Journal of Microbiology & Experimentation
Short Communication

Open Access

Methods applied in studies about fermented foods
Abstract

Volume 10 Issue 2 - 2022

Fermented foods have been produced for thousands of years. In recent decades, its production
and consumption have increased due to potential beneficial health effects attributed to its
intake. This has stimulated the development of scientific studies on food fermentation. In
this context, the development of complex methods capable of characterizing the fermenting
microbiota and relating it to the desired characteristics and quality has enabled a greater
understanding of the role of different microbial groups in the fermentation process. In
this article, the main methods used in research on fermented foods are briefly presented,
highlighting the most widely used omics strategies, such as metagenomic, metaproteomic
and metabolomic analysis.
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Introduction
Fermented foods have been known to human race since eons and
have been produced for consumption for thousands of years. As a
matter of fact, it is being considered as the first foods produced by
humans. Different types of fermentation–such as lactic (used in the
fermentation of vegetables and dairy products), alcoholic (bread
and alcoholic beverages) and acetic (vinegar and acetic beverages)
– require different raw materials for improving the nutritional and
functional properties with an intent of extended shelf life.
In 2021, the International Scientific Association for Probiotics and
Prebiotics (ISAPP) proposed a new definition for “fermented foods”:
foods produced through enzymatic conversions of food components
from desired microbial growth. Therefore, from this induced process,
a great diversity of fermented foods are generated, whose production
and consumption has increased in recent years, due to potential
functional effects attributed to their consumption.
The fermentation assessment, on artisanal or industrial scale, is
essential for the final product quality. For this, ordinary methods
based on detection of changes in food matrix include determination
of pH, titratable or volatile acidity, the content of soluble solids as
well as the CO2 production. In addition, chromatographic methods are
used to evaluate the consumption of fermentable carbohydrates, as
well as compounds resulting from microbial activity, important for the
sensory attributes and related to the food flavour. Furthermore, studies
on the microbiome of fermented food include more sophisticated
methods based on omics strategies, with emphasis on metagenomic
and metabolomic analysis (Figure 1).
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In this article, the main microbiological methods used in the
research of fermented foods are briefly presented, from the traditional
to the most recently developed, which emphasis on the omics approach
used in studies published in recent years.

Methods for research on food fermentation
Methods for changes in food matrix research
Traditional methods for evaluating the fermentation process
are based on the investigation of components of the food matrix
consumed or produced during the fermentation process, responsible
for physicochemical changes. Among the most commonly used simple
methods, the measurement of the hydrogenic potential, expressed in
pH values, and the determination of the total titratable or volatile
acidity of the product, usually expressed in % acid, depending on the
characteristics of the evaluated food matrix, stand out. In addition, the
analysis of the soluble solids content using a refractometer can indicate
the consumption of fermentable sugars throughout the fermentation
process, though the use of chromatographic methods allows for
more reliable results, mainly for the evaluation of glucose, fructose
or maltose consumption. In addition, ethanol and CO2 production is
also a commonly investigated parameter, especially for carbonated
beverages or bakery products. At the same time, the production of
compounds related to the flavour formation of the fermented product
can also be evaluated through the use of chromatographic methods,
especially High-Performance Liquid Chromatography (HPLC) or
Gas Chromatography Coupled with Mass Spectrometry (GC-MS), to
investigate volatile compounds.

Methods for research of compounds with biological
activities
In addition to methods used to evaluate the fermentation process
described in the previous section, there are also methods for identifying
and quantifying compounds with biological effects produced from
microbial activity related to potential health benefits, like antioxidant,
antimicrobial and anti-inflammatory. It is noteworthy that although
the results obtained from such methods indicate biological activity
of biological compounds present in fermented foods, in vivo studies
are necessary to prove their real effects in humans. Traditional
methods for evaluating antioxidant activity include the scavenging
activity using 2,2 diphenyl 1, picrylhydrazyl (DPPH), superoxide and
hydroxyl free radical assay (ABTS), Oxygen Radical Absorbance
Capacity (ORAC) and Feric Reducing Antioxidant Power (FRAP),
widely used in several studies on fermented foods.1-4 Methods for

