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Novel mechanistic understanding 
that Lactiplantibacillus plantarum is more 
capable of improving the ensiling performance 
of wheat straw silage than xylanase by driving 
certain key metabolites
Haoran Yu1,2, Richa Hu3, Yushan Jia1, Yanzi Xiao3* and Shuai Du1* 

Abstract 

Microbial and enzyme additives can improve silage performance, but there is limited comparative research 
on the effects of microbial and enzyme additives on improving silage fermentation quality, and the underlying 
microbial and metabolic pathways remain unclear. This study investigated the effects without inoculants (CK treat-
ment) or with Lactiplantibacillus plantarum (LP treatment), xylanase (XY treatment) and their combination (LPXY 
treatment) on the fermentation quality, as well as on the microbial communities and metabolite profiles of the wheat 
straw silage. The results demonstrated that the LP treatment has a better effect on improving the fermentation quality 
of wheat straw silage compared to other treatments, as evidenced by markedly (p < 0.05) decreased the pH (4.06), 
acid and neutral fiber (ANF, NDF, 23.43 and 31.69%DM), and increased the lactic acid (LA, 965.89 mg/L) and acetic acid 
(AA, 656.10 mg/L) concentrations. After the fermentation process, the LP treatment significantly (p < 0.05) enhanced 
the abundance of Lactobacillus, reduced bacterial Shannon (p < 0.05) and increased some key metabolites content. 
The structural equation models (SEMs) and Pearson’s correlation results proved that the LP treatment improved 
the wheat straw silage fermentation quality via increasing the abundance of Lactobacillus, decreasing the diversity 
of bacterial community and enriching the content of certain key metabolites. The present study provides mechanistic 
evidence that Lactiplantibacillus plantarum additive is superior to xylanase additive and their combination on improv-
ing fermentation quality of wheat straw silage, that is, by enriching certain key metabolites to increase AA and LA 
concentrations, providing a reference for the cross study of silage feed fermentation microbiome and metabolome.

Keywords Wheat straw, Ensiling, Microbiome, Metabolome, Fermentation quality

Open Access

© The Author(s) 2024. Open Access  This article is licensed under a Creative Commons Attribution-NonCommercial-NoDerivatives 4.0 
International License, which permits any non-commercial use, sharing, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons licence, and indicate if 
you modified the licensed material. You do not have permission under this licence to share adapted material derived from this article or 
parts of it. The images or other third party material in this article are included in the article’s Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To 
view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by- nc- nd/4. 0/.

Chemical and Biological 
Technologies in Agriculture

*Correspondence:
Yanzi Xiao
xiaoyz1113@126.com
Shuai Du
dushuai_nm@sina.com
Full list of author information is available at the end of the article

http://creativecommons.org/licenses/by-nc-nd/4.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s40538-024-00677-8&domain=pdf


Page 2 of 12Yu et al. Chem. Biol. Technol. Agric.          (2024) 11:155 

Introduction
Wheat (Triticum aestivum L.) straw is a common agricul-
tural residue utilized as ruminant feed owing to its high 
carbohydrate content [1]. Ensiling, as a method for large-
scale preservation of wet materials, reduces dry matter 
loss in feed and has increasingly become a long-term 
utilization strategy for wheat straw [2]. Compared with 
other storage, ensiling not only improves biodegrada-
bility but also saves costs [1]. Nevertheless, wheat straw 
typically possesses low water-soluble carbohydrates 
(WSC) and lacks epiphytic lactic acid bacteria, making it 
challenging to produce high-quality silage through natu-
ral anaerobic fermentation [3]. Silage microbial additives 
are commonly employed in feed production to effectively 
enhance fermentation quality [4]. Lactic acid bacteria 
inoculants have the capability to rapidly accumulate lac-
tic acid and lower pH during the early stages of silage, 
thereby enhancing fermentation quality [5]. Xylanase 
(XY) can improve the fermentation quality and rumen 
digestion rate of silage feed [6]. However, there is little 

research on whether the mixed additions of lactic acid 
bacteria and XY have a synergistic effect, as well as the 
comparative study of the two types of additives on the 
improvement of wheat straw silage quality.

Xylan is among the hemicelluloses that are not fully 
utilized in the rumen, leading to the inefficient utiliza-
tion of feed energy [7]. XY can disrupt its internal struc-
ture, release soluble sugars, increase the concentration 
of fermentation substrates, and improve feed utilization 
efficiency [8]. Homofermentative bacteria (e.g., Lacti-
plantibacillus plantarum) are widely used as they are 
safe and easy to use [9]. Homofermentative bacteria can 
reduce the loss of silage fermentation quality by directly 
increasing lactate and acidification rates [9]. Therefore, 
both two types of additives may enhance the fermenta-
tion quality of wheat straw silage. Both additives can 
improve the quality of silage feed, but using one additive 
alone may have limitations. For example, lactic acid bac-
teria additives directly provide an increase in lactic acid, 
but ignore the energy required by microorganisms (like 
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WSC), therefore, mixed additives may have a synergistic 
effect on improving silage quality.

Silage is a fermentation process dominated and driven 
by microorganisms, so changes in microbial commu-
nities are usually related to fermentation quality [10]. 
Understanding the microbial community’s contribution 
to silage feed not only provides insights into high-quality 
feed preparation techniques, but also helps maintain the 
quality of silage feed [11]. Lactic acid bacteria are consid-
ered beneficial bacteria in the production of organic acids 
such as lactic acid (LA) and are key to ensuring high-
quality silage feed [12]. Throughout the silage fermen-
tation process, the production of harmful bacteria like 
Listeria sp. and Clostridia can diminish feed quality [13]. 
The microbial community diversity of silage feed includes 
both beneficial and harmful bacteria [14]. Therefore, 
changes in lactate content in silage feed typically regu-
late microbial diversity. An increase in lactic acid bacteria 
content within the microbial community tends to reduce 
microbial diversity [15]. While some research has inves-
tigated the effects of microbial additives on microbial 
community changes during ensiling fermentation, there 
remains a lack of mechanistic understanding, particularly 
concerning microbial community changes in oat ensiling 
with lactic acid bacteria and XY additives [11, 16].

