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Abstract: The diversity of lactic acid bacteria (LAB) in fermented foods in Yunnan currently lacks large-
scale and systematic research. A total of 638 fermented foods were collected from 84 regions in Yunnan
for diversity analyses. The results show that the dominant strains in various types of fermented foods
were different. Additionally, the majority of the LAB were better adapted to regions with a temperature
of 15–20 ◦C and a humidity of 64–74%. Lactobacillus plantarum (L. plantarum) was the most abundant
of all the strains and was widely distributed in the 84 regions. Genetically, the guanine plus cytosine
(GC) content of L. plantarum ranged from 35.60% to 47.90%, with genome sizes from 2.54 Mb to 5.76 Mb.
A phylogenetic analysis revealed that the habitat source and geographic origin had little influence on
the homologous genes of L. plantarum. The genetic diversity of L. plantarum was mostly represented
by functional genes and carbohydrate utilization. This research provides valuable insights into the
microbiota of different types of fermented foods in Yunnan. Meanwhile, a genetic diversity analysis of
L. plantarum may help us to understand the evolutionary history of this species.

Keywords: biodiversity; lactic acid bacteria; fermented foods; comparative genomics;
carbohydrate utilization

1. Introduction

The sour, spicy, salty, umami and stimulating tastes provided by fermented foods
have been considered the soul of Yunnan cuisine. Among these five flavors, the sour taste
mainly comes from the lactic acid produced by lactic acid bacteria (LAB). LAB form a large
class of non-spore-forming, catalase-negative, Gram-positive and facultatively anaerobic
bacteria that can utilize carbohydrates to produce lactic acid [1,2]. LAB play a critical role in
food fermentation, and they can generate various flavor-active and bioactive compounds,
conferring unique tastes and nutritional functions to food [3,4] and even prolonging the
shelf life of products [5]. Moreover, LAB could be beneficial for host health, providing
that they are administered in adequate amounts and are able to colonize in the gut of
the host [6–8]. In conclusion, LAB play an important role in food processing and health
promotion. Therefore, it is necessary to identify and investigate the LAB in fermented foods.

In recent years, some studies have begun to examine the microbial resources in fer-
mented foods in Yunnan Province. For example, Ye et al. established that Lactobacillus
brevis and Candida sp. F15 were the dominant strains in pickled chili pepper [9]. Liu et al.
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isolated 260 strains of LAB from 30 traditional fermented douchi in six cities and counties in
Yunnan [10]. Liu et al. considered the composition of the LAB in 20 acid whey samples
collected from Yunnan [11]. Nevertheless, these studies mainly focus on a certain type of
fermented food, and no large-scale systematic analysis has been conducted of the LAB
diversity of fermented foods in Yunnan. Therefore, in this research, the diversity of the
LAB in 638 samples of eight kinds of fermented foods collected from 84 regions in Yunnan
Province was analyzed for the first time.

Lactobacillus plantarum is a nomadic species, and it commonly exists in a variety of fer-
mented foods, including fermented vegetables, fermented meat and fermented beans [12].
Previous studies have demonstrated the existence of links between specific environmental
factors and genes [13]. In addition, another study also showed extensive gene loss and
lateral gene transfer in LAB during co-evolution with their habitats [14]. Thus, a certain
correlation between the genetic diversity and different fermented foods of L. plantarum
might be identified. Furthermore, with the development of molecular biology and genome
sequencing technology, the study of microorganisms has gradually shifted from physio-
logical and biochemical characteristics to the genome level [15]. An increasing number of
studies have confirmed that comparative genomics provides important information for
the functional analysis and determination of the evolutionary changes associated with the
niche adaptation of LAB [16–18].

The aims of this research were to isolate and identify the dominant strains in eight types
of fermented foods using a culture-dependent method and 16S rRNA sequencing technology
and to explore the diversity of the LAB in Yunnan. Furthermore, comparative genomics
was used to analyze the genetic diversity of L. plantarum. This research sets the stage for the
further development of LAB in fermented foods in Yunnan and provides information for
their application in the food industry. In addition, the genome sequencing and comparative
genomics analysis may help to reveal the biotechnological potential of L. plantarum strains in
Yunnan regions while facilitating their future development as probiotics.

2. Materials and Methods
2.1. Isolation and Identification of LAB

A total of 8 types of fermented foods were collected from 84 regions in Yunnan Province
of China. Each sample was collected in a sterile 50-mL tube and then transported to a
laboratory (Kunming, Yunnan, China). All samples were stored at 4 ◦C until further analysis.
The isolation of LAB was based primarily on the method devised by Sun et al. [19]. Briefly,
0.5 g of a solid sample or 0.5 mL of a liquid sample was mixed with 4.5 mL of sterilized
saline (0.85% w/v, NaCl) and ground uniformly with a mortar and pestle. Each sample was
serially diluted with sterilized saline (0.85% w/v, NaCl), spread on Man–Rogosa–Sharpe
(MRS) agar plates and incubated under anaerobic conditions at 37 ± 1 ◦C for 48 ± 2 h.
Colonies with different morphologies (size, color, shape and surface) were then selected
and cultured on another MRS agar plate for purification [20]. After that, the purified strain
was identified by carrying out Gram staining and 16S rDNA sequencing. The 16S rDNA
gene sequences were identified to the species level using the BLAST program on the NCBI
website (http://:www.ncbi.nlm.nih.gov/ (accessed on 10 November 2022)). The strains
identified as LAB were maintained in 20% (v/v) glycerol at −80 ◦C.

2.2. Diversity Analysis
2.2.1. Distribution of LAB in Different Fermented Foods

In order to obtain a more direct insight into the distribution of LAB in the different
fermented foods, a diversity coefficient, D, was introduced. The diversity coefficient D in
the different strains was defined as

D = (Number of certain strain)/(Number of samples containing this type of strain) (1)

http://:www.ncbi.nlm.nih.gov/
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The diversity coefficient D indicates the frequency of distribution of particular strains
in a sample. A higher diversity coefficient indicates that the strain is the dominant strain in
the sample.

2.2.2. Distribution of LAB in Different Regions of Yunnan

Recent studies have shown that climate variables (e.g., temperature and humidity)
are important indicators in explaining microbial distribution and richness [21,22]. There-
fore, in order to better describe the influences of temperature and humidity on the dis-
tribution of LAB in different regions of Yunnan, the average annual temperature was
divided into three intervals: a low-temperature region (11–15 ◦C), a medium-temperature
region (15–20 ◦C) and a high-temperature region (20–25 ◦C). The average annual humid-
ity was also divided into three intervals: a low-humidity region (54–64%), a medium-
humidity region (64–74%) and a high-humidity region (74–84%). Data on the annual
average temperature and annual average humidity in 84 regions were obtained from
China Weather (http://www.weather.com.cn/ (accessed on 12 January 2022)). FineBi
(https://www.finebi.com/ (accessed on 18 January 2022)) was used for data visualization.