Figure 1 Methods for research on fermented foods.
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evaluating antimicrobial activity generally include the determination
of minimum inhibitory concentrations (MIC) in 96-well microplates
containing different types of target microorganisms5 or using agar
spot test.6 Studies focused on disclosing anti-inflammatory activity
generally used in cell culture assays7 or commercial kits which may
vary according to the type of inflammatory markers to be evaluated,
such as for example TNF-α, IL-6, and IL-1β.8
Regarding animal model studies, these are generally used to
evaluate the effects of consuming fermented foods on weight gain
control, diabetes prevention, and immunomodulation, among
others. The anti-obesity effect of kimchi added to citrus concentrate
(jeju) was evaluated from the assessment of serum and liver lipid
concentrations in mice with high-fat diet-induced obesity;9 Body
weight gain, feed efficiency rate and tissue weight were also evaluated
by the researchers. The study showed that the consumption of kimchi
plus jeju resulted in an anti-obesity effect in the evaluated animals.
The effect of consuming brown rice and rice bran fermented with
Aspergillus oryzae (a filamentous fungus commonly used in the
production of soy sauce and sake) prevented diabetes in mice.10 The
immunomodulatory activity of fermented figs was evaluated in mice
treated with cyclophosphamide.11 The consumption of fermented
extracts reduced the lesions in immune organs, promoted the
production of cytokines related to the immune system, improved the
histopathological state and modulated the intestinal microbiota of the
evaluated animals.
Furthermore, several methods have been used for detection
of compounds harmful to health in fermented foods. Biogenic
amines are low-molecular-weight nitrogenous organic bases that
can be produced by microbial activity during food fermentation.
Their amounts in fermented foods require attention due to its toxic
effects.12 Methods for its determination include colorimetric sensor
analysis, biosensors and enzymatic determination, besides thin layer
chromatography, CG-MS, HPLC, ion-exchange chromatography and
capillary electrophoresis.13 Ethyl carbamate, a known carcinogen, can
often be found in Korean fermented foods. A method to investigate
this compound was developed and found satisfactory results after
using column chromatography with dichloromethane in different
volumes, depending on the type of food evaluated.14 The authors
highlight the importance of the method developed for the monitoring
and evaluation of ethyl carbamate concentrations in foods by Korean
official regulatory agencies.

Methods for researches on microbiome
In comparison to methods based on food matrix changes, studies
involving microbiology of food fermentation are significantly more
complex. It can range from traditional methods of evaluating biomass
production, to culture-dependent methods (such as those used in
isolation studies and microbial identification by sequencing) or culture-
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independent methods, such as metagenomic studies using total DNA
extracted from the food of interest. In recent years, relevant insights
into microbial dynamics in fermented foods have been provided from
metagenomic and metatranscriptomic sequencing, in addition to the
integration of metaproteomic methods with metabolomic analysis.15
Briefly, while metagenomics aims to identify the composition of
a microbial community under different environmental or culture
conditions, metatranscriptomics aims to identify which genes are
being collectively expressed under such conditions; on the other
hand, metabolomics is used to determine which products are being
generated by the microbiota under the conditions evaluated.16 This
topic is focused on strategies for microbiome studies, mainly using
methods developed or improved in recent years.
Culture-dependent methods are generally used in studies to evaluate
the fermentation process in which the prospect of microorganisms for
the purpose of biotechnological application is also aimed. This type
of study allows, for example, the development of cultures for use in
the dairy industry, the production of microbial enzymes for use in the
medical and/or pharmaceutical industry, or even the development of
biomaterials for different purposes. Amplicon analysis is related to
use of the amplification of conserved DNA markers – especially the
bacterial 16S rRNA gene and the ITS region for filamentous fungi
and yeast – from the study of genomic DNA with primers for PCR
analysis. The alignment of DNA sequences and their comparison with
reference databases allow the taxonomic identification of the isolates,
useful for the construction of culture collections; this method can be
used, for example, for the identification of microbial isolates obtained
from fermented foods for the production of bacterial or fungal
enzymes for use in the food, textile, medical and pharmaceutical
industries, among others.
Culture-independent methods have been increasingly used in
research on fermented foods (Table 1), as they do not require isolation
steps that can be relatively time-consuming and costly; in addition,
many microbial species are not cultivable or live in a viable nonculturable state, which would make it impossible to identify them
through cultivation-dependent techniques. In this sense, metagenomic
studies allow the direct identification of the DNA of the microbial
community present in the food, after the construction of genomic
libraries. Metagenomic methods also allow the identification of
microorganisms that are not abundant in foods, which would be
difficult to isolate in traditional culture media. Furthermore, they
allow the study of functional genes involved in the interaction between
microbial groups and their importance in the structure of the microbial
community involved in the fermentation process, with direct impacts
on the sensory and functional quality of foods. However, the use of
bioinformatics tools is necessary, requiring high qualification and
extensive knowledge for data processing and interpretation of the
results found.