In addition to microbial community succession, the 
fermentation process of wheat straw silage also involves 
changes in metabolites and metabolic pathways [17]. The 
quality of feed fermentation is closely related to the rela-
tionship between silage microorganisms and metabolites, 
and fermentation quality is usually driven by microor-
ganisms and metabolites [18]. Recently, metabolomics 
has been applied to the study of silage ecosystems [16, 
19, 20], and these results indicate a strong interaction 
between the metabolites and microorganisms. Since the 
fermentation process of silage is dominated by microor-
ganisms, microorganisms also determine the changes in 
metabolic products, ultimately affecting the fermentation 
quality [21]. However, there is a lack of comprehensive 
understanding regarding the microbial community’s role 
in driving metabolic product changes in silage ecosys-
tems, and the pathways through which microbes drive 
such changes and enhance fermentation quality remains 
elusive.

To date, there is limited literature on the fermenta-
tion quality and microbial community changes of wheat 
straw with the additions of XY and Lactiplantibacil-
lus plantarum (LP), and the potential synergistic effect 
of combining these two additives remains unclear. And 
there has been no investigation into how the microbial 
community of silage influences metabolic products to 
enhance fermentation quality. The aim of the present 
study was to identify microbial additives that enhance 

the fermentation pathway and pathways of wheat straw 
based on metabolomic and microbiome analyses, and to 
assess their potential synergistic effect.

Materials and methods
Substrate and silage
Wheat straw was originated from the Hulunber Grass-
land Ecosystem National Observation and Research Sta-
tion of the Chinese Academy of Agricultural Sciences in 
Hulunber, Inner Mongolia, China (E 119° 55′, N 49° 19′). 
The climate zone belongs to the temperate semi-humid 
zone, with an average annual precipitation of 380–
400  mm, an average annual temperature of − 2  °C to 
− 1 °C and a humidity level of 0.49–0.50. The wheat straw 
was harvested at the late maturity stage, then chopped 
and immediately transferred to the laboratory for silage 
making. XY (total xylanase activity of 50,000  U/g) pur-
chased from Hefei Bomei Biotechnology Co., Ltd, Hefei, 
China (BBMO831, size 500  g). Lactiplantibacillus plan-
tarum purchased from Jiangsu Lvke Biotechnology Com-
pany, Gaoyou, China. The treatments were as follows: 
control (CK), XY, LP and LPXY (mixed LP and XY). 
The inoculants were diluted in distilled water and added 
according to the manufacturer’s guidelines, the amount 
of XY was 100 U/g of FM, the LP was supplemented at 
1.0 ×  105 cfu/g of FM, the CK treatment was also treated 
with the same volume of distilled water. Both fresh mate-
rials wheat straw and wheat straw silage were stored at a 
small-scale fermentation system (260 cm × 380 cm; Hiryu 
KN type; Asahi kasei, Tokyo, Japan). A 200 g of the sam-
ples were packed into the polyethylene plastic bag, and 
removing air with a vacuum sealer (N-14886, Deli Group 
Co., Ltd., Zhejiang, China). A total of 24 bags (4 treat-
ments × 6 replicates) of wheat straw were stored at room 
temperature (23 ± 2  °C). After 60  days of fermentation 
process, these bags were opened and the ensiling per-
formance, bacterial community and metabolites profiles 
were analyzed [22].

Ensiling performance and nutritive values analyses
Clean containers were used to collect FM and wheat 
straw silage after being uniformly blended for ensil-
ing performance and nutritive values analyses. The 
dry matter (DM) content of the FM and silage samples 
were measured after drying the sample for 72 h at 65 °C 
with an oven [12]. The dried samples were ground and 
through a 1-mm screen for the nutritive values analysis. 
The crude protein (CP) and acid detergent lignin (ADL) 
contents were analyzed according to the method of the 
Association of Official Analytical Chemists (AOAC, 
2005). The neutral detergent fiber (NDF) and acid 
detergent fiber (ADF) contents were determined by an 
ANKOM A200i Fiber Analyzer (ANKOM Technology, 
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Macedon, NY, USA) with the report [23]. The fraction of 
cell wall constituents, including cellulose, hemicellulose 
and holocellulose was calculated using methods briefed 
by [24]. The anthrone method was selected to evaluate 
the WSC content [25]. A 20 g of the wheat straw silage 
samples were mixed with 180 mL sterile water and stored 
for 24  h at 4  °C fridge, then the extracts were filtered 
through four layers of cheesecloth. A glass-electrode pH 
meter was used to measure the pH value of the filtrate 
(PHSJ-5; LEICI, Shanghai, China). The organic acids 
concentrations in the filtrate, mainly lactic acid, acetic 
acid, propionic acid and butyric acid, were measured by 
the high-performance liquid chromatography methods 
(Thermo, Ultimate 3000LC, Q Exactive) [26].

Microbial analysis
The genomic DNA of bacterial community was extracted 
from the FM and wheat straw silage samples by the 
CTAB method. The Nano Drop 2000 spectrophotom-
eter (Thermo Fisher Scientific, Waltham, MA, USA) 
was used to determine the concentrations and qualities 
of the extracted genomic DNA. The V3–V4 regions of 
16S rDNA gene was targeted with the universal primer 
pair 341F and 806R. The Illumina NovaSeq 6000 plat-
form (Illumina Inc., San Diego, CA, USA) was used 
to sequence. The raw pair-end reads were analyzed by 
the Qiime2 platform (https:// qiime2. org/). Amplicon 
sequence variants (ASVs) were obtained by eliminating 
low-quality data using DADA2 [27]. Subsequently, the 
ASVs were taxonomically annotated against the SILVA 
database (https:// www. arb- silva. de/, Release 138) using 
mothur [28].

Metabolites profiles analyses
The metabolites in the wheat straw silage samples were 
extracted according to the previous methods, dissolved 
with 2-chlorobenzalanine methanol solution (150 μL), 
and filtered through a 0.22  μm membrane for LC–
MC analysis [29]. The raw data files of the 24 wheat 
straw silage samples were generated by the liquid chro-
matography–mass spectrometry (LC–MS) platform 
(Thermo Fisher, Ultimate 3000LC, Q Exactive) using 
the compound Discover 3.1 (CD 3.1 Thermo Fisher) 
to perform peak picking, peak alignment and quan-
titation for each metabolite. After that, peak intensi-
ties were normalized to the total spectral intensity 
[30]. The normalized data were used to predict the 
molecular formula based on additive ions, molecular 
ion peaks and fragment ions [31]. Then peaks were 
matched with the mzCloud (https:// www. mzclo ud. 
org/) mz Vault and Mass List database to obtain the 
accurate qualitative and relative quantitative results. 
After mean centering and unit variance scaling, the 

principal component analysis (PCA) and (orthogonal) 
partial least squares discriminant analysis (O)PLS-DA 
were selected to show the differences of the metabo-
lites among the treatments by R package (prcomp). 
The variable importance in the projection (VIP) ranks 
and VIP > 1.7 were considered as the relevant for treat-
ment discrimination, and the results were displayed by 
the (O)PLS-DA plots. The plots package in R (version 
4.3.2) was used for significant metabolites for expres-
sion pattern clustering using. Hierarchical clustering 
method was used for distance calculation algorithms. 
The metabolites set enrichment was analyzed with the 
Stats package in R and the SciPy package in Python 
using the MetaboAnalyst 6.0 (https:// www. metab oanal 
yst. ca).