2.3. Comparative Genomics Analysis

L. plantarum was collected via centrifugation at 3800 rpm for 5 min and then submitted
to a sequencing company (Shanghai Majorbio Bio-pharm Technology Co., Ltd., Shanghai,
China) for DNA extraction and a sequencing analysis [19]. In terms of genome assembly,
after removing the low-quality data obtained from the sequencing platform, the clean reads
of each strain were assembled using SOAPdenovo 2.0 and SPAdes 3.11 software.

Glimmer (version = 3.02, http://ccb.jhu.edu/software/glimmer/index.shtml (accessed
on 18 November 2022)) was used to predict the guanine plus cytosine (GC) and genome size
content of L. plantarum. The calculation of the average nucleotide identity (ANI) between strains
was carried out using pyani (version = 0.2.12, https://github.com/widdowquinn/pyani (ac-
cessed on 18 November 2022)). Then, TBtools (https://github.com/CJ-Chen/TBtools/releases
(accessed on 18 November 2022)) was used to draw an ANI heatmap. In order to determine the
degree of openness of the L. plantarum genome, the pan-genome and core genome were ana-
lyzed using PGAP (version = 1.2.1, https://sourceforge.net/projects/pgap/files/PGAP-1.2.1/
(accessed on 18 November 2022)), and the R language was used for data visualization. Orthomcl
(version = 1.4) was used to compare the protein sequences of L. plantarum, and the script was
used to draw a Venn diagram based on the obtained data. A phylogenetic tree was constructed
based on homologous genes, and Evolview (https://www.evolgenius.info/evolview/#/ (ac-
cessed on 25 November 2022)) was used to annotate and beautify the phylogenetic tree.
A functional annotation of the genome of L. plantarum was performed using the Clusters of
Orthologous Groups of Proteins (COG, http://eggnog5.embl.de/#/app/home (accessed on
18 November 2022)) database. The E value was set to 1 × 10−5. Ultimately, the carbohydrate-
active enzymes of L. plantarum were predicted using the Carbohydrate-Active Enzyme (CAZY)
database (http://www.cazy.org/ (accessed on 18 November 2022)).

2.4. Statistical Analyses

IBM SPSS Statistics 23 was used for statistical analyses. The results are expressed
as the mean ± standard deviation (SD). Scheffe and Tamhane’s T2 test were used to
examine the differences between the means of the parameters. p < 0.05 was considered
statistically significant.

3. Results
3.1. Diversity of Distribution of LAB
3.1.1. Species and Numbers of Culturable LAB

In total, 8 types of fermented foods were collected from 14 prefecture-level cities (84 re-
gions) in Yunnan (Figure 1A,B). Among these fermented foods, there were 407 fermented
vegetables, accounting for about 63.79% of the total sample. The next fermented samples
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were beans (n = 126), wine (n = 53), meat (n = 18) and fruits (n = 16), accounting for 19.75%,
8.31%, 2.82% and 2.51% of the total sample, respectively. The lowest numbers of samples
were for dairy products (n = 10), fermented flour products (n = 6) and fermented tea (n = 2),
accounting for 1.57%, 0.94% and 0.31% of the total samples, respectively. A total of 638
fermented foods were collected from different regions in Yunnan Province, but LAB were
only isolated from 66% (421) of these samples (Figure S1). Among the 421 fermented food
samples, a total of 64 species and 1487 strains of LAB were isolated. The specific numbers
of each strain are shown in Figure 1C. Among all the strains, the number of L. plantarum
was the highest.
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At present, there are two main technologies used for the study of microbial diver-
sity: culture-dependent and culture-independent technologies [23,24]. Culture-dependent
technology relies on the culture medium and culture conditions. Culture-independent
technology depends on advanced sequencing technologies (PCR-DGGE, metagenome,
16s full-length sequencing, etc.) [24]. The culture-dependent method is normally consid-
ered to be time-consuming and less effective, as only culturable microorganisms can be
isolated, and this method provides insufficient information to study the microbial profiles
in fermented foods [7]. Although it is more difficult to reflect the full details of the microbial
distribution in fermented foods using the culture-based method than culture-independent
techniques, the culture-dependent method is the most direct method that can be used to
obtain living organisms for preservation and further study [25]. However, it should be
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noted that the culture-dependent method may overlook some potential LAB in different
fermented foods.

3.1.2. Dominant LAB in Different Types of Fermented Foods

At the genus level, a total of six genera of LAB were isolated from the fermented
vegetable samples (Figure 2). Among the six genera, Lactobacillus was the predominant
genus. As shown in Figure 3, a total of 51 species of LAB were isolated from the fermented
vegetable samples. The diversity coefficient of Leuconostoc mesenteroides was 4, indicating
that this strain was the dominant strain in the fermented vegetables. Some strains commonly
found in fermented vegetables, such as L. plantarum, L. brevis, Lactobacillus pentosus and
Enterococcus durans, were also isolated from the samples. Four genera and thirty-eight species
of LAB were discovered in the fermented bean products (Figures 2 and 3). Lactobacillus
was the most predominant genus isolated from the fermented bean products. Among the
fermented soybean products, the highest diversity coefficient was 1.5, which was obtained
for Lactobacillus backii, Lactobacillus pobuzihii and Lactobacillus zhachilii. Fifteen species of
LAB belonging to six genera were isolated from fifty-three wine samples (Figures 2 and 3).
Lactobacillus was the dominant genus in the wine samples. At the species level, Weissella
confuse (D = 4) had the highest diversity coefficient. A total of five genera and thirteen
species of LAB were isolated from the fermented meat products, with Lactobacillus being the
dominant genus (Figure 2). At the species level, it was found that the dominant strain was
L. mesenteroides (D = 3.5) (Figure 3). As shown in Figures 2 and 3, 12, 4, 6 and 2 species of LAB
were isolated from the fermented dairy products, fermented fruits, fermented flour samples
and fermented tea samples, respectively. In the fermented dairy products, fermented fruits
and fermented flour samples, Lactobacillus was the predominant genus. In the fermented
tea samples, Pediococcus was the dominant genus. The dominant LAB in the fermented
dairy products, fermented fruits, fermented flour samples and fermented tea samples were
Weissella paramesenteroides (D = 4.5), Lactobacillus nagelii (D = 4), Weissella viridescens (D = 4)
and Pediococcus acidilactici (D = 5), respectively.