Table 1 Studies published last 5 years using omics approaches for fermented food microbiome
Fermented food

Place

Method

Artisanal cheese

Brazil

High-throughput sequencing17

Dajiang-meju (soypaste)

China

Metaproteomic analyses18

Fermented fish

China

Metaproteomic analyses19

Fermented milk

China

Metagenomic analysis20

Fermented vegetables

China

Metagenomic sequencing and Metagenomic assembled genomes21

Kimchi

Korea

Metataxonomic and metabolomic analysis22
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Table Continued...
Fermented food

Place

Method

Kimchi

Korea

Metabolomic analysis23

Kombucha

Ireland

Metabolomic analysis24

Milk kefir

Turkey

High-throughput sequencing25

Noni juice (Morinda citrifolia L.)

China

Metatranscriptomic analysis26

Pickled vegetables

Africa/Asia

Shotgun metagenomic sequencing27

Serofluid dish

China

Metatranscriptomic analysis28

Sourdough bread

Brazil

Metagenomic analysis29

Sourdough bread

China

High-throughput sequencing30

Tej (honey wine)

India

High-throughput sequencing31

Toddy (palm wine)

India

Metagenomic analysis32

Yucha (cooked rice and fresh food fermented)

China

Metagenomic sequencing and Metagenomic assembled genomes21

Yu-lu (fish sauce)

China

Metagenomic analyses33

Using metagenomic analyses, the microbiomes of 23 samples
of different types of fermented milks produced in China, such
as koumiss, nunu, kefir and yogurt, were evaluated.20 The study
revealed a significant difference in the composition of the microbial
community of the evaluated products, especially in relation to the
profiles of dominant species, including 4 new species detected
belonging to the Lactobacillus, Streptococcus, Acetobacter and
Rothia genera. The influence of temperature on bacterial dynamics
during the fermentation of sourdough bread produced in Brazil was
analysed by metagenomics.29 The study revealed that the temperature
of 21°C favored the development of an exclusively lactic microbiota
on the dough, therefore beneficial for the process, unlike the
fermented dough at 30°C which favored the development of atypical
groups such as Pseudomonas and Enterobacteriaceae. The bacterial
diversity and metabolic profile of toddy, a palm wine popular in
India, were studied.32 The metagenomic analysis identified the
dominance of Acetobacter, Lactobacillus, Candidatus phytoplasma
and Gluconobacterer, highlighting the first two genera as the most
predominant in the Indian toddy.
Metatranscriptomics is an approach that aims to study the total
transcripts (transcriptome) of a microbial community. Therefore, the
method provides a snapshot of the expression of genes in the microbial
community at a given time under specific conditions, from the capture
of total mRNA.16 It is reverse transcribed to obtain the cDNA, which
is then sequenced, revealing the total expressed genes that may be
associated with metabolic changes related to the formation of sensory
characteristics in fermented foods.15 With the development and cost
reduction of next-generation sequencing (NSG) techniques, this tool
has been increasingly used in the study of the metabolic functions of
the microbiota involved in fermentation processes.35 The technique
has already been used, for example, to determine the microbial
community and key metabolic functions involved in the fermentation
of noni juice (Morinda citrifolia L.)26 and in the evaluation of the
role of fungi on carbohydrate and amino acid metabolism during
the fermentation of vegetables for the production of serofluid dish, a
typical fermented product from northwest China.28
Metabolomics consists of the identification and quantification
of all metabolites produced by microbial metabolism. Metabolomic
analyses can be targeted (specific) or non-targeted (non-selective).
The first ones are directed to a specific group of metabolites to evaluate
their behaviour in a given condition; the second are used to obtain

