
NIPS 2004 New Problems and Methods in Computational Biology Workshop, 2004.
The First Annual RECOMB Satellite Workshop on Regulatory Genomics, 2004 (Chair).
The Twenty First International Conference on Machine Learning (ICML-2004), 2004.
The Twentieth International Conference on Machine Learning (ICML-2003), 2003.
Workshop on Data Mining for Computer Security (DMSEC-2004), 2004.
Workshop on Data Mining for Computer Security (DMSEC-2003), 2003.
Conference Organizing Committee: Computational Genomics Summer Institute 2016 -
present, (Co-Director).
The Twenteith Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2016), 2016
Conference Chair.
Mathematical and Computational Approaches in High-Throughput Genomics, Institute of
Pure and Applied Mathematics, University of California, Los Angeles, 2011.
RECOMB Satellite Workshop on Regulatory Genomics, 2004-2006 (Chair).
The Tenth Annual International Conference on Research in Computational Molecular Bi-
ology (RECOMB-2006), 2006 (Tenth Year Anniversary Committee Chair).



Journal Referee: Annals of Applied Statistics, 2012. Gastroenterology, 2012. Commu-
nications of the ACM, 2012. Statistical Applications in Genetics and Molecular Biology.
2011. Genome Biology. 2011. Proceedings of the National Academy of Sciences, 2007.
Nature Genetics, 2007, 2008, 2010, 2011, 2012, 2013, 2014, 2015, 2017. Nucleic Acids
Research, 2007. Molecular Systems Biology, 2007, 2008. Genome Research, 2004, 2005,
2007, 2008, 2011, 2012, 2013, 2014, 2015. PLoS Genetics, 2008, 2009, 2010, 2012,
2013, 2014, 2015. Genetics, 2009, 2010, 2011, 2013, 2014, 2015. Genetic Epidemiology,
2010, 2011. Nature Methods, 2009, 2011, 2014, 2015. PLoS Computational Biology,
2005, 2007, 2008, 2010, 2011, 2012, 2013. American Journal of Human Genetics, 2005,
2006, 2007, 2010, 2011, 2012, 2013, 2014, 2015, 2016, 2017. Genes, Brain and Behav-
ior, 2011. IEEE Transactions on Computational Biology and Bioinformatics, 2005, 2006,
2007, 2008. Journal of the American Statistical Association, 2010. Pharmacogenomics,
2008. Journal of Neuroscience Methods, 2007. Journal of Molecular Genetics, 2007.
IEEE Transactions on Knowledge and Data Engineering, 2005. BMC Bioinformatics,
2004, 2005, 2007, 2008, 2009. BMC Medical Genetics, 2008. Human Molecular Genet-
ics, 2005, 2006. Bioinformatics, 2003, 2004, 2005, 2006, 2007, 2008.Nature Molecular
Systems Biology, 2006. Journal of Computational Biology, 2004, 2005, 2007, 2009, 2010,
2011, 2014, 2015. Journal of Bioinformatics and Computational Biology, 2003, 2007,
2008. IEEE Transactions on Systems, Man and Cybernetics, 2002, 2003.
Conference Reviewer: Advances in Neural Information Processing Systems 23 (NIPS-
2010), 2010.
Advances in Neural Information Processing Systems 22 (NIPS-2009), 2009.
The 2013 Pacific Symposium on Biocomputing (PSB-2013), 2013.
The 2012 Pacific Symposium on Biocomputing (PSB-2012), 2012.
The 2007 Pacific Symposium on Biocomputing (PSB-2007), 2007.
Advances in Neural Information Processing Systems 20 (NIPS-2007), 2007.
The ACM-SIAM Symposium on Discrete Algorithms (SODA-2007), 2007
The Tenth Annual International Conference on Research in Computational Molecular Bi-
ology (RECOMB-2006), 2006.
The Thirteenth Annual International Conference on Intelligent Systems in Molecular Bi-
ology (ISMB-2005), 2005.
The Eighth Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2004), 2004.
The 2004 Pacific Symposium on Biocomputing (PSB-2004), 2004.
Advances in Neural Information Processing Systems 16 (NIPS-2003), 2003.
The 2003 European Conference on Computational Biology (ECCB-2003), 2003.
The Ninth ACM SIGKDD International Conference on Knowledge Discovery and Data
Mining (KDD-2003), 2003.
The Nineteenth Conference on Uncertainty in Artificial Intelligence (UAI-2003), 2003.
The Seventh Annual International Conference on Research in Computational Molecular
Biology (RECOMB-2003), 2003.
The Eighth ACM SIGKDD International Conference on Knowledge Discovery and Data
Mining (KDD-2002), 2002.
The 2002 ACM SIGMOD International Conference on Management of Data (SIGMOD-
2002), 2002.
The Sixth ACM SIGKDD International Conference on Knowledge Discovery and Data
Mining (KDD-2000), 2000.