Statistical analysis
The chemical compositions and bacterial alpha diversity 
(Shannon, Richness) data of wheat straw and wheat silage 
were analyzed by a one-way ANOVA and Kruskal–Wal-
lis test (HC and HoC do not follow a normal distribution). 
Tukey’s test (follows a normal distribution) and Fisher’s 
test (does not follow a normal distribution) were utilized to 
assess significant differences in comparisons at the 5% level. 
To better characterize the differences between genera, 
the linear discriminant analysis (LDA) effect size (LEfSe) 
with relative abundance data was utilized to assess the sig-
nificance. To compare functional profiles among groups, 
metabolites from different treatments were analyzed using 
Duncan test; Duncan’s test has a lower probability of error 
for metabolic product data. We correct for the false dis-
covery rate by controlling FDR (false discovery rate) to not 
exceed 5%. Five differential metabolites were ultimately 
identified (enriched in LP), including positive and nega-
tive. To determine the relationship between differential 
metabolites and fermentation quality, Pearson’s correlation 
analysis was conducted, using  log10-transformed to differ-
ential metabolites. Structural equation modeling (SEMs) 
was employed to evaluate directly and indirectly effect of 
fermentation quality (CP, LA, AA, ADL, ADF, and NDF), 
including bacterial community and differential metabo-
lites. Unlike regression or ANOVA, SEMs offers the ability 
to separate multiple pathways of influence and view them 
as parts of a system, and thus is useful for investigating the 
relationship complex networks found in silage fermenta-
tion ecosystems [32]. We calculated the standardized of 
all index in SEMs. All the data were analyzed using open-
source tools for R software, packages including vegan, 
piecewiseSEM, ggplot2 and Microeco (version 4.3.2).

https://qiime2.org/
https://www.arb-silva.de/
https://www.mzcloud.org/
https://www.mzcloud.org/
https://www.metaboanalyst.ca
https://www.metaboanalyst.ca
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Result
Chemical characteristics and microbial population of raw 
materials
The DM of the fresh wheat straw was 50.30%, ADF, 
NDF, CP contents were 29.50, 37.10 and 12.90%DM, 

respectively (Table 1). The counts of lactic acid bacteria, 
yeasts, aerobic bacteria, and coliform bacteria were 4.27, 
8.47, 8.35, 8.40 and 8.32 log10 cfu/g of FM, respectively.

Fermentation quality of different treatments
The fermentation characteristics of the wheat straw 
silage with different treatments are shown in Fig.  1. All 
the additions significantly (p < 0.05) decreased the pH 
value. Compared to the CK and XY treatments, the LP 
and LPXY treatments enhanced LA and AA (p < 0.05). 
XY-treated and LAB-treated groups significantly reduced 
ADF, NDF and ADL (p < 0.05). While there was no dis-
tinction between additives and CK on the CP content in 
wheat straw silage.

Bacterial community of wheat straw silage
The bacterial community in the different treated silages 
were clearly distinguished at 60  days of wheat straw 
(Fig. S1). Alpha diversity of wheat straw silage bacte-
ria is shown in Fig. 2A, B. LP-treated silage significantly 
reduced bacterial Shannon diversity (p < 0.05), while XY-
treated silage and LPXY-treated silage did not exhibit a 

Table 1 Chemical and microbial characteristics of substrates 
before ensiling

DM dry matter, cfu colony-forming units, FM fresh matter

Items Wheat straw

Dry matter (%) 50.30

Water-soluble carbohydrates (% DM) 3.42

Crude protein (% DM) 12.90

Acid detergent fiber (% DM) 29.50

Neutral detergent fiber (% DM) 37.10

Lactic acid bacteria  (log10 cfu/g FM) 4.27

Yeast  (log10 cfu/g FM) 8.47

Aerobic bacteria  (log10 cfu/g FM) 8.35

Coliform bacteria  (log10 cfu/g FM) 8.40

Mold  (log10 cfu/g FM) 8.32

Fig. 1 Fermentation quality and chemical composition in wheat straw silage (LA lactic acid, AA acetic acid, DM dry matter, CP crude protein, 
ADF acid detergent fiber, NDF neutral detergent fiber, ADL acid detergent lignin, CL cellulose, HC hemicellulose, HoC holocellulose. Propionic 
acid and butyric acid were not detected in all wheat straw silages. CK control treatment, XY wheat straw inoculated with xylanase treatment, LP 
wheat straw inoculated with Lactiplantibacillus plantarum treatment, LPXY wheat straw inoculated with Lactiplantibacillus plantarum and xylanase 
treatment)
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decrease in bacterial Shannon diversity compared to CK. 
Furthermore, all three additives had no impact on bacte-
rial Richness.

Metabolomic profiles
Metabolomes in the different treated silages were clearly 
separated at 60  days of wheat straw (Fig. S2). Overall, 
2557 metabolites were identified in the wheat straw silage 
samples. Based on Duncan tests and variable importance 
in projection (VIP) filtering of the relative contents of 
wheat straw silage samples, 57 metabolites exhibited 
significant differences between the two groups (p < 0.05 
and VIP > 1.7). Among these, 30 were positively ionized 
metabolites (Fig. 3A, B), and 27 were negatively ionized 
metabolites (Fig.  3C, D), including carboxylic acids and 

derivatives, amino acids, peptides, analogues, and other 
metabolites. Specifically, three metabolites were enriched 
in positive ionization mode, and two metabolites were 
enriched in negative ionization mode in LP-treated 
silage. Additionally, combined with LDA analysis, the 
results confirmed the enrichment of five metabolites in 
LP-treated silage (Figs. S3 and S4).

