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interactions using physical interactions” Molecular Systems Biology 4, 209 doi:10.1038 /msb.2008.42 (2008).

137. C. Linhart, R. Shamir. “Faster pattern matching with character classes” Journal of Computer and Systems
Science 75, 155-162 (2009).

138. G. Karlebach, R. Shamir. “Modeling and Analysis of Regulatory Networks” Nature Reviews Molecular
Cell Biology, Vol. 9 771-780 doi:10.1038 /nrm2503 (2008).

139. C. Linhart, R. Shamir. “Matching with don’t-cares and a small number of mismatches”. Information
Processing Letters Volume 109, Number 5 p. 273-277 (2009).

140. Y. Halperin, C. Linhart, I. Ulitsky, R. Shamir. “Allegro: Analyzing expression and sequence in concert
to discover regulatory programs” expression profiles and regulatory sequences” Nucleic Acids Research 37:5,
1566-1579 (2009).

141. 1. Ulitsky, R. Shamir. “Identifying functional modules using expression profiles and confidence-scored
protein interactions” Bioinformatics Vol. 25 no. 9 pages 1158-1164 doi: 10.1093/bioinformatics/btp118
(2009).

142. M. Ozery-Flato, R. Shamir “Sorting cancer karyotypes by elementary operations”. Journal of Computa-
tional Biology 16 (10) 1445-1460 (2009).
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143. O. Davidovich, G. Kimmel, E. Halperin, R. Shamir “Increasing the Power of Association Studies by
Imputation-based Sparse Tag SNP Selection” Communications in Information and Systems 9 (3) 269-282
(2009).

144. S. Bruckner, F. Hueffner, R. M. Karp, R. Shamir, R. Sharan. “TORQUE: topology querying of protein
interaction networks” Nucleic Acids Research doi: 10.1093/nar/gkp474 (2009).

145. M. Gutkin, G. Dror, R. Shamir. “SlimPLS: a method for feature selection in gene expression-based disease
classification” PLoS One Vol. 4 No. 7 6416 (2009).

146. F. Swidan, R. Shamir. “Assessing the quality of whole genome alignments in bacteria” Advances in
Bioinformatics Volume 2009, Article ID 749027, 8 pages doi:10.1155/2009/749027 (2009).

147. P. Pevzner, R. Shamir. “Computing has Changed Biology - Biology Education Must Catch Up”. Educa-
tion Forum, Science Vol. 325. no. 5940, pp. 541 - 542 (2009).

148. 1. Ulitsky, A. Maron-Katz, S. Shavit, D. Sagir, C. Linhart, R. Elkon, A. Tanay, R. Sharan, Y. Shiloh, R.

Shamir. “Expander: From microarrays to networks and functions”. Nature Protocols 5, 303-322 (2010).

149. 1. Ulitsky, N. Krogan, R. Shamir. “Towards accurate imputation of quatitative genetic interactions”
Genome Biology 10:R140 (2009).

150. M. Ozery-Flato and R. Shamir. “An O(n%/2,/log(n)) algorithm for sorting by reciprocal translocations”
Journal of Discrete Algorithms DOT 10.1016/j.jda.2011.04.003 (2011).

151. I. Gat-Viks, R. Meller, M. Kupiec, R. Shamir. “Understanding gene sequence variation in the context of
transcription regulation in yeast”. Genome Biology Vol. 6 No. 1 ¢1000800 (2010).

152. S. Bruckner, F. Heuffner, R. M. Karp, R. Shamir, R. Sharan. “Topology-free querying of protein interac-
tion networks” Journal of Computational Biology 17(3) 237-252 (2010).

153. S. Yaari-Stark, M. Shaked, Y. Nevo-Caspi, J. Jacob-Hircsh, R. Shamir, G. Rechavi, Y. Kloog. “Ras
inhibits ER Stress in Human Cancer Cells with Amplified Myc”. International Journal of Cancer 126, 2268—
2281 (2010).

154. G.-H. Romano, Y. Gurevich, O. Lavi, I. Ulitsky, R. Shamir, M. Kupiec. “Different sets of QTLs influence
fitness variation in yeast” Molecular Systems Biology 6: 346 doi:10.1038 /msb.2010.1 (2010).

155. G. Karlebach, R. Shamir. “Minimally perturbing a gene regulatory network to avoid a disease phenotype:
the glioma network as a test case”. BMC Systems Biology 4:15 (2010).

