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Rusip is a traditional Indonesian side-dishes food that is a fermented anchovy 

product originating from Bangka Belitung. During the fermentation, various lactic 

acid bacteria grew in rusip and produced bioactive peptides because of proteolytic 

enzyme action. Several treatments to obtain bioactive peptides can be conducted 

(fermentation, in vivo digestion, and in vitro hydrolysis using enzymes). The in vivo 

and in vitro methods are a widely used approach, but these methods are costly and 

time-consuming. These limitations could be solved by the bioinformatics approach. 

This method manages and interprets information about biological systems that 

employ computational methods. This study aimed to review recent studies on rusip 

and similar fermented fish and peptide bioactive with their bioactivity), steps, 

advantages, and limitations of bioactive peptide studies using the bioinformatics 

approach. The review article was written using narrative literature review method, 

which based on in-depth investigation from scientific literatures by identifing 

keywords, reviewing the content of articles, and synthesizing the findings. The 

results showed that using bioinformatics has provided opportunities for the 

development of bioactive peptides. Through this method, bioactive peptide 

identification begins with determining the main sample protein and the enzymes in 

protein hydrolysis. The further steps are protein hydrolysis simulation, determining 

the potential for bioactivity, and molecular docking. The bioinformatics analyses 

were performed synergistically to predict the protein or peptide characteristics from 

the sample and its bioactivity and determine its interaction with their receptor. 

However, despite the advantages, the bioinformatics approach also has several 

limitations, such as the lack of certain types of proteins or peptides in the database 

and hydrolysis simulation tool. Combining conventional and in silico methods 

(hybrid method) is potential to obtain the new and promising bioactive peptides from 

rusip and other fermented fish (i.e., budu, bekasam, and pla duk ra) and meat 

products for development product, both functional food and supplements. 

 

 

Introduction 

Rusip is a traditional Indonesian side-dishes food, 

which is a fermented anchovy product originating 

from Bangka Belitung (Figure 1). Rusip is made 

from anchovies, salt, and palm sugar, then 

fermented anaerobically for 7-14 days (Rukmini et 

al., 2014). Rusip has unique organoleptic 

characteristics, such as light brown to dark gray in 

color and an aroma and taste that tends to be salty 

and sour (Kusmarwati et al., 2011). Rusip is usually 

consumed directly as 'sambal' by adding spices 

such as chili, shallots, and lime juice and eaten with 

vegetables (Koesoemawardani 2007).  

During the rusip fermentation processes, 

various lactic acid bacteria, i.e., Streptococcus sp., 

Lactococcus sp., and Leuconostoc sp., grow 

naturally on the product and produce proteolytic 

enzymes (Koesoemawardani and Yuliana, 2013). 
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Figure 1. Rusip and the end use of rusip product (“sambal rusip”) 

 

Those proteolytic microorganisms hydrolyze 

protein into peptides which possess different amino 

acid sequences. Many studies reported that 

peptides exhibit a variety of biological activities, 

such as antibacterial, antioxidant, anti-

inflammatory, antihypertensive, and anti-

cholesterol (de Castro and Sato, 2015). Peptides 

with various bioactivities are commonly known as 

bioactive peptides (Tamam et al., 2018). The 

bioactive peptides contained in rusip will have a 

positive health impact on the people who consume 

it. This function confirms the role of rusip as a 

functional food. In addition, the stages of 

separation and increasing the purity of the rusip 

bioactive peptide can also be carried out for 

utilization as a nutraceutical product.   

Generally, classical approaches for producing 

and identifying bioactive peptides involve four 

steps: identifying suitable protein sources, 

performing enzymatic hydrolysis (in 

vitro)/fermentation/in vivo digestion to obtain 

peptide fragments, isolating bioactive peptides by 

chromatographic methods, and validating peptide 

bioactivity (Li-Chan, 2015). The classical 

approach to finding these bioactive peptides is 

laborious, expensive, and long processing time 

(Peredo-Lovillo et al., 2022). Therefore, the 

bioinformatics approach was introduced to solve 

these issues (Ekins et al., 2007). The bioinformatics 

approach manages, curates, and interprets 

information about biological systems that employ 

computational methods (Li-Chan, 2015). Various 

bioinformatics tools such as databases, web 

servers, and software have been used to analyze 

amino acid precursor protein profiles, 

physicochemical properties, and bioactivity to 

molecular interactions between compounds 

(ligands and receptors) (Tu et al., 2018). This 

approach offers an excellent opportunity for 

exploratory studies to the discovery of new 

bioactive peptides since it can identify, 

characterize, and analyze the functional properties 

of bioactive peptides at a low cost and even with 

fewer chemical reagents, resulting in more targeted 

and faster acquisition/discovery of new bioactive 

peptides (Holton et al., 2013; Liu et al., 2019).  

Moreover, the bioinformatics approach can be 

carried out synergistically using a classical 

approach to enable more effective analysis or 

identification of potential bioactive peptide 

candidates (Kang et al., 2022). As a result, the use 

of this method has increased significantly in 

numerous bioactive peptide assessment studies (Ji 

et al., 2018). Bioinformatics techniques have been 

used in several peptide studies, such as studies on 

the potency of milk's β-lactoglobulin (Tulipano et 

al., 2015), bioactive peptides from milk 

(Sitanggang et al., 2018), bioactive peptides from 

flaxseed (Langyan et al., 2021), bioactive peptide 

from Halophila stipulacea (Kandemir-Cavas et al., 

2019), bioactive peptide tempeh (Tamam et al., 

2021), and bioactive peptide produced by 

Streptomyces sp. (Kurnianto et al., 2022). 

Although the bioinformatics approach has 

been used in several bioactive peptide studies, most 

studies on discovering bioactive peptides 

from rusip and other fermented fish products still 

use the classical approach as their exploration 

research method. Thus, the bioinformatics 

approach becomes a potential new approach for 

exploratory studies of original bioactive peptides 

from rusip or other fermented fish products. This 

manuscript aims to review recent studies on rusip 

and similar fermented fish (nutritional content, 
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safety, microorganisms, and peptide bioactive with 

their bioactivity), the steps, the, advantages, and 

the limitations of bioactive peptide studies derived 

from traditional fermented foods using the 

bioinformatics approach.  

 

Research Methods 

The research was conducted using the narrative 

literature review method. The initial step was to 

perform a search for scientific literature published 

from 2012 - 2022 and indexed in the Scopus, 

Google Scholar, Pubmed, and Sinta (Indonesian 

indexing journal) databases. The next step is to 

identify keywords, which keywords used are 

related to rusip and similar fermented fish products 

(i.e., budu, bekasam, pla duk ra, etc.), fermented 

food bioactive peptides, bioinformatics, software, 

and databases used (i.e., expassy, uniprot, BioPEP, 

autodock, autodock vina, etc.) and implementation 

of bioinformatics for predicting bioactive peptides 

of fermented food. The third step is a review of 

abstracts and articles, in which at this step, articles 

with appropriate keywords but abstracts and the 

contents of the articles cannot answer the research 

objectives will be excluded. In the final step, a 

synthesis of the findings from the articles is carried 

out and integrated into the manuscript. 

 

Results and Discussion 

Nutrient content and safety of Rusip 

Rusip is a traditional Indonesian food fermented 

anchovy product from Bangka Belitung 

(Kusmarwati et al., 2014). Rusip is made from 

anchovies, salt, and palm sugar, then fermented 

anaerobically for 7-14 days (Koesoemawardani 

and Yuliana, 2013). Generally, rusip has sensory 

characteristics such as the appearance of crumbling 

fish, a grey-brown color, a hazy and watery liquid, 

a salty and sour flavor, and the fishy and sour 

aroma typical of fermented foods 

(Koesoemawardani and Mahrus, 2016). Rusip has 

a high protein content (34.86%) due to anchovies 

(Stolephorus spp.) being the main ingredients. Its 

protein has various amino acids, with glutamate 

and aspartate in the highest concentrations 

(Koesoemawardani et al., 2018). In addition, rusip 

also contains high minerals (11.49%) and low-fat 

content (2.60%) (Rinto et al., 2019) 

Traditional and spontaneous fermentation has 

an essential role in the production of rusip. In 

fermentation, salt concentration (13.9 – 15.6%) is 

the primary selection factor (Rinto and Subarka, 

2017). According to Faisal et al. (2015), several 

groups of bacteria (i.e., lactic acids 

(LAB), Bacillus sp., and Pseudomonas sp.) and 

yeast (i.e., Saccharomyces cerevisiae) are present 

and able to survive till the end of fermentation 

processes. Various bacteria can provide functional 

benefits for the body as well as concerns about food 

safety issues. Several studies reveal that specific 

metabolites generated by microbial metabolism in 

fermented fish products, such as purines, 

histamine, and metabolites associated with uric 

acid, can pose health risks (Paul and James, 2017). 

Nevertheless, there has been no reports of 

allergenicity, pathogenic bacterial infection, or 

histamine poisoning due to rusip (Waisundara et 

al., 2016). 

 

Microbiota in Rusip and secreted enzymes  

Fermentation is one food processing that needs 

microbiota, such as bacteria, fungi, and yeasts 

(Narzary et al., 2021). These bacteria transform 

nutrients and the secretion of enzymes and 

metabolites that provide benefits such as different 

organoleptic and physicochemical qualities, 

extended shelf life, and higher digestibility 

(Dzikunoo et al., 2021). One of the fermented food 

products from Indonesia is rusip. Several studies 

have been conducted on the microbiota that plays a 

role in the fermentation of rusip, with the lactic 

acid bacteria (LAB) group dominating 

(Nurhikmayani et al., 2019). A study by 

Kusmarwati et al. (2014) reports that bacteria (such 

as Streptococcus, Leuconostoc, Lactobacillus, and 

Micrococcus) are identified in the final product 

of rusip. Another study by Yuliana et al. (2018) 

identified the existence of Streptococcus, 

Lactococcus and Leuconostoc. Streptococcus, and 

Lactococcus are identified from the beginning to 

the middle of the fermentation, while Leuconostoc 

is always identified from the beginning to the end 

of the fermentation. Microbiota strains discovered 

in fermented food, such as rusip from Kalimantan 

(budu), including Micrococcus, Staphylococcus, 

Pediococcus sp., and L. plantarum LP1 and LP2. 