Lactobacillus‑driven fermentation quality of wheat straw
Results from the SEMs showed that 88% (CP), 24% 
(LA), 25% (AA), 59% (ADL), 28% (ADF) and 80% 
(NDF) of the variance in fermentation quality could 
be explained by Lactobacillus of wheat straw silage, 
respectively (Fig.  4). Lactobacillus had a negative and 
large effect on bacterial Shannon (63%), indicating a 

Fig. 2 Alpha diversity (A, B) and the relative abundance of bacterial phyla (C) and genus (D) of the wheat straw silage indices of wheat 
straw with different treatments. CK control treatment, XY wheat straw inoculated with xylanase treatment, LP wheat straw inoculated 
with Lactiplantibacillus plantarum treatment, LPXY wheat straw inoculated with Lactiplantibacillus plantarum and xylanase treatment
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reduction in bacterial diversity in silage Lactobacil-
lus had a direct positive effect on differential metabo-
lites, while bacterial diversity had a negative effect on 
differential metabolites. In summary, Lactobacillus 
promotes the production of differential metabolites. 
In addition, our SEMs demonstrate that LA and AA 
are influenced by differential metabolites. LP-treated 
silage decreased bacterial diversity and enriched some 
metabolites, thereby affecting LA and AA production.

Discussion
The WSC and LA of wheat straw before ensiling was 
much higher than the detected by other research [33], 
may due to the factors like climate and season of har-
vest, which have influence on the feeding value of 
the forage. LP treatment has shown a stronger pro-
mote effect than other treatments in LA and AA. 
After anaerobic fermentation process, the organic 
acid (especially the LA and AA concentrations) is the 

Fig. 3 Bar plot with significantly differential metabolites among the wheat straw silage. A, B Positive mode ionization; C, D negative mode 
ionization. A, C LP vs XY; B, D LP vs LPXY (p < 0.05). Marked red indicate enriched in LP treatment. XY wheat straw inoculated with xylanase 
treatment, LP wheat straw inoculated with Lactiplantibacillus plantarum treatment, LPXY wheat straw inoculated with Lactiplantibacillus plantarum 
and xylanase treatment
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largest contributor for pH value, previous studies 
have also provided the same result [34]. These results 
found that the LA and AA contents in LP-treated and 
LPXY-treated silage were higher than in other treat-
ments, confirming the significant influence of LA and 
AA on the pH value of silage. This may be due to the 
increase of content of organic acids accelerating the 
decrease in pH [11, 35]. Besides, the higher AA concen-
tration in LP-treated silage may reflect a higher count 
of LA-produced bacteria in the process. Interestingly, 
the pH value of LPXY-treated silage was higher than 
that of XY-treated and LP-treated silage, possibly due 
to higher levels of bioactive components in XY-treated 
and LP-treated silage, such as phenolic acids [36]. 
However, the  NH3–N during the fermentation process 
may also neutralize acids and prevent pH reduction 
[37]. Therefore, LPXY-treated silage may also exhibit 
higher  NH3–N content to neutralize LA and AA [38]. 
LP treatment has the highest content of LA and AA, for 
wheat straw silage, directly increasing lactic acid bac-
teria has a stronger promoting effect on the enhance-
ment of volatile fatty acids. Furthermore, additives did 
not significantly increase the crude protein content of 
silage feed that may be due to degradation of proteins 
by some undesirable microorganisms [39]. Proteobac-
teria species were detected in all treatments, and even 
accounted for a significant proportion in the XY and 
LPXY treatments. Therefore, this may be due to the 

high proportion of Proteobacteria in the straw micro-
bial community we selected for our experiment.

LP and XY treatment have more impact on silage 
fiber. Ruminant animals prefer high protein and low-
fiber feed because these feeds can have higher nutrition 
and energy [40]. According to our results, LP additives 
exhibited the most significant degradation effect on fib-
ers in wheat straw feed, which may be more favored by 
ruminants, despite not increasing protein content. The 
reason is that lactic acid bacteria inoculum contains cel-
lulase, reducing fiber content [38]. The increase of lactic 
acid bacteria directly enhances the utilization of com-
pounds to improve the efficiency of lactic acid produc-
tion in feed, thereby enhancing fermentation quality 
[12]. Both these additives can lower silage ADF and NDF. 
NDF is negatively correlated with animal feed intake, and 
ADF is negatively correlated with feed digestibility, indi-
cating that additives have a potential promoting effect 
on animal feeding and digestion [41, 42]. In addition, 
based on the comprehensive analysis of ADL, CL, HC, 
and HoC, the LP additive exhibits the strongest effect 
on fiber decomposition in wheat silage feed, surpass-
ing that of LPXY-treated silage. The promotion effect of 
XY additive on silage quality is weaker than LP additive. 
Wheat straw contains a large amount of lignin. Lignin is 
a complex polymer composed of phenolic monomers, 
which can prevent glycoside hydrolases from coming 
into contact with their substrates [43, 44]. Lignin is a 

Fig. 4 Structural equation models (SEMs) show the direct and indirect effects of Lactobacillus on wheat straw silage fermentation quality. Solid 
and dashed arrows, respectively, represent significant (p ≤ 0.05) and non-significant (p > 0.05) paths. Blue and red arrows, respectively, represent 
positive and negative effects. Numbers adjacent to arrows represent the standardized path coefficients. R2 indicates the proportion of variance 
explained. There was non-significant deviation of the data from the models (p = 0.11; df = 12; χ2 = 18.15; gfi = 0.98; srmr = 0.05; cfi = 0.95). CP crude 
protein, ADL acid detergent lignin, ADF and NDF acid and neutral detergent, AA and LA acetic and lactic acid
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difficult substance to decompose, and fungi with strong 
decomposition ability usually have good effects on lignin 
decomposition, such as saprophytic fungi (e.g., white-rot 
fungi) [45, 46]. The XY additive primarily decomposes 
hemicellulose and effectively utilizes free xylan, thus its 
impact on lignin decomposition may be minimal [47]. 
Contrary to expectations, there was no synergistic effect 
between XY additive and LP additive. Wheat straw con-
tains a significant amount of lignin [43].