156. P. S. Aguilar, F. Froehlich, M. Rehman, M. Shales, N. Hubner, I. Ulitsky, A. Olivera-Couto, R. Shamir,
P. Walter, M. Mann, C. Ejsing, N. J. Krogan, T. C. Walther. “A Plasma Membrane E-MAP Reveals Links
Between the Eisosome, Sphingolipid Metabolism and Endosomal Trafficking” Nature Structural and Molecular
Biology 17 (7) 901-908 (2010).

157. M. Bansal, R. Shamir. “A Note on the Fixed Parameter Tractability of the Gene-Duplication Problem”.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 8 (3), art. no. 5557848, pp. 848-850
(2011).

158. M. Ziv-Ukelson, I. Gat-Viks, Y. Wexler, R. Shamir. “A faster algorithm for simultaneous alignment and
folding of RNA”, Journal of Computational Biology 17(8):1051-65 (2010).

159. L. Ulitsky, L. Laurent, R. Shamir “Towards Computational Prediction of MicroRNA Function and Activ-
ity” Nucleic Acids Research 1-13, doi:10.1093 /nar/gkq570 (2010).

160. I. Ulitsky, A. Krishnamurthy, R. M. Karp, R. Shamir. “DEGAS: De novo discovery of dysregulated
pathways in human diseases” PLoS One 5 (10) €13367 (2010).
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161. A. Paz, Z. Brownstein, Y. Ber, S. Bialik, E. David, D. Sagir, I. Ulitsky, R. Elkon, A. Kimchi, K. B.
Avraham, Y. Shiloh, R. Shamir “Spike: A database of highly curated human signaling pathways” Nucleic
Acids Research Vol. 39, Database issue D793-9 (2011).

162. L. C. Laurent, I. Ulitsky, I. Slavin, H. Tran, A. Schork, R. Morey, C. Lynch, J. V. Hamess, S. Lee, M.
J. Barrero, S. Ku, M. Martynova, R. Semechkin, V. Galat, J. Gottesfeld, J. C. I. Belamonte, C. Murry, H.
S. Kirstead, H-S. Park, U. Schmidt, A. L. Laslett, F-J. Muller, C. M. Nivergelt, R. Shamir, J. F. Loring.
”Dynamic Changes in the Copy Number of Pluripotency and Cell Proliferation Genes in Human ESCs and
iPSCs during Reprogramming and Time in Culture”. Cell Stem Cell 8 106-118 (2011).

163. M. Bansal, G. Banay, P. Gogarten, R. Shamir. “Detecting Highways of Horizontal Gene Transfer”. To

appear in Journal of Computational Biology.

164. H. Sharon, D. Amar, E. Levdansky, G. Mircus, Y. Shadkchan, R. Shamir, N. Osherov. “PrtT-Regulated
Proteins Secreted by Aspergillus fumigatus Activate MAPK Signaling in Exposed A549 Lung Cells Leading
to Necrotic Cell Death”. PLoS One Vol. 6 No. 3, e17509 (2011).

165. T. Elkan-Miller, I. Ulitsky, R. Hertzano, A. Rudnicki, A. A. Dror, D. R. Lenz, R. Elkon, M. Irmler, J.
Beckers, R. Shamir, K. B. Avraham “Identification of microRNA targets in the mammalian inner ear using

an integrated transcriptomics and proteomics approach”. PLoS One 6(4) 18195 (2011).

166. M. Ozery-Flato, C. Linhart, L. Trakhtenbrot, S. Izraeli, R. Shamir. “A systematic assessment of associa-

tions among chromosomal aberrations in cancer karyotypes”. Genome Biology 12(6):R61 (2011).

167. S. Rashi-Elkeles, R. Elkon, S. Shavit, Y. Lerenthal, C. Linhart, A. Kupershtein, N. Amariglio, G. Rechavi,
R. Shamir and Y. Shiloh “Transcriptional modulation induced by ionizing radiation: p53 remains a central

player”, To appear in Molecular Oncology.
D. Refereed Conference Papers

168. R. Shamir, B. Dietrich, “Characterization and algorithms for greedily solvable transportation problems”.
Proceedings of the first ACM/SIAM Symposium on Discrete Algorithms, 358-366 (January 1990).