PUBLICATIONS

Refereed Journal Papers

1. Hilary A Coller, Stacey Beggs, Samantha Andrews, Jeff Maloy, Alec Chiu, Sriram
Sankararaman, Matteo Pellegrini, Nelson Freimer, Tracy Johnson, Jeanette Papp,
Eleazar Eskin, Alexander Hoffmann. “Bruins-in-Genomics: Evaluation of the im-
pact of a UCLA undergraduate summer program in computational biology on par-
ticipating students.”PLoS One.17(5):e0268861, 2022.

2. Fernando Meyer, Adrian Fritz, Zhi-Luo Deng, David Koslicki, Till Robin Lesker,
Alexey Gurevich, Gary Robertson, Mohammed Alser, Dmitry Antipov, Francesco
Beghini, Denis Bertrand, Jaqueline J Brito, C Titus Brown, Jan Buchmann, Aydin
Bulu, Bo Chen, Rayan Chikhi, Philip T L C Clausen, Alexandru Cristian, Piotr
Wojciech Dabrowski, Aaron E Darling, Rob Egan, Eleazar Eskin, Evangelos Geor-
ganas, Eugene Goltsman, Melissa A Gray, Lars Hestbjerg Hansen, Steven Hofmeyr,
Pingqin Huang, Luiz Irber, Huijue Jia, Tue Sparholt Jrgensen, Silas D Kieser, Terje
Klemetsen, Axel Kola, Mikhail Kolmogorov, Anton Korobeynikov, Jason Kwan,
Nathan LaPierre, Claire Lemaitre, Chenhao Li, Antoine Limasset, Fabio Malcher-
Miranda, Serghei Mangul, Vanessa R Marcelino, Camille Marchet, Pierre Marijon,
Dmitry Meleshko, Daniel R Mende, Alessio Milanese, Niranjan Nagarajan, Jakob
Nissen, Sergey Nurk, Leonid Oliker, Lucas Paoli, Pierre Peterlongo, Vitor C Piro,
Jacob S Porter, Simon Rasmussen, Evan R Rees, Knut Reinert, Bernhard Renard,
Espen Mikal Robertsen, Gail L Rosen, Hans-Joachim Ruscheweyh, Varuni Sarwal,
Nicola Segata, Enrico Seiler, Lizhen Shi, Fengzhu Sun, Shinichi Sunagawa, Sren
Johannes Srensen, Ashleigh Thomas, Chengxuan Tong, Mirko Trajkovski, Julien
Tremblay, Gherman Uritskiy, Riccardo Vicedomini, Zhengyang Wang, Ziye Wang,
Zhong Wang, Andrew Warren, Nils Peder Willassen, Katherine Yelick, Ronghui
You, Georg Zeller, Zhengqiao Zhao, Shanfeng Zhu, Jie Zhu, Ruben Garrido-Oter,
Petra Gastmeier, Stephane Hacquard, Susanne Huler, Ariane Khaledi, Friederike
Maechler, Fantin Mesny, Simona Radutoiu, Paul Schulze-Lefert, Nathiana Smit, Till
Strowig, Andreas Bremges, Alexander Sczyrba, Alice Carolyn McHardy. “Critical
Assessment of Metagenome Interpretation: the second round of challenges.” Nat
Methods. 19(4):429-440, 2022.

3. Longhua Guo, James Boocock, Evann E Hilt, Sukantha Chandrasekaran, Yi Zhang,
Chetan Munugala, Laila Sathe, Noah Alexander, Valerie A Arboleda, Jonathan Flint,
Eleazar Eskin, Chongyuan Luo, Shangxin Yang, Omai B Garner, Yi Yin, Joshua S
Bloom, Leonid Kruglyak. “Genomic epidemiology of the Los Angeles COVID-19
outbreak and the early history of the B.1.43 strain in the USA” BMC Genomics.
23(1):260, 2022.

