Daftar Pustaka

[1] Waletta Dinda M, Adiwijaya, Angelina Prima Kurniati. 2008. Analisis dan Implementasi Minimum-
Redundancy-Maximum-Relevance (MRMR) Feature Selection pada Klasifikasi Data.

[2] Ma’ruf, F. A., Adiwijaya, A., & Wisesty, U. N. 2018. Analisis Pengaruh Metode Reduksi Dimensi
Minimum Redundancy Maximum Relevance Pada Klasifikasi Kanker Berdasarkan Data Microarray
Menggunakan Classifier Support Vector Machine. eProceedings of Engineering, 5[1].

[3] WHO, American Cancer Society. 2015. Cancer facts & Tableures 2015. [Accesed 12 October 2018]

[4] Braga-Neto, Ulisses & R Dougherty, Edward. 2004. Is cross-validation valid for small-sample microarray
classification?. Bioinformatics. 20. 374-380

[5] Liu, X., Krishnan, A., & Mondry, A. 2005. An entropy-based gene selection method for cancer
classification using microarray data. BMC bioinformatics, 6[1], 76.

[6] Nurviarelda, R., Adiwijaya, A., & Rohmawati, A. A. 2018. Klasifikasi Data Microarray Menggunakan
Discrete Wavelet Transform Dan Naive Bayes Classification. eProceedings of Engineering, 5[1].

[7] Ramadhani, P. T., Wisesty, U. N., & Aditsania, A. 2017. Deteksi Kanker berdasarkan Klasifikasi Data
Microarray menggunakan Functional Link Neural Network dengan Seleksi Fitur Genetic
Algorithm. Indonesian Journal on Computing (Indo-JC), 2[2], 11-22.

[8] Singh, R. K., & Sivabalakrishnan, M. 2015. Feature selection of gene expression data for cancer classification:
a review. Procedia Computer Science, 50, 52-57.

[9] Kresno, S. B. 2011. Micro-RNA dan Implikasinya pada Kanker. Indonesian Journal of Cancer, 5[3].

[10] Fodor, I. K. 2002. A survey of dimension reduction techniques(No. UCRL-ID-148494). Lawrence
Livermore National Lab., CA (US).

[11] Li, L., & Li, H. 2004. Dimension reduction methods for microarrays with application to censored survival
data. Bioinformatics, 20[18], 3406-3412.

[12] Saeys, Y., Inza, I., & Larrafiaga, P. 2007. A review of feature selection techniques in
bioinformatics. bioinformatics, 23[19], 2507-2517.

[13] Materka, A., & Strzelecki, M. 1998. Texture analysis methods—a review. Technical university of lodz,
institute of electronics, COST B11 report, Brussels, 9-11.

[14] Li, Z., Zhou, X., Dai, Z., & Zou, X. 2010. Classification of G-protein coupled receptors based on support
vector machine with maximum relevance minimum redundancy and genetic algorithm. BMC
bioinformatics, 11[1], 325.

[15] World Health Organization. [online] http://www.who.int/en/news-room/fact-sheets/detail/cancer/ [Accesed
12 October 2018]

[16] Pradana, A. C., Adiwijaya, A., & Aditsania, A. 2018. Implementasi Algoritma Binary Particle Swarm
Optimization (BPSO) dan C4. 5 Decision Tree untuk Deteksi Kanker Berdasarkan Klasifikasi Microarray
Data. eProceedings of Engineering, 5[3].

[17] Fahrudin, T. M., Syarif, I., & Barakbah, A. R. 2017. Data Mining Approach for Breast Cancer Patient
Recovery. EMITTER International Journal of Engineering Technology, 5[1], 36-71.

[18] Budhi, R. K. 2008. Aplikasi Algoritma Genetik untuk Optimasi Penjadwalan Kegiatan Perkuliahan. Jurnal
Transformatika, 6[1], 1-9.

[19] Haupt, R. L., & Ellen Haupt, S. 2004. Practical genetic algorithms.

[20] Singh, R. K., & Sivabalakrishnan, M. 2015. Feature selection of gene expression data for cancer
classification: a review. Procedia Computer Science, 50, 52-57.

[21] Purbolaksono, M. D., Widiastuti, K. C., Mubarok, M. S., & Ma’ruf, F. A. 2018, March. Implementation of
mutual information and bayes theorem for classification microarray data. In Journal of Physics: Conference
Series [Vol. 971, No. 1, p. 012011]. IOP Publishing.



http://www.who.int/en/news-room/fact-sheets/detail/cancer/

