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108. Heribert Schunkert, Inke R. Knig, Sekar Kathiresan,. . . ,Eran Halperin,. . . , Nilesh J., Samani
for the CARDIoGRAM Consortium, Large-scale association analysis identifies 13 new sus-
ceptibility loci for coronary artery disease, Nature Genetics, April ;43(4):333-338, 2011.

109. Preuss, M.,..., Halperin E., et al., Design of the Coronary Artery Disease Genome-Wide
Replication and Meta-Analysis (CARDIoGRAM) StudyA Genome-Wide Association Meta-
Analysis Involving More than 22,000 Cases and 60,000 Controls, Circulation: Cardiovas-
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Peer reviewed conference papers:

110. Elior Rahmani, Regev Schweiger, Saharon Rosset, Sriram Sankararaman and Eran Halperin,
Tensor Composition Analysis Detects Cell-Type Specific Associations in Epigenetic Studies,
RECOMB, 2018.

111. Liat Shenhav, Mike Thompson, Tyler Joseph, Ori Furman, David Bogumil, Itzik Mizrahi and
Eran Halperin, Fast expectation maximization source tracking, RECOMB-SEQ, 2018.

112. Yaron Margalit, Yael Baran and Eran Halperin, Multiple-Ancestor Localization for Recently
Admixed Individuals, WABI, 2015

113. Srinath Sridhar, Satish Rao, and Eran Halperin, A Discrete Algorithm Approach to Detect
Population Substructure, the proceedings of the 11th conference on Research in Computational
RECOMB, 2007.

114. Kamalika Chaudhuri, Eran Halperin, Satish Rao and Shuheng Zhou, A Rigorous Analysis of
Population Stratification with Limited Data, proceedings of the 16th Symposium on Discrete
Algorithms (SODA), 2007.

115. Guy E. Blelloch, Kedar Dhamdhere, Eran Halperin, R. Ravi, Russell Schwartz, and Srinath
Sridhar, Fixed Parameter tractability of Binary Near-Perfect Phylogenetic Tree Reconstruc-
tions, proceedings of the International Colloquium on Automata, Languages and Program-
ming (ICALP), 2006.

116. Srinath Sridhar, Kedar Dhamdhere, Guy E. Blleloch, Eran Halperin, R. Ravi and Russell
Schwartz, Simple Reconstruction of Binary Near-Perfect Phylogenetics Trees, PICCS, 2006.

117. Eran Halperin and Richard Karp, Perfect Phylogeny and Haplotype Assignment, proceedings
of the 7th conference on Research in Computational Biology (RECOMB), 2004, 10-19.

118. Eran Halperin, Robert Krauthgamer, Polylogarithmic Inapproximability, proceedings of the
35th Annual ACM Symposium on Theory of Computing (STOC), 2003, 585–594.

119. Eleazar Eskin, Eran Halperin and Richard M. Karp. Large Scale Reconstruction of Haplotypes
from Genotype Data, proceedings of the 7th conference on Research in Computational Biology
(RECOMB), 2003, 104–113.

120. Micah Adler, Eran Halperin, Richard M. Karp and Vijay V. Vazirani, A stochastic process
on the hypercube with applications to peer-to-peer networks, proceedings of the 35th Annual
ACM Symposium on Theory of Computing (STOC), 2003, 575–584.

121. Eran Halperin and Aravind Srinivasan, Improved approximation algorithms for the partial
vertex cover problem, proceedings of the 5th International Workshop on Approximation Al-
gorithms for Combinatorial Optimization (APPROX), 2002, 161-175.

122. Eran Halperin and Uri Zwick, Combinatorial approximation algorithms for the maximum
directed cut problem, proceedings of the 12th Symposium on Discrete Algorithms (SODA)
2001, 1-7.
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Peer reviewed conference papers that also appeared as a journal publication:

1. Schweiger, Regev, Eyal Fisher, Elior Rahmani, Liat Shenhav, Saharon Rosset, and Eran
Halperin, Using Stochastic Approximation Techniques to Efficiently Construct Confidence
Intervals for Heritability, RECOMB, 2017.

2. Rahmani, Elior, Regev Schweiger, Liat Shenhav, Eleazar Eskin, and Eran Halperin, A Bayesian
Framework for Estimating Cell Type Composition from DNA Methylation Without the Need
for Methylation Reference., RECOMB, 2017.

3. Roye Rozov, Gil Goldshlager, Eran Halperin, Ron Shamir, Faucet: streaming de novo assem-
bly graph construction, RECOMB-SEQ, 2017.

4. Weissbrod, Omer, Elior Rahmani, Regev Schweiger, Saharon Rosset, and Eran Halperin, As-
sociation testing of bisulfite-sequencing methylation data via a Laplace approximation, ISMB,
2017.

5. Zou, J. Y., Eran Halperin, Burchard, E., and Sankararaman, S., Inferring parental genomic
ancestries using pooled semi-Markov processes, ISMB, 2015

6. Arkin, Yaara, Elior Rahmani, Marcus E. Kleber, Reijo Laaksonen, Winfried Marz, and Eran
Halperin, EPIQ - efficient detection of SNP-SNP epistatic interactions for quantitative traits,
ISMB, 2014

7. Rozov, Roye, Ron Shamir, and Eran Halperin, Fast lossless compression via cascading Bloom
filters, RECOMB-SEQ, 2014

8. Roy Ronen, Nitin Udpa, Eran Halperin and Vineet Bafna, Learning Natural Selection from
the Site Frequency Spectrum, RECOMB 2013.