Traditional fermented foods are created by using microorganisms for fermentation,
and they include various vegetables, beans, meat, cereals, milk and tea [26,27]. Traditional
fermented foods have a long history, and they can be found in many variations. LAB are an
important class of microorganisms that are active in the process of fermentation [28,29]. In
the process of preparation and fermentation, LAB participate in the fermentation process
of raw materials, acting as starter cultures or providing the fermentation environment [7].
The fermentation of vegetables, fruits and cereals relies on the LAB of raw materials as a
source of inoculum [30]. Other fermentation foods, including fermented dairy products,
fermented beans, fermented meat products, sourdough and fermented teas, are controlled
by back-slopping or LAB in the production environment [30]. Due to the different sources
and raw materials of LAB, the dominant strains among fermented foods are also different.
Therefore, in this study, it was found that the dominant strains in eight types of fermented
foods were different. In addition, except for the dominant genus in the fermented tea
being Pediococcus, the dominant genus in the other seven fermented foods was Lactobacillus
(Figure 2). Furthermore, L. plantarum was found in almost all types of fermented foods, ex-
cept for in the fermented fruits (Figure 3), indicating that L. plantarum is widely distributed
in fermented foods.
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3.1.3. Distribution of LAB in Different Regions of Yunnan

The strains isolated from regions where the annual average temperature ranges from
11 to 15 ◦C mainly included L. plantarum, Lactobacillus alimentarius, L. brevis, Lactobacillus
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fermentum and L. nagelii (Figure 4). Moreover, the strains isolated from regions where the
annual average temperature ranges from 15 to 20 ◦C mainly included L. plantarum, L. brevis,
Enterococcus faecium, L. alimentarius, Lactobacillus buchneri, P. acidilactici, E. durans, Lactobacil-
lus casei, Lactobacillus coryniformis, L. fermentum, L. pobuzihii, L. mesenteroides, Weissella cibaria,
W. confusa, W. paramesenteroides and Weissella thailandensis. Finally, the strains isolated from
regions where the annual average temperature ranges from 20 to 25 ◦C mainly included
L. plantarum, L. brevis, L. buchneri and L. pobuzihii.

The strains isolated from regions where the average annual humidity ranges from
54 to 64% mainly included L. plantarum, L. brevis, L. nagelii and W. thailandensis (Figure 4).
Secondly, the strains isolated from regions where the average annual humidity ranges from
64 to 74% mainly included L. plantarum, L. brevis, E. faecium, L. alimentarius, L. buchneri,
E. durans, L. casei, L. coryniformis, L. fermentum, L. pobuzihii, L. mesenteroides, W. cibaria,
W. confusa and W. paramesenteroides. Finally, the strains isolated from regions where the
average annual humidity ranges from 74 to 84% mainly included L. plantarum, P. acidilactici,
E. faecium, L. alimentarius, L. brevis and L. buchneri.
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Figure 4. Distributions of LAB in different regions of Yunnan. (A) Average annual temperature in
84 regions; (B) average annual humidity in 84 regions; (C) the most frequently isolated strains in
84 regions; (D) heat map of the number of LAB species in 84 regions of Yunnan; (E) the number of
LAB at different temperature and humidity. T, temperature; H, humidity.

Microorganisms typically grow and multiply at ambient temperatures lower than
their optimum growth temperature [31]. The optimum growth temperature of most LAB is
37 ◦C [30]. In Yunnan, the annual mean temperature fluctuates within the range of 11 to
25 ◦C (Figure 4A), which is much lower than the optimum temperature for LAB growth.
Changes in temperature affect the enzyme activity and membrane fluidity of microorgan-
isms [32,33]. Microorganisms in warm regions have higher enzyme activities, biological
activities and productivities than microorganisms in cold regions [34,35]. Additionally,
with an increase in temperature, the fluidity of the cell membrane is accelerated, which
can improve the exchange rate of materials between the inside and outside of the cell [36].
For microorganisms, the accelerated fluidity of the cell membrane can improve the uptake
rate of external nutrients, which is more conducive to their growth and reproduction.
Thus, in this study, LAB may be more diverse in medium-temperature regions than in low-
temperature regions (Figure 4A,C–E). Compared with dry areas, humid areas can provide
moisture to microorganisms to obtain the nutrient factors needed from the environment for
growth [37]. Meanwhile, water can not only provide a place for biochemical reactions but
can also participate in biochemical reactions [38,39]. Therefore, in this study, the species of
LAB obtained from medium-humidity areas were more diverse than those obtained from
low-humidity areas (Figure 4B–E). Compared with the medium-temperature and medium-
humidity areas, the number of species of LAB was reduced in the high-temperature and
high-humidity areas. Therefore, in addition to temperature and humidity, there may be
other environmental factors that can affect the distribution of LAB among regions.

3.2. Genetic Diversity of L. plantarum

Not only was L. plantarum isolated from seven types of fermented foods (Figure 3),
but its number was also the highest of all strains (Figure 1C). In addition, L. plantarum was
the most widely distributed in 84 regions in Yunnan (Figure 4). Therefore, in this study, the
whole genomes of L. plantarum (54 strains) from three different fermented food types were
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analyzed. Among the 54 strains, 53 strains of L. plantarum were isolated by our laboratory,
and the other 1 (NZ_CP009236.1) was obtained from the NCBI GenBank database. The
details of the 54 strains are shown in Table S1.

3.2.1. General Genomic Features

The differences in the GC content and genome size of L. plantarum obtained from
different sources are listed in Table 1. The results show that there was no significant
difference in the GC content or genome size among the three groups (p < 0.05), indicating
that natural selection in different ecological niches has resulted in structural variations in
only a few core genes. This result is consistent with the finding of Pan et al. [12].

