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ABSTRACT

Objective: This study aimed to investigate the metagenomic and microbial diversity of dadih in
Kampar District, Riau, Indonesia.

Materials and Methods: The dadih samples were collected from dadih producers in three vil-
lages, namely Limau Manis (LM), Rumbio (RB), and Muaro Jalai (MJ). DNA samples were extracted
and sequenced through Oxford Nanopore Technology (ONT), operated by MinKNOW software
version 23.04.5. Library preparations were conducted using kits from ONT.

Results: The next-generation sequencing analysis on three dadih from Kampar identified two bac-
terial phyla, Bacillota and Pseudomonadota. Furthermore, there was a slight variation in dadih's
microbiota composition between LM, RB, and MJ. The Bacillota phylum dominated the dadih
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microbiota in LM and RB villages, with a relative abundance of 60%—-80%. The dadih from MJ was
dominated by the phylum Pseudomonadota, which reached 55%. The dominant species found in
all three dadih was Lactococcus lactis, with an abundance of 53.80, 80.80, and 40.31% for dadih
LM, RB, and MJ, respectively.

Conclusion: Dadih MJ had the highest Simpson's value (~0.8), showing a relatively even abun-
dance of species in the sample. Furthermore, dadih LM had a high Simpson's value (~0.75), indi-
cating similar conditions to dadih MJ. Dadih RB had the lowest Simpson's value (~0.4), confirming
that the microbiota in the sample tends to be dominated by certain species with a less even
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distribution.

Introduction

For thousands of years, people have consumed fermented
foods worldwide, which are essential to life. Various fer-
mented foods have existed throughout civilization, with
methods derived from the resources available in a region
[1]. The primary sources of microorganisms used in food
fermentation are natural starters [2, 3] and modified
starter cultures for yogurt or milk fermentation [4, 5],
Chinese wine [6], and sausage [7]. The microbial commu-
nity makeup in conventional food fermentation systems is
typically complex and varied [8].

Traditionally, fermentation was practiced as a preser-
vation method to improve microbiological safety while
extending the shelf life of food products [8] to eliminate or

suppress pathogens when cold storage methods had not
been invented [9]. Various kinds of fermented products
are found in different countries, such as kimchi from Korea
[10], da-jiang from China [11], and dadih (dadio) from
Indonesia [12]. These products contain many lactic acid
bacteria (LAB), particularly probiotics, which have been
proven to protect against pathogenic bacteria [13], treat
digestive disorders in the intestine [14], reduce lactose
intolerance [15], maintain serum cholesterol levels [16],
have anti-carcinogenic activity [17], lower triglycerides
[18], act as a bio-preservative [19, 20], and enhance
immune function [21].

Increased public awareness of health has led to a high
demand for functional foods. One of Riau, Indonesia's
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indigenous functional foods, is dadih, a fermented buffalo
milk product produced in Kampar District. Kampar dadih
holds enormous potential for the local community, who
believe it can nourish the body, prevent diseases like hyper-
tension and hypercholesterolemia, and maintain heart
health. The potential of Kampar dadih has not been fully
explored compared to dadih from West Sumatra, which is
widely known as a functional food. Dadih has antimicro-
bial activity [22] and antibiotic resistance [23], produces
y-aminobutyric acid (GABA) [24], and inhibits pathogens'
colonization in the digestive tract [25]. A previous study
by Surono [26] reported that 10 strains of LAB from dadih
showed acidity and tolerance to bile acids in vitro, indicat-
ing their potential as antimutagenic and hypocholesterol-
emic agents. The LAB probiotics derived from dadih have
significantly reduced total cholesterol, serum low-density
lipoprotein (LDL) cholesterol, and bile acids [27].

The tools and raw materials used to make Kampar dadih
differ from West Sumatra dadih. Kampar dadih uses micro-
biota in buluh (small bamboo tubes), while West Sumatra
dadih is fermented in betung (giant bamboo). The varia-
tion in fermentation containers causes the two different
dadih origins to have a diversity of microbiota to produce
separate functional properties [28, 29]. The fermentation
of dadih includes a variety of native LAB, which affects the
composition of final products [30].