Yeast microbiota, such as Saccharomyces 

cerevisiae SC3 and Candida glabrata CG2, are 

also discovered in budu (Sim et al., 2014). Several 

strains of L. plantarum and P. pentosaceus are 

found in Chao, another fermented anchovy product 

(Nurhikmayani et al., 2019). 

Microbiota in fermented products grows and 

produces various enzymes and metabolites that 

contribute to the formation of the product's 

organoleptic properties (Garcia-Cano et al., 2019). 

One of them is proteolytic enzymes (Giyatmi and 

Irianto, 2017). The proteolytic enzyme has a role in 

the degradation of high-protein fermented 
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substrates such as fish. It is closely related to the 

development of fermented products' texture, taste, 

color, and aroma (Garcia-Cano et al., 2019). A 

study by Lopetcharat and Park (2002) reported that 

bacteria such as Micrococcus, Halococcus, 

Staphylococcus, and Pseudomonas could produce 

protease enzymes, which have a role in forming 

fish sauce aroma. Another study showed that 

Micrococcus luteus, S. carnosus, and S. xylosus 

produce peptidase enzymes that form flavor 

and budu texture (Sim, 2009). Sim et al. (2014) 

also identified that Bacillus, Micrococcus, 

Staphylococcus, Streptococcus, and halophilic 

LAB has a strong ability to produce proteinase 

enzymes that play a role in the hydrolysis of fish 

protein in budu. Another further identification also 

reported that one of the microbiotas originating 

from rusip with the highest proteolytic activity 

is Staphylococcus warneri (Islami et al., 2019). In 

addition, fermented food microbiota can produce 

enzymes and other metabolites such as lipolytic 

and antimicrobial (Koesoemawardani et al., 2018; 

Kurnianto et al., 2021). 

 

The change of amino acid composition during 

rusip fermentation 

The diversity of microbiota and proteolytic 

enzymes produced during fermentation causes 

amino acid composition changes in rusip. 

According to Peralta et al. (2008), peptide/amino 

acid composition of fermented fish products 

fluctuated during the fermentation period. This 

difference in amino acid composition is caused by 

protein hydrolysis and microbial activity (Jiang et 

al., 2007). According to Anggo et al. (2015), total 

amino acids increase from 32.32 g/100 g on the 8th 

to 37.15 g/100 g on the 32nd day. Moreover, the 

most abundant amino acids in Rusip are glutamic 

acid (5.52 %), aspartic acid (3.69 %), and arginine 

(2.49%). Koesoemawardani et al. (2018) and 

Khairi et al. (2014) also stated that glutamic acid, 

aspartic acid, alanine, and lysine are the dominant 

amino acids formed during the rusip fermentation 

process. The results were also similar with 

Mahamad et al. (2022), who enlighten that the total 

amino acids in fermented budu fish have increased 

during the fermentation period (6 months). 

According to the study, the primary amino acids 

in budu include lysine (1,6 %), glutamic acid (1,54 

%), and aspartic acid (1,26 %). Rusip high 

glutamic amino acid content contributes 

significantly to the product’s flavor (Jinap et al., 

2010). Furthermore, the content of these different 

amino acids is related to protein digestibility and 

the functional role of bioactive peptides (Khairi et 

al., 2014). 

 

Peptide bioactive and peptide bioactivity in Rusip 

Specific short-chain protein fragments (2–20 

amino acids) with a low molecular weight (<6 kDa) 

that have biological or functional activity are 

known as bioactive peptides (Aluko, 2015; Tamam 

et al., 2018). Bioactive peptides have a variety of 

functional roles, including antihypertensive, 

antioxidant, antimicrobial, antithrombotic, anti-

obesity, anticancer, and antidiabetic (Abdelhedi et 

al., 2017; Capriotti et al., 2015; Chakrabarti et al., 

2018). These functional roles are strongly related 

to the peptide's physicochemical characteristics 

(molecular weight, composition, and amino acid 

sequences) (Singh et al., 2014). In addition, 

peptides must be released to carry out their 

biological action (Sánchez and Vázquez, 2017). 

According to Wijesekara et al.  (2011), the 

presence of amino acids with aromatic and 

aliphatic groups on the C atom (i.e., Pro, Phe, and 

Tyr) and N atoms (i.e., Val and Ile) is associated 

with ACE inhibitors or antihypertensive. 

Hydrophobic amino acids, including Tyr, Phe, Trp, 

Ala, Ile, Val, and Met, and cationic amino acids 

like Arg and Lys, demonstrate an excellent affinity 

for ACE (He et al., 2012; Rai et al., 2017). The 

presence of the amino acids Tyr, Trp, Met, Lys, and 

Cys can degrade Fe3+ ions to Fe2+ and chelate Fe2+ 

and Cu2+ ions indicating the role of bioactive 

peptides as antioxidants (Carrasco-Castilla et al., 

2012). Other amino acids that contribute to 

antioxidant activity include Val, Leu, Iso, Phe, and 

Pro (Najafian and Babji, 2018, 2019).  According 

to Tang et al. (2015), the presence of positively 

charged (Arg) and amino acids with high 

hydrophobicity (Gly and Leu) is associated with 

antimicrobial capabilities because these amino 

acids are crucial in peptide-bacterial cell membrane 

interactions.  

Several protein hydrolysis processes, 

including fermentation, can produce bioactive 

peptides (Daroit and Brandelli, 2021). As a 

fermented food, rusip has great potential as a 

source of bioactive peptides . Bioactive peptides 

from rusip or fermented anchovies have been 

proven in numerous studies to offer potential as 

antioxidants, antihypertensive, antimicrobials, 

antidiabetics, and anticancer agents. A study by 

Najafian and Babji (2019) reported that the peptide 

sequences of Val-Ala-Ala-Gly-Arg-Thr-Asp-Ala-

Gly-Val-His and Lue-Asp-Asp-Pro-Val-Phe-Ile-

His showed antioxidant activity with an IC50 DPPH 

value of 1.45 and 0.84 mg/mL and IC50 ABTS of 
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0.80 and 0.62 mg/mL, respectively. 

Choksawangkarn et al. (2018) also investigated the 

peptide sequences of PQLLLLLL and LLLLLLL 

possess antioxidant activity with DPPH values of 

59.05 % and 63.39 %, respectively. Fish-derived 

LK peptide exhibits antioxidant activity (Hamzeh 

et al., 2020). Another study indicates that 

fermented fish peptides may reduce ACE by 34.40 

to 97.52 % (Rinto et al., 2019). Pro-Lys, Gly-Cys-

Lys, Asn-His-Pro, and Asp-Gly-Gly-Pro are 

peptide sequences shown by Kim et al. (2016) to 

have ACE inhibitory activity with IC50 values of 

4092, 178, 1175, and 164 M, respectively. 

Moreover, Hamzeh et al. (2020) identified the 

potential peptide sequences of the LF, LL, EV, and 

AVF as ACE inhibitors. Several studies have 

reported the potential of bioactive peptides from 

fermented fish as antibacterial and anti-cholesterol 

agents in addition to their activity as an antioxidant 

and ACE inhibitor (Kusmarwati et al., 2014; Rinto 

et al., 2019). The FPIMGHGSRPA peptide 

sequences with 12 amino acids have been shown to 

have antibacterial action against Gram-positive and 

Gram-negative bacteria (Baco et al., 2022). 

 

Rusip bioactive peptide exploration: conventional 

vs bioinformatics  

Protein, as a source of peptides and amino acids, 

performs the function of nutrition in food, as well 

as functional and biological roles that have a 

favorable impact on health through specific 

peptides, termed bioactive peptides (Daroit and 

Brandelli, 2021). Currently, conventional methods 

(in vitro and in vivo) are widely employed in 

investigating bioactivity and prospective bioactive 

peptides produced from specific protein sources on 

a scientific and industrial scale (Tejano et al., 

2019). This approach is extensively used in the lab 

to isolate and identify bioactive peptides, where 

peptides are obtained from the parent protein's 

cleavages through many trial-and-error procedures 

(Tadesse and Emire, 2020). This process generally 

entails choosing protein sources, protein 

preparation, hydrolyzing proteins using various 

methods to release peptides, assessing biological 

activity, fractionating active fractions, and 

identifying peptide sequences with specific 

bioactivity, followed by in vivo validation of 

bioactivity (Figure 2) (Daroit and Brandelli, 2021; 

Neves et al., 2017). To facilitate the generation of 

bioactive peptides and avoid interference during 

bioactivity analysis, several additional treatments, 

including high pressure, microwave, 

ultrasonication, and innovative techniques based 

on supercritical fluids, are also utilized as 

alternatives (Olivera-Montenegro et al., 2021; 

Ulug et al., 2021). 

In numerous investigations of its exploration 

in rusip, the usual approach to identifying bioactive 

peptides is frequently applied. The original 

bioactive peptide of rusip is investigated in a study 

by Rinto (2019; 2021) studied bioactive peptide of 

rusip using a classical approach including 

extraction, fractionation, peptide profiling using 

SDS-PAGE, and bioactivity assessment. These 

processes result in a rusip bioactive peptide with 

low molecular weight, antioxidant activity, anti-

cholesterol, and antihypertensive characteristics. 

Table 1 highlights further publications exploring 

the original bioactive peptide of rusip or other 

similar products using a conventional 

approach. Despite being a typical method, the 

conventional approach has numerous weaknesses, 

including being laborious, time-consuming, 

expensive, and inefficient since the results are 

frequently off-goal (Peredo-Lovillo et al., 2022). 

Thus, several research studies are limited to 

knowing the biological activity of crude extracts. 

Current computing developments offer a new 

approach to detecting chemicals and their actions 

(Sitanggang et al., 2018). Bioinformatics is a new 

approach to computational modeling or simulation 

(Ekins et al., 2007). Since they can identify, 

characterize, and analyze the functional properties 

of a bioactive peptide, this approach provides a 

huge opportunity for various exploration studies 

and even the discovery of new bioactive peptides 

from alternative sources (Figure 3) (Holton et al., 

2013). 

