DAFTAR PUSTAKA

Anil C S, Kashinath M A (2013). Production, Characterization and optimization
of potent protease (Serratiopeptidase) from Serratia-marcescens E15.
International Research Journal of Pharmaceutical and Applied Science,
3(4): 95-98

Araghi, A., Hashemi, S., Sepahi, A. A., Faramarzi, M. A., & Amin, M. (2019).
Purification and study of anti-cancer effects of Serratia marcescens
serralysin. Iranian journal of microbiology, 11(4), 320-327.

Averett, L. E., Schoenfisch, M. H., Akhremitchev, B. B., & Gorkun, O. V.
(2009). Kinetics of the multistep rupture of fibrin 'A-a' polymerization
interactions measured using atomic force microscopy. Biophysical journal,
97(10), 2820-2828. https://doi.org/10.1016/j.bpj.2009.08.042

Baumann, U. (2006). Serralysin and Related Enzymes. in N.D, Rawlings & S,
Guy (Ed). Handbook of Proteolytic Enzyme(lnd ed., pp 864-867).
Waltham, USA: Elsevier Ltd

Berg JM, Tymoczko JL, Stryer L. (2002). Biochemistry (5th ed). New York: W
H Freeman. Available from:
https://www.ncbi.nlm.nih.gov/books/NBK22584/

Bhagat S, Agarwal M, Roy V. (2013). Serratiopeptidase: a systematic review of
the existing evidence. International Journal of Surgery, 11(3): 209-217

Bhargavi P.L & Prakasham, R.S. (2013). A fibrinolytic, alkaline and
thermostable metalloprotease from the newly isolatedSerratiasp RSPB11.
International Journal of Biological Macromolecules, 66: 479-486.

BioExcel CoE. (2016, October 13), BioExcel Webinar Series #7: PRODIGY, a
web server to predict binding affinities in protein protein ¢ [Video].
YouTube. https://www.youtube.com/watch?v=xYIFARWGd88

Coleman, R. G., & Sharp, K. A. (2010). Protein pockets: inventory, shape, and
comparison. Journal of chemical information and modeling, 50(4), 589-603.
https://doi.org/10.1021/ci900397t

Cologne, Germany: Institute for Quality and Efficiency in Health Care (IQWiG);
2006-. What are blood clots and what causes them? 2013 Nov 5 [Updated
2016 Dec 27]. Available from:
https://www.ncbi.nlm.nih.gov/books/NBK279383/

Critical Assessment of Predicted Interactions. (2017, May 14). CAPRI and Its
Role. Retrieved from https://www.capri-docking.org/about/#capri-and-its-

30



role

de Vries, S. J., Melquiond, A. S., Kastritis, P. L., Karaca, E., Bordogna, A., van
Dijk, M., Rodrigues, J. P., & Bonvin, A. M. (2010). Strengths and
weaknesses of data-driven docking in critical assessment of prediction of
interactions. Proteins, 78(15), 3242-3249.
https://doi.org/10.1002/prot.22814

de Vries, S. J., & Bonvin, A. M. (2011). CPORT: a consensus interface predictor
and its performance in prediction-driven docking with HADDOCK. PloS
one, 6(3), €17695. https://doi.org/10.1371/journal.pone.0017695

Doshi, P., Bhargava, P., Singh, V., Pathak, C., Joshi, C., Joshi, M. (2020).
Escherichia coli strain engineering for enhanced production of
serratiopeptidase for therapeutic applications. International Journal of
Biological Macromolecules, 160, pp. 1050-1060

Eble J. A. (2018). Titration ELISA as a Method to Determine the Dissociation
Constant of Receptor Ligand Interaction. Journal of visualized experiments :
JOVE, (132), 57334. https://doi.org/10.3791/57334

Ethiraj, S., Gopinath, S. (2017). Production, purification, characterization,
immobilization, and application of Serrapeptase: a review. Frontiers in
Biology, 12(5), 333-348. d0i:10.1007/s11515-017-1461-3

Glantz-Gashai, Y., Meirson, T., & Samson, A. O. (2016). Normal Modes Expose
Active Sites in Enzymes. PLOS Computational Biology, 12(12), e1005293.
doi:10.1371/journal.pcbi.1005293

