DAFTAR PUSTAKA

Abdel-Basset, M., Abdel-Fatah, L. and Sangaiah, A.K., 2018. Metaheuristic Algorithms: A
Comprehensive Review. In: Computational Intelligence for Multimedia Big Data on the
Cloud with Engineering Applications. Elsevier. pp.185-231.
https://doi.org/10.1016/B978-0-12-813314-9.00010-4.

Abudurexiti, M., Abuduhalike, R., Naman, T., Wupuer, N., Duan, D., Keranmu, M. and
Mahemuti, A., 2024. Integrated proteomic and metabolomic profiling reveals novel
insights on the inflammation and immune response in HFpEF. BMC Genomics, 25(1),
p.676. https://doi.org/10.1186/s12864-024-10575-w.

Albert-Laszl6 Barabasi, 2016. Network Science. Cambridge University Press.

Ashburner, M., Ball, C.A., Blake, J.A., Botstein, D., Butler, H., Cherry, J.M., Davis, A.P.,
Dolinski, K., Dwight, S.S., Eppig, J.T., Harris, M.A., Hill, D.P., Issel-Tarver, L.,
Kasarskis, A., Lewis, S., Matese, J.C., Richardson, J.E., Ringwald, M., Rubin, G.M. and
Sherlock, G., 2000. Gene Ontology: tool for the unification of biology. Nature Genetics,
25(1), pp-25-29. https://doi.org/10.1038/75556.

Bray, F., Laversanne, M., Sung, H., Ferlay, J., Siegel, R.L., Soerjomataram, I. and Jemal, A.,
2024. Global cancer statistics 2022: GLOBOCAN estimates of incidence and mortality
worldwide for 36 cancers in 185 countries. CA: A Cancer Journal for Clinicians, 74(3),
pp-229-263. https://doi.org/10.3322/caac.21834.

Chaitanya Thandra, K., Barsouk, A., Saginala, K., Sukumar Aluru, J. and Barsouk, A., 2021.
Epidemiology of lung cancer. Wspdiczesna Onkologia, 25(1), pp.45-52.
https://doi.org/10.5114/w0.2021.103829.

Chang Honghao, Feng Zuren and Ren Zhigang, 2013. Community detection using Ant
Colony Optimization. In: 2013 IEEE Congress on Evolutionary Computation. IEEE.
pp-3072-3078. https://doi.org/10.1109/CEC.2013.6557944.

Charest, J., Loebenstein, P., Mach, R.L. and Mach-Aigner, A.R., 2025. FunFEA: an R
package for fungal functional enrichment analysis. BMC Bioinformatics, 26(1), p.138.
https://doi.org/10.1186/s12859-025-06164-7.

Chen, J., Li, K., Bilal, K., Metwally, A.A., Li, K. and Yu, P., 2024. Parallel Protein
Community Detection in Large-scale PPI Networks Based on Multi-source Learning.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, [online] pp.1—
1. https://doi.org/10.1109/TCBB.2018.2868088.

Dabaghi-Zarandi, F., Afkhami, M.M. and Ashoori, M.H., 2025. Community Detection
method based on Random walk and Multi objective Evolutionary algorithm in complex
networks. Journal of Network and Computer Applications, 234, p.104070.
https://doi.org/10.1016/j.jnca.2024.104070.

Dorigo, M. and Stiitzle, T., 2010. Ant Colony Optimization: Overview and Recent Advances.
pp.227-263. https://doi.org/10.1007/978-1-4419-1665-5_8.

Fortunato, S. and Hric, D., 2016. Community detection in networks: A user guide. Physics
Reports, 659, pp.1-44. https://doi.org/10.1016/j.physrep.2016.09.002.

Franceschini, A., Szklarczyk, D., Frankild, S., Kuhn, M., Simonovic, M., Roth, A., Lin, J.,
Minguez, P., Bork, P., von Mering, C. and Jensen, L.J., 2012. STRING v9.1: protein-

75



protein interaction networks, with increased coverage and integration. Nucleic Acids
Research, 41(D1), pp.D808-D815. https://doi.org/10.1093/nar/gks1094.