Bioinformatics techniques have been used in 

several peptide studies, such as one that examined 

the potency of milk's β-lactoglobulin (Tulipano et 

al., 2015), prediction of bioactive peptides from 

milk (Sitanggang et al., 2018), prediction of 

bioactive peptides from flaxseed (Langyan et al., 

2021), a study of the bioactive peptide 

from Halophila stipulacea (Kandemir-Cavas et al., 

2019), a study of the bioactive peptide 

from Glacilaria changii (Sharmin et al., 2022), 

prediction of bioactive peptide tempeh (Tamam et 

al., 2021), and prediction of antimicrobial bioactive 

peptides produced by Streptomyces sp. (Kurnianto 

et al., 2022). Although it has been used in several 

studies, the literature review results suggest 

that rusip products or similar fermented fish 

products have not been studied using a 

computational approach. Exploratory studies of 

bioactive peptides from rusip or similar fermented 

fish products might thus be conducted using a 

bioinformatics approach. 
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Table 1. Studies related to the exploration of bioactive peptides from Rusip or similar products using 

conventional approaches 

No Type of Food / 

Source of protein 
Exploration Stages Biological Activity References 

1 Budu Fermentation – extraction – 

purification – identification of Q-TOF 

LC/MS – peptide synthesis 

Antioxidant (Najafian and Babji 

2018) 

2 Rusip Fermentation – extraction – 

fractionation – SDS-PAGE profiling – 

bioactivity evaluation 

ACE Inhibitor / 

Antihypertensive 

(Rinto et al.,, 2021) 

3 Fish sauce Fermentation and hydrolysis with K 

proteinase - extraction – SDS-PAGE 

profiling – fractionation – LC-MS 

identification – bioactivity evaluation 

Antioxidant (Choksawangkarn et al., 

2018) 

4 Thai fish sauce Fermentation – fractionation – 

bioactivity evaluation – identification 

of LC-QTOF-MS 

ACE Inhibitor / 

Antihypertensive 

and antioxidant 

(Hamzeh et al., 2020) 

5 Rusip Fermentation – extraction – 

fractionation – bioactivity evaluation 

Antioxidant and 

anti-cholesterol 

(Rinto et al., 2019) 

6 Fermented 

anchovy sauce 

Fermentation – fractionation – 

evaluation of bioactivity – 

identification of Q-TOF-ESI-MS/MS 

– peptide synthesis 

ACE Inhibitor / 

Antihypertensive 

(Kim et al., 2016) 

7 Bekasam Fermentation – extraction – 

fractionation – bioactivity evaluation 

Anti-cholesterol (Rinto and Hafif, 2017) 

8 Fish hydrolysate Hydrolysis with enzymes – evaluation 

of bioactivity 

Antibacterial Baco et al., (2021) 

9 Pla Duk Ra Fermentation – extraction – 

fractionation – identification of LC-

MS/MS – evaluation of bioactivity 

Antioxidant (Chaijan et al., 2021) 

Note: Budu (traditional fermented anchovy product from Kalimantan, Indonesia); Rusip (traditional fermented anchovy 

product from Bangka, Indonesia); Bekasam (traditional fermented anchovy product from South Sumatera, 

Indonesia); and Pla Duk Ra (traditional semi-dried fermented catfish from Thailand). 
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Figure 2. Schematic representation of the exploration of bioactive peptides through conventional approaches 
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Figure 3. Synergy of conventional and bioinformatics approaches for the generation of the potential bioactive 

peptides from protein food sources (Figure is made using Biorender.com) 

 

Bioinformatics analysis in the discovery of 

potential bioactive peptides 

The bioinformatics approach is popular since the 

conventional approach is time-consuming and 

inefficient. Due to its low cost, use of fewer 

chemical reagents, and effectiveness of more 

targeted and efficient discovery/discovery of new 

bioactive peptides, this approach can be a powerful 

tool for identifying bioactive peptides (Liu et al., 

2019). Furthermore, the bioinformatics approach 

can be conducted synergistically using a 

conventional approach to enable more effective 

analysis or identification of potential bioactive 

peptide candidates (Figure 3) (Kang et al., 2019). 

Generally, the bioinformatics approach uses some 

systems and computational databases such as 

NCBI, UniProt, BLAST, EXPASY, and BIOPEP-

UWM (Tadesse and Emire, 2020). Researchers can 

use these systems and databases to identify suitable 

protein and enzyme sources, determine the 

frequency of occurrence of bioactive peptides, 

perform protein hydrolysis, predict bioactivity, 

allergenicity, and toxicity, analyze 

physicochemical properties and determine the 

mechanism of action through molecular docking 

(Peredo-Lovillo et al., 2022; Tadesse and Emire, 

2020). 

 

 

Selection of protein substates and protease 

enzymes, and simulation of proteolysis 

The selection of protein sources and protease 

enzymes are crucial factors in the bioinformatics 

study of bioactive peptides (Peredo-Lovillo et al., 

2022). The process begins by obtaining the parent 

protein sequence from a database such as UniProt 

KB (http://uniprot.org/) or NCBI 

(https://www.ncbi.nlm.nih.gov/). Some protein 

databases and bioactive peptides are presented in 

Table 2. The next stage is a selection of protease 

enzymes using the BRENDA database 

(https://www.brenda-enzymes.org/index.php) or 

even a literature review. The selection of protease 

enzymes can be based on the presence of enzymes 

in the human body, such as the digestive process in 

the GI tract (Chakrabarti et al., 2018; Sitanggang et 

al., 2018) and enzymes produced by microbes in 

the fermentation process (Tamam et al., 2018), or 

addition of enzymes in vitro (Han et al., 2019). The 

Enzyme Action tool on BIOPEP-UWM can be 

used to simulate the proteolysis process with 

protease enzymes 

(http://www.uwm.edu.pl/biochemia/index.php/en/

biopep) or the Peptide Cutter tool from EXPASY 

(https://web.expasy.org/peptide_cutter/) 

(FitzGerald et al., 2020). These instruments’ 

proteolysis simulation process is based on 

knowledge about the specificity of cleavage of 

certain enzymes (Tu et al., 2018). 

http://uniprot.org/
https://www.ncbi.nlm.nih.gov/
https://www.brenda-enzymes.org/index.php
http://www.uwm.edu.pl/biochemia/index.php/en/biopep
http://www.uwm.edu.pl/biochemia/index.php/en/biopep
https://web.expasy.org/peptide_cutter/


Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 123 

Table 2. Various databases of bioactive proteins and peptides along with specifications that commonly used 

in bioinformatics studies 
No. Database Specification Website Ref 

1 Uniprot Protein sequences and universal protein 

functional information 

https://www.uniprot.org/ a 

2 

 

 

Bactibase Database containing peptide sequences 

and information on the physicochemical 

properties of bacteriocin peptides 

(bacterial production peptides) with 

antimicrobial activity 

https://bactibase.hammamilab.org/ b 

3 FermFooDB Database contains peptide sequences 

derived from fermented foods 

https://webs.iiitd.edu.in/raghava/fermfoodb/ c 

4 BioPepDB Database of food-derived bioactive 

peptides 

http://bis.zju.edu.cn/biopepdbr/ d 

5 AHTPDB Database of experimentally validated 

Antihypertensive peptides 

http://crdd.osdd.net/raghava/ahtpdb/ e 

6 MilkAMP Database that contains valuable 

information on antimicrobial peptides of 

dairy origin, including microbiological 

and physicochemical data. 

http://milkamp.hammamilab.org/ f 

7 FeptideDB Database and web application for new 

bioactive peptide from food protein 

http://www4g.biotec.or.th/FeptideDB/ g 

8 DBAASP Database of Antimicrobial Activity and 

Structure of Peptides 

https://dbaasp.org/ h 

9 APD3 Database of antimicrobial peptide https://aps.unmc.edu/ i 

10 BIOPEP-

UWM 

Database of bioactive peptides, 

especially on these derived from foods 

and being constituents of diets that 

prevent development of chronic diseases. 

https://biochemia.uwm.edu.pl/en/biopep-

uwm-2/ 

j 

11 DFBP Comprehensive database of food-derived 

bioactive peptides for peptidomics 

research 

http://www.cqudfbp.net/ k 

12 MBPDB Comprehensive database of milk protein-

derived bioactive peptides and novel 

visualization 

https://mbpdb.nws.oregonstate.edu/ l 

a(Apweiler et al., 2004); b(Hammami et al., 2010); c(Chaudharyet al., 2021); d(Li et al., 2018); e(Kumar et al., 2015); 

f(Théolier et al., 2014); g(Panyayai et al., 2019); h(Pirtskhalava et al., 2021); i(Wang et al., 2016); j(Minkiewicz et al., 

2019); k(Qin et al., 2022); l(Nielsen et al., 2017). 

 

This stage provides an output in the form of 

frequency of occurrence and possible peptide 

sequences that will be formed (Han et al., 2019). 

Sitanggang et al. (2018) studied the estimation of 

bioactive peptides from body hydrolyzed milk 

proteases. The dominant protein sequence of milk is 

obtained through UniProt, and the hydrolysis 

stimulation process is conducted through Peptide 

Cutter EXPASY. Other studies also utilize Uniprot 

to gain protein sequence from flaxseed, rapeseed, 

sunflower, sesame, and soybean, and hydrolysis 

process using the BIOPEP-UWM action tool 

enzyme as well (Han et al., 2019). The study of 

bioactive peptides from soybean, the original protein 

sequence was retrieved from Uniprot, and the 

enzyme was determined using BRENDA, an 

enzyme generated by Lactobacillus sp., Rhizopus 

oligosporus, and Klebsiella pneumoniae. The 

hydrolysis process is conducted using Peptide Cutter 

from EXPASY (Tamam et al., 2021).   

