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automatiku, mjerenje, elektroniku, računarstvo i komunikacije, vol. 65, no. 1,
pp. 343–360, 2024.

[36] B.-Q. Li, L.-L. Hu, L. Chen, K.-Y. Feng, Y.-D. Cai, and K.-C. Chou,
“Prediction of protein domain with mrmr feature selection and analysis,” PloS
one, vol. 7, no. 6, p. e39308, 2012.

[37] M. Billah and S. Waheed, “Minimum redundancy maximum relevance (mrmr)
based feature selection from endoscopic images for automatic gastrointestinal
polyp detection,” Multimedia Tools and Applications, vol. 79, no. 33, pp.
23 633–23 643, 2020.

[38] P. M. Granitto, C. Furlanello, F. Biasioli, and F. Gasperi, “Recursive feature
elimination with random forest for ptr-ms analysis of agroindustrial products,”
Chemometrics and intelligent laboratory systems, vol. 83, no. 2, pp. 83–90,
2006.

[39] A. Kurani, P. Doshi, A. Vakharia, and M. Shah, “A comprehensive
comparative study of artificial neural network (ann) and support vector
machines (svm) on stock forecasting,” Annals of Data Science, vol. 10, no. 1,
pp. 183–208, 2023.

[40] F. S. Jumeilah et al., “Penerapan support vector machine (svm) untuk
pengkategorian penelitian,” Jurnal RESTI (Rekayasa Sistem Dan Teknologi
Informasi), vol. 1, no. 1, pp. 19–25, 2017.

[41] M. A. Chandra and S. Bedi, “Survey on svm and their application in image
classification,” International Journal of Information Technology, vol. 13,
no. 5, pp. 1–11, 2021.

[42] L. R. Halim and A. Suryadibrata, “Cyberbullying sentiment analysis with
word2vec and one-against-all support vector machine,” IJNMT (International
Journal of New Media Technology), vol. 8, no. 1, pp. 57–64, 2021.
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