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A reliable neighbor-based method for identifying essential proteins by integrating gene expressions,
orthology, and subcellular localization information. Tsinghua Science and Technology, 2016, 21,
668-677.

4.1 25

197 Predicting microRNA-environmental factor interactions based on bi-random walk and multi-label
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237
Guest Editorial: Introduction to the Special Issue on the 10th International Symposium on
Bioinformatics Research and Applications (ISBRA 2014). IEEE Transactions on Nanobioscience, 2015, 14,
154-156.

2.2 0
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241 EPGA: <i>de novo</i> assembly using the distributions of reads and insert size. Bioinformatics, 2015, 31,
825-833. 1.8 25

242 DNA AS X: An Information-Coding-Based Model to Improve the Sensitivity in Comparative Gene Analysis.
Lecture Notes in Computer Science, 2015, , 366-377. 1.0 7

243 DAM: A Bayesian Method for Detecting Genome-wide Associations on Multiple Diseases. Lecture Notes
in Computer Science, 2015, , 96-107. 1.0 6
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254 A survey of MRI-based brain tumor segmentation methods. Tsinghua Science and Technology, 2014, 19,
578-595. 4.1 252
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261
Platelet-Secreted MicroRNA-223 Promotes Endothelial Cell Apoptosis Induced by Advanced Glycation
End Products via Targeting the Insulin-like Growth Factor 1 Receptor. Journal of Immunology, 2014,
192, 437-446.

0.4 207

262 Detecting Protein Complexes Based on Uncertain Graph Model. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2014, 11, 486-497. 1.9 77
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