 

Characterization of physicochemical properties of 

peptides 

Peptide sequences can be characterized for their 

physicochemical properties by using a 

bioinformatics approach,. This process can be 

performed using several tools, i.e., PepDraw 

(http://www.tulane.edu/~biochem/WW/PepDraw/) 

or even ProtParam from EXPASY 

(https://web.expasy.org/protparam/). Those tools 

can identify characteristics such as peptide primary 

structures, sequence length, presentation of the 

presence of amino acid, molecular weight, 

isoelectric point, net charge, hydrophobicity, 

aliphatic index, instability index to estimated half-

life (Agyei et al., 2018; Jakubczyk et al., 2020; 

Syahbanu et al., 2020). Physicochemical 

http://www.tulane.edu/~biochem/WW/PepDraw/
https://web.expasy.org/protparam/
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characteristics can be used as a peptide's bioactivity 

and functional character (Tamam et al., 2018). A 

study by Wijasekara et al. (2011) informs that 

hydrophobicity and net charge become the main 

characteristics of antihypertensive due to their 

affinity towards ACE (He et al., 2012; Rai et al., 

2017).  

In another study, high hydrophobicity and 

positive net charge play crucial roles in 

antimicrobial peptide due to the interaction of the 

peptide with the bacterial cell membrane (Kurnianto 

et al., 2022; Tang et al., 2015), and antioxidant 

peptides because they are associated with hydrogen 

donor or acceptor activity (Zhang et al., 2020). Other 

characteristics correlating with peptide functional 

properties include sequence length, molecular 

weight, and isoelectric point. Tamam et al. (2018) 

reported that antioxidant and antihypertensive 

peptides have a 7-8 amino acid sequence length, a 

low molecular weight (800-900 Da), and an 

isoelectric point between 6-7. Nevertheless, 

antimicrobial peptides have a 14-15 residue 

sequence length, a high molecular weight (> 1500 

Da), and a greater isoelectric point (9.9). The 

peptide's structure is also crucial since it relates to its 

bioactivity. A study carried out by Bhandari et al. 

(2020) clarifies that most antimicrobial peptide has 

peptide secondary structure in the form of α-helix. 

This structure has a facially amphiphilic part, which 

causes the α-helix structure easier to interact with 

the cell membrane and insert its hydrophobic 

residues into the bacterial cell membrane; thus, it 

causes damage to the cell membrane (Liang et al., 

2020). 

 

Prediction of potential biology activity profile 

Based on the relationship between structure, 

sequence, and function, bioinformatics can also 

predict biological characteristics and activities from 

the sequence of peptides or amino acids obtained 

from the results of computational hydrolysis 

(Peredo-Lovillo et al., 2022). Several prediction 

methods for biological activities have been 

developed. Han et al. (2019) study identified the 

peptide activities as an ACE inhibitor and dipeptidyl 

peptidase-IV inhibitor from the oilseed protein using 

PeptideRanker 

(http://distilldeep.ucd.ie/PeptideRanker/).  

Moreover, a study by Ding et al. (2015) found 

three original peptides of pea protein hydrolysate 

with a PeptideRanker score greater than 0.5, namely 

YSSPIHIW, ADLYNPR, and HYDSEAILF. 

PeptideRanker is one of the tools to predict the 

probability of peptide bioactivity that works based 

on a neural network (Garg et al., 2018). Another 

method developed is usingd ‘profile of potential 

biological activity’ tools from BIOPEP-UMW 

(https://biochemia.uwm.edu.pl/en/biopep-uwm-2/). 

BIOPEP-UWM has collected 4485 bioactive 

peptides (accessed July 2022), which are grouped 

into 44 activity clusters (Dziuba and Dziuba, 2010; 

Minkiewicz et al., 2019). Currently, BIOPEP-UWM 

has become a popular tool, particularly for its 

relation to foods with functional characteristics 

(Minkiewicz et al., 2019). A study by Devita et al. 

(2021) reports that according to BIOPEP-UWM, a 

peptide fraction from tuna skin collagen possesses 

anti-diabetic, anti-hypertensive, and antioxidant 

properties. Another study found that tempeh-derived 

peptides exhibit significant bioactivities such as 

ACE inhibitors, antioxidants, and antithrombotic 

(Sitanggang et al., 2020), and the majority of 

peptides from Giant Grouper have dipeptidyl 

peptidase-IV and ACE inhibitor activities (Panjaitan 

et al., 2018). 

There are other methods, namely QSAR 

(Quantitative structure-activity relationship) 

(Mahmoodi-Reihani et al., 2020). According to 

Agyei et al. (2018), the prediction of peptide 

physicochemical parameters and chemometric 

analyses such as principal component analysis, 

artificial neural network, and least squares 

regression are used in this method. In their study, 

Chen et al. (2018) perform that peptides predicted 

by the QSAR method are proven to have good 

antioxidant activity after in vitro validation. Similar 

study has discovered that several hydrophobic, 

steric, and amino acid positions near the C terminus 

of a peptide contribute to its ACE inhibitor efficacy 

(Deng et al., 2017).   

 

Toxicity and allergenicity prediction  

Aside from biological activity, the bioinformatics 

approach may predict the toxicity and allergenicity 

of a bioactive peptide. This is crucial since these two 

factors can impede the application of a prospective 

peptide (Agyei et al., 2018; Peredo-Lovillo et al., 

2022). Several bioinformatics tools have been 

developed to evaluate those parameters, such as 

ToxinPred 

(http://crdd.osdd.net/raghava//toxinpred/) and 

DRAMP (https://zhenghcpu123.pythonany 

where.com/) to predict the toxicity, and AlgPred 

(https://webs.iiitd.edu. in/raghava/algpred/ 

submission.html), AllergenFP (https://ddg-

pharmfac.net/AllergenFP/), and AllerTop 

(https://www.ddg-pharmfac.net/AllerTOP/) to 

predict allergenicity (Table 3). Some studies have 

utilized those tools to analyze allergenicity and 

toxicity. In a study to predict the toxicity of iron-

http://distilldeep.ucd.ie/PeptideRanker/
https://biochemia.uwm.edu.pl/en/biopep-uwm-2/
http://crdd.osdd.net/raghava/toxinpred/
https://ddg-pharmfac.net/AllergenFP/
https://ddg-pharmfac.net/AllergenFP/
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chelating peptides from tilapia (Oreochromis 

niloticus) skin collagen conducted using ToxinPred, 

it is shown that four peptides have potential toxicity 

properties (Lin et al., 2021). Another study using 

Toxinpred also reports that peptides from potato, 

yam, sweet potato, and taro are not toxic (Ibrahim et 

al., 2019). In allergenicity prediction studies, Wong 

et al. (2021) claim that 1 of 9 peptides from quinoa 

seeds shows the possible allergenicity based on the 

analysis results using the Aller TOP tool. Another 

study using Allergen FP has evaluated the allergic 

potential of flaxseed protein, of which 21 of the 23 

peptides are likely to be allergic.  

 

Molecular docking 

Molecular docking is one of the methods in 

bioinformatics study, which is crucial to discovering 

various biological molecules. This method predicts 

binding mode and ligand affinity in the target 

receptor active site (Khalesi et al., 2016). 

Implementing molecular docking offers the 

possibility of higher output in the selection of 

bioactive peptides, reducing costs, and offering fast 

results (FitzGerald et al., 2020). Generally, 

molecular docking consists of four stages: selection 

and preparation of protein structures, preparation of 

ligands, docking, and analysis of results (Figure 4) 

(Tu et al., 2018). Several softwares can be used to 

analyze molecular docking, such as AutoDock Vina, 

AutoDock 4.0, GRIDock, MdockPep, Tag-Dock, 

Schrodinger, GOLD, DOT, and so on (FitzGerald et 

al., 2020, Syahbanu et al., 2022). Various studies 

have used molecular docking in selecting the 

bioactive peptide from foods to illustrate the 

biological mechanism, such as the study of 

antithrombotic peptides from milk proteins (Tu et 

al., 2018), antimicrobial peptides from milk (Liu et 

al., 2015), DPP-IV inhibitor peptide from spinach 

seed protein, ACE inhibitor peptides from kefir and 

edible rhizomes (Sompinit et al., 2020), and 

antimicrobial peptides produced by Streptomyces 

(Kurnianto et al., 2021). Although this method has 

several advantages, in vitro or in vivo studies are still 

required to verify a small number of selected 

peptides.  

 

Limitations of bioinformatics approaches for 

bioactive peptide study 

The bioinformatics study can be a solution for 

various shortcomings of study with in vitro or in 

vivo approaches that tend to be laborious, time-

consuming, and expensive, especially studies 

related to the exploration of potential bioactive 

peptides from rusip or similarly fermented fish 

products (Agyei et al., 2018). Nevertheless, despite 

the advantages, the bioinformatics approach also has 

several limitations (Peredo-Lovillo et al., 2022). The 

first limitation is related to the database, which plays 

an important role in the analysis process by 

providing a collection of protein/peptide data 

ranging from sequences to physicochemical and 

bioactivity properties (Han et al., 2019). The lack of 

certain types of proteins or peptides in the database 

makes bioinformatics analysis difficult or 

impossible. The second limitation is the hydrolysis 

simulation tool, which does not include all types of 

enzymes and does not account for operational 

parameters such as the effect of pH, total solids of 

the substrate, temperature, incubation duration, and 

the effect of ions/salts on enzyme activity (Cheison 

and Kulozik, 2017). The third limitation is in the 

molecular docking stage, where the results are 

sometimes more difficult to comprehend than the 

experiment itself. This relates to several parameters, 

including algorithms, flexibility calculations, 

molecular conformational changes, peptide 

instability under actual conditions affected by 

temperature, pH, concentration, crystal structure, 

protein source properties, and interactions with 

inhibitory peptides (FitzGerald et al., 2020). The 

exploration, discovery, and identification of 

bioactive peptides can benefit significantly from 

using bioinformatics, despite the approach's 

numerous limitations (Nongonierma et al., 2017). 

 

Future prospect of bioinformatics approaches for 

bioactive peptide study  

The continuous discovery of bioactive peptides 

research has proved that these peptides’ bioactivity is 

closely related to their constituent amino acids. 