As shown in Figure S2, the GC content fluctuates a little, while the genome size
fluctuates greatly. The average GC content of the 54 strains of L. plantarum was 44.28%,
ranging from 35.60% to 47.90% (Table 1 and Figure S2A). The average genome size was
3.59 Mb, ranging from 2.54 Mb to 5.76 Mb (Table 1 and Figure S2B). The GC content and
genome size were considered to be closely related to bacterial genome evolution and habitat
adaptation [40]. Recent studies have shown that nomadic bacteria have a higher GC content
and genome size than symbiotic bacteria [30]. L. plantarum is a typical nomadic bacterium,
and Lactobacillus reuteri is a relatively common symbiotic bacterium [18,41]. The GC content
and genome size of L. reuteri are typically around 38.6% and 2.28 Mb, respectively [41]. In
this study, the average GC content and average genome size of L. plantarum were 44.28%
and 3.59 Mb (Table 1), respectively, which were significantly higher than those of L. reuteri.
This may be due to the stable environment provided by the host, rendering functions
that were essential in the free-living ancestor superfluous, leading to an accumulation
of loss-of-function mutations and pseudogenes followed by the removal of these genetic
regions [42]. In addition, the GC content was considered to be closely related to energy
metabolism. A high GC content in genomes may lead to an increased energy consumption
of microorganisms during reproduction, whereas a low GC content in genomes may reduce
energy consumption and maintain genomic stability [43]. Moreover, genome increases were
strongly correlated with the environmental adaptation of LAB species, with the genome
size being significantly higher in the nomadic and free-living species than in the host-
adapted species [30]. Compared to L. reuteri, L. plantarum efficiently migrates to different
habitats. Therefore, the genome size and GC content of L. plantarum were larger than those
of host-adapted lactobacilli, allowing a wider complement of functional genes, thereby
providing adaptive advantages in various habitats [30].

Table 1. Analysis of significant differences in GC content and genome size of Lactobacillus plantarum
isolated from different sources.

Fermented
Vegetables

(n = 37)

Fermented Bean
Products

(n = 9)

Fermented
Meat Products

(n = 8)
Average

Content of GC (%) 44.21 ± 0.27 a 44.68 ± 0.34 a 44.16 ± 0.05 a 44.28 ± 0.20
Genome size (Mb) 3.63 ± 0.10 a 3.63 ± 0.22 a 3.37 ± 0.02 a 3.59 ± 0.08

Different lowercase letter means the significant difference (p < 0.05); same lowercase letter means not significant
difference (p > 0.05).

3.2.2. ANI Analyses of L. plantarum

ANI analyses have often been used to distinguish species relationships between
strains [44]. In existing studies, ANI > 62% has been identified as the threshold boundary of
the same genus, and ANI > 95% has been identified as the threshold boundary of the same
species [45,46]. The ANI of the L. plantarum strains was analyzed to further investigate their
uniqueness or potential subspecies. The ANI values of all strains, except for C735, E262 and
E554, were higher than 96% (Figure 5A), indicating that these 51 strains belonged to the
same species. The ANI values of C735, E262 and E554 were < 95% and >62%, suggesting
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that these three strains may be potential subspecies of L. plantarum. However, further
studies are needed to confirm this finding.

(B)

y = 2,230.4098 exp(− 0.038 x) + 440.4474
R2 = 0.9750

y = 884.8785 x0.615 + 2,286.6204

R2 = 0.9999

(A)

Figure 5. ANI, pan-genome and core gene analyses of Lactobacillus plantarum. (A) ANI heatmap of
54 strains of L. plantarum; (B) pan-genome and core gene trend map of 54 strains of L. plantarum.

3.2.3. Pan-Genome and Core Genes of L. plantarum

The pan-genome is considered to be the entire genome of a species, including the
core genes and variable genes [47]. Previous studies have reported that the pan-genome
is helpful in exploring the evolution and genetic information of a species [48]. Thus, the
pan-genome and core-genome trends of L. plantarum were predicted using PAGP. The
result shows that a number of L. plantarum had a certain relationship with the number of
pan-genes and core genes (Figure 5B). The 54 strains of L. plantarum had a total of 12,656 pan-
genes and 688 core genes. The pan-genome trend graph shows that, as the number of
L. plantarum genomes increased, the size of the pan-genome increased correspondingly,
while the number of core genes gradually stabilized (Figure 5B). The exponential value of
the derived mathematical equation was > 0.5, indicating that the pan-genome of L. plan-
tarum was in an open state, as well as reflecting the huge number of pan-genomes of
L. plantarum [18]. The ecological niche of L. plantarum was widely distributed; therefore, it
can both exchange various genetic materials with and constantly acquire new genes from
the outside world [18]. Thus, the pan-genome of L. plantarum is large. Additionally, the
pan-genome of L. plantarum was in an open state, which also illustrates the diversity of the
genomes and the complexity of the evolution of L. plantarum.

3.2.4. Homologous Genes and Phylogenetic Analyses

In modern molecular biology, homology refers to the similarity between genes [49].
A homology analysis of L. plantarum showed that there were 1150 homologous genes in
the 54 strains (Figure 6A), indicating that 54 strains of LAB had a high homology. Unique
genes refer to genes that only exist in specific strains [15]. The number of unique genes of
the 54 strains of L. plantarum fluctuated between 2 and 1206 (Figure 6A), indicating that the
strain has genetic diversity.
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A phylogenetic tree of L. plantarum was constructed based on the homologous genes
to investigate the phylogenetic relationships (Figure 6B). The 54 strains were grouped
into three main branches and then into four clusters. The clustering results are essentially
consistent with the ANI analyses, and the strains with lower ANI values were all clustered
in branch B. Furthermore, L. plantarum from the same habitat source and geographic origin
did not exist in the same branch, indicating that the homologous genes of L. plantarum are
not related to the source of isolation (Figure 6B). This result is consistent with the recent
findings of Martino et al. [18]. Previous research has shown that L. plantarum had the ability
to migrate across environments [30], but the study conducted by Martino et al. showed
that the genomic adaptation of L. plantarum may be driven by selective pressures rather
than specific environmental adaptation [18].

3.2.5. Functional Annotation Analysis of COG Database

The COG database was used to annotate the genomes of L. plantarum, and the dis-
tributions of the functional genes in the genome were explored (Figure 7). Among the
information storage and processing groups, transcription (K) genes were the most abun-
dant, accounting for 9.72% of the total genes. In the category of cellular processes and
signaling, cell wall/membrane/envelope biogenesis (M) had the most genes, accounting
for 5.39% of the total genes. The carbohydrate transport and metabolism (G) and amino acid
transport and metabolism (E) genes were the most frequent in carbohydrates, accounting
for 8.36% and 7.11% of the total genes, respectively. However, there were a large number of
genes with unknown functions in the genome of L. plantarum, indicating that the current
research on the gene function of L. plantarum is not enough. The A, B, W, Y and Z genes
were not present in the genome of L. plantarum. L. plantarum is a prokaryote; therefore, its
genome obviously lacked any genes encoding RNA processing and modification, chromatin
structures and dynamics, extracellular structures and nuclear structures [50].
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Figure 7B further reveals that L. plantarum selected from the fermented vegetables
and fermented meat products showed differences in energy production and transforma-
tion (C); coenzyme transport and metabolism (H); lipid transport and metabolism (I);
replication, reorganization and repair (L); cell wall/membrane/envelope biogenesis (M);
post-translational modification, protein turnover and chaperone (O); and inorganic ion
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transport and metabolism (P) (p < 0.05). This result indicates that environment-specific
selection pressures drive the adaptation of L. plantarum to specific ecological niches. Fur-
thermore, previous research has shown that, while some genes are lost in the course of
adapting to a particular environment, genes that are critical for survival or provide a
competitive advantage are retained [15]. Therefore, the functional genes of L. plantarum in
the fermented vegetables and fermented meat products showed discrepancies.