patterns or fingerprints from the study of the largest possible number
of groups of metabolites generated by the microbial community.36
In comparison to metagenomics and metatranscriptomics, which
depend on sequencing steps, metabolomic studies also require tools
for the identification and quantification of metabolites. It combines
techniques of chromatography (liquid or gas) and detection methods,
such as MS or nuclear resonance (NMR).16 Metabolomics can be used
together with other omics strategies in complex studies capable of
providing relevant insights about the importance of the microbial
community in food fermentation.
The kinetics of kombucha fermentation was evaluated by
metabolomic analysis;24 it revealed a close relationship between
the fermenting microbiota (especially Komagataeibacter,
Gluconacetobacter,
Gluconobacter,
Brettanomyces
and
Schizosaccharomyces) and the production of bioactive compounds
in the fermented beverage (for example organic acids and phenolic
compounds), with antioxidant and anti-inflammatory effects in vitro.
On the other hand, the effect of different salt concentrations on kimchi
fermentation was investigated.23 The metabolomic study revealed that
the speed of fermentation varied according to the concentration of salt
used; in addition, the profile of metabolites in the product after 50 days
of fermentation was significantly different among the formulations
evaluated. Higher concentrations of lactic acid, acetic acid and xylitol
were observed in kimchi with 5% salt; moreover, greater microbial
diversity was detected in this product compared to those with a lower
salt content.
Finally, metaproteomic analysis is used for the detection and
quantification of low molecular weight compounds – including
peptides, amino acids, organic acids and amines – as biomarkers of
safety and quality in fermented foods. Such information also provides
important details related to potential biological activities, allergenic
and sensorial properties resulting from the fermentation process.
This type of study requires an extraction of total proteins from the
food, which usually involves cellular disruption by physical means,
followed by dissolution in buffers, purification steps by precipitation,
and protein lysis. Subsequently, the separation and purification steps
can be carried out by methods with or without the use of gels; finally,
the identification of compounds is usually carried out using MS.34
Therefore, metaproteomic provides a better understanding of the
proteins produced during fermentation, the functional components
of the microbial populations involved in the fermentation process,
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allowing the genotype to be directly related to the phenotype observed
in the food matrix. However, compared to the omics discussed
above, metaproteomic remains a promising strategy, but it is still
underexplored in research with fermented foods.15 Some examples
of studies with metaproteomics in fermented foods include the
investigation of proteins expressed by the microbiota involved in the
fermentation of dajiang-meju, an ingredient used for the production of
Chinese soybean paste,18 and the detection of important proteins for
the sensory attributes of fermented fish (Siniperca chuatsi) produced
in China.19

Final remarks
The evaluation of the fermentation process can be performed using
different methods. The study of the microbiome of fermented foods
through omics approaches has gained prominence in recent years,
as it provides a better understanding of the impacts of microbial
activity on product quality, as well as on its functionality. Besides
the methods described above, the relevance of in silico studies should
also be highlighted; it can be applied to prospect microorganisms
for underexplored biotechnological uses.37 Furthermore, considering
the functionality of fermented foods, clinical studies are necessary
to ensure the real health benefits that can in fact be attributed to the
regular intake of this type of product; in addition to in vitro and animal
model studies,38 researches with human beings will contribute to a
better understanding of the real benefits of food fermentation and its
impacts on well-being and quality of life.39

Acknowledgments
None.

Conflicts of interest
Authors declare that there is no conflict of interest.