Therefore, the selection of appropriate protein 

sources is a great beginning to discover new bioactive 

peptides. Discovering bioactive peptides through 

bioinformatics approaches is very promising because 

it can save costs,  reduce implementation time, and 

eliminate unexpected factors from conventional 

methods (Dziuba and Dziuba, 2010; Minkiewicz et 

al., 2019). Bioinformatics has been used and applied 

in the biological sciences, especially genomics and 

proteomics, making it easier to understand the 

biological basis of disease. The relationship between 

disease, health, and food is getting more and more 

attention. Therefore, the application of bioinformatics 

technology in foodomics is currently being researched 

extensively and involves the analysis of the food and 

nutrition field through the application and integration 

of proteomics, transcriptomics, and metabolomics 

using bioinformatics analysis techniques (Sánchez 

and Vázquez, 2017). 
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Table 3. Databases and tools commonly used in bioactive peptide research using a bioinformatics approach 

Clustering 

Nama 

database / 

tools 

Function Website 

Proteolysis tools Peptide Cutter 

by EXPASY 

Enzyme 

Action by 

BIOPEP-

UWM 

Identifying potential 

cleavage sites for 

certain protease 

enzymes. 

Identifying potential 

cleavage sites for 

certain protease 

enzymes. 

https://web.expasy.org/ peptide_cutter/ 

 

https://biochemia.um.edu.pl/ en/biopep-uwm-2/ 

Physicochemical 

characteristics 

prediction 

PepDraw 

 

 

ProtParam by 

EXPASY 

 

 

DBAASP 

Predicting peptide 

properties such as 

molecular weight, 

isoelectric point (pI), 

net charge, and 

hydrophobicity 

Predicting peptide 

properties such as 

molecular weight, pI, 

Predicted half-life, 

instability index, 

aliphatic index, and 

grand average of 

hydropathicity 

(GRAVY) 

Predicting peptide 

properties such as 

hydrophobicity, net 

charge, isoelectric 

points, penetration 

depth, amphiphilicity 

index, propensity to in 

vitro aggregation, and 

propensity to PPII coil 

http://www2.tulane.edu/~biochem/WW/PepDraw/ 

https://web.expasy.org/protparam/ 

 

 

https://dbaasp.org/tools?page=property-

calculation 

 

Bioactivity 

prediction 

BIOPEP-

UMW 

 

 

PeptideRanker 

 

APD3 

 

 

MilkAMP 

 

DRAMP 

 

 

DBAASP 

Predicting 

proteins/peptides as 

precursors of bioactive 

peptides 

 

Predicting the 

probability of 

bioactivity of a 

bioactive peptide 

Predicting the 

bioactivity of 

proteins/peptides as 

antimicrobials and 

their probability of 

bioactivity 

Predicting the 

bioactivity of milk-

sourced 

proteins/peptides as 

antimicrobial 

https://biochemia.uwm.edu.pl/en/biopep-uwm-2/ 

http://distilldeep.ucd.ie/PeptideRanker/ 

https://aps.unmc.edu/ 

 

 

http://milkamp.hammamilab.org/ 

http://zhenghcpu123.pythonanywhere.com/ 

https://dbaasp.org/tools?page=general-prediction 

https://dbaasp.org/tools?page=special-prediction 

http://www2.tulane.edu/~biochem/WW/PepDraw/
https://web.expasy.org/protparam/
https://dbaasp.org/tools?page=property-calculation
https://dbaasp.org/tools?page=property-calculation
https://biochemia.uwm.edu.pl/en/biopep-uwm-2/
http://distilldeep.ucd.ie/PeptideRanker/
https://aps.unmc.edu/
http://milkamp.hammamilab.org/
http://zhenghcpu123.pythonanywhere.com/
https://dbaasp.org/tools?page=general-prediction
https://dbaasp.org/tools?page=special-prediction
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Clustering 

Nama 

database / 

tools 

Function Website 

Predicting the 

probability of 

protein/peptide 

bioactivity as 

antimicrobial 

 

Predicting the 

probability of 

antibacterial activity in 

general, and specific 

antibacterial activity 

against some bacteria 

Allergenicity/toxicity 

prediction 

BIOPEP-

UWM 

 

 

AlgPred 

 

ToxinPred 

 

DRAMP 

 

Predicting protein 

allergenicity with its 

epitope 

 

Predicting the 

probability of protein 

or peptide 

allergenicity 

Predicting toxic and 

non-toxic peptides 

 

Predicting hemolytic 

properties of peptides 

https://biochemia.uwm.edu.pl/en/biopep-uwm-2/ 

http://crdd.osdd.net/raghava//algpred/ 

http://crdd.osdd.net/raghava//toxinpred/ 

http://zhenghcpu123.pythonanywhere.com/ 

 

Protein / peptide 

structure prediction 

PEP-FOLD 3 

 

 

 

I-TASSER 

De novo approach 

aims to estimate the 

peptide structures 

from amino acid 

sequences 

 

Protein structure 

prediction and 

annotation of 

structure-based 

function  

https://bioserv.rpbs.univ-paris-

diderot.fr/services/PEP-FOLD3/ 

https://zhanggroup.org/I-TASSER/ 

 

 

Figure 4. General procedure of molecular docking method (Figure is created using Biorender.com) 

https://biochemia.uwm.edu.pl/en/biopep-uwm-2/
http://crdd.osdd.net/raghava/algpred/
http://crdd.osdd.net/raghava/toxinpred/
http://zhenghcpu123.pythonanywhere.com/
https://bioserv.rpbs.univ-paris-diderot.fr/services/PEP-FOLD3/
https://bioserv.rpbs.univ-paris-diderot.fr/services/PEP-FOLD3/
https://zhanggroup.org/I-TASSER/
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Bioinformatics technology has been widely 

applied to select suitable protein and protease 

sources from foodstuffs, thus helping researchers 

to obtain information related to the sequence of 

peptides after hydrolysis and structural 

conformation of these peptides, predict their 

potential activity, obtain an overview of the 

molecular interaction mechanism (molecular 

docking), as well as obtain more information 

related to the characteristics of peptides (Cheison 

and Kulozik, 2017). In addition, this approach can 

predict undesirable features, such as peptide 

bitterness and allergy epitopes, as well as rank 

various dietary proteins by facilitating the selection 

of top candidates for bioactive peptides. Further 

studies are needed to address the challenges 

discussed in this manuscript to strengthen the use 

of bioinformatics in the research of rusip-derived 

bioactive peptides (Tadesse and Emire, 2020). 

The study method of bioactive peptides 

integrated with bioinformatics techniques has 

solved some limitations of conventional research 

methods. Today, more and more researchers are 

applying bioinformatics approaches to efficiently 

produce bioactive peptides that are beneficial to 

health. In addition, it is important to point out that 

the biological effects predicted by bioinformatics 

should be supported based on in vitro and in vivo 

studies (Sánchez and Vázquez, 2017). Therefore, 

combining conventional and bioinformatics 

approaches, known as hybrid or integrated 

methods, can quickly obtain new and promising 

bioactive peptides without wasting time and 

resources (Peredo-Lovillo et al., 2022). 

The bioinformatics approach has never been 

made in exploratory studies of rusip bioactive 

peptides. The application of this bioinformatics 

approach accelerated the tie between finding an 

active hydrolysate of Rusip and discovering the 

peptides responsible for this activity. Several 

computational systems and databases used in the 

bioinformatics approach include NCBI, UniProt, 

BLAST, EXPASY, and BIOPEP-UWM. These 

systems and databases enable researchers to (1) 

determine suitable protein and enzyme sources, (2) 

determine the frequency of occurrence of bioactive 

peptides, (3) perform protein hydrolysis, (4) predict 

bioactivity, allergenicity, and toxicity, (5) analyze 

physicochemical properties, and (6) determine the 

mechanism of action through molecular docking. 

 

Conclusion  

In summary, various conventional approaches (in 

vitro) have been widely carried out in exploring 

and analyzing the potential and bioactivity of 

peptides from rusip, such as antioxidants, 

antihypertensives, and antibacterial. However, this 

conventional approach has several weaknesses, 

such as being laborious, time-consuming, 

expensive, and inefficient because the results are 

often not on target. Recently, the bioinformatics 

approach has become one of the promising 

methods to identify bioactive peptide compounds 

of fermented fish (such as rusip (Indonesian 

fermented anchovy)) and its activity because it 

utilizes computational simulation. Several 

applications in bioinformatic tools are used to 

explore and analyze the potential of the bioactive 

peptide from rusip, such as Uniprot, Brenda, 

ExPASy, PepDraw, BIOPEP, and Autodock. 

Nevertheless, it is critical to prove the biological 

effects of peptides predicted by bioinformatics 

using in vitro and in vivo studies because 

bioinformatic methods have several limitations. 

Therefore, combining conventional and in silico 

methods (hybrid method) is potential to obtain new 

and promising bioactive peptides from rusip. 

 

Declarations 

 
Conflict of interests The authors declare no competing 

interests. 

 

Open Access This Article is licensed under a Creative 

Commons Attribution-ShareAlike 4.0 International 

License that allows others to use, share, adapt, distribute 

and reproduce the work in any medium or format with 

an acknowledgment to the original author(s) and the 

source. Publication and distribution of the work in the 

institutional repository or in a book are permessible as 

long as the author give an acknowledgment of its initial 

publication in this journal. To view a copy of this 

licence, visit https://creativecommons.org/licenses/by-

sa/4.0/ 

 

References 
Abdelhedi, O., Nasri, R., Jridi, M., Mora, L., Oseguera-

Toledo, M. E., Aristoy, M.-C., Amara, I. B., 

Toldrá, F., and Nasri, M. (2017) 'In silico analysis 

and antihypertensive effect of ACE-inhibitory 

peptides from smooth-hound viscera protein 

hydrolysate: Enzyme-peptide interaction study 

using molecular docking simulation', Process 

Biochemistry, 58, pp.145-159 

Agyei, D., Tsopmo, A., and Udenigwe, C. C. (2018) 

'Bioinformatics and peptidomics approaches to the 

discovery and analysis of food-derived bioactive 

peptides', Analytical and Bioanalytical Chemistry, 

410(15), pp. 3463-3472 

Aluko, R. E. (2015) 'Antihypertensive peptides from 

food proteins', Annual Review of Food Science and 

Technology, 6(1), pp.235-262 



Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 129 

Anggo, A. D., Ma’ruf, W. F., Swastawati, F., and 

Rianingsih, L. (2015) 'Changes of amino and fatty 

acids in anchovy (Stolephorus Sp) fermented fish 

paste with different fermentation periods', 

Procedia Environmental Sciences, 23, pp. 58-63 

Apweiler, R., Bairoch, A., Wu, C. H., Barker, W. C., 

Boeckmann, B., Ferro, S., Gasteiger, E., Huang, 

H., Lopez, R., Magrane, M., Martin, M. J., Natale, 

D. A., O'Donovam, C., Redaschi, N., and Yeh, L. 

L. (2004) 'UniProt: the Universal Protein 

knowledgebase', Nucleic Acid Research, 32, pp. 