Our analysis of dominant bacterial relative abundance 
revealed that Lactobacillus is the predominant genus in 
LP-treated silage. The abundance of Lactobacillus exceeds 
half of all bacterial communities’ genus. According to the 
principle of ‘competitive exclusion’, the dominant micro-
bial community is abundant, while the non-dominant 
microbial community is reduced, resulting in a corre-
sponding decrease in microbial diversity [48, 49]. Thus, 
inoculation with LP increased the number of dominant 
bacterial genera (Lactobacillus) and reduced bacterial 
diversity. Similarly, previous results also revealed the 
same results [50]. Although the XY and LPXY treatments 
increased the abundance of Lactobacillus compared to 
CK, the differences were not significant. Firmicutes was 
the dominant phylum in LP-treated silage, whereas Pro-
teobacteria were dominant in the other treatments [51]. 
Many spoilage and harmful microorganisms belong to 
Proteobacteria (e.g., Escherichia coli). The high pH value 
of silage feed is conducive to the growth of other spoilage 
or pathogenic microorganisms [52]. LPXY-treated silage 
and CK exhibited higher pH levels than LP-treated silage, 
providing conditions conducive to the growth of harmful 
microorganisms, which may explain why Proteobacteria 

are the predominant phylum. Meanwhile, fermentation 
of silage is mainly carried out by lactic acid bacteria [53].

Our experiment also provides evidence from the per-
spective of silage microorganisms, that LP additives 
can directly increase the number of Lactobacillus and 
improve fermentation quality of wheat straw silage. The 
abundance of Lactobacillus in the silage with mixed LP 
and XY addition is not sufficient, thus the synergistic 
effect of bacteria and enzymes is not significant. Addi-
tionally, Lactobacillus was found to be relatively abun-
dant in LP-treated silages during ensiling, as indicated 
by LEfSe analysis (Fig. 5A), further highlighting the dif-
ference of LAB treatment compared to other treatments 
due to the enrichment of Lactobacillus (p < 0.05).

The enriched metabolites in LP-treated silage include 
furoic acid and derivatives and pyridines and deriva-
tives. Varied microbial communities and metabolites 
influence fermentation quality [54]. The microbial com-
munity of inoculated microbes in silage feed, such as LP, 
produces more complex metabolites [16]. Our results 
indicate that LP treatment resulted in better fermenta-
tion quality compared to other treatments. Therefore, 
the bacterial community in LP-treated silage may gener-
ate distinct metabolites, previous studies have confirmed 
that bacteria can synthesize arginine and citrulline [55, 
56]. Five metabolites enriched in LP-treated silage exhib-
ited significant differences compared to other treatments. 
Metabolomic data suggest differences in microbial activ-
ity among silage feed treated with different additives [57]. 
A study identified that culturable anaerobic bacteria cul-
ture supernatant revealed major compounds, including 
hydroxycaproic acid and phenyllactic acid [58]. This is 

Fig. 5 Comparison of bacterial variations using the LDA analysis for wheat straw silages (A). B Pearson’s analysis shows the relationship 
between bacterial Shannon and differential metabolism (log10). XY wheat straw inoculated with xylanase treatment, LP wheat straw inoculated 
with Lactiplantibacillus plantarum treatment, LPXY wheat straw inoculated with Lactiplantibacillus plantarum and xylanase treatment
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similar to our research findings, confirming that bacteria 
drive differential metabolites. Our study from the per-
spective of specific metabolites also helps explain why LP 
additives are superior to XY. In other agricultural waste 
management, Lactobacillus can be considered as a means 
to improve waste utilization.

To our knowledge, this is the first application of SEMs 
in silage research to elucidate the pathways and mecha-
nisms underlying changes in fermentation quality of 
silage feed by integrating metabolomics and microbi-
ome data. More importantly, we have provided compel-
ling evidence supporting the use of microbial additives 
to enhance the quality of silage feed, as Lactobacillus 
altered bacterial diversity and enriched certain metabo-
lites. Abundant organic acids can usually improve the 
palatability of feed, high LA indicates good fermenta-
tion quality, and high AA contributes to the aerobic sta-
bility of feed [59, 60]. Previous studies combined with 
metabolomics, have shown that LP-treated produces 
more organic acids, but specific mechanisms and path-
ways have not been proposed [20]. Our Pearson’s corre-
lation analysis also revealed a positive linear relationship 
between LA, AA, and differential metabolites, respec-
tively (Fig. 6A, B). With comprehensive Pearson’s analysis 
and SEMs, our results are more reliable, providing a com-
pelling explanation of the role of differential metabolites 
in LA and AA production.

However, the results of the present study also con-
firm that carbohydrates in feed are not influenced by 

differential metabolites (Figs.  4 and 6). This may be 
attributed to the production of certain enzymes by Lac-
tobacillus during the silage fermentation process, such 
as cellulase and feruloyl esterase, which degrade struc-
tural carbohydrates [61]. Therefore, Lactobacillus directly 
explained ADF, NDF and ADL (Fig.  4). It is important 
to acknowledge objectively that differential metabo-
lites cannot fully account for the changes in AA and LA. 
Out of the 2557 metabolites detected, only 5 differential 
products accounted for a very small proportion, less than 
0.2%, yet they explained over 20% of LA and AA. There 
may be other pathways driving changes in lactate, which 
are currently unclear, but this does not conflict with the 
significance of these 5 differential metabolites of our 
study. Ultimately, silage can be viewed as a complex eco-
system, where multiple biotic and abiotic factors interact 
to shape its composition [62, 63].

Conclusion
Our study findings suggest that Lactiplantibacillus plan-
tarum additives enhanced the abundance of Lactobacil-
lus, reduced bacterial diversity, and led to an increase 
in specific metabolites. These specific metabolites effec-
tively enhanced LA and AA, thereby improving the fer-
mentation quality of wheat straw silage. Overall, our 
study not only confirms the positive effect of Lactiplan-
tibacillus plantarum additives on wheat straw silage, but 
also provides a mechanistic explanation for the improved 
quality of silage feed due to these additives.

Fig. 6 Pearson’s analysis shows the relationship between differential metabolism (log10) and fermentation quality. XY wheat straw 
inoculated with xylanase treatment, LP wheat straw inoculated with Lactiplantibacillus plantarum treatment, LPXY wheat straw inoculated 
with Lactiplantibacillus plantarum and xylanase treatment



Page 11 of 12Yu et al. Chem. Biol. Technol. Agric.          (2024) 11:155  

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s40538- 024- 00677-8.

Supplementary Material 1.