Understanding the microbiota composition and pop-
ulation dynamics in dadih is essential for optimizing fer-
mentation and enhancing product quality. Traditional
culture methods often miss non-culturable species,
making molecular-based methods like next-generation
sequencing (NGS) crucial for metagenomic analysis. The
NGS provides detailed insights into microbial diversity at
both species and genus levels, especially for rare microor-
ganisms. Sequencing 16S ribosomal RNA (16S rRNA) genes
has been a standard in environmental microbiology, with
Oxford Nanopore Technologies (ONT) offering advanced
DNA sequencing to analyze fermented foods' biodiver-
sity. This technology's long-read capabilities enhance
understanding of microbial populations and fermentation
processes, allowing better production control through
real-time monitoring. The full-length 165 rRNA sequences
offer high taxonomic resolution, aiding in bacterial identi-
fication by covering all informative gene regions. NGS has
been successfully applied to profile microbiota in various
fermented foods worldwide, such as Kkefir [31], traditional
fermented products [32], salted food [33], kimchi [34],
budu [35], and masin [36]. This process allows for more
research into how microbes interact and how they affect
the taste and nutritional value of fermented foods.

Some reports show the microbiota diversity of dadih
from Kampar, Riau, Indonesia, primarily through molec-
ular methods. Exploration of microbial diversity found
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in fermented products, particularly food, can indicate
fermented food quality. Therefore, this study aimed to
explore the microbial diversity of dadih from Kampar,
Riau, Indonesia. The NGS technology was used to collect
data regarding the microbiota and biodiversity contained
in dadih, which could be applied to improve the quality of
existing local and traditional functional foods in the future.
Analysis was also conducted to identify potential micro-
biota diversity in dadih, offering valuable information for
dadih producers to improve the quality of their products
and provide added value.

Materials and Methods
Ethical approval

This study has been conducted without the inclusion of
live animals and ethical approval.

Dadih sample preparation

Dadih samples were obtained from three producers in
three different villages, namely Limau Manis (LM), Rumbio
(RB), and Muaro Jalai (M]), Kampar District, Riau Province,
Indonesia (Fig. 1). Dadih samples were obtained from
three producers in three different villages. Sampling was
collected in duplicate at different production times for
each producer. The dadih sample collected was stored at
4°C to avoid spoilage.

Polymerase chain reaction amplification and NGS

Polymerase chain reaction amplification was carried out
from the 16S rRNA gene (V1-V9) region. This research
uses primer sets 27F-1492R (27F 5'-AGA GTT TGA TCC
TGG CTC AG-3" and 1492R 5'-GGT TAC CTT GTT ACG ACT
T-3"). DNA concentration was determined using both
NanoDrop spectrophotometers, which provide the long-
read sequencing that covers the full-length sequence of
the 16S rRNA gene (V1-V9 regions), and a Qubit fluorom-
eter. Library preparations were conducted using kits from
Oxford Nanopore Technology. MinKNOW software version
24.04.5 was applied to operate the nanopore sequencing.
Guppy version 6.5.7 with a high-accuracy model was used
for base-calling [37]. NanoPlot was used to visualize the
quality of the FASTQ data, and NanoFilt was used to filter
the quality [38, 39]. A centrifuge classifier was used to clas-
sify the filtered readings [39]. The NCBI 16S RefSeq data-
base (https://ftp.ncbi.nlm.nih.gov/refseq/TargetedLoci/)
created the Bacteria and Archaea index. Downstream
analysis and visualizations were performed using Pavian
(https://github.com/fbreitwieser/pavian), Krona Tools
(https://github.com/marbl/Krona), and RStudio with R
version 4.2.3.
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Figure 1. The location of dadih sampling in Kampar Regency, Riau, Indonesia.

Results and Discussion
Diversity and composition of dadih microbiota

Recent advancements in bioinformatics and metagenomic
sequencing technologies have facilitated a deeper under-
standing of their microbial composition, metagenomic
potential, and the diverse properties as well as beneficial
activities of various fermented foods such as cheese [40],
fermented sauce [41], and dadih, buffalo milk fermenta-
tion [42]. The results of the NGS analysis found two bac-
terial phyla, namely Bacillota and Pseudomonadota, in
dadih produced by three different producers from differ-
ent villages, with their biodiversity presented in Figure
2. Advancements in the taxonomic resolution of the
fermented milk microbiome have significantly stream-
lined the identification and isolation of novel microbial
resources [43] and recent technology [42].