Guyton, A. (1974). Function of the Human Body. WB Saunders, 4:8384

Hebda, J. (2011, September 9). Protein Binding: Ligands, Affinity, and Specifity.
Retrieved from: https://www.am
herst.edu/system/files/media/1353/protein%
252520interactions%252520F11.pdf

Hudson, N. E., Ding, F., Bucay, I., O'Brien, E. T., 3rd, Gorkun, O. V., Superfine,
R., Lord, S. T., Dokholyan, N. V., & Falvo, M. R. (2013). Submillisecond
elastic recoil reveals molecular origins of fibrin fiber mechanics. Biophysical
journal, 104(12), 2671-2680. https://doi.org/10.1016/j.bpj.2013.04.052

Jadhav, S. B., Shah, N., Rathi, A., Rathi, V., & Rathi, A. (2020).
Serratiopeptidase: Insights into the therapeutic applications. Biotechnology
Reports, 28, €00544. doi:10.1016/j.btre.2020.e00544

Johnson, W., Onuma, O., Owolabi, M., Sachdev, S. (2016). Stroke: a global
response is needed. Bulletin of the World Health Organization, 94(9), 633-
708. doi: http://dx.doi.org/10.2471/BLT.16.181636

31



Kastritis, P. L., Moal, I. H., Hwang, H., Weng, Z., Bates, P. A., Bonvin, A. M., &
Janin, J. (2011). A structure-based benchmark for protein-protein binding
affinity. Protein science : a publication of the Protein Society, 20(3), 482—
491. https://doi.org/10.1002/pro.580

Kufareva, I., & Abagyan, R. (2012). Methods of protein structure comparison.
Methods in  molecular biology (Clifton, N.J.), 857, 231-257.
https://doi.org/10.1007/978-1-61779-588-6_10

Kurkcuoglu Z., Koukos P.l., Citro N., Trellet M.E., Rodrigues J.P.G.L.M.,
Moreira 1.S., Roel-Touris J., Melgquiond A.S.J., Geng C., Schaarschmidt J.,
Xue L.C., Vangone A. and Bonvin A.M.J.J. (2018). Performance of
HADDOCK and a simple contact-based protein-ligand binding affinity
predictor in the D3R Grand Challenge 2. Journal of Computer-Aided
Molecular Design, 32, 175-185. Retrieved from
https://www.bonvinlab.org/publications/.

Lee, S. (2016, June 26). Structural and Biophysical methods for biological
macromolecules in  solution. Retrieved from https://www.embl-
hamburg.de/biosaxs/courses/embo2016skku/

Lesk, V. I, & Sternberg, M. J. (2008). 3D-Garden: a system for modelling
protein-protein complexes based on conformational refinement of ensembles
generated with the marching cubes algorithm. Bioinformatics (Oxford,
England), 24(9), 1137-1144. https://doi.org/10.1093/bioinformatics/btn093

Lim, B. B., Lee, E. H., Sotomayor, M., & Schulten, K. (2008). Molecular basis of
fibrin clot elasticity. Structure (London, England : 1993), 16(3), 449-459.
https://doi.org/10.1016/j.str.2007.12.019

Litvinov, R. I., & Weisel, J. W. (2017). Fibrin mechanical properties and their
structural origins. Matrix biology : journal of the International Society for
Matrix Biology, 60-61, 110-123.
https://doi.org/10.1016/j.matbi0.2016.08.003

Maillet N. (2019). Rapid Peptides Generator: fast and efficient in silico protein
digestion. ~ NAR genomics and bioinformatics, 2(1), 1qz004.
https://doi.org/10.1093/nargab/Iqz004

Park, H., & Ming, L.-J. (2002). Mechanistic studies of the astacin-like Serratia
metalloendopeptidase serralysin: highly active (>2000%) Co(ll) and Cu(ll)
derivatives for further corroboration of a “metallotriad” mechanism. JBIC
Journal  of Biological Inorganic  Chemistry, 7(6), 600-610.
doi:10.1007/s00775-002-0338-2

Peterson, L. X., Roy, A., Christoffer, C., Terashi, G., & Kihara, D. (2017).
Modeling disordered protein interactions from biophysical principles. PLoS
computational biology, 13(4), e1005485.
https://doi.org/10.1371/journal.pcbi.1005485

32



Pierce, B. G., Hourai, Y., & Weng, Z. (2011). Accelerating protein docking in
ZDOCK using an advanced 3D convolution library. PloS one, 6(9), e24657.
https://doi.org/10.1371/journal.pone.0024657