Gao, J., Aksoy, B.A., Dogrusoz, U., Dresdner, G., Gross, B., Sumer, S.O., Sun, Y., Jacobsen,
A., Sinha, R., Larsson, E., Cerami, E., Sander, C. and Schultz, N., 2013. Integrative
Analysis of Complex Cancer Genomics and Clinical Profiles Using the cBioPortal.
Science Signaling, 6(269). https://doi.org/10.1126/scisignal.2004088.

Goh, K.-I., Cusick, M.E., Valle, D., Childs, B., Vidal, M. and Barabasi, A.-L., 2007. The
human disease network. Proceedings of the National Academy of Sciences, 104(21),
pp-8685-8690. https://doi.org/10.1073/pnas.0701361104.

Hanash, S., 2012. Abstract IA23: A systems approach to the discovery of lung cancer
biomarkers. Clinical ~Cancer Research, 18(3_Supplement), pp.IA23-1A23.
https://doi.org/10.1158/1078-0432.12AACRIASLC-1A23.

Hausman, D.M., 2019. What Is Cancer? Perspectives in Biology and Medicine, 62(4),
pp.778-784. https://doi.org/10.1353/pbm.2019.0046.

Huang, D.W., Sherman, B.T. and Lempicki, R.A., 2009. Bioinformatics enrichment tools:
paths toward the comprehensive functional analysis of large gene lists. Nucleic Acids
Research, 37(1), pp.1-13. https://doi.org/10.1093/nar/gkn923.

Ji, P., Zhang, S. and Zhou, Z., 2020. A decomposition-based ant colony optimization
algorithm for the multi-objective community detection. Journal of Ambient Intelligence
and Humanized Computing, 11(1), pp.173—188. https://doi.org/10.1007/s12652-019-
01241-1.

Jiang, J., Wei, X., Lu, Y., Li, S. and Xu, X., 2024. Network-based prediction of anti-cancer
drug combinations. Frontiers in Pharmacology, 15.
https://doi.org/10.3389/fphar.2024.1418902.

Jones, S. and Thornton, J.M., 1996. Principles of protein-protein interactions. Proceedings
of the National Academy of Sciences, 93(1), pp-13-20.
https://doi.org/10.1073/pnas.93.1.13.

Ju, H., Kim, K., Kim, B. Il and Woo, S.-K., 2024. Graph Neural Network Model for
Prediction of Non-Small Cell Lung Cancer Lymph Node Metastasis Using Protein—
Protein Interaction Network and 18F-FDG PET/CT Radiomics. International Journal
of Molecular Sciences, 25(2), p.698. https://doi.org/10.3390/1jms25020698.

Kanehisa, M., 2000. KEGG: Kyoto Encyclopedia of Genes and Genomes. Nucleic Acids
Research, 28(1), pp.27-30. https://doi.org/10.1093/nar/28.1.27.

Latifah, R., Rosanti, N. and Amri, N., 2022. KAJIAN LITERATURE DETEKSI
KOMUNITAS DAN ANALISIS JARINGAN DI INDONESIA. Just IT : Jurnal Sistem
Informasi, Teknologi  Informasi dan Komputer, 13(1), pp-30-38.
https://doi.org/https://doi.org/10.24853/.

Leskovec, J., Lang, K.J., Dasgupta, A. and Mahoney, M.W., 2009. Community Structure in
Large Networks: Natural Cluster Sizes and the Absence of Large Well-Defined Clusters.
Internet Mathematics, 6(1), pp.29-123.
https://doi.org/10.1080/15427951.2009.10129177.

Manipur, 1., Giordano, M., Piccirillo, M., Parashuraman, S. and Maddalena, L., 2023.
Community Detection in Protein-Protein Interaction Networks and Applications.

76



IEEE/ACM Transactions on Computational Biology and Bioinformatics,20(1), pp.217—
237. https://doi.org/10.1109/TCBB.2021.3138142.