The types of bacterial species in each dadih sample were
different (Fig. 3). The total dominant microbial species
in these Kampar dadih samples were Lactococcus lactis,
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Acinetobacter bereziniae, Klebsiella variicola, Citrobacter
europaeus, Citrobacter freundii, Klebsiella pneumoniae,
and Citrobacter braakii. Dadih microbiota was still domi-
nated by Lactococcus, which was approximately 50% dom-
inated by Lactococcus. Lactobacillus no longer dominated,
although it was reclassified into 25 new genera in 2020.
The heatmap species level showed that L. lactis still domi-
nated the number of bacteria found in the three dadih sam-
ples, as indicated by a brighter color than the other species
(Fig. 4).

Figure 5 presents a Sankey diagram showing the micro-
biota of dadih from LM village, where the phylum Bacillota
dominates with a total of 53.3 x 10 (59.62%). Dadih LM
was dominated by bacteria of the Streptococcaceae family
(52.6 x 10%), the genus Lactococcus (52.6 x 10%), and the
species L. lactis (48.1 x 103). With an abundance of 72.8 x
103, L. lactis also dominated the dadih from Rumbio village,
accounting for 80% of all the bacteria (Fig. 6). The results
of NGS dadih M] (Fig. 7) showed that Pseudomonadota was
the most common phylum (53.19%), but Streptococcaceae
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Figure 2. The dominant phylum in dadih from LM = Limau Manis, RB = Rumbio, and M] = Muaro Jalai. The color degradation of each

column shows the abundance of phyla in each Dadih.
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Figure 3. Distribution of bacterial species present in dadih produced from LM = Limau Manis, RB = Rumbio, and M] = Muaro Jalai.

was the most common family (46.03%), which comes from
the Bacillota phylum (46.71%). Bacteria species derived
from the same phylum failed to match the high abundance
of the phylum Pseudomonadota. In dadih MJ, the dominant
bacterial species was L. lactis (40.31%), with a population

of 36.0 x 103. Based on Figures 5-7, the dominant species
found in the three dadih was L. lactis, with an abundance
of 53.80%, 80.80%, and 40.31% for dadih LM, RB, and M],
respectively. The three villages' relatively similar ecosys-
tems led to the highest relative abundance of the same
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Figure 5. The relative proportion of phyla to species of dadih bacteria from Limau Manis village, Kampar district, Riau, Indonesia.

dominant species. The results of the study of the dominant  (40.31%-80.80%), almost the same as that of dadih from
microbiota of dadih from Kampar, Riau, were Lactococcus =~ West Sumatra, Indonesia, where Lactococcus (52%-83%)
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Figure 6. The relative proportion of phyla to species of dadih bacteria from Rumbio village, Kampar district, Riau, Indonesia.
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Figure 7. The relative proportion of phyla to species of dadih bacteria from Muaro Jalai village, Kampar district, Riau, Indonesia.

was analyzed from samples (n = 8) collected from four  same type of mud buffalo and use the same fermentation
producers in different districts [44]. Farmers keep the  container, known as a gutter, for their buffaloes. Farmers
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in Riau and West Sumatra kept the same breed of mud
buffalo and fed relatively the same 70%-80% roughage,
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Figure 8. Venn diagram of the distribution of bacterial OTUs in dadih produced from LM = Limau
Manis, RB = Rumbio, and M] = Muaro Jalai.
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Figure 9. Evenness (Shannon) and richness (Simpson) of dadih produced from LM = Limau Manis,
RB = Rumbio, and M] = Muaro Jalai.

although the type of bamboo for fermentation containers  and weather are relatively similar.
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used was different. The two provinces (Riau and West
Sumatra) were adjacent to each other, so the environment
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Figure 10. The PCoA of the weighted UniFrac (beta diversity) in the lactic acid bacteria of dadih.

Similarity of the dadih microbiota of the area

The total number of bacteria species in each dadih sam-
ple was different. The total microbial species in dadih from
M] (393 species) was higher than those from RB (326 spe-
cies) and LM (225 species). A Venn diagram showed the
common and unique OTUs (operational taxonomic units)
indicating the three villages for making dadih. The three
dadih samples had 165 bacteria of the same species, and
each dadih had different species of bacteria that the oth-
ers did not have, with a total of 141, 90, and 64 species of
bacteria found in the dadih from M], RB, and LM villages,
respectively (Fig. 8).