References
1. Banwo K, Oyeyipo A, Mishra L, et al. Improving phenolic bioactivelinked functional qualities of traditional cereal-based fermented food
(Ogi) of Nigeria using compatible food synergies with underutilized
edible plants. NFS Journal. 2022;27:1–12.
2. Dharmisthaben P, Basaiawmoit B, Sakure A, et al. Exploring potentials
of antioxidative, anti-inflammatory activities and production of bioactive
peptides in lactic fermented camel milk. Food Bioscience. 2021;44(Part
A):101404.
3. Jitpakdee J, Kantachote D, Kanzaki H, et al. Potential of lactic acid
bacteria to produce functional fermented whey beverage with putative
health promoting attributes. LWT. 2022;160:113269.
4. Lim J, Nguyen TTH, Pal K, et al. Phytochemical properties and functional
characteristics of wild turmeric (Curcuma aromatica) fermented with
Rhizopus oligosporus. Food Chemistry: X. 2022;13:100198.
5. Algboory HL, Muhialdin BJ. Novel peptides contribute to the antimicrobial
activity of camel milk fermented with Lactobacillus plantarum IS10.
Food Control. 2021;126:108057.
6. Adesulu-Dahunsi AT, Sanni AI, Jeyaram K. Diversity and technological
characterization of Pediococcus pentosaceus strains isolated from
Nigerian traditional fermented foods. LWT. 2021;140:110697.
7. Devi SM, Kurrey NK, Halami PM. In vitro anti-inflammatory activity
among probiotic Lactobacillus species isolated from fermented foods.
Journal of Functional Foods. 2018;47:19–27.
8. Dharmisthaben P, Basaiawmoit B, Sakure A, et al. Exploring potentials
of antioxidative, anti-inflammatory activities and production of bioactive
peptides in lactic fermented camel milk. Food Bioscience. 2021;44:101404.

Copyright:
©2022 Martin

62

9. Yun YR, Kim HC, Seo HY. Antiobesity effects of kimchi added with
Jeju citrus concentrate on high-fat diet-induced obese mice. Nutrition
Research. 2021;86:50–59.
10. Kataoka K, Nemoto H, Sakurai A, et al. Preventive effect of fermented
brown rice and rice bran on spontaneous type 1 diabetes in NOD female
mice. Journal of Functional Foods. 2021;78:104356.
11. Zhao J, Gong L, Wu L, et al. Immunomodulatory effects of fermented
fig (Ficus carica L.) fruit extracts on cyclophosphamide-treated mice.
Journal of Functional Foods. 2020;75:104219.
12. Alvarez MA, Moreno-Arribas MV. The problem of biogenic amines
in fermented foods and the use of potential biogenic amine-degrading
microorganisms as a solution. Trends in Food Science & Technology.
2014;39(2):146–155.
13. Fong FLY, El-Nezami H, Sze ETP. Biogenic amines–Precursors of
carcinogens in traditional Chinese fermented food. NFS Journal.
2021;23:52–57.
14. Lim HS, Lee KG. Development and validation of analytical methods
for ethyl carbamate in various fermented foods. Food Chemistry.
2011;126(3):1373–1379.
15. Chen G, Chen C, Lei Z. Meta-omics insights in the microbial community
profiling and functional characterization of fermented foods. Trends in
Food Science & Technology. 2017;65:23–31.
16. Aguiar-Pulido V, Huang W, Suarez-Ulloa V, et al. Metagenomics,
Metatranscriptomics, and Metabolomics Approaches for Microbiome
Analysis. Evolutionary Bioinformatics. 2016;12(Suppl 1):5-16.
17. Camargo AC, Costa EA, Fusieger A, et al. Microbial shifts through the
ripening of the “Entre Serras” Minas artisanal cheese monitored by highthroughput sequencing. Food Research International. 2021;139:109803.
18. Xie M, Wu J, An F, et al. An integrated metagenomic/metaproteomic
investigation of microbiota in dajiang-meju, a traditional fermented
soybean product in Northeast China. Food Research International.
2019;115:414–424.
19. Ji C, Zhang J, Lin X, et al. Metaproteomic analysis of microbiota in the
fermented fish, Siniperca chuatsi. LWT. 2017;80:479–484.
20. You L, Yang C, Jin H, et al. Metagenomic features of traditional fermented
milk products. LWT. 2022;155:112945.
21. Zhang Z, Han Z, Wu Y, et al. Metagenomics assembled genome scale
analysis revealed the microbial diversity and genetic polymorphism of
Lactiplantibacillus plantarum in traditional fermented foods of Hainan,
China. Food Research International. 2021;150:110785.
22. Song HS, Whon TW, Kim J, et al. Microbial niches in raw ingredients
determine microbial community assembly during kimchi fermentation.
Food Chemistry. 2020;318:126481.
23. Seo SH, Park SE, Kim EJ, et al. A GC-MS based metabolomics approach
to determine the effect of salinity on Kimchi. Food Research International.
2018;105:492–498.
24. Villarreal-Soto SA, Bouajila J, Pace M, et al. Metabolome-microbiome
signatures in the fermented beverage, Kombucha. International Journal
of Food Microbiology. 2020;333:108778.
25. Ilıkkan ÖK, Bağdat EŞ. Comparison of bacterial and fungal biodiversity
of Turkish kefir grains with high-throughput metagenomic analysis. LWT.
2021;152:112375.
26. Zhang L, Liu S, Chen Y, et al. Metatranscriptomic approach reveals
the functional and enzyme dynamics of core microbes during noni fruit
fermentation. Food Research International. 2021;141:109999.
27. Yasir M, Al-Zahrani IA, Bibi F, et al. New insights of bacterial
communities in fermented vegetables from shotgun metagenomics and
identification of antibiotic resistance genes and probiotic bacteria. Food
Research International. 2022;157:111190.

