
Jurnal Tugas Akhir Fakultas Informatika  Juli-2022 

  11 

Reference 
 

[1] Y. H. Lai, W. N. Chen, T. C. Hsu, C. Lin, Y. Tsao, and S. Wu, “Overall survival prediction of non-small 

cell lung cancer by integrating microarray and clinical data with deep learning,” Sci. Rep., vol. 10, no. 1, 

pp. 1–11, 2020, doi: 10.1038/s41598-020-61588-w. 

[2] G. Yang, Q. Chen, J. Xiao, H. Zhang, Z. Wang, and X. Lin, “Identification of genes and analysis of 

prognostic values in nonsmoking females with non-small cell lung carcinoma by bioinformatics analyses,” 

Cancer Manag. Res., vol. 10, pp. 4287–4295, 2018, doi: 10.2147/CMAR.S174409. 

[3] T. P. Lu et al., “Identification of a novel biomarker, SEMA5A, for non-small cell lung carcinoma in 

nonsmoking women,” Cancer Epidemiol. Biomarkers Prev., vol. 19, no. 10, pp. 2590–2597, 2010, doi: 

10.1158/1055-9965.EPI-10-0332. 

[4] Q. Wu and W. Zhao, “Small-Cell Lung Cancer Detection Using a Supervised Machine Learning 

Algorithm,” Proc. - 2017 Int. Symp. Comput. Sci. Intell. Control. ISCSIC 2017, vol. 2018-Febru, pp. 88–

91, 2018, doi: 10.1109/ISCSIC.2017.22. 

[5] F. Ramadhaniah, A. Mulawarman, E. Suzanna, and L. R. Andalucia, “Gambaran Kanker Paru Karsinoma 

Bukan Sel Kecil dengan Efusi Pleura Characteristic of Non Small Cell Lung Cancer with Pleural Efusion,” 

J. Respirologi Indones., vol. 36, no. 2, pp. 60–66, 2016. 

[6] H. Azzawi, J. Hou, Y. Xiang, and R. Alanni, “Lung cancer prediction from microarray data by gene 

expression programming,” IET Syst. Biol., vol. 10, no. 5, pp. 168–178, 2016, doi: 10.1049/iet-

syb.2015.0082. 

[7] P. Guan, D. Huang, M. He, and B. Zhou, “Lung cancer gene expression database analysis incorporating 

prior knowledge with support vector machine-based classification method,” vol. 7, pp. 1–7, 2009, doi: 

10.1186/1756-9966-28-103. 

[8] Y. Wu et al., “Preoperative Prediction of Lymph Node Metastasis in Patients With Early-T-Stage Non-

small Cell Lung Cancer by Machine Learning Algorithms,” Front. Oncol., vol. 10, no. May, pp. 1–8, 2020, 

doi: 10.3389/fonc.2020.00743. 

[9] D. N. Purba, Fhira Nhita, and Isman Kurniawan, “Implementation of Ensemble Method in Schizophrenia 

Identification Based on Microarray Data,” J. RESTI (Rekayasa Sist. dan Teknol. Informasi), vol. 6, no. 1, 

pp. 64–69, 2022, doi: 10.29207/resti.v6i1.3788. 

[10] N. N. M. Hasri, N. H. Wen, C. W. Howe, M. S. Mohamad, S. Deris, and S. Kasim, “Improved support 

vector machine using multiple SVM-RFE for cancer classification,” Int. J. Adv. Sci. Eng. Inf. Technol., 

vol. 7, no. 4–2 Special Issue, pp. 1589–1594, 2017, doi: 10.18517/ijaseit.7.4-2.3394. 

[11] S. Pawar, Web-Based Application for Accurately Classifying Cancer Type from Microarray Gene 

Expression Data Using a Support Vector Machine (SVM) Learning Algorithm, vol. 11466 LNBI. Springer 

International Publishing, 2019. 

[12] J. M. Luna et al., “Predicting radiation pneumonitis in locally advanced stage II–III non-small cell lung 

cancer using machine learning,” Radiother. Oncol., vol. 133, pp. 106–112, 2019, doi: 

10.1016/j.radonc.2019.01.003. 

[13] K. H. Yu et al., “Classifying non-small cell lung cancer types and transcriptomic subtypes using 

convolutional neural networks,” J. Am. Med. Informatics Assoc., vol. 27, no. 5, pp. 757–769, 2020, doi: 

10.1093/jamia/ocz230. 

[14] P. Nanglia, S. Kumar, A. N. Mahajan, P. Singh, and D. Rathee, “A hybrid algorithm for lung cancer 

classification using SVM and Neural Networks,” ICT Express, vol. 7, no. 3, pp. 335–341, 2020, doi: 

10.1016/j.icte.2020.06.007. 

[15] R. Tabares-Soto, S. Orozco-Arias, V. Romero-Cano, V. S. Bucheli, J. L. Rodríguez-Sotelo, and C. F. 

Jiménez-Varón, “A comparative study of machine learning and deep learning algorithms to classify cancer 

types based on microarray gene expression data,” PeerJ Comput. Sci., vol. 2020, no. 4, pp. 1–22, 2020, 

doi: 10.7717/peerj-cs.270. 

[16] S. K. Prabhakar, H. Rajaguru, and D. O. Won, “A Holistic Performance Comparison for Lung Cancer 

Classification Using Swarm Intelligence Techniques,” J. Healthc. Eng., vol. 2021, 2021, doi: 

10.1155/2021/6680424. 

[17] I. Kurniawan, D. Tarwidi, and Jondri, “QSAR modeling of PTP1B inhibitor by using Genetic algorithm-

Neural network methods,” J. Phys. Conf. Ser., vol. 1192, no. 1, 2019, doi: 10.1088/1742-

6596/1192/1/012059. 

[18] M. Fajar Rizqi, R. Rendian Septiawan, and I. Kurniawan, “Implementation of Simulated Annealing-

Support Vector Machine on QSAR Study of Indenopyrazole Derivative as Anti-Cancer Agent,” 2021 9th 

Int. Conf. Inf. Commun. Technol. ICoICT 2021, no. Icidm, pp. 662–668, 2021, doi: 

10.1109/ICoICT52021.2021.9527416. 

[19] E. Wicaksana, D. T. Murdiansyah, and I. Kurniawan, “Classification Model of Consumer Question about 

Motorbike Problems by Using Naïve Bayes and Support Vector Machine,” Indones. J. Comput., vol. 6, 



Jurnal Tugas Akhir Fakultas Informatika  Juli-2022 

  12 

no. 2, pp. 1–10, 2021, doi: 10.34818/indojc.2021.6.2.561. 

[20] A. Nabilah ’Izzaturrahmah, F. Nhita, and I. Kurniawan, “Implementation of Support Vector Machine on 

Text-based GERD Detection by using Drug Review Content,” 2021 Int. Conf. Adv. Data Sci. E-Learning 

Inf. Syst. ICADEIS 2021, 2021, doi: 10.1109/ICADEIS52521.2021.9702073. 

[21] O. F.Y, A. J.E.T, A. O, H. J. O, O. O, and A. J, “Supervised Machine Learning Algorithms: Classification 

and Comparison,” Int. J. Comput. Trends Technol., vol. 48, no. 3, pp. 128–138, 2017, doi: 

10.14445/22312803/ijctt-v48p126. 