Martinez-Jiménez, F., Muifios, F., Sentis, 1., Deu-Pons, J., Reyes-Salazar, 1., Arnedo-Pac, C.,
Mularoni, L., Pich, O., Bonet, J., Kranas, H., Gonzalez-Perez, A. and Lopez-Bigas, N.,
2020. A compendium of mutational cancer driver genes. Nature Reviews Cancer,
20(10), pp.555-572. https://doi.org/10.1038/s41568-020-0290-x.

McLean, C.Y., Bristor, D., Hiller, M., Clarke, S.L., Schaar, B.T., Lowe, C.B., Wenger, A.M.
and Bejerano, G., 2010. GREAT improves functional interpretation of cis-regulatory
regions. Nature Biotechnology, 28(5), pp.495-501. https://doi.org/10.1038/nbt.1630.

Mu, C., Zhang, J. and Jiao, L., 2014. An intelligent ant colony optimization for community
detection in complex networks. In: 2014 IEEE Congress on Evolutionary Computation
(CEC). IEEE. pp.700-706. https://doi.org/10.1109/CEC.2014.6900411.

Newman, M.E.J., 2006. Modularity and community structure in networks. Proceedings of
the National Academy of Sciences, 103(23), pp.8577-8582.
https://doi.org/10.1073/pnas.0601602103.

Newman, M.E.J. and Girvan, M., 2004. Finding and evaluating community structure in
networks. Physical Review E, 69(2), p-026113.
https://doi.org/10.1103/PhysRevE.69.026113.

Oti, M., 2006. Predicting disease genes using protein-protein interactions. Journal of
Medical Genetics, 43(8), pp.691-698. https://doi.org/10.1136/jmg.2006.041376.

Palsson, B., 2000. The challenges of in silico biology. Nature Biotechnology, 18(11),
pp-1147-1150. https://doi.org/10.1038/81125.

Rahiminejad, S., Maurya, M.R. and Subramaniam, S., 2019. Topological and functional
comparison of community detection algorithms in biological networks. BMC
Bioinformatics, 20(1), p.212. https://doi.org/10.1186/s12859-019-2746-0.

Richards, A.L., Eckhardt, M. and Krogan, N.J., 2021. Mass spectrometry-based protein—
protein interaction networks for the study of human diseases. Molecular Systems
Biology, 17(1). https://doi.org/10.15252/msb.20188792.

Rostami, M., Oussalah, M., Berahmand, K. and Farrahi, V., 2023. Community Detection
Algorithms in Healthcare Applications: A Systematic Review. IEEE Access, 11,
pp-30247-30272. https://doi.org/10.1109/ACCESS.2023.3260652.

Ruano-Ravifia, A., Provencio, M., Calvo de Juan, V., Carcereny, E., Moran, T., Rodriguez-
Abreu, D., Lopez-Castro, R., Cuadrado Albite, E., Guirado, M., Gomez Gonzalez, L.,
Massuti, B., Ortega Granados, A.L., Blasco, A., Cobo, M., Garcia-Campelo, R., Bosch,
J., Trigo, J., Juan, 0., Aguado de la Rosa, C., Domine, M., Sala, M., Oramas, J., Casal-
Rubio, J. and Cerezo, S., 2020. Lung cancer symptoms at diagnosis: results of a
nationwide registry study. ESMO Open, 5(6), p.c001021.
https://doi.org/10.1136/esmoopen-2020-001021.

Sembiring, Y.E., Effendi, W.I., Dillon, J.J., Soebroto, H., Winarno, D.J.S., Puruhito, P., Putra,
[.G.A.M.A., Sebayang, A.N.O. and Negoro, S.P.W.B., 2023. Lung Cancer: A Literature
Review. Jurnal Respirasi, 9(3), pp.246-251. https://doi.org/10.20473/jr.v9-
1.3.2023.246-251.