4. Cinelli, Carlos, Nathan LaPierre, Brian L. Hill, Sriram Sankararaman, Eleazar Eskin.
Robust Mendelian Randomization in the Presence of Residual Population Stratifica-
tion, Batch Effects and Horizontal Pleiotropy. Nature Communications 13 (1): 1093,
2022.

5. LaPierre, Nathan, Kodi Taraszka, Helen Huang, Rosemary He, Farhad Hormozdiari,
and Eleazar Eskin. Identifying Causal Variants by Fine Mapping across Multiple
Studies. PLoS Genetics 17 (9): e1009733, 2021.

6. Bloom, Joshua S., Laila Sathe, Chetan Munugala, Eric M. Jones, Molly Gasperini,
Nathan B. Lubock, Fauna Yarza, Erin M Thompson, Kyle M Kovary, Jimin Park,



Dawn Marquette, Stephania Kay, Mark Lucas, TreQuan Love, A Sina Booeshaghi,
Oliver F Brandenberg, Longhua Guo, James Boocock, Myles Hochman, Scott W
Simpkins, Isabella Lin, Nathan LaPierre, Duke Hong, Yi Zhang, Gabriel Oland,
Bianca Judy Choe, Sukantha Chandrasekaran, Evann E Hilt, Manish J Butte, Robert
Damoiseaux, Clifford Kravit, Aaron R Cooper, Yi Yin, Lior Pachter, Omai B Garner,
Jonathan Flint, Eleazar Eskin, Chongyuan Luo, Sriram Kosuri, Leonid Kruglyak,
Valerie A Arboleda. Massively Scaled-up Testing for SARS-CoV-2 RNA via next-
Generation Sequencing of Pooled and Barcoded Nasal and Saliva Samples. Nature
Biomedical Engineering 5 (7): 65765, 2021.

7. Hormozdiari, Farhad, Junghyun Jung, Eleazar Eskin, and Jong Wha J Joo. MARS:
Leveraging Allelic Heterogeneity to Increase Power of Association Testing. Genome
Biology 22, no. 1: 128, 2021.

8. Goede, Olivia M. de, Daniel C. Nachun, Nicole M. Ferraro, Michael J. Gloudemans,
Abhiram S. Rao, Craig Smail, Tiffany Y. Eulalio, et al. Population-Scale Tissue
Transcriptomics Maps Long Non-Coding RNAs to Complex Disease. Cell 184, no.
10: 263348.e19, 2021.

9. Timothy S Chang, Yi Ding, Malika K Freund, Ruth Johnson, Tommer Schwarz, Julie
M Yabu, Chad Hazlett, Jeffrey N Chiang, David A Wulf, UCLA Precision Health
Data Discovery Repository Working Group; Daniel H Geschwind, Manish J Butte,
Bogdan Pasaniuc. “Pre-existing conditions in Hispanics/Latinxs that are COVID-19
risk factors.” iScience. 24(3):102188., 2021.

10. Cue Hyunkyu Lee, Huwenbo Shi, Bogdan Pasaniuc, Eleazar Eskin, Buhm Han.
“PLEIO: a method to map and interpret pleiotropic loci with GWAS summary statis-
tics.” Am J Hum Genet. 108(1):36-48., 2021.

11. Kiflai Bein, Koustav Ganguly, Timothy M Martin, Vincent J Concel, Kelly A Brant,
Y P Peter Di, Swapna Upadhyay, James P Fabisiak, Louis J Vuga, Naftali Kaminski,
Emrah Kostem, Eleazar Eskin, Daniel R Prows, Ann-Soo Jang, George D Leikauf.
“Genetic determinants of ammonia-induced acute lung injury in mice.” Am J Phys-
iol Lung Cell Mol Physiol. 320(1):L41-L62., 2021.