Alpha diversity of dadih microbiota

The alpha diversity of the microbial community in fer-
mented food products has been studied using the metage-
nomic method [39, 40]. The metagenomic profiles of dadih
from three villages at relatively different taxonomic and
functional levels were generated. Based on the taxonomic
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analysis, alpha diversity estimates measuring the vari-
ability of species in the sample were first calculated, with
the results shown in Figure 9. Greater microbial diversity
was indicated by the higher values in terms of the num-
ber of rich species and the equilibrium between species
abundance and evenness [41, 42]. Dadih LM had the high-
est Shannon value (~2.1), indicating the most extraordi-
nary microbial diversity regarding the number of species
and their even distribution. Dadih RB had a slightly lower
Shannon value (~2.0) but still showed relatively high
diversity, which approximately correlated with dadih LM.
Meanwhile, dadih M] had the lowest Shannon value (~1.2),
indicating that microbial diversity was low. The low micro-
bial diversity was due to the location of the three villages
in the same district and the type of milk-producing buffalo
and feed given. Bamboo tubes used for fermentation were
relatively similar. Taxonomic features of fermentation
products are primarily determined by the substrate being
fermented [45].
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Simpson's index values close to 1 show high diversity
(more even species abundance), while values close to 0
indicate dominance by certain species. Dadih M] had the
highest Simpson's value (~0.8), indicating a relatively even
abundance of species. Dadih LM also had a high Simpson's
value (~0.75), showing similar conditions to dadih M].
Meanwhile, Dadih RB had the lowest Simpson's value
(~0.4), confirming that the microbiota tended to be domi-
nated by certain species with a less even distribution.

Beta diversity of dadih microbiota

Variations between samples or groups were measured
using beta diversity. Figure 10 shows beta diversity mea-
surements organized according to Bray-Curtis dissimilar-
ity using a principal coordinate analysis (PCoA) layout. The
PCoA data formed separate visible clusters on the graph,
indicating that the microbiota from the village had a similar
composition internally but differed from others. The same
results [44] were also found in dadih produced in other
locations in West Sumatra Province, where the microbiota
had almost the same composition in one region. Based on
this study, the microbiota in the three dadih samples were
relatively similar.

Conclusion

In conclusion, metagenomic analysis of dadih from produc-
ers in different villages showed that the bacterial diversity
was hardly different. Dadih M] had the highest number of
microbial species (393), followed by RB and LM with 326
and 225, respectively. In all villages, the same 165 bacterial
species were found, predominantly consisting of L. lactis.
Dadih LM had the most diverse microbiota, with a more
significant number of species and an even abundance
distribution. These results suggested a possible fermen-
tation environment or traditional practices that favored
microbial diversity. Dadih RB also showed high diversity,
although slightly below dadih LM. Dadih M] had the low-
est microbiota diversity, indicating dominance by certain
species.

List of Abbreviations

DNA, deoxy-nucleic acid; GABA, y-aminobutyric acid;
LAB, lactic acid bacteria; LDL, low-density lipoprotein;
LM, Limau Manis; M], Muaro Jalai; NGS, next-generation
sequencing; PcoA, Principal Coordinate Analysis; PCR,
polymerase chain reaction; RB, Rumbio; rRNA, ribo-
some-ribonucleic acid.

Acknowledgment

The authors would like to thank profusely the University
of Riau, Indonesia, for the financial support provided for

http://bdvets.org/javar/

this study and the Directorate of Research and Community
Service, Deputy for Facilitation of Research and Innovation,
Ministry of Research and Technology/National Research
and Innovation Agency, for the funding granted for this
projectin 2022, with contract number 20620/UN19.5.1.3./
AL.04/20224.

Conflicts of interest

The authors affirm that there are no conflicts of interest in
this paper.

Authors' contribution

The main theme of the research was initiated by ER and
planned with SM, who also supervised various stages of the
project. ER and SM organized the stages of the research,
designed the experiments, and supervised several phases
of the work. ER, UP, DFA, SM, AS, R, and ANS were the main
contributors to the research and writing of the article. The
article was written and edited in cooperation with ER, SM,
AS, and UP.