169. M. C. Golumbic, R. Shamir, “Interval Graphs, Interval Orders and the Consistency of Temporal Events”.
Proceedings of the Israel Symposium on Theory of Computing and Systems (ISTCS-92), Lecture Notes In
Computer Science, vol. 601, D. Dolev, Z. Galil and M. Rodeh (eds.), Springer-Verlag, 32-42 (1992).

170. M. C. Golumbic, R. Shamir, “Algorithms and complexity for reasoning about time”. Proceedings of the
Tenth National Conference on Artificial Intelligence (AAAI-92), AAAT Press and MIT Press, Menlo Park,
741-747 (1992).

171. M. C. Golumbic, H. Kaplan and R. Shamir, “Algorithms and Complexity of Sandwich Problems in
Graphs”. Proceedings of the 19th International Workshop on Graph Theoretic Concepts in Computer Science
(WG ’93), J. van Leeuwen, ed. pp. 57-69, Lecture Notes in Computer Science, vol. 790, Springer, Berlin,
1994.

172. H. Kaplan, R. Shamir and R. E. Tarjan, “Tractability of parameterized completion problems on chordal
and interval graphs: Minimum Fill-in and Physical Mapping”. Proceedings of the 35th annual symposium on
Foundations of Computer Science (FOCS), November 1994, IEEE Computer Science Press, 780-791.

173. L. Pe’er, R. Shamir, “Interval Graphs with Side (and Size) Constraints”. Proceedings of the Third Euro-
pean Symposium on Algorithms (ESA 95) Corfu, Greece, Springer, Berlin, 142-154.

174. H. Kaplan, R. Shamir, “Physical Maps and Interval Sandwich Problems: Bounded Degrees Help”. Pro-
ceedings of the Fourth Israel Symposium on Theory of Computing and Systems (ISTCS-96), Jerusalem, Israel,
June 10-12, 1996, IEEE Computer Science Press 195-201 (1996).
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175. H. Kaplan, R. Shamir, R. E. Tarjan “Faster and Simpler Algorithm for Sorting Signed Permutations
by Reversals”, Proc. Eighth Annual ACM-SIAM Symposium on Discrete Algorithms (SODA 97), New Or-
leans, Louisiana, January 5-7 1997, pages 344-351. Also: Proc. First Annual International Conference of
Computational Molecular Biology (RECOMB 97), page 163.

176. R. Shamir, D. Tsur “Faster Subtree Isomorphism”, Proceedings of the Fourth Israel Symposium on Theory
of Computing and Systems (ISTCS-97), pages 125-131.

177. R. Shamir, D. Tsur “The maximum subforest problem: Approximation and exact algorithms” Proc. Ninth
Annual ACM-SIAM Symposium on Discrete Algorithms (SODA 98), San Francisco, California, January 25-27
1998, pages 394-399.

178. R. M. Karp, R. Shamir, “Algorithms for Optical Mapping”, Proceedings of the Second Annual International
Conference on Computational Molecular Biology (RECOMB 98), ACM Press, pages 117-124, 1998.

179. A. Natanzon, R. Shamir, R. Sharan, “A Polynomial Approximation Algorithm for the Minimum Fill-In
Problem”, Proc. Thirtieth Annual ACM Symposium on Theoretical Computer Science (STOC 98), Dallas,
Texas, May 1998, ACM Press, 41-47 New York, 1998.

180. n, R. Shamir, “Construction of physical maps from oligonucleotide fingerprints data” Proceedings of the
Third Annual International Conference on Computational Molecular Biology (RECOMB 99), pp. 268-277,
ACM Press, New York (1999).

181. E. Hartuv, A. Schmitt, J. Lange, S. Meier-Ewert, H. Lehrach, R. Shamir, “An Algorithm for Clustering
cDNAs for Gene Expression Analysis” Proceedings of the Third Annual International Conference on Compu-
tational Molecular Biology (RECOMB 99), pp. 188-197, ACM Press, New York (1999).

182. R. M. Karp, I. Pe’er, R. Shamir “An Algorithm Combining Discrete and Continuous Methods for Optical
Mapping” Proc. Seventh International Conference on Intelligent Systems for Molecular Biology (ISMB ’99),
159-168, AAAI Press, Menlo Park, CA (1999).

183. P. Hell, R. Shamir, R. Sharan “A Fully Dynamic Algorithm for Recognizing and Representing Proper
Interval Graphs” Proc. 7th Annual European Symposium on Algorithms (ESA 99), pp. 527-539, LNCS 1643
(1999).