Ramirez, D., & Caballero, J. (2018). Is It Reliable to Take the Molecular
Docking Top Scoring Position as the Best Solution without Considering
Available Structural Data? Molecules, 23(5), 1038.
d0i:10.3390/molecules23051038

Robert S R (2009). The ‘Miracle’ Enzyme is Serrapeptase, the 2nd Gift from
Silkworms Giving the answer to Pain, Inflammation and Clear Arteries.
Naturally Healthy Publications, 3(4): 12-19

Roche, D. B., Brackenridge, D. A., McGuffin, L.J. (2015). Proteins and Their
Interacting Partners:An Introduction to Protein—Ligand BindingSite
Prediction Methods. International Journal of Molecular Sciences, 16,
29829-2984. doi: doi:10.3390/ijms16122620

Segura, J., Marin-L6pez, M. A., Jones, P. F., Oliva, B., & Fernandez-Fuentes, N.
(2015). VORFFIP-driven dock: V-D20OCK, a fast and accurate protein
docking strategy. PloS one, 10(3), e0118107.
https://doi.org/10.1371/journal.pone.0118107

Syahbanu, F., Giriwono, P. E., Tjandrawinata, R. R., & Suhartono, M. T. (2020).
Molecular analysis of a fibrin-degrading enzyme from Bacillus subtilis K2
isolated from the Indonesian soybean-based fermented food moromi.
Molecular biology reports, 47(11), 8553-8563.
https://doi.org/10.1007/s11033-020-05898-2

Srivastava, V., Mishra, S., Chaudhuri, T.K. (2019). Enhanced production of
recombinant serratiopeptidase in Escherichia coli and its characterization as
a potential biosimilar to native biotherapeutic counterpart. Microbial Cell
Factories, 18, 215-230

Takemura, K., & Kitao, A. (2019). More efficient screening of protein-protein
complex model structures for reducing the number of candidates. Biophysics
and Physicobiology, 16(0), 295-303. doi:10.2142/biophysico.16.0_29

Tovchigrechko, A., & Vakser, I. A. (2006). GRAMM-X public web server for
protein-protein docking. Nucleic acids research, 34(Web Server issue),
W310-Wa314. https://doi.org/10.1093/nar/gkl206

Tsurupa, G., Pechik, I., Litvinov, R. I., Hantgan, R. R., Tjandra, N., Weisel, J.
W., & Medved, L. (2012). On the mechanism of aC polymer formation in
fibrin. Biochemistry, 51(12), 2526-2538. https://doi.org/10.1021/bi2017848

Vangone, A & Bonvin, AMJJ (2017). PRODIGY: a contact-based predictor of
binding affinity in protein-protein complexes. Bio-protocol 7(3): e2124.
http://dx.doi.org/10.21769/BioProtoc.2124

33



Vangone, A., Schaarschmidt, J., Koukos, P., Geng, C., Citro, N., Trellet, M. E.,
Xue, L. C., & Bonvin, A. (2019). Large-scale prediction of binding affinity
in protein-small ligand complexes: the PRODIGY-LIG web server.
Bioinformatics (Oxford, England), 35(9), 1585-1587.
https://doi.org/10.1093/bioinformatics/bty816

Virag, L., Wilson, J. S., Humphrey, J. D., & Karsaj, I. (2015). A Computational
Model of Biochemomechanical Effects of Intraluminal Thrombus on the
Enlargement of Abdominal Aortic Aneurysms. Annals of biomedical
engineering, 43(12), 2852-2867. https://doi.org/10.1007/s10439-015-1354-z

Weber State University. (2007, September 4). Mechanisms of Blood
Coagulation. Diambil dari: http://departments.weber.ed
u/chpweb/hemophilia/mecha nisms_of blood_coagulation.htm.

World Health Organization. (2021, Februari 2). Cardiovascular Disease. Diambil
dari https://www.who.int/health-topics/cardiovascular-diseases#tab=tab_1

Zhmurov, A., Brown, A. E., Litvinov, R. I, Dima, R. I., Weisel, J. W., &
Barsegov, V. (2011). Mechanism of fibrin(ogen) forced unfolding. Structure
(London, England : 1993), 19(11), 1615-1624.
https://doi.org/10.1016/j.str.2011.08.013

34