References

[1] Srinivas M, O’Sullivan O, Cotter PD, Van Sinderen D, Kenny ]G.
The application of metagenomics to study microbial communi-
ties and develop desirable traits in fermented foods. Foods 2022;
11(20):3297; https://doi.org/10.3390/foods11203297

2] Zhang C, Zhang ], Liu D. Biochemical changes and microbial
community dynamics during spontaneous fermentation of
Zhacai, a traditional pickled mustard tuber from China. Int ]
Food Microbiol 2021; 347:109199; https://doi.org/10.1016/].
ijfoodmicro.2021.109199

[3] Groenenboom AE, Shindano ], Cheepa N, Smid EJ, Schoustra SE.
Microbial population dynamics during traditional production of
Mabisi, a spontaneous fermented milk product from Zambia: a
field trial. World ] Microbiol Biotechnol 2020; 36:184; https://
doi.org/10.1007/s11274-020-02957-5

[4] Riftyan E, Rossi E, Efendi R, Marcellina Z. The produc-
ing of fermented milk as an application of alternative
halal culture medium for the growth of Lactobacillus
plantarum tmw 1.1623 and Streptococcus thermophilus. I0P
Conf Ser Earth Environ Sci 2022; 1059:012052; https://doi.
org/10.1088/1755-1315/1059/1/012052

[5] Aritonang SN, Roza E, Rossi E. The effect of whippy cream add-
ing on the quality of frozen soyghurt as symbiotic ice cream.
IOP Conf Ser Earth Environ Sci 2019; 287:012029; https://doi.
org/10.1088/1755-1315/287/1/012029

[6] Chen C, Liu Z, Zhou W, Tian H, Huang ], Yuan H, et al. Comparison
of the fermentation activities and volatile flavor profiles of
Chinese rice wine fermented using an artificial starter, a tradi-
tional JIUYAO and a commercial starter. Front Microbiol 2021;
12:716281; https://doi.org/10.3389/fmicb.2021.716281

[7] Mafra JE, Cruz AIC, Santana TSD, Ferreira MA, Arautjo FM,
Evangelista-Barreto NS. Probiotic characterization of a commer-
cial starter culture used in the fermentation of sausages. Food Sci
Technol 2021; 41:240-6; https://doi.org/10.1590/fst.12120

[8] Adesulu-Dahunsi AT, Dahunsi SO, Ajayeoba TA. Co-occurrence
of Lactobacillus species during fermentation of African

Rossi et al. /J. Adv. Vet. Anim. Res., 12(3): 717-727, September 2025 725


https://doi.org/10.3390/foods11203297
https://doi.org/10.1016/j.ijfoodmicro.2021.109199
https://doi.org/10.1016/j.ijfoodmicro.2021.109199
https://doi.org/10.1007/s11274-020-02957-5
https://doi.org/10.1007/s11274-020-02957-5
https://doi.org/10.1088/1755-1315/1059/1/012052
https://doi.org/10.1088/1755-1315/1059/1/012052
https://doi.org/10.1088/1755-1315/287/1/012029
https://doi.org/10.1088/1755-1315/287/1/012029
https://doi.org/10.3389/fmicb.2021.716281
https://doi.org/10.1590/fst.12120

indigenous foods: impact on food safety and shelf-life exten-
sion. Front Microbiol 2022; 13:1-4; https://doi.org/10.3389/