184. A. Ben-Dor, I. Pe’er, R. Shamir, R. Sharan, “On the Complexity of Positional Sequencing by Hybridiza-
tion” Proc. 10th Annual Symposium on Combinatorial Pattern Matching (CPM ’99), M. Crochemore and M.
Patterson (eds.), pages 88-100, Springer, Berlin, LNCS 1645 (1999).

185. A. Natanzon, R. Shamir and R. Sharan, “Complexity classification of some edge modification problems”
Proc. 25th International Workshop on Graph-Theoretic Concepts in Computer Science (WG 99), pp. 6577,
LNCS 1665 (1999).

186. I. Pe’er, R. Shamir, R. Sharan, “Incomplete Directed Perfect Phylogeny”, Proc. 11th Combinatorial
Pattern Matching (CPM 00), pp 143-153 (1999).

187. R. Shamir, R. Sharan “CLICK: A Clustering Algorithm with Applications to Gene Expression Analysis”
Proc. 8th International Conference on Intelligent Systems for Molecular Biology (ISMB °00), pp. 307-316
AAAI Press, Menlo Park, CA (2000).

188. I. Pe’er, R. Shamir “Spectrum Alignment: Efficient Resequencing by Hybridization” Proc. 8th Interna-
tional Conference on Intelligent Systems for Molecular Biology (ISMB ’00), pp., 260-268, AAAT Press, Menlo
Park, CA (2000)
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189. R. Shamir, D. Tsur “Large scale sequencing by hybridization” Proceedings of the Fifth Annual Interna-
tional Conference on Computational Molecular Biology (RECOMB 01), pp. 269-277, ACM Press, New York,
NY (2001).

190. A. Tanay, R. Shamir “Computational Expansion of Genetic Networks” Proc. 9th International Conference
on Intelligent Systems for Molecular Biology (ISMB 01), Copenhagen, July 2001. Bioinformatics vol 17
Supplement 1 S270-S278 (2001).

191. T. Pupko, R. Sharan, D. Gordon, M. Gurevitz, R. Shamir, D. Graur A chemical-distance-based test for
positive Darwinian selection Proc. First Workshop on Algorithms in Bioinformatics (WABI 01) pp. 142-155,
Springer, LNCS 2149 (2001).

192. E. Halperin, S. Halperin, T. Hartman, R. Shamir “Handling long targets and errors in Sequencing By Hy-
bridization”. Proceedings of the Sizth Annual International Conference on Computational Molecular Biology
(RECOMB 02) pp 176-185, ACM Press, New York, NY (2002).

193. A. Ben-Dor, R. M. Karp, B. Schwikowsky, R. Shamir “The Restriction Scaffold Problem”. Proceedings
of the Sixth Annual International Conference on Computational Molecular Biology (RECOMB 02) pp 58-65,
ACM Press, New York, NY (2002).

194. R. Shamir, R. Sharan, D. Tsur “Cluster graph modification problems” Proceedings of the 28th Interna-
tional Workshop on Graph Theoretic Concepts in Computer Science (WG ’02), L. Kucera (editor), LNCS
9573, pp. 379390, 2002.

195. C. Linhart, R. Shamir “The Degenerate Primer Design Problem”. Proc. 10th International Conference
on Intelligent Systems for Molecular Biology (ISMB 02), Edmonton, August 2002. Bioinformatics Vol. 18
S172-S180, 2002.

196. A. Tanay, R. Sharan, R. Shamir “Discovering Statistically Significant Biclusters in Gene Expression Data”.
Proc. 10th International Conference on Intelligent Systems for Molecular Biology (ISMB 02), Edmonton,
August 2002. Bioinformatics Vol. 18 S136-S144, 2002.

197. R. Shamir, D. Tsur “Improved Clustering Algorithms for the Random Cluster Graph Model”. Proc.
FEighth Scandinavian Workshop on Algorithm Theory (SWAT 02), pp. 230239, 2002.

198. I. Pe’er, R. Shamir, R. Sharan, “On the generality of phylogenies from incomplete directed characters”
Proc. Fighth Scandinavian Workshop on Algorithm Theory (SWAT 02), pp. 358-367, 2002.

199. A. Tanay, R. Shamir, “Modeling transcription programs: inferring binding site activity and dose - response
model optimization” Proceedings of the Seventh Annual International Conference on Computational Molecular
Biology (RECOMB 03), pp. 301-310, ACM Press, 2003.

