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Fast computation of a string duplication history under no-breakpoint-reuse. Philosophical

Transactions Series A, Mathematical, Physical, and Engineering Sciences, 2014, 372, 20130133. 34 2
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nGASP 4€“ the nematode genome annotation assessment project. BMC Bioinformatics, 2008, 9, 549.

Patterns of Positive Selection in Six Mammalian Genomes. PLoS Genetics, 2008, 4, e1000144. 3.5 529

Reconstructing the Evolutionary History of Complex Human Gene Clusters. , 2008, , 29-49.

Homology search for genes. Bioinformatics, 2007, 23, i97-1103. 4.1 13

Advances in Hidden Markov Models for Sequence Annotation. , 2007, , 55-91.

Evolutionary and Biomedical Insights from the Rhesus Macaque Genome. Science, 2007, 316, 222-234. 12.6 1,283

The most probable annotation problem in HMMs and its application to bioinformatics. Journal of
Computer and System Sciences, 2007, 73, 1060-1077.

On-Line Viterbi Algorithm for Analysis of Long Biological Sequences. Lecture Notes in Computer

Science, 2007, , 240-251. 13 8

Vector seeds: An extension to spaced seeds. Journal of Computer and System Sciences, 2005, 70, 364-380.

ExonHunter: a comprehensive approach to gene finding. Bioinformatics, 2005, 21, i57-i65. 4.1 45

Sharper Upper and Lower Bounds for an Approximation Scheme for Consensus-Pattern. Lecture Notes
in Computer Science, 2005, , 1-10.

The Most Probable Labeling Problem in HMMs and Its Application to Bioinformatics. Lecture Notes in 13 o
Computer Science, 2004, , 426-437. :

OPTIMAL SPACED SEEDS FOR HOMOLOGOUS CODING REGIONS. Journal of Bioinformatics and

Computational Biology, 2004, 01, 595-610.

Finding hidden independent sets in interval graphs. Theoretical Computer Science, 2004, 310, 287-307. 0.9 8



TOMAS VINAR

# ARTICLE IF CITATIONS

Palindrome recognition using a multidimensional tape. Theoretical Computer Science, 2003, 302,

475-480.

Vector Seeds: An Extension to Spaced Seeds Allows Substantial Improvements in Sensitivity and

74 Specificity. Lecture Notes in Computer Science, 2003, , 39-54. 1.3 22

Optimal DNA Signal Recognition Models with a Fixed Amount of Intrasignal Dependency. Lecture Notes
in Computer Science, 2003, , 78-94.

Optimal Spaced Seeds for Hidden Markov Models, with Application to Homologous Coding Regions.

76 Lecture Notes in Computer Science, 2003, , 42-54. 1.3 16

A Better Method for Length Distribution Modeling in HMMs and Its Application to Gene Finding.
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