“IPknot: fast and accurate prediction of RNA secondary structures with pseudoknots using integer
programming”
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“A novel ultra-fast comparison method for known and potential ligand-binding sites of proteins”
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“fastapl - a utility for versatile and easy processing of multifasta format data”
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“SlideSort: Fast and exact algorithm for Next Generation Sequencing data analysis”
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“Effect of adding homologs in multiple sequence alignment and phylogenetic analysis”
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“SAHG, a comprehensive database of annotated structure models for human proteins”
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