200. I. Gat-Viks, R. Shamir. “Chain functions and scoring functions in genetic networks” Proc. 11th Inter-
national Conference on Intelligent Systems for Molecular Biology (ISMB 03), Brisbane, Australia, July 2003.
Bioinformatics Vol. 19 Supplement 1, pp. i108-i117 (2003).

201. G. Kimmel, R. Sharan, R. Shamir “Identifying blocks and sub-populations in noisy SNP data” Proceedings
of the Workshop on Algorithms in Bioinformatics (WABI 03), pp. 303-319 (2003).

202. I. Gat-Viks, R. Shamir, R. M. Karp, R. Sharan “Reconstructing chain functions in genetic networks”
Proc. Pacific Symposium on Biocomputing (PSB 04) pp. 498-509 (2004).

203. G. Kimmel, R. Shamir “Maximum likelihood resolution of multi-block genotypes” Proceedings of the Fighth
Annual International Conference on Computational Molecular Biology (RECOMB 04), pp. 2-9 (2004).
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204. R. Sharan, T. Ideker, B. Kelley, R. Shamir, R. M. Karp. “Identification of protein complexes by compar-
ative analysis of yeast and bacterial protein interaction data” Proceedings of the Eighth Annual International
Conference on Computational Molecular Biology (RECOMB 04), pp. 282-289 (2004).

205. G. Kimmel, R. Shamir. “The incomplete perfect phylogeny haplotype problem” Proc. RECOMB Satellite
Workshop on Computational Methods for SNPs and Haplotypes pp. 59-70 (2004).

206. T. Barzuza, J. S. Beckmann, R. Shamir and I. Pe’er “Computational Problems in perfect phylogeny
haplotyping: XOR~genotypes and tag SNPs” Proc. CPM 2004, LNCS 3109 pp. 14-31, (2004).

207. 1. Gat-Viks, A. Tanay, R. Shamir. “Modeling and analysis of heterogeneous regulation in biological
networks” Proceedings of the first RECOMB satellite workshop on Regulatory Genomics, E. Eskin and C.
Workman (editors), Lecture Notes in Bioinformatics, Vol. 3318 pp. 98-113, Springer, Berlin (2005).

208. 1. Gat-Viks, A. Tanay, D. Raijman, R. Shamir “Factor graph network models for biological systems” Proc.
RECOMB 2005, pp. 31-47, Lecture Notes in Bioinformatics 3500, Springer, Berlin (2005).

209. E. Halperin, G. Kimmel, R. Shamir. “Tag SNP selection in genotype data for maximizing SNP prediction
accuracy” Proc. ISMB 05. Bioinformatics Vol. 21 Suppl. 1 pp. 1195-1203 (2005).

210. M. Ozery-Flato and R. Shamir. “An O(n3/2,/log(n)) algorithm for sorting by reciprocal translocations”
Proc. CPM 06 LNCS Vol. 4009 pp. 258-269 (2006).

211. M. Ozery-Flato, R. Shamir “Sorting by translocations via reversals theory”. Proc. 4th RECOMB Satellite
on Comparative Genomics, Lecture Notes in Computer Science Vol. 4205, pp. 87-98, Springer, Berlin (2006).

212. M. Ogzery-Flato, R. Shamir. “Rearrangements in genomes with centromeres part I: translocations”. Proc.
RECOMB 2007, pp. 339-353, LNBI 4453, Springer, Berlin (2007).

213. M. Ogzery-Flato, R. Shamir. “On the frequency of genome rearrangement events in cancer karyotypes”
Proc. RECOMB satellite on Computational Cancer Biology, (2007).

214. 1. Ulitsky, R. M. Karp, R. Shamir. “Detecting disease-specific dysregulated pathways via analysis of
clinical expression profiles” Proc. RECOMB 2008, pp. 347-359, LNBI 4955, Springer, Berlin, (2008).

215. Igor Ulitsky, Ron Shamir. “Detecting pathways transcriptionally correlated with clinical parameters”
Proc. 7th Annual International Conference on Computational Systems Bioinformatics (CSB 08), pp. 249-
258, Imperial College Press, London, UK (2008).