Biodiversitas 2020; 21(4):1295-302; https://doi.org/10.13057/
biodiv/d210404

fmicb.2022.684730 [23] Pato U, Johan V, Khairunnisa F. Antibiotic resistance and antibac-
[9] Tamang JP, Cotter PD, Endo A, Han NS, Kort R, Liu QS, et al. terial activity of dadih originated Lactobacillus casei subsp. Casei
Fermented foods in a global age: east meets West. Compr r-68 against food borne. Asian ] Microbiol Biotech Environ Sci
Rev Food Sci Food Saf 2020; 19(1):184-217; https://doi. 2017;19(3):577-87.
org/10.1111/1541-4337.12520 [24]  Harnentis H, Nurmiati N, Marlida Y, Adzitey F Huda N.
[10] Song HS, Lee SH, Ahn SW, Kim ]Y, Rhee JK, Roh SW. Effects of the I'-Aminobutyric acid production by selected lactic acid bacte-
main ingredients of the fermented food, kimchi, on bacterial com- ria isolate of an Indonesian indigenous fermented buffalo milk
position and metabolite profile. Food Res Int 2021; 149:110668; (dadih) origin. Vet World 2019; 12(8):1352-7; https://doi.
https://doi.org/10.1016/j.foodres.2021.110668 org/10.14202 /vetworld.2019.1352-1357
[11] Xie M, An F, Zhao Y, Wu R, Wu ]. Metagenomic analysis of bac- [25] Collado MC, Surono IS, Meriluoto ], Salminen S. Potential probi-
terial community structure and functions during the fermenta- otic characters of Lactobacillus and Enterococcus strains isolated
tion of da-jiang, a Chinese traditional fermented food. LWT 2020; from traditional dadih fermented milk against pathogen intes-
129:109450; https://doi.org/10.1016/j.1wt.2020.109450 tinal colonization. ] Food Prot 2007; 70(3):700-5; https://doi.
[12]  Herlina VT, Setiarto RHB. From tradition to innovation: dadih, org/10.4315/0362-028X-70.3.700
the Minangkabau tribe's traditional fermented buffalo milk from [26]  Surono IS. In vitro probiotic properties of indigenous dadih lac-
Indonesia. ] Ethnic Foods 2024; 11:21; https://doi.org/10.1186/ tic acid bacteria. Asian-Australas ] Anim Sci 2003; 16(5):726-31;
s42779-024-00234-6 https://doi.org/10.5713 /ajas.2003.726
[13] Rossi E, Restuhadi F, Efendi R, Dewi YK. Physicochemical and [27] Surono IS, Pato U, Koesnandar, Hosono A. In vivo antimutagenic-
microbiological properties of yoghurt made with microencap- ity of dadih probiotic bacteria towards Trp-P1. Asian-Australas
sulation probiotic starter on cold storage. Biodiversitas 2021; J Anim Sci 2009; 22(1):119-23; https://doi.org/10.5713/
22(4):2012-8; https://doi.org/10.13057 /biodiv/d220450 ajas.2009.80122
[14]  Martirosyan DM, Singh ]. A new definition of functional food by [28]  Das S, Tamang JP. Changes in microbial communities and their
FFC: what makes a new definition unique?. Funct Foods Health predictive functionalities during fermentation of toddy, an
Disord 2015; 5(6):209-23; https://doi.org/10.31989/fthd. alcoholic beverage of India. Microbiol Res 2021; 248:126769;
v5i6.183 https://doi.org/10.1016/j.micres.2021.126769
[15] Leis R, De Castro M]J, De Lamas C, Picans R, Couce ML. Effects of [29] Tlais AZA, Lemos Junior WJF Filannino P, Campanaro S,
Prebiotic and probiotic supplementation on lactase deficiency Gobbetti M, Di Cagno R. How microbiome composition cor-
and lactose intolerance: a systematic review of controlled tri- relates with biochemical changes during sauerkraut fermenta-
als. Nutrients 2020; 12(5):1487; https://doi.org/10.3390/ tion: a focus on neglected bacterial players and functionalities.
nul2051487 Microbiol Spectr 2022; 10:e0016822; https://doi.org/10.1128/
[16] Pourrajab B, Fatahi S, Dehnad A, Kord Varkaneh H, Shidfar F. spectrum.00168-22
The impact of probiotic yogurt consumption on lipid profiles [30]  Surono IS, Hosono A. Performance of dadih cultures in fluid milk
in subjects with mild to moderate hypercholesterolemia: a sys- application at low temperature storage. Asian-Australas ] Anim
tematic review and meta-analysis of randomized controlled tri- Sci 2000; 13:495-8.
als. Nutr Metab Cardiovasc Dis 2020; 30(1):11-22; https://doi. [31] Ibacache-Quiroga C, Gonzalez-Pizarro K, Charifeh M, Canales C,
org/10.1016/j.numecd.2019.10.001 Diaz-Viciedo R, Schmachtenberg O, et al. Metagenomic and func-
[17]  Gorska A, Przystupski D, Niemczura M], Kulbacka ]. Probiotic tional characterization of two chilean kefir beverages reveals
bacteria: A promising tool in cancer prevention and therapy. a dairy beverage containing active enzymes, short-chain fatty
Curr Microbiol 2019; 76(8):939-49; https://doi.org/10.1007/ acids, microbial 3-amyloids, and bio-film inhibitors. Foods 2022;
s00284-019-01679-8 11(7):1-19; https://doi.org/10.3390/foods11070900
[18]  Kassaian N, Feizi A, Aminorroaya A, Amini M. Probiotic and [32] You L, Yang C, Jin H, Kwok LY, Sun Z, Zhang H. Metagenomic
synbiotic supplementation could improve metabolic syndrome features of traditional fermented milk products. LWT 2022;
in prediabetic adults: a randomized controlled trial. Diabetes 155:112945; https://doi.org/10.1016/j.1wt.2021.112945
Metab Syndrome Clin Res Rev 2019; 13(5):2991-6; https://doi. [33] Kim BK, Kim SA. Investigation of microbial ecology of salted
org/10.1016/j.dsx.2018.07.016 seafood based on culture method and 16S rRNA metagenome
[19] Rossi E, Ali A, Efendi R, Restuhadi F, Zalfiatri Y, Sofyan Y, LWT sequencing. LWT 2023; 187:115275; https://doi.org/10.1016/j.
Characterization of bacteriocin produced by lactic acid bac- lwt.2023.115275
teria isolated from solid waste of soymilk production. I0OP [34] Jung V, Park HM. Metagenomic comparison of homemade and
Conf Ser Earth Environ Sci 2021; 709:012020; https://doi. commercial kimchi prepared in Korea and the United States. ]
org/10.1088/1755-1315/709/1/012020 Stud Res 2022; 11(3):1-11; https://doi.org/10.47611/jsrhs.
[20] Efendi R, Restuhadi F, Hasibuan AIRS, Lestari MI, Rossi E. Effect v11i3.3675
of adding bacteriocin from Lactobacillus pentosus strain MIL 195 [35] Arnold M, Rajagukguk YV, Gramza-Michalowska A.
on the quality of chicken sausage as an alternative natural preser- Characterization of dadih: Traditional fermented buffalo
vative. BIO Web Conf 2024; 99:02023; https://doi.org/10.1051/ milk of minangkabau. Beverages 2021; 7(3):60; https://doi.
bioconf/20249902023 org/10.3390/beverages7030060
[21] Lee A, Lee YJ, Yoo HJ, Kim M, Chang Y, Lee DS, et al. Consumption [36] SetiartoRHB, AnshoryL, WardanaAA. Nutritionaland microbiolog-
of dairy yogurt containing Lactobacillus paracasei ssp. para- ical characteristics of Dadih and their application to the food indus-
casei, Bifidobacterium animalis ssp. lactis and Heat-Treated try: a review. IOP Conf Ser Earth Environ Sci 2023; 1252:012153;
Lactobacillus plantarum improves immune function including https://doi.org/10.1088/1755-1315/1252/1/012153
natural killer cell activity. Nutrients 2017; 9(6):558-9; https:// [37] Wick RR, Judd LM, Holt KE. Performance of neural network base-
doi.org/10.3390/nu9060558 calling tools for Oxford Nanopore sequencing. Genome Biol 2019;
[22]  Pato U, Yusuf Y, Fitriani S, Jonnadi NN, Wahyuni MS, Feruni JA, 20(1):129; https://doi.org/10.1186/s13059-019-1727-y
et al. Inhibitory activity of crude bacteriocin produced by lactic [38]  De Coster W, D’Hert S, Schultz DT, Cruts M, Van Broeckhoven C.
acid bacteria isolated from dadih against Listeria monocytogenes. NanoPack: visualizing and processing long-read sequencing data.
http://bdvets.org/javar/ Rossi et al. /J. Adv. Vet. Anim. Res., 12(3): 717-727, September 2025 726