115-119 

Baco, N., Oslan, S. N. H., Shapawi, R., Mohhtar, R. A. 

M., Noordin, W. N. M., and Huda, N. (2022) 

'Antibacterial activity of functional bioactive 

peptides derived from fish protein hydrolysate', 

IOP Conference Series: Earth and Environmental 

Science, 967(1), pp. 1-12 

Bhandari, D., Rafiq, S., Gat, Y., Gat, P., Waghmare, R., 

and Kumar, V. (2020) 'A review on bioactive 

peptides: physiological functions, bioavailability 

and safety', International Journal of Peptide 

Research and Therapeutics, 26(1), pp. 139-150 

Capriotti, A. L., Caruso, G., Cavaliere, C., Samperi, R., 

Ventura, S., Zenezini Chiozzi, R., and Laganà, A. 

(2015) 'Identification of potential bioactive 

peptides generated by simulated gastrointestinal 

digestion of soybean seeds and soy milk proteins', 

Journal of Food Composition and Analysis, 44, 

pp.205-213 

Carrasco-Castilla, J., Hernandez-Alvarez, A. J., 

Jimenez-Martinez, C., Jacinto-Hernandez, C., 

Alaiz, M., Giron-Calle, J., Vioque, J., and Davila-

Ortiz, G. (2012) 'Antioxidant and metal chelating 

activities of peptide fractions from phaseolin and 

bean protein hydrolysates', Food Chemistry, 

135(3), pp. 1789-1795 

Chakrabarti, S., Guha, S., and Majumder, K. (2018) 

'Food-derived bioactive peptides in human health: 

Challenges and opportunities', Nutrients, 10(11), 

pp. 1-17 

Chaudhary, A., Bhalla, S., Patiyal, S., Raghava, G. P. S., 

and Sahni, G. (2021) 'FermFooDb: A database of 

bioactive peptides derived from fermented foods', 

Heliyon, 4(7), pp. 1-8 

Cheison, S. C., and Kulozik, U. (2017) 'Impact of the 

environmental conditions and substrate pre-

treatment on whey protein hydrolysis: A review', 

Critical Reviews in Food Science and Nutrition, 

57(2), pp. 418-453 

Chen, N., Chen, J., Yao, B., and Li, Z. (2018) 'QSAR 

study on antioxidant tripeptides and the antioxidant 

activity of the designed tripeptides in free radical 

systems', Molecules, 23(6), pp.1-12 

Choksawangkarn, W., Phiphattananukoon, S., 

Jaresitthikunchai, J., and Roytrakul, S. (2018) 

'Antioxidative peptides from fish sauce by-

product: Isolation and characterization', 

Agriculture and Natural Resources, 52(5), pp. 

460-466 

Daroit, D. J., and Brandelli, A. (2021) 'In vivo 

bioactivities of food protein-derived peptides – a 

current review', Current Opinion in Food Science, 

39, pp. 120-129  

de Castro, R. J. S., and Sato, H. H. (2015) 'Biologically 

active peptides: Processes for their generation, 

purification and identification and applications as 

natural additives in the food and pharmaceutical 

industries', Food Reseach International, 74, pp. 

185-198 

Deng, K., Talukdar, P. K., Sarker, M. R., Paredes-Sabja, 

D., and Torres, J. A. (2017) 'Survival of 

Clostridium difficile spores at low water activity', 

Food Microbiology, 65, pp.274-278 

Devita, L., Lioe, H. N., Nurilmala, M., and Suhartono, 

M. T. (2021) 'The bioactivity prediction of 

peptides from tuna skin collagen using integrated 

method combining In vitro and In Silico', Foods, 

10(11), pp. 1-21 

Dzikunoo, J., Letsyo, E., Adams, Z., Asante-Donyinah, 

D., and Dzah, C. S. (2021) 'Ghana's indigenous 

food technology: A review of the processing, 

safety, packaging techniques and advances in food 

science and technology', Food Control, 127, pp. 1-

9 

Dziuba, M., and Dziuba, B. (2010) In silico analysis of 

bioactive peptides' in Yoshinori, M., Eunice, L., 

and Bo, J. (eds.) Bioactive Proteins and Peptides 

as Functional Foods and Nutraceuticals', New 

York: John Wiley and Sons, pp. 325-340. 

Ekins, S., Mestres, J., and Testa, B. (2007) 'In silico 

pharmacology for drug discovery: Methods for 

virtual ligand screening and profiling', Brazillian 

Journal of Pharmacology, 152(1), pp. 9-20 

Faisal, D., Islami, S., Islam, M., Kamal, M., Nurul, M., 

and Khan, A. (2015) 'Study on microbial and 

physical changes in fish sauce during 

fermentation', Research in Agriculture Livestock 

and Fisheries, 2(2), pp.375-383 

FitzGerald, R. J., Cermeño, M., Khalesi, M., Kleekayai, 

T., and Amigo-Benavent, M. (2020) 'Application 

of in silico approaches for the generation of milk 

protein-derived bioactive peptides', Journal of 

Functional Foods, 64, pp. 1-13 

Garcia-Cano, I., Rocha-Mendoza, D., Ortega-Anaya, J., 

Wang, K., Kosmerl, E., and Jimenez-Flores, R. 

(2019) 'Lactic acid bacteria isolated from dairy 

products as potential producers of lipolytic, 

proteolytic and antibacterial proteins', Applied 

Microbiology and Biotechnology, 103(13), 

pp.5243-5257 

Garg, S., Apostolopoulos, V., Nurgali, K., and Mishra, 

V. K. (2018) 'Evaluation of in silico approach for 

prediction of presence of opioid peptides in wheat', 

Journal of Functional Foods, 41, pp.34-40 

Giyatmi, and Irianto, H. E. (2017) 'Enzymes in 

fermented fish', Advances in Food and Nutrition 

Research, 80, pp.199-216.  

Hamzeh, A., Noisa, P., and Yongsawatdigul, J. (2020) 

'Characterization of the antioxidant and ACE-

inhibitory activities of Thai fish sauce at different 



Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 130 

stages of fermentation', Journal of Functional 

Foods, 64, pp. 1-9  

Hammami, R., Zouhir, A., Lay, L. C., Hamida, J. B., and 

Fliss, I. (2010) 'BACTIBASE second release: a 

database and tool platform for bacteriocin 

characterization', BMC Microbiology, 10, pp. 1-5 

Han, R., Maycock, J., Murray, B. S., and Boesch, C. 

(2019) 'Identification of angiotensin converting 

enzyme and dipeptidyl peptidase-IV inhibitory 

peptides derived from oilseed proteins using two 

integrated bioinformatic approaches', Food 

Research International, 115, pp.283-291 

He, R., Ju, X., Yuan, J., Wang, L., Girgih, A. T., and 

Aluko, R. E. (2012) 'Antioxidant activities of 

rapeseed peptides produced by solid state 

fermentation', Food Research International, 49(1), 

pp.432-438 

Holton, T. A., Vijayakumar, V., and Khaldi, N. (2013) 

'Bioinformatics: Current perspectives and future 

directions for food and nutritional research 

facilitated by a Food-Wiki database', Trends in 

Food Science and Technology, 34(1), pp.5-17 

Ibrahim, M. A., Bester, M. J., Neitz, A. W., and Gaspar, 

A. R. M. (2019) 'Tuber storage proteins as 

potential precursors of bioactive peptides: An in 

silico analysis', International Journal of Peptide 

Research and Therapeutics, 25(2), pp. 437-446 

Islami, N., Ayu, R., Sulistyaningtyas, Sri, D., and Stalis 

N. E. (2019) 'Isolasi dan identifikasi molekuler 

bakteri proteolitik staphylococcus warneri strain 

irlv2 pada Udang Putih (Litopeaneus vannemei) 

berdasarkan sekuen gen 16S rRNA', Prosiding 

Mahasiswa Seminar Nasional UNIMUS, 2, pp. 32-

39 

Jakubczyk, A., Karas, M., Rybczynska-Tkaczyk, K., 

Zielinska, E., and Zielinski, D. (2020) 'Current 

trends of bioactive peptides-new sources and 

therapeutic effect', Foods, 9(7), pp. 1-28 

Ji, C., Han, J., Zhang, J., Hu, J., Fu, Y., Qi, H., Sun, Y., 

and Yu, C. (2018) 'Omics-prediction of bioactive 

peptides from the edible yanobacterium 

Arthrospira platensis proteome', Journal of the 

Science of Food and Agriculture, 98(3), pp. 984-

990 

Jiang, S., Sun, W., Chen, M., Dai, S., Zhang, L., Liu, Y., 

Lee, K. J., and Li, X. (2007) 'Diversity of 

culturable actinobacteria isolated from marine 

sponge Haliclona sp.', Antonie Van Leeuwenhoek, 

92(4), pp. 405-416 

Jinap, S., Ilya-Nur, A. R., Tang, S. C., Hajeb, P., 

Shahrim, K., and Khairunnisak, M. (2010) 

'Sensory attributes of dishes containing shrimp 

paste with different concentrations of glutamate 

and 5′-nucleotides', Appetite, 55(2), pp. 238-244 

Kandemir-Cavas, C., Perez-Sanchez, H., Mert-Ozupek, 

N., and Cavas, L. (2019) 'In Silico analysis of 

bioactive peptides in invasive sea grass Halophila 

stipulacea', Cells, 8(6), pp. 1-55 

Kang, N., Heo, S. Y., Cha, S. H., Ahn, G., and Heo, S. 