12. David Goodman-Meza, Akos Rudas, Jeffrey N Chiang, Paul C Adamson, Joseph
Ebinger, Nancy Sun, Patrick Botting, Jennifer A Fulcher, Faysal G Saab, Rachel
Brook, Eleazar Eskin, Ulzee An, Misagh Kordi, Brandon Jew, Brunilda Balliu,
Zeyuan Chen, Brian L Hill, Elior Rahmani, Eran Halperin, Vladimir Manuel. “A
machine learning algorithm to increase COVID-19 inpatient diagnostic capacity.”
PLoS One. 15(9):e0239474., 2020.

13. Lihua Jiang, Meng Wang, Shin Lin, Ruiqi Jian, Xiao Li, Joanne Chan, Guanlan
Dong, Huaying Fang, Aaron E Robinson, GTEx Consortium; Michael P Snyder. “A
Quantitative Proteome Map of the Human Body.” Cell. 183(1):269-283.e19., 2020.

14. Meritxell Oliva, Manuel Muoz-Aguirre, Sarah Kim-Hellmuth, Valentin Wucher, Ariel
D H Gewirtz, Daniel J Cotter, Princy Parsana, Silva Kasela, Brunilda Balliu, Ana
Viuela, Stephane E Caste, Pejman Mohammadi, Franois Aguet, Yuxin Zou, Ekate-
rina A Khramtsova, Andrew D Skol , Diego Garrido-Martn, Ferran Reverter, An-
drew Brown, Patrick Evans, Eric R Gamazon, Anthony Payne, Rodrigo Bonazzola,
Alvaro N Barbeira, Andrew R Hamel, Angel Martinez-Perez, Jos Manuel Soria,
GTEx Consortium; Brando, Hae Kyung Im, Barbara E Engelhardt, Kristin G Ardlie,
Stephen B Montgomery, Alexis J Battle, Tuuli Lappalainen, Roderic Guig, Barbara



E Stranger. “The impact of sex on gene expression across human tissues.” Science.
369(6509):eaba3066., 2020.

15. Stephane E Castel, Franois Aguet, Pejman Mohammadi, GTEx Consortium; Kristin
G Ardlie, Tuuli Lappalainen. “A vast resource of allelic expression data spanning
human tissues.” Genome Biol. 21(1):234., 2020.

16. Nathan LaPierre, Mohammed Alser, Eleazar Eskin, David Koslicki, Serghei Mangul.
“Metalign: efficient alignment-based metagenomic profiling via containment min
hash.” Genome Biol. 21(1):242., 2020.

17. Joshua S Bloom, Eric M Jones, Molly Gasperini, Nathan B Lubock, Laila Sathe,
Chetan Munugala, A Sina Booeshaghi, Oliver F Brandenberg, Longhua Guo, James
Boocock, Scott W Simpkins, Isabella Lin, Nathan LaPierre, Duke Hong, Yi Zhang,
Gabriel Oland, Bianca Judy Choe, Sukantha Chandrasekaran, Evann E Hilt, Manish
J Butte, Robert Damoiseaux, Aaron R Cooper, Yi Yin, Lior Pachter, Omai B Garner,
Jonathan Flint, Eleazar Eskin, Chongyuan Luo, Sriram Kosuri, Leonid Kruglyak,
Valerie A Arboleda. “Swab-Seq: A high-throughput platform for massively scaled
up SARS-CoV-2 testing.” MedRxiv. 2020.08.04.20167874., 2020.

18. Igor Mandric, Jeremy Rotman, Harry Taegyun Yang, Nicolas Strauli, Dennis J Mon-
toya, William Van Der Wey, Jiem R Ronas, Benjamin Statz, Douglas Ya, Velislava
Petrova, Alex Zelikovsky, Roberto Spreafico, Sagiv Shifman, Noah Zaitlen, Maura
Rossetti, K Mark Ansel, Eleazar Eskin, Serghei Mangul. “Author Correction: Profil-
ing immunoglobulin repertoires across multiple human tissues using RNA sequenc-
ing.” Nat Commun. 11(1):4499, 2020.

19. Caitlin Loeffler, Aaron Karlsberg, Lana S Martin, Eleazar Eskin, David Koslicki,
Serghei Mangul. “Correction to: Improving the usability and comprehensiveness of
microbial databases.” BMC Biol. 18(1):92, 2020.

