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multi-kernel learning. Multimedia Tools and Applications, 2018, 77, 29651-29667. 2.6 23

69 Adjusting Packet Size to Mitigate TCP Incast in Data Center Networks with COTS Switches. IEEE
Transactions on Cloud Computing, 2019, , 1-1. 3.1 23
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75 An automated COVID-19 triage pipeline using artificial intelligence based on chest radiographs and
clinical data. Npj Digital Medicine, 2022, 5, 5. 5.7 22

76 Rethinking Fast and Friendly Transport in Data Center Networks. IEEE/ACM Transactions on
Networking, 2020, 28, 2364-2377. 2.6 21

77 Single-Cell Clustering Based on Shared Nearest Neighbor and Graph Partitioning. Interdisciplinary
Sciences, Computational Life Sciences, 2020, 12, 117-130. 2.2 21

78 NPCDR: natural product-based drug combination and its disease-specific molecular regulation.
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