https://doi.org/10.3389/fmicb.2022.684730
https://doi.org/10.3389/fmicb.2022.684730
https://doi.org/10.1111/1541-4337.12520
https://doi.org/10.1111/1541-4337.12520
https://doi.org/10.1016/j.foodres.2021.110668
https://doi.org/10.1016/j.lwt.2020.109450
https://doi.org/10.1186/s42779-024-00234-6
https://doi.org/10.1186/s42779-024-00234-6
https://doi.org/10.13057/biodiv/d220450
https://doi.org/10.31989/ffhd.v5i6.183
https://doi.org/10.31989/ffhd.v5i6.183
https://doi.org/10.3390/nu12051487
https://doi.org/10.3390/nu12051487
https://doi.org/10.1016/j.numecd.2019.10.001
https://doi.org/10.1016/j.numecd.2019.10.001
https://doi.org/10.1007/s00284-019-01679-8
https://doi.org/10.1007/s00284-019-01679-8
https://doi.org/10.1016/j.dsx.2018.07.016
https://doi.org/10.1016/j.dsx.2018.07.016
https://doi.org/10.1088/1755-1315/709/1/012020
https://doi.org/10.1088/1755-1315/709/1/012020
https://doi.org/10.1051/bioconf/20249902023
https://doi.org/10.1051/bioconf/20249902023
https://doi.org/10.3390/nu9060558
https://doi.org/10.3390/nu9060558
https://doi.org/10.13057/biodiv/d210404
https://doi.org/10.13057/biodiv/d210404
https://doi.org/10.14202/vetworld.2019.1352-1357
https://doi.org/10.14202/vetworld.2019.1352-1357
https://doi.org/10.4315/0362-028X-70.3.700
https://doi.org/10.4315/0362-028X-70.3.700
https://doi.org/10.5713/ajas.2003.726
https://doi.org/10.5713/ajas.2009.80122
https://doi.org/10.5713/ajas.2009.80122
https://doi.org/10.1016/j.micres.2021.126769
https://doi.org/10.1128/spectrum.00168-22
https://doi.org/10.1128/spectrum.00168-22
https://doi.org/10.3390/foods11070900
https://doi.org/10.1016/j.lwt.2021.112945
https://doi.org/10.1016/j.lwt.2023.115275
https://doi.org/10.1016/j.lwt.2023.115275
https://doi.org/10.47611/jsrhs.v11i3.3675
https://doi.org/10.47611/jsrhs.v11i3.3675
https://doi.org/10.3390/beverages7030060
https://doi.org/10.3390/beverages7030060
https://doi.org/10.1088/1755-1315/1252/1/012153
https://doi.org/10.1186/s13059-019-1727-y