J. (2022) 'In silico virtual screening of marine 

aldehyde derivatives from seaweeds against 

SARS-CoV-2', Marine Drugs, 20(6), pp. 1-14 

Kang, X., Dong, F., Shi, C., Liu, S., Sun, J., Chen, J., Li, 

H., Xu, H., Lao, X., and Zheng, H. (2019) 

'DRAMP 2.0, an updated data repository of 

antimicrobial peptides', Scientific Data, 6(1), pp.1-

10 

Khairi, I., Huda, N., Wan Nadiah, W., and Alkarkhi, A. 

(2014) 'Protein quality of fish fermented product: 

budu and rusip', Asian Pacific Journal of 

Sustainability Agriculture, Food and Energy, 2, 

pp.17-22 

Khalesi, M., Jahanbani, R., Riveros-Galan, D., Sheikh-

Hassani, V., Sheikh-Zeinoddin, M., Sahihi, M., 

Winterburn, J., Derdelinckx, G., and Moosavi-

Movahedi, A. A. (2016) 'Antioxidant activity and 

ACE-inhibitory of Class II hydrophobin from wild 

strain Trichoderma reesei', International Journal 

of Biological Macromolecules, 91, pp. 174-179 

Kim, H. J., Kang, S. G., Jaiswal, L., Li, J., Choi, J. H., 

Moon, S. M., Cho, J. Y., and Ham, K. S. (2016) 

'Identification of four new angiotensin I-

converting enzyme inhibitory peptides from 

fermented anchovy sauce', Applied Biological 

Chemistry, 59(1), pp. 25-31 

Koesoemawardani, D. (2007). Analisis sensori rusip dan 

Sungailiat-Bangka. Jurnal Teknologi dan Industri 

Hasil Pertanian, 12(2), pp. 36-39 

Koesoemawardani, D., Hidayati, S., and Subeki. (2018) 

'Amino acid and fatty acid compositions of Rusip 

from fermented Anchovy fish (Stolephorus sp.)', 

IOP Conference Series: Materials Science and 

Engineering, 344(1), pp. 1-6 

Koesoemawardani, D., and Mahrus, A. (2016) 'Rusip 

with alginate addition as seasoning', Jurnal 

Pengolahan Hasil Perikanan Indonesia, 19(3), pp. 

277-287 

Koesoemawardani, D., and Yuliana, N. (2013) 

'Karakteristik Rusip dengan penambahan kultur 

kering: Streptococcus sp.', Jurnal Sains dan 

Teknologi Indonesia, 11, pp. 205-211 

Kumar, R., Chaudhary, K., Sharma, M., Nagpal, G., 

Chauhan, J. S., Singh, S., Gautam, A., and 

Raghava, G. P. S. (2015) 'AHTPDB: A 

comprehensive platform for analysis and 

presentation of antihypertensive peptides', Nucleic 

Acid Research,  43, pp. 956-962 

Kurnianto, M. A., Kusumaningrum, H. D., Lioe, H. N., 

and Chasanah, E. (2021) 'Partial purification and 

characterization of bacteriocin-like inhibitory 

substances produced by Streptomyces sp. isolated 

from the gut of Chanos chanos', BioMed Research 

International, 2021, pp. 1-12 

Kurnianto, M. A., Lioe, H. N., Chasanah, E., and 

Kusumaningrum, H. D. (2022) 'Purification, HR-

LC-ESI-MS-MS identification, and peptide 

prediction of bacteriocin-like inhibitory substances 

produced by Streptomyces sp. Isolated from 

Chanos chanos', International Journal of Food 

Science, 2022, pp. 1-14 



Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 131 

Kusmarwati, A., Heruwati, E., Utami, T., and Rahayu, 

S. (2011). Pengaruh penambahan Pediococcus 

acidilactici F-11 sebagai kultur starter terhadap 

kualitas Rusip Teri (Stolephorus sp.). Jurnal 

Pascapanen dan Bioteknologi Kelautan dan 

Perikanan, 9(1), pp. 13-26 

Kusmarwati, A., Arief, F., and Haryati, S. (2014) 

'Eksplorasi bakteriosin dari bakteri asam laktat asal 

Rusip Bangka dan Kalimantan', Jurnal 

Pascapanen dan Bioteknologi Kelautan dan 

Perikanan, 9, pp. 29-40 

Langyan, S., Khan, F. N., Yadava, P., Alhazmi, A., 

Mahmoud, S. F., Saleh, D. I., Zuan, A. T. K., and 

Kumar, A. (2021) 'In silico proteolysis and 

analysis of bioactive peptides from sequences of 

fatty acid desaturase 3 (FAD3) of flaxseed protein', 

Saudi Journal of Biological Sciences, 28(10), pp. 

5480-5489 

Li-Chan, E. C. Y. (2015) 'Bioactive peptides and protein 

hydrolysates: Research trends and challenges for 

application as nutraceuticals and functional food 

ingredients', Current Opinion in Food Science, 1, 

pp. 28-37 

Li, W., Zhang, C., Chen, H., Xue, J., Guo, X., Liang, M., 

and Chen, M. (2018) 'BioPepDB: An integrated 

data platform for food-derived bioactive peptides', 

International Journal of Food Science and 

Nutrition, 69(8), pp. 963-968  

Liang, Y., Zhang, X., Yuan, Y., Bao, Y., and Xiong, M. 

(2020) 'Role and modulation of the secondary 

structure of antimicrobial peptides to improve 

selectivity', Biomaterials Science, 8(24), pp. 6858-

6866 

Lin, S., Hu, X., Li, L., Yang, X., Chen, S., Wu, Y., and 

Yang, S. (2021) 'Preparation, purification and 

identification of iron-chelating peptides derived 

from tilapia (Oreochromis niloticus) skin collagen 

and characterization of the peptide-iron 

complexes', LWT, 149, pp. 1-12 

Liu, G., Ren, L., Song, Z., Wang, C., and Sun, B. (2015) 

'Purification and characteristics of bifidocin A, a 

novel bacteriocin produced by Bifidobacterium 

animals BB04 from centenarians' intestine', Food 

Control, 50, pp. 889-895 

Liu, R., Cheng, J., and Wu, H. (2019) 'Discovery of 

food-derived dipeptidyl peptidase IV inhibitory 

peptides: A Review', International Journal of 

Molecular Sciences, 20(3), pp. 1-22 

Lopetcharat, K., and Park, J. W. (2002) 'Characteristics 

of fish sauce made from pacific whiting and surimi 

by-products during fermentation stage', Journal of 

Food Science, 67(2), pp. 511-516 

Mahamad, P., Dahlan, W., Nungarlee, U., Petchareon, 

P., Chaovasuteeranon, S., Salae, K., Chapakiya, 

H., Matimu, A., Phewpan, A., Denyingyhot, A., 

Keeratipibul, S., Khemtham, M., and 

Nopponpunth, V. (2022) 'Effect of amino acids and 

taste components on the fermented fish sauce 

(Budu) from Thailand' Proceedings of The 

International Halal Science and Technology 

Conference, 14(1), pp. 171-181 

Mahmoodi-Reihani, M., Abbasitabar, F., and Zare-

Shahabadi, V. (2020) 'In silico rational design and 

virtual screening of bioactive peptides based on 

QSAR Modeling', ACS Omega, 5(11), pp. 5951-

5958 

Minkiewicz, P., Iwaniak, A., and Darewicz, M. (2019) 

'BIOPEP-UWM database of bioactive peptides: 

Current opportunities', International Journal of 

Molecular Sciences, 20(23), pp. 1-23 

Najafian, L., and Babji, A. S. (2018) 'Fractionation and 

identification of novel antioxidant peptides from 

fermented fish (pekasam)', Journal of Food 

Measurement and Characterization, 12(3), pp. 

2174-2183 

Najafian, L., and Babji, A. S. (2019) 'Purification and 

identification of antioxidant peptides from 

fermented fish sauce (Budu)', Journal of Aquatic 

Food Product Technology, 28(1), pp. 14-24  

Narzary, Y., Das, S., Goyal, A. K., Lam, S. S., Sarma, 

H., and Sharma, D. (2021) 'Fermented fish 

products in South and Southeast Asian cuisine: 

indigenous technology processes, nutrient 

composition, and cultural significance', Journal of 

Ethnic Foods, 8(1), pp. 1-19  

Neves, A. C., Harnedy, P. A., O'Keeffe, M. B., Alashi, 

M. A., Aluko, R. E., and FitzGerald, R. J. (2017) 

'Peptide identification in a salmon gelatin 

hydrolysate with antihypertensive, dipeptidyl 

peptidase IV inhibitory and antioxidant activities', 

Food Research International, 100(1), pp. 112-120 

Nielsen, S. D., Beverly, R. L., Qu, Y., and Dallas, D. C. 

(2017) 'Milk bioactive peptide database: A 

comprehensive database of milk protein-derived 

bioactive peptides and novel visualization', Food 

Chemistry, 232, pp. 673-682 

Nongonierma, A. B., Mazzocchi, C., Paolella, S., and 

FitzGerald, R. J. (2017) 'Release of dipeptidyl 

peptidase IV (DPP-IV) inhibitory peptides from 

milk protein isolate (MPI) during enzymatic 

hydrolysis', Food Research International,  94, pp. 

79-89  

Nurhikmayani, R., Daryono, B., and Retnaningrum, E. 

(2019) 'The isolation and molecular identification 

of antimicrobial-producing Lactic Acid Bacteria 

from chao, South Sulawesi (Indonesia) fermented 

fish product', Biodiversitas Journal of Biological 

Diversity, 20, pp. 1063-1068 

Olivera-Montenegro, L., Best, I., and Gil-Saldarriaga, 

A. (2021) 'Effect of pretreatment by supercritical 

fluids on antioxidant activity of protein 

hydrolyzate from quinoa (Chenopodium quinoa 

Willd.)', Food Science and Nutrition, 9(1), pp. 574-

582 

Panjaitan, F. C. A., Gomez, H. L. R., and Chang, Y. W. 