3.2.6. Carbohydrate Enzyme Analysis of L. plantarum

Figure 8A shows that glycoside hydrolase families (GHs), glycosyltransferase families
(GTs), carbohydrate esterase families (CEs), carbohydrate-binding modules (CBMs) and
auxotrophic active enzyme families (AAs) were present in the 54 strains of L. plantarum.
Among the five families of carbohydrate-active enzymes, the enzyme-encoding genes of
the GH and GT families were abundant in L. plantarum, while the enzyme-encoding genes
of the CE, CBM and AA families were less abundant. In addition, the PL gene was not
present in all strains of L. plantarum. Figure 8B further shows that there was no significant
difference in the distribution of the AA, CBM, CE and GT genes in the three habitat groups
(p < 0.05). However, the GH genes were different in the three habitat groups. Glycosi-
dase (GH) was abundant in almost all living organisms, and it was primarily involved in
the transglycosylation or hydrolysis of the glycosidic bonds present in glycosides, glyco-
conjugates and glycans [51]. A possible reason for this is that fermented vegetables and
fermented bean products are richer in cellulose and other polysaccharides than fermented
meat products [52,53]. Therefore, the number of GH genes in the fermented vegetables
and fermented bean products was significantly higher than those in the fermented meat
products (p < 0.05).
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Figure 8C shows the analysis of the five major carbohydrate-active enzyme families,
and the result shows that there were 95 carbohydrate-active enzyme-related genes in the
54 strains of L. plantarum. Among the 95 genes, GH1, GH13, GH23, GH24, GH25, GH27,
GT4, GT2, GT26, GT51, GT58, CE4, CE9, AA10 and 26 other genes were shared by the
54 strains of L. plantarum. However, the distributions of the remaining 55 carbohydrate-
active enzyme-related genes were different among these strains, indicating that the CAZY
enzyme activities of the different L. plantarum strains had genetic diversity.

4. Conclusions

In this research, the diversity of LAB in six types of fermented foods collected from
84 regions in Yunnan was analyzed, and the genetic diversity of L. plantarum was also
investigated. The results show that Lactobacillus was the dominant genus in the traditional
fermented foods obtained from Yunnan. L. plantarum was the most abundant in the
fermented foods. Furthermore, the result also shows that the dominant strains of the
various fermented food types were different. L. mesenteroides and E. faecium were the
dominant strains in fermented vegetables. L. backii, L. pobuzihii and L. zhachilii were the
dominant strains in fermented bean products. W. confuse was the dominant strain in
wine samples. L. mesenteroides was the dominant strain in fermented meat products. The
dominant strains in fermented dairy products, fermented flour samples, fermented fruits
and fermented tea were W. paramesenteroides, W. viridescens, L. nagelii and P. acidilactici,
respectively. The majority of the LAB in the fermented foods obtained from Yunnan were
better adapted to regions where the temperature is 15–20 ◦C and the humidity is 64–74%.
In addition, L. plantarum was the most widely distributed in the 84 regions. The average GC
content and average genome size of the 54 strains of L. plantarum were 44.28% and 3.59 Mb,
respectively. Additionally, the pan-genome of L. plantarum was in an open state, indicating
that its pan-genome was tremendous. A phylogenetic analysis revealed that the habitat
source and geographic origin had little influence on the homologous genes of L. plantarum.
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Furthermore, the genetic diversity of L. plantarum was mainly manifested in functional
genes and carbohydrate utilization. In general, this research provides the distributions of
culturable microbial species in fermented foods collected from Yunnan and the genomic
characteristics of L. plantarum, laying the foundations for future research.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/fermentation9040402/s1, Figure S1: A pie chart of the number
of samples of culturable lactic acid bacteria and the number of samples of non-culturable LAB;
Figure S2: GC content and genomic size of Lactobacillus plantarum. (A) GC content distribution of
L. plantarum. (B) Genomic size distribution of L. plantarum; Table S1: Detailed information of 54 strains
of Lactobacillus plantarum.

Author Contributions: Conceptualization, J.Y.; methodology, Z.L. and C.C.; software, C.C. and H.L.;
validation, J.Y.; formal analysis, J.Z.; investigation, H.L., J.Z. and Y.X.; resources, J.Y.; data curation,
Y.S. and S.Z.; writing—original draft preparation, H.L.; writing—review and editing, C.C. and Z.L.;
visualization, Y.S.; supervision, J.Y.; project administration, X.H.; funding acquisition, J.Y. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was funded by the Yunnan Provincial Natural Science Foundation (202101BE070001-
054), the Excellent Youth Funding of Yunnan Province (YNQR-QNRC-2018-109), and the Young Elite
Scientists Sponsorship Program of China Association for Science and Technology (YESS20200123).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. De Souza, E.L.; de Oliveira, K.A.R.; de Oliveira, M.E.G. Influence of lactic acid bacteria metabolites on physical and chemical food

properties. Curr. Opin. Food Sci. 2023, 49, 100981. [CrossRef]
2. Jaffar, N.S.; Jawan, R.; Chong, K.P. The potential of lactic acid bacteria in mediating the control of plant diseases and plant growth

stimulation in crop production—A mini review. Front. Plant Sci. 2023, 13, 1047945. [CrossRef] [PubMed]
3. Leeuwendaal, N.K.; Stanton, C.; O’Toole, P.W.; Beresford, T.P. Fermented Foods, Health and the gut microbiome. Nutrients 2022,

14, 1527. [CrossRef]
4. Barcenilla, C.; Ducic, M.; Lopez, M.; Prieto, M.; Alvarez-Ordonez, A. Application of lactic acid bacteria for the biopreservation of

meat products: A systematic review. Meat Sci. 2022, 183, 108661. [CrossRef] [PubMed]
5. Liu, A.; Xu, R.; Zhang, S.; Wang, Y.; Hu, B.; Ao, X.; Li, Q.; Li, J.; Hu, K.; Yang, Y.; et al. Antifungal mechanisms and application of

lactic acid bacteria in bakery products: A Review. Front. Microbiol. 2022, 13, 924398. [CrossRef]
6. Reque, P.M.; Brandelli, A. Encapsulation of probiotics and nutraceuticals: Applications in functional food industry. Trends Food