Author contributions
D.S contributed to securing financial support, designing the study, and 
preparing the first manuscript draft; Y.H, H.R, J.Y, and X.Y contributed to do 
this study and revised the manuscript draft; Y.H and D.S performed data col-
lection and statistical analysis. All authors have read and approved the final 
manuscript.

Funding
This work was supported by Inner Mongolia Autonomous Region High-level 
Talents Project (DC2400001044), Research and Demonstration of Fermentation 
Technology for Crop Straw Silage Feed in Hulunbuir Region (2022CXYD006), 
Research and application of rapeseed straw fermentation and feeding utiliza-
tion technology in the eastern region of Inner Mongolia (NC2023022).

Availability of data and materials
No datasets were generated or analyzed during the current study.

Declarations

Competing interests
The authors declare no competing interests.

Author details
1 Key Laboratory of Forage Cultivation, Processing and High Efficient Utiliza-
tion, Ministry of Agriculture, College of Grassland Science, Inner Mongolia 
Agricultural University, Hohhot 010019, Inner Mongolia, China. 2 School of Life 
Science, Northeast Normal University, Changchun 130021, China. 3 Grass 
Industry Collaborative Innovation Research Center, Hulunbuir University, 
Hulunber 021000, China. 

Received: 24 July 2024   Accepted: 29 September 2024

References
 1. Gallegos D, Wedwitschka H, Moeller L, Zehnsdorf A, Stinner W. Effect of 

particle size reduction and ensiling fermentation on biogas formation 
and silage quality of wheat straw. Bioresour Technol. 2017;245:216–24.

 2. Teixeira Franco R, Buffière P, Bayard R. Ensiling for biogas production: criti-
cal parameters. A review. Biomass Bioenergy. 2016;94:94–104.

 3. Zhang M, Lv H, Tan Z, Li Y, Wang Y, Pang H, et al. Improving the fermenta-
tion quality of wheat straw silage stored at low temperature by psychro-
trophic lactic acid bacteria. Anim Sci J. 2017;88:277–85.

 4. Cai Y, Du Z, Yamasaki S, Nguluve D, Tinga B, Macome F, et al. Community 
of natural lactic acid bacteria and silage fermentation of corn stover and 
sugarcane tops in Africa. Asian-Australas J Anim Sci. 2020;33:1252–64.

 5. Filya I, Ashbell G, Hen Y, Weinberg ZG. The effect of bacterial inoculants 
on the fermentation and aerobic stability of whole crop wheat silage. 
Anim Feed Sci Technol. 2000;88:39–46.

 6. Valle TAD, Antonio G, Zenatti TF, Campana M, Zilio EMC, Ghizzi LG, et al. 
Effects of xylanase on the fermentation profile and chemical composition 
of sugarcane silage. J Agric Sci. 2018;156:1123–9.

 7. Gandra JR, Miranda GA, Goes RHTB, Takiya CS, Del Valle TA, Oliveira ER, 
et al. Fibrolytic enzyme supplementation through ruminal bolus on 
eating behavior, nutrient digestibility and ruminal fermentation in Jersey 
heifers fed either corn silage- or sugarcane silage-based diets. Anim Feed 
Sci Technol. 2017;231:29–37.

 8. Elghandour MMMY, Kholif AE, Márquez-Molina O, Vázquez-Armijo JF, 
Puniya AK, Salem AZM. Influence of individual or mixed cellulase and 
xylanase mixture on in vitro rumen gas production kinetics of total 

mixed rations with different maize silage and concentrate ratios. Turk J 
Vet Anim Sci. 2015;39:435–42.

 9. Zhang J, Guo G, Chen L, Li J, Yuan X, Yu C, et al. Effect of applying lactic 
acid bacteria and propionic acid on fermentation quality and aerobic 
stability of oats-common vetch mixed silage on the Tibetan plateau. 
Anim Sci J. 2015;86:595–602.

 10. Ding WR, Long RJ, Guo XS. Effects of plant enzyme inactivation or 
sterilization on lipolysis and proteolysis in alfalfa silage. J Dairy Sci. 
2013;96:2536–43.

 11. Du Z, Yamasaki S, Oya T, Cai Y. Cellulase–lactic acid bacteria synergy 
action regulates silage fermentation of woody plant. Biotechnol Biofu-
els Bioprod. 2023;16:125.

 12. Chen L, Bai S, You M, Xiao B, Li P, Cai Y. Effect of a low temperature 
tolerant lactic acid bacteria inoculant on the fermentation quality and 
bacterial community of oat round bale silage. Anim Feed Sci Technol. 
2020;269: 114669.

 13. Puntillo M, Gaggiotti M, Oteiza JM, Binetti A, Massera A, Vinderola G. 
Potential of lactic acid bacteria isolated from different forages as silage 
inoculants for improving fermentation quality and aerobic stability. 
Front Microbiol. 2020. https:// doi. org/ 10. 3389/ fmicb. 2020. 586716.

 14. Dunière L, Sindou J, Chaucheyras-Durand F, Chevallier I, Thévenot-
Sergentet D. Silage processing and strategies to prevent persistence of 
undesirable microorganisms. Anim Feed Sci Technol. 2013;182:1–15.

 15. Jung JS, Ravindran B, Soundharrajan I, Awasthi MK, Choi KC. Improved 
performance and microbial community dynamics in anaerobic 
fermentation of triticale silages at different stages. Bioresour Technol. 
2022;345: 126485.

 16. Guan H, Shuai Y, Ran Q, Yan Y, Wang X, Li D, et al. The microbiome and 
metabolome of Napier grass silages prepared with screened lactic acid 
bacteria during ensiling and aerobic exposure. Anim Feed Sci Technol. 
2020;269: 114673.

 17. Du Z, Lin Y, Sun L, Yang F, Cai Y. Microbial community structure, co-
occurrence network and fermentation characteristics of woody plant 
silage. J Sci Food Agric. 2022;102:1193–204.

 18. Xu D, Wang N, Rinne M, Ke W, Weinberg ZG, Da M, et al. The bacterial 
community and metabolome dynamics and their interactions modu-
late fermentation process of whole crop corn silage prepared with or 
without inoculants. Microb Biotechnol. 2021;14:561–76.

 19. Guo XS, Ke WC, Ding WR, Ding LM, Xu DM, Wang WW, et al. Profiling of 
metabolome and bacterial community dynamics in ensiled Medicago 
sativa inoculated without or with Lactobacillus plantarum or Lactobacil-
lus buchneri. Sci Rep. 2018;8:357.