216. M. Ziv-Ukelson, I. Gat-Viks, Y. Wexler, R. Shamir. “A faster algorithm for RNA co-folding”, Proc.
Algorithms in Bioinformatics, Keith A. Crandall and Jens Lagergren (Eds.), 8th International Workshop,
WARBI 2008, LNBI 5251, 174-185, Karlsruh, Germany, September 15-17, (2008).

217. M. Ozery-Flato, R. Shamir “Sorting cancer karyotypes by elementary operations”. Proc. RECOMB
Satellite on Comparative Genomics, Paris, France, October 13-15 2008. Lecture Notes in Computer Science,
Volume 5267, pp. 211-225, Springer (2008).

218. S. Bruckner, F. Heuffner, R. M. Karp, R. Shamir, R. Sharan. “Topology-free querying of protein interac-
tion networks” Proc. RECOMB 2009, LNCS 5541 74-89 (2009).

219. 1. Ulitsky, L. Laurent, R. Shamir “Towards Computational prediction of microRNA Function and activity”
Proc. RECOMB Satellite conference on Regulatory Genomics, Boston, Mass, December 2009.

220. M. S. Bansal, P. Gogarten, R. Shamir. “Detecting highways of horizontal gene transfer”. Proc. RECOMB
satellite meeting on Comparative Genomics, LNBI 6398, pp. 109-120. Springer, Heidelberg (2010).

E. Submitted for Publication
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221. 1. Ulitsky, L. Laurent, F.-J. Mueller, J. Loring, R. Shamir “Placing stem cell microRNAs in a network
context: Integrated analysis of microRNA expression and protein interactions”

222. C. Linhart, Y. Halperin, A. Darom, S. Kidron, L. Broday, R. Shamir. ” A novel cis-regulatory motif pair

in the promoters of germline and oogenesis genes in C. elegans”

223. M. S. Bansal, G. Banay, T. J. Harlow, J. P. Gogarten, R. Shamir. “Systematic Detection of Highways of

Horizontal Gene Transfer in Prokaryotes”

224. Y. Orenstein, C. Linhart, R. Shamir. “Analyzing protein binding microarray data to find binding site
motifs and predict TF binding intensities”.

225. G. Karlebach, R. Shamir. ‘Constructing logical models of gene regulatory networks by integrating tran-

scription factor-DNA interactions with expression data: an entropy based approach”.

226. D. Marbach, J. C. Costello, R. Kueffner, N. Vega, R. J. Prill, D. M. Camacho, K. R. Allison, the DREAMS5
Consortium (including G. Karlebach, R. Shamir) M. Kellis, J. J. Collins G. Stolovitzky. “Wisdom of crowds

for gene network inference”

227. Y. Orenstein, C. Linhart, R. Shamir. “Amadeus-PBM: Fast and accurate motif discovery from protein

binding microarray data”.
F. Titles in Preparation.

228. O. Lavi, G. Dror, R. Shamir. “Network-based classification of case-control expression profiles”.

229. R. Meller, I. Gat-Viks, R. Shamir. “Dissection of host-pathogen interaction networks”.

230. D. Amar, R. Shamir. “Multi-class analysis of blood biomarkers”.

231. A. Suk, E. Ziv, D. Hu, O. Davidovich, R. Shamir, M. Hoehe. “Novel mutations associated with obesity”.

232. L. Marom, I. Ulitsky, R. Shamir, O. Elroy-Stein. “Analysis of wild type and elF2B5-mutated brain

transcriptome”.
G. Software

e G. Mayraz, R. Shamir, “An algorithm for constructing physical maps from oligo fingerprints data”
e E. Hartuv, R. Shamir, “HCS: A new clustering algorithm”
e R. M. Karp, R. Shamir, I. Pe’er, “A practical algorithm for optical mapping”

e A. Ben-Dor, R. Shamir, Z. Yakhini, “CAST: Methods and system for partitioning data into subsets of related
data”

e R. Sharan, R. Shamir, “CLICK: CLuster Identification via Connectivity Krenels”. A program for rapid

clustering of large scale expression and other data.
e [. Pe’er, N. Arbili, R. Shamir. “Spectrum Alignment: Efficient resequencing by hybridization”
e A. Tanay, R. Shamir. “GENESYS: Genetic Expansion of NEtwork SYStem”
e N. Orlev, R. Shamir, Y. Shiloh. “PIVOT: Protein Interactions VisualizatiOn Tool”

e C. Linhart, R. Elkon, Y. Shiloh, R. Shamir. “PRIMA: PRomoter Integration in Microarray Analysis” A

program for finding transcription factors) whose binding sites are enriched in a given set of promoters.