Sci. Technol. 2021, 114, 1–10. [CrossRef]
7. Hu, Y.; Zhang, L.; Wen, R.; Chen, Q.; Kong, B. Role of lactic acid bacteria in flavor development in traditional Chinese fermented

foods: A review. Crit. Rev. Food Sci. Nutr. 2022, 62, 2741–2755. [CrossRef]
8. Un-Nisa, A.; Khan, A.; Zakria, M.; Siraj, S.; Ullah, S.; Tipu, M.K.; Ikram, M.; Kim, M.O. Updates on the role of probiotics against

different health issues: Focus on Lactobacillus. Int. J. Mol. Sci. 2023, 24, 142. [CrossRef]
9. Ye, Z.; Shang, Z.; Zhang, S.; Li, M.; Zhang, X.; Ren, H.; Hu, X.; Yi, J. Dynamic analysis of flavor properties and microbial

communities in Chinese pickled chili pepper (Capsicum frutescens L.): A typical industrial-scale natural fermentation process. Food
Res. Int. 2022, 153, 110952. [CrossRef]

10. Liu, C.-J.; Gong, F.-M.; Li, X.-R.; Li, H.-Y.; Zhang, Z.-H.; Feng, Y.; Nagano, H. Natural populations of lactic acid bacteria in douchi
from Yunnan Province, China. J. Zhejiang Univ.-Sci. B 2012, 13, 298–306. [CrossRef]

11. Liu, W.; Sun, Z.; Zhang, J.; Gao, W.; Wang, W.; Wu, L.; Sun, T.; Chen, W.; Liu, X.; Zhang, H. Analysis of microbial composition in
acid whey for dairy fan making in Yunnan by conventional method and 16S rRNA sequencing. Curr. Microbiol. 2009, 59, 199–205.
[CrossRef] [PubMed]

12. Pan, Q.; Cen, S.; Yu, L.; Tian, F.; Zhao, J.; Zhang, H.; Chen, W.; Zhai, Q. Niche-Specific adaptive evolution of Lactobacillus plantarum
strains isolated from human feces and paocai. Front. Cell. Infect. Microbiol. 2021, 10, 615876. [CrossRef]

13. Cen, S.; Yin, R.; Mao, B.; Zhao, J.; Zhang, H.; Zhai, Q.; Chen, W. Comparative genomics shows niche-specific variations of Lactobacillus
plantarum strains isolated from human, Drosophila melanogaster, vegetable and dairy sources. Food Biosci. 2020, 35, 100581. [CrossRef]

https://www.mdpi.com/article/10.3390/fermentation9040402/s1
https://www.mdpi.com/article/10.3390/fermentation9040402/s1
https://doi.org/10.1016/j.cofs.2022.100981
https://doi.org/10.3389/fpls.2022.1047945
https://www.ncbi.nlm.nih.gov/pubmed/36714743
https://doi.org/10.3390/nu14071527
https://doi.org/10.1016/j.meatsci.2021.108661
https://www.ncbi.nlm.nih.gov/pubmed/34467880
https://doi.org/10.3389/fmicb.2022.924398
https://doi.org/10.1016/j.tifs.2021.05.022
https://doi.org/10.1080/10408398.2020.1858269
https://doi.org/10.3390/ijms24010142
https://doi.org/10.1016/j.foodres.2022.110952
https://doi.org/10.1631/jzus.B1100221
https://doi.org/10.1007/s00284-009-9423-x
https://www.ncbi.nlm.nih.gov/pubmed/19459001
https://doi.org/10.3389/fcimb.2020.615876
https://doi.org/10.1016/j.fbio.2020.100581


Fermentation 2023, 9, 402 17 of 18

14. Zhao, Y.; Zhang, C.; Yu, L.; Tian, F.; Zhao, J.; Zhang, H.; Chen, W.; Zhai, Q. Phylogenetic and comparative genomic analysis of
Lactobacillus fermentum strains and the key genes related to their intestinal anti-inflammatory effects. Engineering 2022, 17, 170–182.
[CrossRef]

15. Mendoza, R.M.; Kim, S.H.; Vasquez, R.; Hwang, I.-C.; Park, Y.-S.; Paik, H.-D.; Moon, G.-S.; Kang, D.-K. Bioinformatics and its role
in the study of the evolution and probiotic potential of lactic acid bacteria. Food Sci. Biotechnol. 2022, 32, 389–412. [CrossRef]

16. Wang, S.; Yang, B.; Ross, R.P.; Stanton, C.; Zhao, J.; Zhang, H.; Chen, W. Comparative genomics analysis of Lactobacillus ruminis
from different niches. Genes 2020, 11, 70. [CrossRef] [PubMed]

17. Yu, J.; Song, Y.; Ren, Y.; Qing, Y.; Liu, W.; Sun, Z. Genome-level comparisons provide insight into the phylogeny and metabolic
diversity of species within the genus Lactococcus. BMC Microbiol. 2017, 17, 213. [CrossRef]

18. Martino, M.E.; Bayjanov, J.R.; Caffrey, B.E.; Wels, M.; Joncour, P.; Hughes, S.; Gillet, B.; Kleerebezem, M.; van Hijum, S.A.F.T.;
Leulier, F. Nomadic lifestyle of Lactobacillus plantarum revealed by comparative genomics of 54 strains isolated from different
habitats. Environ. Microbiol. 2016, 18, 4974–4989. [CrossRef] [PubMed]

19. Sun, Y.; Zhang, S.; Li, H.; Zhu, J.; Liu, Z.; Hu, X.; Yi, J. Assessments of probiotic potentials of Lactiplantibacillus plantarum strains
isolated from Chinese traditional fermented food: Phenotypic and genomic analysis. Front. Microbiol. 2022, 13, 895132. [CrossRef]

20. Mo, L.; Jin, H.; Pan, L.; Hou, Q.; Li, C.; Darima, I.; Zhang, H.; Yu, J. Biodiversity of lactic acid bacteria isolated from fermented
milk products in Xinjiang, China. Food Biotechnol. 2019, 33, 174–192. [CrossRef]