 20. Hu Z, Niu H, Tong Q, Chang J, Yu J, Li S, et al. The microbiota dynam-
ics of alfalfa silage during ensiling and after air exposure, and the 
metabolomics after air exposure are affected by Lactobacillus casei and 
cellulase addition. Front Microbiol. 2020. https:// doi. org/ 10. 3389/ fmicb. 
2020. 519121.

 21. Park SY, Yang D, Ha SH, Lee SY. Metabolic engineering of microor-
ganisms for the production of natural compounds. Adv Biosyst. 
2018;2:1700190.

 22. Zhang YC, Li DX, Wang XK, Lin YL, Zhang Q, Chen XY, et al. Fermenta-
tion dynamics and diversity of bacterial community in four typical 
woody forages. Ann Microbiol. 2019;69:233–40.

 23. Van Soest PJ, Robertson JB, Lewis BA. Methods for dietary fiber, neutral 
detergent fiber, and nonstarch polysaccharides in relation to animal 
nutrition. J Dairy Sci. 1991;74:3583–97.

 24. Nyang’au JO, Møller HB, Larsen SU, Sørensen P. Brown juice assisted 
ensiling of straw and press cake for enhanced biogas production and 
nutrient availability in digestates. Environ Technol Innov. 2023;32: 
103248.

 25. Arthur TT. An automated procedure for the determination of soluble 
carbohydrates in herbage. J Sci Food Agric. 1977;28:639–42.

 26. You S, Du S, Ge G, Wan T, Jia Y. Microbial community and fermentation 
characteristics of native grass prepared without or with isolated lactic 
acid bacteria on the Mongolian Plateau. Front Microbiol. 2021. https:// 
doi. org/ 10. 3389/ fmicb. 2021. 731770.

 27. Callahan BJ, McMurdie PJ, Rosen MJ, Han AW, Johnson AJA, Holmes SP. 
DADA2: high-resolution sample inference from Illumina amplicon data. 
Nat Methods. 2016;13:581–3.

 28. Schloss PD. Reintroducing mothur: 10 years later. appl Environ Microbiol. 
2020;86:e02343-e2419.

https://doi.org/10.1186/s40538-024-00677-8
https://doi.org/10.1186/s40538-024-00677-8
https://doi.org/10.3389/fmicb.2020.586716
https://doi.org/10.3389/fmicb.2020.519121
https://doi.org/10.3389/fmicb.2020.519121
https://doi.org/10.3389/fmicb.2021.731770
https://doi.org/10.3389/fmicb.2021.731770


Page 12 of 12Yu et al. Chem. Biol. Technol. Agric.          (2024) 11:155 

 29. Du S, Bu Z, You S, Jiang Z, Su W, Wang T, et al. Integrated rumen micro-
biome and serum metabolome analysis responses to feed type that 
contribution to meat quality in lambs. Anim Microbiome. 2023;5:65.

 30. Want EJ, Masson P, Michopoulos F, Wilson ID, Theodoridis G, Plumb RS, 
et al. Global metabolic profiling of animal and human tissues via UPLC-
MS. Nat Protoc. 2013;8:17–32.

 31. Yuan M, Breitkopf SB, Yang X, Asara JM. A positive/negative ion-switching, 
targeted mass spectrometry-based metabolomics platform for bodily 
fluids, cells, and fresh and fixed tissue. Nat Protoc. 2012;7:872–81.

 32. Grace JB. Structural equation modeling and natural systems. Cambridge: 
Cambridge University Press; 2006. https:// www. cambr idge. org/ core/ 
books/ struc tural- equat ion- model ing- and- natur al- syste ms/ D05B2 32810 
7F91A F7721 82F3A F88EB 12. Accessed 20 Mar 2024.

 33. Yan J, Sun Y, Kang Y, Meng X, Zhang H, Cai Y, et al. An innovative strategy 
to enhance the ensiling quality and methane production of excessively 
wilted wheat straw: using acetic acid or hetero-fermentative lactic acid 
bacterial community as additives. Waste Manag. 2022;149:11–20.

 34. Li X, Chen F, Wang X, Xiong Y, Liu Z, Lin Y, et al. Innovative utilization of 
herbal residues: exploring the diversity of mechanisms beneficial to 
regulate anaerobic fermentation of alfalfa. Bioresour Technol. 2022;360: 
127429.

 35. Li P, Zhao W, Yan L, Chen L, Chen Y, Gou W, et al. Inclusion of abandoned 
rhubarb stalk enhanced anaerobic fermentation of alfalfa on the Qinghai 
Tibetan Plateau. Bioresour Technol. 2022;347: 126347.

 36. Wang Y-L, Wang W-K, Wu Q-C, Zhang F, Li W-J, Yang Z-M, et al. The effect 
of different lactic acid bacteria inoculants on silage quality, phenolic acid 
profiles, bacterial community and in vitro rumen fermentation character-
istic of whole corn silage. Fermentation. 2022;8:285.

 37. Cerrato-Sánchez M, Calsamiglia S, Ferret A. Effect of the magnitude of the 
decrease of rumen pH on rumen fermentation in a dual-flow continuous 
culture system1. J Anim Sci. 2008;86:378–83.

 38. Bai J, Ding Z, Ke W, Xu D, Wang M, Huang W, et al. Different lactic acid 
bacteria and their combinations regulated the fermentation process of 
ensiled alfalfa: ensiling characteristics, dynamics of bacterial community 
and their functional shifts. Microb Biotechnol. 2021;14:1171–82.

 39. Du S, You S, Sun L, Wang X, Jia Y, Zhou Y. Effects of replacing alfalfa hay 
with native grass hay in pelleted total mixed ration on physicochemi-
cal parameters, fatty acid profile, and rumen microbiota in lamb. Front 
Microbiol. 2022. https:// doi. org/ 10. 3389/ fmicb. 2022. 861025.

 40. Egan AR. Host animal–rumen relationships. Proc Nutr Soc. 1980;39:79–87.
 41. Raffrenato E. Physical, chemical and kinetic factors associated with fiber 

digestibility in ruminants and models describing these relationships. 
2011.

 42. Khan NA, Yu P, Ali M, Cone JW, Hendriks WH. Nutritive value of maize 
silage in relation to dairy cow performance and milk quality. J Sci Food 
Agric. 2015;95:238–52.