71



Shahabi Sani, N., Manthouri, M. and Farivar, F., 2020. A multi-objective ant colony
optimization algorithm for community detection in complex networks. Journal of
Ambient  Intelligence  and  Humanized ~ Computing, 11(1), pp.5-21.
https://doi.org/10.1007/s12652-018-1159-7.

Spampinato, A.G., Scollo, R.A., Cutello, V. and Pavone, M., 2023. Random search immune
algorithm for community detection. Soft Computing, 27(12), pp.8061-8090.
https://doi.org/10.1007/s00500-023-07999-z.

Szklarczyk, D., Gable, A.L., Lyon, D., Junge, A., Wyder, S., Huerta-Cepas, J., Simonovic,
M., Doncheva, N.T., Morris, J.H., Bork, P., Jensen, L.J. and Mering, C. von, 2019.
STRING v11: protein—protein association networks with increased coverage, supporting
functional discovery in genome-wide experimental datasets. Nucleic Acids Research,
47(D1), pp.D607-D613. https://doi.org/10.1093/nar/gky1131.

Szklarczyk, D., Gable, A.L., Nastou, K.C., Lyon, D., Kirsch, R., Pyysalo, S., Doncheva,
N.T., Legeay, M., Fang, T., Bork, P., Jensen, L.J. and von Mering, C., 2021. The
STRING database in 2021: customizable protein—protein networks, and functional
characterization of user-uploaded gene/measurement sets. Nucleic Acids Research,
49(D1), pp.D605-D612. https://doi.org/10.1093/nar/gkaal074.

Szklarczyk, D., Nastou, K., Koutrouli, M., Kirsch, R., Mehryary, F., Hachilif, R., Hu, D.,
Peluso, M.E., Huang, Q., Fang, T., Doncheva, N.T., Pyysalo, S., Bork, P., Jensen, L.J.
and von Mering, C., 2025. The STRING database in 2025: protein networks with
directionality of regulation. Nucleic Acids Research, 53(D1), pp.D730-D737.
https://doi.org/10.1093/nar/gkael113.

Wang, F., Han, S., Yang, J., Yan, W. and Hu, G., 2021. Knowledge-Guided “Community
Network” Analysis Reveals the Functional Modules and Candidate Targets in Non-
Small-Cell Lung Cancer. Cells, 10(2), p.402. https://doi.org/10.3390/cells10020402.

Wu, B. and Xi, S., 2021. Bioinformatics analysis of differentially expressed genes and
pathways in the development of cervical cancer. BMC Cancer, 21(1), p.733.
https://doi.org/10.1186/s12885-021-08412-4.

Xie, J., Kelley, S. and Szymanski, B.K., 2013. Overlapping community detection in
networks. ACM Computing Surveys, 45(4), pp-1-35.
https://doi.org/10.1145/2501654.2501657.

Yang, X.S. and Deb, S., 2010. Engineering optimisation by cuckoo search. International
Journal of Mathematical Modelling and Numerical Optimisation, 1(4), p.330.
https://doi.org/10.1504/IJMMNO.2010.035430.

Yousef, M., Vlachogiannis, I. and Tsiani, E., 2017. Effects of Resveratrol against Lung
Cancer: In Vitro and In Vivo Studies. MNutrients, 9(11), p.1231.
https://doi.org/10.3390/nu9111231.

Zhang, J., Qi, L., Sun, Y., Chen, S., Liu, J., Chen, J., Yan, F., Wang, W., Wang, Q. and Chen,
L., 2025. Integrated bioinformatics analysis of the effects of chronic pain on patients
with  spinal cord injury. Frontiers in  Cellular =~ Neuroscience, 19.
https://doi.org/10.3389/fncel.2025.1457740.

Zhou, Y., Zhou, B., Pache, L., Chang, M., Khodabakhshi, A.H., Tanaseichuk, O., Benner, C.
and Chanda, S.K., 2019. Metascape provides a biologist-oriented resource for the

78



analysis of systems-level datasets. Nature Communications, 10(1), p.1523.
https://doi.org/10.1038/s41467-019-09234-6.

79