21. Jani, A.J. Amphibian microbiome linked to climate. Nat. Ecol. Evol. 2019, 3, 332–333. [CrossRef]
22. Romero, F.; Cazzato, S.; Walder, F.; Vogelgsang, S.; Bender, S.F.; van der Heijden, M.G.A. Humidity and high temperature are

important for predicting fungal disease outbreaks worldwide. New Phytol. 2022, 234, 1553–1556. [CrossRef]
23. Zhou, W.; Li, W.; Chen, J.; Zhou, Y.; Wei, Z.; Gong, L. Microbial diversity in full-scale water supply systems through sequencing

technology: A review. Rsc Adv. 2021, 11, 25484–25496. [CrossRef]
24. De Melo Pereira, G.V.; de Carvalho Neto, D.P.; Maske, B.L.; De Dea Lindner, J.; Vale, A.S.; Favero, G.R.; Viesser, J.; de Carvalho,

J.C.; Goes-Neto, A.; Soccol, C.R. An updated review on bacterial community composition of traditional fermented milk products:
What next-generation sequencing has revealed so far? Crit. Rev. Food Sci. Nutr. 2022, 62, 1870–1889. [CrossRef]

25. Temmerman, R.; Huys, G.; Swings, J. Identification of lactic acid bacteria: Culture-dependent and culture-independent methods.
Trends Food Sci. Technol. 2004, 15, 348–359. [CrossRef]

26. Cuamatzin-Garcia, L.; Rodriguez-Rugarcia, P.; El-Kassis, E.G.; Galicia, G.; Meza-Jimenez Maria, d.L.; Banos-Lara Ma, d.R.;
Zaragoza-Maldonado Diego, S.; Perez-Armendariz, B. Traditional fermented foods and beverages from around the world and
their health benefits. Microorganisms 2022, 10, 1151. [CrossRef] [PubMed]

27. Plessas, S. The rendering of traditional fermented foods in human diet: Distribution of health benefits and nutritional benefits.
Fermentation 2022, 8, 751. [CrossRef]

28. Wang, Y.; Zhang, C.; Liu, F.; Jin, Z.; Xia, X. Ecological succession and functional characteristics of lactic acid bacteria in traditional
fermented foods. Crit. Rev. Food Sci. Nutr. 2022, 1–15. [CrossRef] [PubMed]

29. Liu, S.-N.; Han, Y.; Zhou, Z.-J. Lactic acid bacteria in traditional fermented Chinese foods. Food Res. Int. 2011, 44, 643–651.
[CrossRef]

30. Duar, R.M.; Lin, X.B.; Zheng, J.; Martino, M.E.; Grenier, T.; Perez-Munoz, M.E.; Leulier, F.; Ganzle, M.; Walter, J. Lifestyles in
transition: Evolution and natural history of the genus Lactobacillus. Fems Microbiol. Rev. 2017, 41, S27–S48. [CrossRef]

31. Farrell, J.; Rose, A. Temperature effects on microorganisms. Annu. Rev. Microbiol. 1967, 21, 101–120. [CrossRef]
32. Daniel, R.M.; Peterson, M.E.; Danson, M.J.; Price, N.C.; Kelly, S.M.; Monk, C.R.; Weinberg, C.S.; Oudshoorn, M.L.; Lee, C.K. The

molecular basis of the effect of temperature on enzyme activity. Biochem. J. 2010, 425, 353–360. [CrossRef]
33. Hassan, N.; Anesio, A.M.; Rafiq, M.; Holtvoeth, J.; Bull, I.; Haleem, A.; Shah, A.A.; Hasan, F. Temperature driven membrane lipid

adaptation in glacial psychrophilic bacteria. Front. Microbiol. 2020, 11, 824. [CrossRef]
34. Bonatelli, M.L.; Lacerda-Junior, G.V.; dos Reis Junior, F.B.; Fernandes-Junior, P.I.; Melo, I.S.; Quecine, M.C. Beneficial plant-

associated microorganisms from semiarid regions and seasonally dry environments: A review. Front. Microbiol. 2021, 11, 553223.
[CrossRef] [PubMed]

35. Inouye, M.; Phadtare, S. Cold shock response and adaptation at near-freezing temperature in microorganisms. Sci. STKE Signal
Transduct. Knowl. Environ. 2004, 2004, pe26. [CrossRef]

36. Chattopadhyay, M.K. Mechanism of bacterial adaptation to low temperature. J. Biosci. 2006, 31, 157–165. [CrossRef] [PubMed]
37. Zhang, D.-Q.; Jinadasa, K.B.S.N.; Gersberg, R.M.; Liu, Y.; Tan, S.K.; Ng, W.J. Application of constructed wetlands for wastewater

treatment in tropical and subtropical regions (2000–2013). J. Environ. Sci. 2015, 30, 30–46. [CrossRef]
38. Zhao, Y.; Zhen, Y. Looking for life activity in ionic liquids. J. Mol. Liq. 2022, 349, 118185. [CrossRef]
39. Frenkel-Pinter, M.; Rajaei, V.; Glass, J.B.; Hud, N.V.; Williams, L.D. Water and life: The medium is the message. J. Mol. Evol. 2021,

89, 2–11. [CrossRef]
40. Wu, H.; Zhang, Z.; Hu, S.; Yu, J. On the molecular mechanism of GC content variation among eubacterial genomes. Biol. Direct

2012, 7, 2. [CrossRef] [PubMed]
41. Yu, J.; Zhao, J.; Song, Y.; Zhang, J.; Yu, Z.; Zhang, H.; Sun, Z. Comparative genomics of the herbivore gut symbiont Lactobacillus

reuteri reveals genetic diversity and lifestyle adaptation. Front. Microbiol. 2018, 9, 1151. [CrossRef]
42. Lo, W.-S.; Huang, Y.-Y.; Kuo, C.-H. Winding paths to simplicity: Genome evolution in facultative insect symbionts. Fems Microbiol.

Rev. 2016, 40, 855–874. [CrossRef] [PubMed]