(2018) 'In Silico Analysis of Bioactive Peptides 

Released from Giant Grouper (Epinephelus 

lanceolatus) Roe Proteins Identified by Proteomics 

Approach', Molecules, 23(11), pp. 1-15 

Panyayai, T., Ngamphiw, C., Tongsima, S., Mhuantong, 

W., Limsripraphan, W., Choowongkomo, K., and 

Sawatdichaikul, O. (2019) 'FeptideDB: A web 



Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 132 

application for new bioactive peptides from food 

protein', Heliyon, 5(7), pp. 1-8 

Paul, B. J., and James, R. (2017) 'Gout: an Asia-pacific 

update', International Journal of Rheumatic 

Diseases, 20(4), pp. 407-416 

Peralta, E. M., Hatate, H., Kawabe, D., Kuwahara, R., 

Wakamatsu, S., Yuki, T., and Murata, H. (2008) 

'Improving antioxidant activity and nutritional 

components of Philippine salt-fermented shrimp 

paste through prolonged fermentation', Food 

Chemistry, 111(1), pp. 72-77 

Peredo-Lovillo, A., Hernandez-Mendoza, A., Vallejo-

Cordoba, B., and Romero-Luna, H. E. (2022) 

'Conventional and in silico approaches to select 

promising food-derived bioactive peptides: A 

review', Food Chemistry: X, 13, pp. 1-15 

Pirtskhalava, M., Gabrielian, A., Cruz, P., Griggs, H. L., 

Squires, R. B., Hurt, D. E., Grigolava, M., 

Chubinidze, M., Gogoladze, G., Vishnepolsky, B., 

Alekseyev, V., Rosenthal, A., and Tartakovsky, M. 

(2016) 'DBAASP v.2: An enhanced database of 

structure and antimicrobial/cytotoxic activity of 

natural and synthetic peptides', Nucleic Acid 

Research, 44, pp. 1104-1112  

Qin, D., Bo, W., Zheng, X., Hao, Y., Li, B., Zheng, J., 

Liang, G. (2022) 'DFBP: a comprehensive 

database of food-derived bioactive peptides for 

peptidomics research', Bioinformatics, 38(12), pp. 

3275-3280 

Rai, A. K., Sanjukta, S., and Jeyaram, K. (2017) 

'Production of angiotensin I converting enzyme 

inhibitory (ACE-I) peptides during milk 

fermentation and their role in reducing 

hypertension', Crit Rev Food Science Nutrition, 

57(13), pp. 2789-2800 

Rinto, R., Lestari, S. D., and Putri, N. A. (2019) 

'Aktivitas antioksidan dan antikolesterol ekstrak 

Rusip',  Jurnal Pascapanen dan Bioteknologi 

Kelautan dan Perikanan, 14(1), pp. 1-8 

Rinto, R., and Subarka, H. (2017) 'Kajian keamanan dan 

kualitas Rusip Bangka (Studi kandungan garam, 

protein dan peptida)', Prosiding Seminar Nasional 

Dies Natalis ke-54 Fakultas Pertanian Universitas 

Sriwijaya, pp. 680-685 

Rinto, R., Widiastuti, I., and Samudera, B. T. (2021) 

'Novel antihypertension bioactive compounds 

from Rusip', IOP Conference Series: Earth and 

Environmental Science, 810(1), pp. 1-4  

Rukmini, S., Dyah, K., and Samsul, R. (2014) 'Profil 

proses fermentasi Rusip dengan penambahan gula 

aren cair', Jurnal Teknologi Industri dan Hasil 

Pertanian, 19(2), pp. 137-148 

Sánchez, A., and Vázquez, A. (2017) 'Bioactive 

peptides: A review', Food Quality and Safety, 1(1), 

pp. 29-46 

Sharmin, K. N., Amiza, M. A., Ahmad, F., Razali, S. A., 

and Hashim, F. (2022) 'In silico analysis of 

Gracilaria changii proteins for potential bioactive 

peptides', IOP Conference Series: Earth and 

Environmental Science, 967(1), pp. 1-13 

Sim KY, C. F., and Anton A. (2009) 'Microbiological 

characteristics of budu, an indigenous fermented 

fish sauce of Malaysia', Borneo Science, 24, pp. 

25-35  

Sim, K. Y., Chye, F. Y., and Anton, A. (2014) 'Chemical 

composition and microbial dynamics of budu 

fermentation, a traditional Malaysian fish sauce', 

Acta Alimentaria, 1, pp. 1-10  

Singh, B. P., Vij, S., and Hati, S. (2014) 'Functional 

significance of bioactive peptides derived from 

soybean', Peptides, 54, pp. 171-179 

Sitanggang, A., Sudarsono, S., and Syah, D. (2018) 

'Pendugaan peptida bioaktif dari susu terhidrolisis 

oleh protease tubuh dengan teknik in silico', Jurnal 

Teknologi dan Industri Pangan, 29, pp. 93-101 

Sitanggang, A. B., Lesmana, M., and Budijanto, S. 

(2020) 'Membrane-based preparative methods and 

bioactivities mapping of tempe-based peptides', 

Food Chemistry, 329, pp. 1-10 

Sompinit, K., Lersiripong, S., Reamtong, O., 

Pattarayingsakul, W., Patikarnmonthon, N., and 

Panbangred, W. (2020) 'In vitro study on novel 

bioactive peptides with antioxidant and 

antihypertensive properties from edible rhizomes', 

LWT, 134, pp. 1-7 

Syahbanu, F., Giriwono, P. E., Tjandrawinata, R., and 

Thenawidjaja, M. T. (2022) 'Molecular docking of 

Subtilisin K2, a fibrin-degrading enzyme from 

Indonesian moromi, with its substrates, Food Sci. 

Technol (Campinas), 42, pp. 1-8 

Syahbanu, F., Giriwono, P. E., Tjandrawinata, R., and 

Thenawidjaja, M. T. (2020) 'Molecular analysis of 

fibrin-degrading enzyme from Bacillus subtilis K2 

isolated from Indonesian fermented soybean', 

Molecular Biology Reports, 47, pp. 8553-8563 

Tadesse, S. A., and Emire, S. A. (2020) 'Production and 

processing of antioxidant bioactive peptides: A 

driving force for the functional food market', 

Heliyon, 6(8), pp. 1-11 

Tamam, B., Syah, D., Lioe, H., Suhartono, M., and 

Kusuma, W. (2018) 'Beberapa penciri berbasis 

sekuens untuk mengenali sifat fungsional peptida 

bioaktif: studi eksplorasi', Jurnal Teknologi dan 

Industri Pangan, 29, pp. 1-9 

Tamam, B., Syah, D., Lioe, H. N., Suhartono, M. T., 

Kusuma, W. A., and Suratiah. (2021) 'Bioactive 

peptides from tempeh using peptidecutter’s 

cleavage', Bioinformatics and Biomedical 

Research Journal, 3(2), pp. 35-40 

Tang, L., Chen, J., Zhou, Z., Yu, P., Yang, Z., and 

Zhong, G. (2015) 'Chlamydia-secreted protease 

CPAF degrades host antimicrobial peptides', 

Microbes Infect, 17(6), pp. 402-408 

Tejano, L. A., Peralta, J. P., Yap, E. E. S., Panjaitan, F. 

C. A., and Chang, Y. W. (2019) 'Prediction of 

bioactive peptides from Chlorella sorokiniana 

proteins using proteomic techniques in 

combination with bioinformatics analyses', 

International Journal of Molecular Sciences, 

20(7), pp. 1-16 



Kurnianto et al. Advances in Food Science, Sustainable Agriculture and Agroindustrial Engineering 2023, 6(2), 116-133                                                ISSN 2622-5921 

 133 

Theolier, J., Fliss, I., Jean, J., and Hammami, R. (2014) 

'MilkAMP: A comprehensive database of 

antimicrobial peptides of dairy origin', Dairy 

Science and Technology, 94, pp. 181-193 

Tu, M., Cheng, S., Lu, W., and Du, M. (2018) 

'Advancement and prospects of bioinformatics 

analysis for studying bioactive peptides from food-

derived protein: Sequence, structure, and 

functions', TrAC Trends in Analytical Chemistry, 

105, pp. 7-17 

Tulipano, G., Faggi, L., Nardone, A., Cocchi, D., and 

Caroli, A. M. (2015) 'Characterisation of the 

potential of β-lactoglobulin and α-lactalbumin as 

sources of bioactive peptides affecting incretin 

function: In silico and in vitro comparative 

studies', International Dairy Journal, 48, pp. 66-72 

Ulug, S. K., Jahandideh, F., and Wu, J. (2021) 'Novel 

technologies for the production of bioactive 

peptides', Trends in Food Science and Technology, 

108, pp. 27-39 

Wang, G., Li, X., and Wang, Z. (2016) 'APD3: The 

antimicrobial peptide database as a tool for 

research and education', Nucleic Acid Research, 

44, pp. 1087-1093 

Waisundara, V., Jayawardena, N., and Watawana, M. 

(2016) 'Chapter 8 - safety of fermented fish 

products' in Prakash, V., Martín-Belloso, O., 

Keener, L., Astley, S., Braun, S., McMahon, H., 

and Lelieveld, H. (eds.) Regulating Safety of 

Traditional and Ethnic Foods. Unites States: 

Academic Press, pp. 149-168 

Wijesekara, I., Qian, Z. -J., Ryu, B., Ngo, D. -H., and 

Kim, S. -K. (2011), 'Purification and identification 

of antihypertensive peptides from seaweed 

pipefish (Syngnathus schlegeli) muscle protein 

hydrolysate', Food Research International, 44(3), 

pp. 703-707 

Wong, F. C., Ong, J. H., Kumar, D. T., and Chai, T. T. 

(2021) 'In silico identification of multi-target Anti-

SARS-CoV-2 peptides from quinoa seed proteins', 

International Journal of Peptide Research and 

Therapeutics, 27(3), pp. 1837-1847 

Yuliana, N., Koesoemawardani, D. S. S., and Kurniati, 

Y. (2018) 'Lactic acid bacteria during fish 

fermentation (rusip)', MOJ Food Processing and 

Technology, 6(2),pp. 1-10  

Zhang, S., Gui, C., Shao, M., Kumar, P. S., Huang, H., 

and Ju, J. (2020) 'Antimicrobial tunicamycin 

derivatives from the deep sea-derived 

Streptomyces xinghaiensis SCSIO S15077', 

Natural Product Research, 34(11), pp. 1499-1504 

 

 