9. Itamar Eskin, Farhad Hormozdiari, Lucia Conde, Chris Skibola, Jacques Riby, Eleazar Es-
kin and Eran Halperin, eALPS: Estimating Abundance Levels in Pooled Sequencing Using
Available Genotyping Data, RECOMB, 2013.

10. Osvaldo Zagordi, Armin Tpfer, Sandhya Prabhakaran, Volker Roth, Eran Halperin, Niko
Beerenwinkel, Probabilistic Inference of Viral Quasispecies Subject to Recombination, RE-
COMB, 2012.

11. Zhanyong Wang, Farhad Hormozdiari, Wen-Yun Yang, Eran Halperin, Eleazar Eskin, CN-
VeM: Copy Number Variation Detection Using Uncertainty of Read Mapping, RECOMB,
2012.

12. Anatoly Efros, Eran Halperin, Haplotype reconstruction using perfect phylogeny and sequence
data, RECOMB-SEQ, 2012

13. Rozov Roye, Eran Halperin, Shamir Ron, MGMR: leveraging RNA-Seq population data to
optimize expression estimation, RECOMB-SEQ, 2012

14. Bonnie Kirkpatrick, Shuai Cheng Li, Richard M. Karp, and Eran Halperin, Pedigree Recon-
struction using Identity by Descent, RECOMB, 2011.

15. Dan He, Noah Zaitlen, Bogdan Pasaniuc, Eleazar Eskin, and Eran Halperin, Genotyping
common and rare variation using overlapping pool sequencing, RECOMB, 2011.
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16. Bogdan Pasaniuc, Noah Zaitlen, and Eran Halperin, Accurate Estimation of Expression Levels
of Homologous Genes in RNA-seq Experiments, RECOMB, 2011.

17. Bonnie Kirkpatrick, Eran Halperin, and Richard Karp, Haplotype inference in complex pedi-
grees, RECOMB, 2009.

18. Bogdan Pasaniuc, Sriram Sankararaman, Gad Kimmel and Eran Halperin, Inference of Locus-
Specific Ancestry in Closely Related Populations, ISMB, 2009

19. Sriram Sankararaman, Gad Kimmel, Eran Halperin and Michael I. Jordan, On the inference
of ancestries in admixed populations, RECOMB, 2008.

20. Eran Halperin and Elad Hazan, HAPLOFREQ - Estimating Haplotype Frequencies Effi-
ciently, RECOMB, 2005.

21. Eran Halperin, Gad Kimmel, Ron Shamir, Tag SNP Selection in Genotype Data for Maxi-
mizing SNP Prediction Accuracy, ISMB, 2005.

22. Eran Halperin and Richard Karp, The Minimum-Entropy Set Cover Problem, ICALP, 2004

23. Julia Chuzoy, Sudipto Guha, Eran Halperin, Sanjeev Khanna, Guy Kortsarz and Seffi Naor,
Asymmetric k-center is log∗n-hard to approximate, STOC, 2004

24. Eran Halperin and Richard Karp, Perfect Phylogeny and Haplotype Assignment, RECOMB,
2004.

25. Eran Halperin, Guy Kortsarz, Robert Krauthgamer, Aravind Srinivasan and Nan-Wang,
Integrality ratio for Group Steiner Trees and Directed Steiner Trees, SODA, 2003.

26. Rajiv Gandhi, Eran Halperin, Samir Khuller, Guy Kortsarz and Aravind Srinivasan, An
Improved approximation algorithm for vertex cover with hard capacities, ICALP, 2003.

27. Eran Halperin, Jeremy Buhler, Richard M. Karp, Robert Krauthgamer and Ben Westover,
Detecting protein sequence conservation via metric embedding, ISMB, 2003.

28. Eran Halperin, Shay Halperin, Tzvika Hartman and Ron Shamir, Handling long targets and
errors in sequencing by hybridization, RECOMB, 2002.

29. Edith Cohen, Eran Halperin, Haim Kaplan and Uri Zwick, Reachability and Distance Queries
via 2-Hop Labels, SODA, 2002.

30. Eran Halperin, Dror Livnat and Uri Zwick. Max Cut in cubic graphs, proceeding of the 13th
Symposium on Discrete Algorithms (SODA) 2002, 506-513.

31. Edith Cohen, Eran Halperin and Haim Kaplan, Performance aspects of distributed caches
using TTL-based consistency, ICALP, 2001.

32. Eran Halperin, Ram Nathaniel and Uri Zwick, Coloring k-colorable graphs using smaller
palettes, SODA, 2001.

33. Eran Halperin and Uri Zwick, A unified framework for obtaining improved approximation
algorithms for maximum graph bisection problems, IPCO, 2001.
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34. Eran Halperin, Improved approximation algorithms for the vertex cover problem in graphs and
hypergraphs, SODA, 2000.

35. Eran Halperin and Uri Zwick, Approximation algorithms for MAX 4-SAT and rounding pro-
cedures for semidefinite programs, IPCO, 1999.

Patents:

1. United States Patent 6,625,545: Method and apparatus for mRNA assembly (1998).

2. United Kingdom Patent GB2444410: Genetic Analysis and systems and methods (2007).
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