Citation: Martin JGP. Methods applied in studies about fermented foods. J Microbiol Exp. 2022;10(2):59‒63. DOI: 10.15406/jmen.2022.10.00354

Methods applied in studies about fermented foods

Copyright:
©2022 Martin

63

28. Zhou Z, Zhang R, Hu S, et al. Internal transcribed spacer sequencing and
metatranscriptomics analysis reveal the fungal community composition,
diversity related environment variables and roles during serofluid dish
fermentation. LWT. 2022;153:112450.

35. Li F, Neves ALA, Ghoshal B, et al. Symposium review: Mining
metagenomic and metatranscriptomic data for clues about microbial
metabolic functions in ruminants. Journal of Dairy Science.
2018;101(6):5605–5618.

29. Menezes LAA, Sardaro MLS, Duarte RTD, et al. Sourdough bacterial
dynamics revealed by metagenomic analysis in Brazil. Food Microbiology.
2020;85:103302.

36. Mozzi F, Ortiz ME, Bleckwedel J, et al. Metabolomics as a tool for the
comprehensive understanding of fermented and functional foods with
lactic acid bacteria. Food Research International. 2013;54(1):1152–1161.

30. Liu X, Zhou M, Jiaxin C, et al. Bacterial diversity in traditional sourdough
from different regions in China. LWT. 2018;96:251–259.

37. Gontijo MTP, Silva J de S, Vidigal PMP, et al. Phylogenetic distribution
of the bacteriocin repertoire of lactic acid bacteria species associated with
artisanal cheese. Food Research International. 2020;128:108783.

31. Fentie EG, Jeong M, Emire SA, et al. Microbiome dataset of spontaneously
fermented Ethiopian honey wine, Tej. Data in Brief. 2022;42:108022.
32. Prathiviraj R, Rajeev R, Jose CM, et al. Fermentation microbiome and
metabolic profiles of Indian palm wine. Gene Reports. 2022;27:101543.
33. Wang Y, Li C, Zhao Y, et al. Novel insight into the formation mechanism
of volatile flavor in Chinese fish sauce (Yu-lu) based on molecular sensory
and metagenomics analyses. Food Chemistry. 2020;323:126839.

38. Costa MA de C, Vilela DL de S, Fraiz GM, et al. Effect of kombucha intake
on the gut microbiota and obesity-related comorbidities: A systematic
review. Critical Reviews in Food Science and Nutrition. 2021;1–16.
39. Zhang K, Bai P, Deng Z. Fermented dairy foods intake on the risk of
diabetes mellitus: results from meta-analysis. Canadian Journal of
Diabetes; 2021.

34. Okeke ES, Ita RE, Egong EJ, et al. Metaproteomics insights into fermented
fish and vegetable products and associated microbes. Food Chemistry:
Molecular Sciences. 2021;3:100045.

Citation: Martin JGP. Methods applied in studies about fermented foods. J Microbiol Exp. 2022;10(2):59‒63. DOI: 10.15406/jmen.2022.10.00354

