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3. Loop modeling: http://www.ncbi.nlm.nih.gov/pubmed/16917941
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5. Predicting secondary structure elements using HMM's: http://www.ncbi.nlm.nih.gov/pmc/articles/PMC1769381/pdf/1472-6807-6-25.pdf
6. Predicting secondary structure elements using ANN's:
https://www.ncbi.nlm.nih.gov/pubmed/10493868 
7. Sampling of molecular motions with prior information (Robotics based method): http://www.ncbi.nlm.nih.gov/pubmed/19247429
8. Folding and alignment of RNA:  http://www.liebertonline.com/doi/abs/10.1089/cmb.2009.0197
9. Dimensionality reduction methods for bioinformatics, SciMAP:  http://www.ncbi.nlm.nih.gov/pubmed/17380507
10. Protein folding using evolutionary information: https://cdn.elifesciences.org/articles/09248/elife-09248-v2.pdf
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11. Modeling and analysis of gene regulatory networks:  http://www.ncbi.nlm.nih.gov/pubmed/18797474
12. Classiﬁcation of protein sequences: http://www.ncbi.nlm.nih.gov/pubmed/10591097
13. Protein structure comparison using DALI: http://www.ncbi.nlm.nih.gov/pubmed/8377180
14. Flexible protein structure alignment using geometric hashing: http://www.ncbi.nlm.nih.gov/pubmed/15072690
15. Mutation effects from sequence co-variation https://www.nature.com/articles/nbt.3769 http://journals.plos.org/ploscompbiol/article?id=10.1371/journal.pcbi.1004182 

16. DELLY: structural variant discovery by integrated paired-end and split-read analysis. https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3436805/  