https://doi.org/10.1016/j.eng.2020.09.016
https://doi.org/10.1007/s10068-022-01142-8
https://doi.org/10.3390/genes11010070
https://www.ncbi.nlm.nih.gov/pubmed/31936280
https://doi.org/10.1186/s12866-017-1120-5
https://doi.org/10.1111/1462-2920.13455
https://www.ncbi.nlm.nih.gov/pubmed/27422487
https://doi.org/10.3389/fmicb.2022.895132
https://doi.org/10.1080/08905436.2019.1574230
https://doi.org/10.1038/s41559-019-0840-3
https://doi.org/10.1111/nph.17340
https://doi.org/10.1039/D1RA03680G
https://doi.org/10.1080/10408398.2020.1848787
https://doi.org/10.1016/j.tifs.2003.12.007
https://doi.org/10.3390/microorganisms10061151
https://www.ncbi.nlm.nih.gov/pubmed/35744669
https://doi.org/10.3390/fermentation8120751
https://doi.org/10.1080/10408398.2021.2025035
https://www.ncbi.nlm.nih.gov/pubmed/35014569
https://doi.org/10.1016/j.foodres.2010.12.034
https://doi.org/10.1093/femsre/fux030
https://doi.org/10.1146/annurev.mi.21.100167.000533
https://doi.org/10.1042/BJ20091254
https://doi.org/10.3389/fmicb.2020.00824
https://doi.org/10.3389/fmicb.2020.553223
https://www.ncbi.nlm.nih.gov/pubmed/33519722
https://doi.org/10.1126/stke.2372004pe26
https://doi.org/10.1007/BF02705244
https://www.ncbi.nlm.nih.gov/pubmed/16595884
https://doi.org/10.1016/j.jes.2014.10.013
https://doi.org/10.1016/j.molliq.2021.118185
https://doi.org/10.1007/s00239-020-09978-6
https://doi.org/10.1186/1745-6150-7-2
https://www.ncbi.nlm.nih.gov/pubmed/22230424
https://doi.org/10.3389/fmicb.2018.01151
https://doi.org/10.1093/femsre/fuw028
https://www.ncbi.nlm.nih.gov/pubmed/28204477


Fermentation 2023, 9, 402 18 of 18

43. Rocha, E.P.C.; Danchin, A. Base composition bias might result from competition for metabolic resources. Trends Genet. 2002, 18,
291–294. [CrossRef] [PubMed]

44. Figueras, M.J.; Beaz-Hidalgo, R.; Hossain, M.J.; Liles, M.R. Taxonomic affiliation of new genomes should be verified using average
nucleotide identity and multilocus phylogenetic analysis. Genome Announc. 2014, 2, e00927-14. [CrossRef] [PubMed]

45. Yu, L.; Zang, X.; Chen, Y.; Gao, Y.; Pei, Z.; Yang, B.; Zhang, H.; Narbad, A.; Tian, F.; Zhai, Q.; et al. Phenotype-genotype analysis of
Latilactobacills curvatus from different niches: Carbohydrate metabolism, antibiotic resistance, bacteriocin, phage fragments and
linkages with CRISPR-Cas systems. Food Res. Int. 2022, 160, 111640. [CrossRef]

46. Wels, M.; Siezen, R.; van Hijum, S.; Kelly, W.J.; Bachmann, H. Comparative genome analysis of Lactococcus lactis indicates niche
adaptation and resolves genotype/phenotype disparity. Front. Microbiol. 2019, 10, 4. [CrossRef]

47. Zhang, W.; Wang, J.; Zhang, D.; Liu, H.; Wang, S.; Wang, Y.; Ji, H. Complete genome sequencing and comparative genome
characterization of Lactobacillus johnsonii ZLJ010, a potential probiotic with health-promoting properties. Front. Genet. 2019, 10, 812.
[CrossRef] [PubMed]

48. Tettelin, H.; Masignani, V.; Cieslewicz, M.J.; Donati, C.; Medini, D.; Ward, N.L.; Angiuoli, S.V.; Crabtree, J.; Jones, A.L.; Durkin, A.S.;
et al. Genome analysis of multiple pathogenic isolates of Streptococcus agalactiae: Implications for the microbial “pan-genome”.
Proc. Natl. Acad. Sci. USA 2005, 102, 13950–13955. [CrossRef]

49. Brigandt, I. Homology in comparative, molecular, and evolutionary developmental biology: The radiation of a concept. J. Exp.
Zool. Part B-Mol. Dev. Evol. 2003, 299B, 9–17. [CrossRef]

50. Surve, S.; Shinde, D.B.; Kulkarni, R. Isolation, characterization and comparative genomics of potentially probiotic Lactiplantibacillus
plantarum strains from Indian foods. Sci. Rep. 2022, 12, 1940. [CrossRef] [PubMed]

51. Amin, K.; Tranchimand, S.; Benvegnu, T.; Abdel-Razzak, Z.; Chamieh, H. Glycoside hydrolases and glycosyltransferases from
hyperthermophilic archaea: Insights on their characteristics and applications in biotechnology. Biomolecules 2021, 11, 1557.
[CrossRef] [PubMed]

52. Szymanska-Chargot, M.; Zdunek, A. Use of FT-IR spectra and PCA to the bulk characterization of cell wall residues of fruits and
vegetables along a fraction process. Food Biophys. 2013, 8, 29–42. [CrossRef] [PubMed]

53. Dhingra, D.; Michael, M.; Rajput, H.; Patil, R.T. Dietary fibre in foods: A review. J. Food Sci. Technol.-Mysore 2012, 49, 255–266.
[CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/S0168-9525(02)02690-2
https://www.ncbi.nlm.nih.gov/pubmed/12044357
https://doi.org/10.1128/genomeA.00927-14
https://www.ncbi.nlm.nih.gov/pubmed/25477398
https://doi.org/10.1016/j.foodres.2022.111640
https://doi.org/10.3389/fmicb.2019.00004
https://doi.org/10.3389/fgene.2019.00812
https://www.ncbi.nlm.nih.gov/pubmed/31552103
https://doi.org/10.1073/pnas.0506758102
https://doi.org/10.1002/jez.b.36
https://doi.org/10.1038/s41598-022-05850-3
https://www.ncbi.nlm.nih.gov/pubmed/35121802
https://doi.org/10.3390/biom11111557
https://www.ncbi.nlm.nih.gov/pubmed/34827555
https://doi.org/10.1007/s11483-012-9279-7
https://www.ncbi.nlm.nih.gov/pubmed/23487553
https://doi.org/10.1007/s13197-011-0365-5
https://www.ncbi.nlm.nih.gov/pubmed/23729846

	Introduction 
	Materials and Methods 
	Isolation and Identification of LAB 
	Diversity Analysis 
	Distribution of LAB in Different Fermented Foods 
	Distribution of LAB in Different Regions of Yunnan 

	Comparative Genomics Analysis 
	Statistical Analyses 

	Results 
	Diversity of Distribution of LAB 
	Species and Numbers of Culturable LAB 
	Dominant LAB in Different Types of Fermented Foods 
	Distribution of LAB in Different Regions of Yunnan 

	Genetic Diversity of L. plantarum 
	General Genomic Features 
	ANI Analyses of L. plantarum 
	Pan-Genome and Core Genes of L. plantarum 
	Homologous Genes and Phylogenetic Analyses 
	Functional Annotation Analysis of COG Database 
	Carbohydrate Enzyme Analysis of L. plantarum 


	Conclusions 
	References

