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Science, 2018, 329-341

108  Scatter search for mixed blocking flowshop scheduling. Expert Systems With Applications, 2017, 79, 20-32.8 37
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DDIG-in: detecting disease-causing genetic variations due to frameshifting indels and nonsense
mutations employing sequence and structural properties at nucleotide and protein levels. 7.2 44
Bioinformatics, 2015, 31, 1599-606

A General Approach to Represent and Query Now-Relative Medical Data in Relational Databases.
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A Parallel Framework for Multipoint Spiral Search in ab Initio Protein Structure Prediction. Advances
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, 2010, 149-163 9 5
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