20. Igor Mandric, Jeremy Rotman, Harry Taegyun Yang, Nicolas Strauli, Dennis J Mon-
toya, William Van Der Wey, Jiem R Ronas, Benjamin Statz, Douglas Yao, Velislava
Petrova, Alex Zelikovsky, Roberto Spreafico, Sagiv Shifman, Noah Zaitlen, Maura
Rossetti, K Mark Ansel, Eleazar Eskin, Serghei Mangul. “Profiling immunoglobulin
repertoires across multiple human tissues using RNA sequencing.” Nat Commun.
11(1):3126., 2020.

21. Yi Han, Qiong Jia, Pedram Shafiei Jahani, Benjamin P Hurrell, Calvin Pan, Pin
Huang, Janet Gukasyan, Nicholas C Woodward, Eleazar Eskin, Frank D Gilliland,
Omid Akbari, Jaana A Hartiala, Hooman Allayee. “Genome-wide analysis high-
lights contribution of immune system pathways to the genetic architecture of asthma.”
Nat Commun. 11(1):1776., 2020.

22. Caitlin Loeffler, Aaron Karlsberg, Lana S Martin, Eleazar Eskin, David Koslicki,
Serghei Mangul. “Improving the usability and comprehensiveness of microbial databases.”
BMC Biol. 18(1):37., 2020.

23. Keith Mitchell, Jaqueline J Brito, Igor Mandric, Qiaozhen Wu, Sergey Knyazev,
Sei Chang, Lana S Martin, Aaron Karlsberg, Ekaterina Gerasimov, Russell Littman,
Brian L Hill, Nicholas C Wu, Harry Taegyun Yang, Kevin Hsieh, Linus Chen,
Eli Littman, Taylor Shabani, German Enik, Douglas Yao, Ren Sun, Jan Schroeder,
Eleazar Eskin, Alex Zelikovsky, Pavel Skums, Mihai Pop, Serghei Mangul. “Bench-
marking of computational error-correction methods for next-generation sequencing
data.” Genome Biol. 21(1):71., 2020.



24. Yue Wu, Eleazar Eskin, Sriram Sankararaman. “A Unifying Framework for Im-
puting Summary Statistics in Genome-Wide Association Studies.” Comput Biol.
27(3):418-428., 2020.

25. Hadi Maazi, Jaana A Hartiala, Yuzo Suzuki, Amanda L Crow, Pedram Shafiei Jahani,
Jonathan Lam, Nisheel Patel, Diamanda Rigas, Yi Han, Pin Huang, Eleazar Eskin,
Aldons J Lusis, Frank D Gilliland, Omid Akbari, Hooman Allayee. “A GWAS ap-
proach identifies Dapp1 as a determinant of air pollution-induced airway hyperreac-
tivity.” PLoS Genet. 15(12):e1008528., 2019.

26. Jennifer Zou, Farhad Hormozdiari, Brandon Jew, Stephane E Castel, Tuuli Lap-
palainen, Jason Ernst, Jae Hoon Sul, Eleazar Eskin. “Leveraging allelic imbalance
to refine fine-mapping for eQTL studies.” PLoS Genet. 15(12):e1008481., 2019.

27. Changhoon Lee, Eun Yong Kang, Michael J Gandal, Eleazar Eskin, Daniel H Geschwind.
“Profiling allele-specific gene expression in brains from individuals with autism
spectrum disorder reveals preferential minor allele usage.” Nat Neurosci. 22(9):1521-
1532., 2019.

28. Kunhee Kim, Hyungryul Baik, Chloe Soohyun Jang, Jin Kyung Roh, Eleazar Es-
kin, Buhm Han. “Genomic GPS: using genetic distance from individuals to public
data for genomic analysis without disclosing personal genomes.” Genome Biol.
20(1):175., 2019.

29. Douglas W Yao, Nikolas G Balanis, Eleazar Eskin, Thomas G Graeber. “A linear
mixed model approach to gene expression-tumor aneuploidy association studies.”
Sci Rep. 9(1):11944., 2019.

30. Elior Rahmani, Regev Schweiger, Brooke Rhead, Lindsey A Criswell, Lisa F Bar-
cellos, Eleazar Eskin, Saharon Rosset, Sriram Sankararaman, Eran Halperin. “Cell-
type-specific resolution epigenetics without the need for cell sorting or single-cell
biology.” Nat Commun. 10(1):3417., 2019.

