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Partners
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14 Al drives Bioinformatics.
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agan R, Yang DC. Till 2018: a survey of
biomolecular sequences in genus Panax.
J Ginseng Res. 2020;44 1:33-43. doi:
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Jun 20. PMID: 32095095; PMCID:
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Factor:3.331

Lee S-C, Kwon JH, Cha DJ, Kim D-S, Lee
DH, Seo S-M, Jung M, et al. Effects of
Pheromone Dose and Trap Height on
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Synthesis Method. Journal of Economic
Entomology. 2019;112 4:1752-9.doi:10.
1093/jee/toz079. Impact Factor: 1.779
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Baek S-J, Chun MJ, Kang T-W, Seo Y-S,
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Anti-Asthmatic Effects of Descurainia
sophia Seed Extract Based on a Multi-
Omics Approach. Molecules. 2018;2311
doi:10.3390/molecules23112879. Impact
Factor: 3.060

Kim D, Jung M, Ha JI, Lee YM, Lee S-G,
Shin, et al. Transcriptional Profiles of
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doi:10.3390/data 3040055. Impact Factor
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Oh J, Shin Y, Ha JI, Lee YM, Lee S-G, Kang
B-C, et al. Transcriptome Profiling of Two
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Impact Factor: 1.063
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Journal of Economic Entomology.
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into Genome Size Evolution in Rhodo-
phyta. Molecular Biology and Evolution.
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Chun JM. Network pharmacology-based
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