e A. Maron, R. Sharan, A. Tanay, R. Elkon, I. Steinfeld, N. Arbili, D. Ajwani, R. Shamir “EXPANDER:

EXPression ANalyzer and DisplayER”. An integrative analysis tool for analysis of gene expression data.
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e C. Linhart, R. Shamir. “HYDEN: Software for designing highly degenerate primers”.

e G. Kimmel, R. Shamir. “GERBIL: GEnotype Resoltuion and Block Identification using Likelihood”. A

software for simultaneously phasing genotypes into haplotypes and block partitioning.

e T. Barzuza, 1. Pe’er, J. Beckman, R. Shamir. “GREAL: Software for the Graph Realization Problem” A

program for constructing a tree from a set of its edge-labeled paths.

e [. Gat-Viks, A. Tanay, D. Raijman, R. Shamir. “MetaReg: Modeling and analysis of heterogeneous regulation
in biological networks”. A modeling and analysis tool for biological networks, including algorithms for learning

model parameters from experimental data.

e G. Sternberg, J. Assa, R. Blekhman, N. Orlev, I. Ulitsky, Y. Shiloh, R. Shamir. “SHARP: Showcase for
ATM related Pathways”. A database and visualization tool for representing and analyzing signal transduction
pathways.

e G. Kimmel, R. Shamir. “RAT: Rapid Association Test”. A fast method for computing high significance
disease association in large population-based studies

e R. Elkon, R. Vesterman, N. Amit, I. Ulitsky, M. Weisz, G. Sternberg, R. Blekhman, N. Orlev, J. Assa,
Y. Shiloh, R. Shamir. “SPIKE - Signalling Pathways Integrated Knowledge-base Engine”. A Database,
Visualization and Analysis Tool for Signaling Pathways”

e O. Davidovich, G. Kimmel, E. Halperin, O. Apel, R. Shamir. “GEVALT - GEnotype Visualization and
ALgorithmic Tool”. An integrated software tool for genotype analysis

e G. Kimmel, M. Jordan, E. Halperin, R. Shamir, R. M. Karp. “PSAT - Population Stratification Associ-
ation Test”. A software for evaluating the significance of association scores in whole-genome cohorts with
stratification

e [. Ulitsky, R. Shamir. “Matisse - Software for identification of functional modules using network topology
and high-throughput data”

e S. Bruckner, F. Hueffner, R. M. Karp, R. Shamir, R. Sharan. “TORQUE: topology querying of protein

interaction networks”

H. Patents

o A. Ben-Dor, R. Shamir, Z. Yakhini, “Methods and system for partitioning data into subsets of related data”
US Patent No. 6,421,668, July 16, 2002.

o I. Pe’er, R. Shamir, “Spectrum Alignment: Efficient resequencing by hybridization” US Patent No. 6,865,491,
March 8 2005.

o I Pe’er, R. Shamir, N. Arbili “Method for Spectrum Alignment” US patent application 10/937,740, Septem-
ber 2004.

I. Lecture Notes
e R. Shamir, “Advanced Topics in Graph Algorithms”, Tel Aviv University 1994 (155 pages).
e D. Naor, R. Shamir, “Algorithms for Molecular Biology”, Tel Aviv University, 1996 (approx. 140 pages)

e R. Shamir, “Algorithms for Molecular Biology”, Tel Aviv University, 2000, 2002 (approx. 400 pages)

e R. Shamir, “Computational Genomics”, Tel Aviv University 2007, 2010 (approx 400 pages)
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e R. Shamir, “Computational Complexity”, Tel Aviv University, 2001 (approx. 280 pages)

e R. Shamir, “Analysis of Gene Expression Data, DNA Chips and Gene Networks”, Tel Aviv University, 2002,
2004, 2007, 2010 (approx. 400 pages).

J. Technical Reports

o H. Kaplan, R. Shamir, “A primal dual path following algorithm for linear programming with box type
constraints”. Technical report 90-1, DIMACS center, Rutgers University, January 1990.

o M. C. Golumbic, R. Shamir, “The Interval Sandwich Problem is NP-complete”. Technical report 10-91
RUTCOR, Rutgers University, March 1991.

o E. Boros, R. Shamir, “Separable minimization under precedence constraints”. Technical report 27-91 RUT-
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