Bioinformatics 2018; 34(15):2666-9; https://doi.org/10.1093/ [42]  Sukma A, Toh H, Tien NTT, Fitria N, Mimura I, Kaneko R, et al.
bioinformatics/bty149 Microbiota community structure in traditional fermented milk
[39] Nygaard AB, Tunsjg HS, Meisal R, Charnock C. A preliminary dadiah in Indonesia: insights from high-throughput 16S rRNA
study on the potential of nanopore Minion and Illumina MiSeq gene sequencing. Milk Sci Int 2018; 71:1-3.
1§S rRNA gene sequencing to characterize buildipg-dust micro- [43] Zhang L, Chen F, Zeng Z, Xu M, Sun F, Yang L, et al. Advances in
biomes. Sci Rep 2020; 10(1):3209; https://doi.org/10.1038/ metagenomics and its application in environmental micro-
541_598'020_59771_0 . o organisms. Front Microbiol 2021; 12:7663645; https://doi.
[40] Josifovska S, Posheva V, Doytchinov VV, Papadimitriou K, .
) i org/10.3389/fmicb.2021.766364
Bazukyan |, Gotcheva V, et al. Amplicon-based metagenomic char- . . e . .
o . . - P [44]  Venema K, Surono IS. Microbiota composition of dadih - a tradi-
acterization of the microbiome of the traditional “Bieno” cheese ional f d buffalo milk of West S Lett Appl Microbiol
produced in North Macedonia. Food Bioscience 2024; 57:103552; tional fermented buffalomilk o ] estsumatra. Lett Appl Microbio
[41] Manguntungi B, Saputri DS, Mustopa AZ, Ekawati N, Afgani CA, [45]  Leech ], Cabrera-Rubio R, Walsh AM,.Macorl G, Walsh (], Barto.n
Sari AP, et al. Metagenomic analysis and biodiversity of lactic acid W, et al. Fermented-food metagenomics reveals substrate-associ-
bacteria (LAB) on Masin (fermented sauce) from Sumbawa, West ated differences in taxonomy and health-associated and antibiotic
Nusa Tenggara, Indonesia. Biodiversitas 2020; 21(7):3287-93; resistance determinants. mSystems 2020; 5(6):1-21; https://doi.
https://doi.org/10.13057 /biodiv/d210752 org/10.1128/mSystems.00522-20
http://bdvets.org/javar/ Rossi et al. /J. Adv. Vet. Anim. Res., 12(3): 717-727, September 2025 727


https://doi.org/10.1093/bioinformatics/bty149
https://doi.org/10.1093/bioinformatics/bty149
https://doi.org/10.1038/s41598-020-59771-0
https://doi.org/10.1038/s41598-020-59771-0
https://doi.org/10.1016/j.fbio.2023.103552
https://doi.org/10.13057/biodiv/d210752
https://doi.org/10.3389/fmicb.2021.766364
https://doi.org/10.3389/fmicb.2021.766364
https://doi.org/10.1111/lam.13107
https://doi.org/10.1128/mSystems.00522-20
https://doi.org/10.1128/mSystems.00522-20