31. Serghei Mangul, Thiago Mosqueiro, Richard J Abdill, Dat Duong, Keith Mitchell,
Varuni Sarwal, Brian Hill, Jaqueline Brito, Russell Jared Littman, Benjamin Statz,
Angela Ka-Mei Lam, Gargi Dayama, Laura Grieneisen, Lana S Martin, Jonathan
Flint, Eleazar Eskin, Ran Blekhman. “Challenges and recommendations to improve
the installability and archival stability of omics computational tools.” PLoS Biol.
20;17(6):e3000333, 2019.

32. Nathan LaPierre, Serghei Mangul, Mohammed Alser, Igor Mandric, Nicholas C. Wu,
David Koslicki, Eleazar Eskin. “MiCoP: microbial community profiling method for
detecting viral and fungal organisms in metagenomic samples.” BMC Genomics.
20(Suppl 5).423, 2019.

33. Serghei Mangul, Lana S. Martin, Brian L. Hill, Angela Ka-Mei Lam, Margaret G.
Distler, Alex Zelikovsky, Eleazar Eskin, Jonathan Flint. “Systematic benchmarking
of omics computational tools.” Nature Communications 10. 1393 2019.

34. Serghei Mangul, Lana S. Martin, Ben Langmead, Javier E. Sanchez-Galan, Ian
Toma, Fereydoun Hormozdiari, Pavel Pevzner, Eleazar Eskin. “How bioinformat-
ics and open data can boost basic science in countries and universities with limited
resources.” Nature Biotechnology 37.324326, 2019.

35. Serghei Mangul, Lana S. Martin, Eleazar Eskin, Ran Blekhman. “Improving the
usability and archival stability of bioinformatics software.” Genome Biology. 20:47,
2019.



36. Jae Hoon Sul, Lana S. Martin, Eleazar Eskin. “Population structure in genetic stud-
ies: Confounding factors and mixed models.” PLoS Genetics. 14(12):e1007309,
2019

37. Dat Duong, Wasi Uddin Ahmad, Eleazar Eskin, Kai-Wei Chang, Jingyi Jessica Li.
“Word and Sentence Embedding Tools to Measure Semantic Similarity of Gene On-
tology Terms by Their Definitions.” Journal of Computational Biology. 26(1):38-
52, 2019.

38. Yue Wu, Farhad Hormozdiari, Jong Wha Joanne Joo, Eleazar Eskin. “Improving
Imputation Accuracy by Inferring Causal Variants in Genetic Studies.” Journal of
Computational Biology, (In Press) 2018.

39. Elior Rahmani, Regev Schweiger, Liat Shenhav, Theodora Wingert, Ira Hofer, Eilon
Gabel, Eleazar Eskin, Eran Halperin. “BayesCCE: a Bayesian framework for esti-
mating cell-type composition from DNA methylation without the need for methyla-
tion reference” Genome Biology. 19:141, 2018.