 43. Jung S-J, Kim S-H, Chung I-M. Comparison of lignin, cellulose, and hemi-
cellulose contents for biofuels utilization among 4 types of lignocellulosic 
crops. Biomass Bioenergy. 2015;83:322–7.

 44. Niu D, Yu C, Zheng M, Ren J, Li C, Xu C. Effects of ensiling on Irpex lacteus 
fermentation in wheat straw: chemical composition, in vitro rumen 
digestibility, and fungal community. Anim Feed Sci Technol. 2022;292: 
115433.

 45. Tian S-Q, Zhao R-Y, Chen Z-C. Review of the pretreatment and biocon-
version of lignocellulosic biomass from wheat straw materials. Renew 
Sustain Energy Rev. 2018;91:483–9.

 46. Huang W, Yu W, Yi B, Raman E, Yang J, Hammel KE, et al. Contrasting geo-
chemical and fungal controls on decomposition of lignin and soil carbon 
at continental scale. Nat Commun. 2023;14:2227.

 47. Bhat MK, Hazlewood GP. Enzymology and other characteristics of cel-
lulases and xylanases. In: Enzymes in farm animal nutrition. Wallingford: 
CABI Publishing; 2001. p. 11–60.

 48. Wayne Polley H, Wilsey BJ, Derner JD. Dominant species constrain effects 
of species diversity on temporal variability in biomass production of 
tallgrass prairie. Oikos. 2007;116:2044–52.

 49. Eldridge DJ, Delgado-Baquerizo M, Travers SK, Val J, Oliver I, Hamonts 
K, et al. Competition drives the response of soil microbial diversity to 
increased grazing by vertebrate herbivores. Ecology. 2017;98:1922–31.

 50. Ogunade IM, Jiang Y, Pech Cervantes AA, Kim DH, Oliveira AS, Vyas D, 
et al. Bacterial diversity and composition of alfalfa silage as analyzed by 

Illumina MiSeq sequencing: effects of Escherichia coli O157:H7 and silage 
additives. J Dairy Sci. 2018;101:2048–59.

 51. Duniere L, Xu S, Long J, Elekwachi C, Wang Y, Turkington K, et al. Bacterial 
and fungal core microbiomes associated with small grain silages during 
ensiling and aerobic spoilage. BMC Microbiol. 2017;17:50.

 52. Woolford MK. The detrimental effects of air on silage. J Appl Bacteriol. 
1990;68:101–16.

 53. Wang T, Teng K, Cao Y, Shi W, Xuan Z, Zhou J, et al. Effects of Lactobacillus 
hilgardii 60TS-2, with or without homofermentative Lactobacillus plan-
tarum B90, on the aerobic stability, fermentation quality and microbial 
community dynamics in sugarcane top silage. Biores Technol. 2020;312: 
123600.

 54. Li M, Lv R, Zhang L, Zi X, Zhou H, Tang J. Melatonin is a promising silage 
additive: evidence from microbiota and metabolites. Front Microbiol. 
2021. https:// doi. org/ 10. 3389/ fmicb. 2021. 670764.

 55. Clark TC, Tinsley J, Sigholt T, Macqueen DJ, Martin SAM. Arginine, orni-
thine and citrulline supplementation in rainbow trout: free amino acid 
dynamics and gene expression responses to bacterial infection. Fish 
Shellfish Immunol. 2020;98:374–90.

 56. Inoue Y, Danshiitsoodol N, Noda M, Hagihara K, Sugiyama M. Fermenta-
tion in pineapple juice significantly enhances ornithine and citrulline 
production in Lactococcus lactis MSC-3G isolated from sugarcane. Micro-
organisms. 2022;10:962.

 57. Xia G, Wu C, Zhang M, Yang F, Chen C, Hao J. The metabolome and 
bacterial composition of high-moisture Italian ryegrass silage inoculated 
with lactic acid bacteria during ensiling. Biotechnol Biofuels Bioprod. 
2023;16:91.

 58. Antiabong JF, Jardine D, Boardman W, Brown MH, Ball AS. A molecular 
ecological approach to the detection and designation of the etio-
logical agents of a model polymicrobial disease. J VET Diagn Invest. 
2013;25:467–72.

 59. Whiting GC. Organic acid metabolism of yeasts during fermentation of 
alcoholic beverages—a review. J Inst Brew. 1976;82:84–92.

 60. Broberg A, Jacobsson K, Ström K, Schnürer J. Metabolite profiles of lactic 
acid bacteria in grass silage. Appl Environ Microbiol. 2007;73:5547–52.

 61. Ning T, Wang H, Zheng M, Niu D, Zuo S, Xu C. Effects of microbial 
enzymes on starch and hemicellulose degradation in total mixed ration 
silages. Asian Australas J Anim Sci. 2017;30:171.

 62. Shah AA, Liu Z, Qian C, Wu J, Zhong X, Kalsoom U-E. Effect of endophytic 
Bacillus megaterium colonization on structure strengthening, microbial 
community, chemical composition and stabilization properties of hybrid 
Pennisetum. J Sci Food Agric. 2020;100:1164–73.

 63. Cheong JZA, Johnson CJ, Wan H, Liu A, Kernien JF, Gibson ALF, et al. 
Priority effects dictate community structure and alter virulence of fungal-
bacterial biofilms. ISME J. 2021;15:2012–27.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://www.cambridge.org/core/books/structural-equation-modeling-and-natural-systems/D05B2328107F91AF772182F3AF88EB12
https://www.cambridge.org/core/books/structural-equation-modeling-and-natural-systems/D05B2328107F91AF772182F3AF88EB12
https://www.cambridge.org/core/books/structural-equation-modeling-and-natural-systems/D05B2328107F91AF772182F3AF88EB12
https://doi.org/10.3389/fmicb.2022.861025
https://doi.org/10.3389/fmicb.2021.670764

	Novel mechanistic understanding that Lactiplantibacillus plantarum is more capable of improving the ensiling performance of wheat straw silage than xylanase by driving certain key metabolites
	Abstract 
	Introduction
	Materials and methods
	Substrate and silage
	Ensiling performance and nutritive values analyses
	Microbial analysis
	Metabolites profiles analyses
	Statistical analysis

	Result
	Chemical characteristics and microbial population of raw materials
	Fermentation quality of different treatments
	Bacterial community of wheat straw silage
	Metabolomic profiles
	Lactobacillus-driven fermentation quality of wheat straw

	Discussion
	Conclusion
	References