40. Eric R. Gamazon, Ayellet V. Segr, Martijn van de Bunt, Xiaoquan Wen, Hualin S.
Xi, Farhad Hormozdiari, Halit Ongen, Anuar Konkashbaev, Eske M. Derks, Franois
Aguet, Jie Quan, GTEx Consortium, Dan L. Nicolae, Eleazar Eskin, Manolis Kellis,
Gad Getz, Mark I. McCarthy, Emmanouil T. Dermitzakis, Nancy J. Cox, Kristin G.
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sity of California, Los Angeles.
Buhm Han UCSD Computer Science and Engineering Ph.D. Program. 2005-2009. Now
faculty at Asan Medical Center, Korea.
Chun (Jimmie) Ye UCSD Bioinformatics Ph.D. Program. 2004-2009. Now faculty at
University of California, San Francisco.
Dan He UCLA Computer Science Ph.D. Program. 2008-2012. Now researcher at IBM
Research.
Emrah Kostem UCLA Computer Science Ph.D. Program. 2007-2013. Now researcher at
Human Longevity Institute.
Nicholas Furlotte UCLA Computer Science Ph.D. Program. 2008-2013. Now researcher
at 23andMe.
Jae-Hoon Sul UCLA Computer Science Ph.D. Program. 2008-2013. Now faculty at
UCLA.
Eun Yong Kang UCLA Computer Science Ph.D. Program. 2008-2013. Now researcher
at Human Longevity Institute.
Wen-Yun Yang UCLA Computer Science Ph.D. Program. 2010-2013. Now researcher at
Human Longevity Institute.
Zhanyong Wang UCLA Computer Science Ph.D. Program. 2009-2014. Now at Google.
Jong Wha (Joanne) Joo UCLA Bioinformatics Ph.D. Program. 2010-2015. Now Faculty
at Dongguk University.
Farhad Hormozdiari UCLA Computer Science Ph.D. Program. 2010-2016. Now Scien-
tist at Google Health.
Dat Duong UCLA Computer Science Ph.D. Program. 2014-2020. Now Scientist at NIH
UCLA Masters Student Theses:
Nathan Parrish UCLA Masters Program. 2010-2012. Now at Microsoft.
UCLA Undergraduate Student Theses:
Greg Darnell. UCLA B.S. Computer Science ’13. Now Ph.D. student at Princeton.
Dat Duong. UCLA B.S. Mathematics and Mollecular, Cellular and Developmental Biol-
ogy ’11. Now Ph.D. student at UCLA.
UCSD Undergraduate Student Theses:
Erik Corona. UCSD B.S. CSE Bioinformatics ’07. Undergraduate Thesis, “Identification
of Deletion Polymorphisms using Haplotypes.” Thesis work published at RECOMB-2007.
Graduated Ph.D. program at Stanford.
Robin Friedman. UCSD B.S. CSE Bioinformatics ’05. Undergraduate Thesis, “Dis-
crete profile alignment via constrained information bottleneck.” Thesis work publised at
NIPS-2004. Winner of Honorable Mention from Computer Research Association national
Undergraduate Research Award. Graduated Ph.D. program at MIT.
UCSD Undergraduate/Masters Bioinformatics Research Program: 2004-2006. Su-
pervised many students in context of undergraduate bioinformatics research program.



Columbia University Students Supervised:
Intrusion Detection Systems Project: Spring 2000-Spring 2002. Organized large project
on Intrusion Detection Systems. Typically around 30 students are registered for course
credit to perform research on the project. Students range from sophomores in college to
masters students and have various levels experience and ability. Designed and instituted a
management structure where students are broken up into sub-project teams. Students ben-
efitted with research experience and course credit. Many students successfully completed
an undergraduate or masters thesis.
Columbia University Undergraduate and Masters Theses Supervised:
Andrew Arnold. Columbia University B.A. ’03. Undergraduate Thesis. “Using One-
Class SVM for Computer Forensics”. Thesis work published in DMSA-2002. Current
Ph.D. student at CMU.
Frank Apap. Columbia University B.A. ’02. Undergraduate Thesis. “Registry Anomaly
Detection”. Thesis work published in RAID-2002. Winner of Honorable Mention from
Computer Research Association national Undergraduate Research Award.
Andrew Honig. Columbia University B.A. ’02. Undergraduate Thesis. “Adaptive Model
Generation”. Thesis work published in DMSA-2002. Winner of Honorable Mention from
Computer Research Association national Undergraduate Research Award. Winner of De-
partmental Undergraduate Research Award.
Andrew Howard. Columbia University B.A. ’02. Undergraduate Thesis. “Adaptive
Model Generation”. Thesis work published in DMSA-2002. Current Ph.D. student at
Columbia University.
Michael Prerau. Columbia University B.A. ’02. Undergraduate Thesis. “Unsupervised
Anomaly Detection using K-Nearest Neighbor”. Thesis work published in DMSA-2002.
Current Ph.D. student at Boston College.
Manasi Bhattacharyya. Columbia University B.A. ’01, M.S. ’02. Masters Thesis. “Ma-
licious Email Tracking”. Thesis work published in NSPW-2002. Winner of Best Student
Paper Award at USENIX-FREENIX 2001.
Matthew Schultz. Columbia University B.A. ’01. Undergraduate Thesis. “Data Mining
Methods for Detection of New Malicious Executables”. Thesis work published in IEEE
S&P-2001. Winner of Best Student Paper Award at USENIX-FREENIX 2001. Winner of
Departmental Undergraduate Research Award.
Leonid Portnoy. Columbia University B.A. ’00. Undergraduate Thesis. “Intrusion de-
tection with unlabeled data using clustering”. Thesis work published in DMSA-2001.


