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Effects of dietary forage 
to concentrate ratio on nutrient 
digestibility, ruminal fermentation 
and rumen bacterial composition 
in Angus cows
Hao Chen1, Chunjie Wang2, Simujide Huasai1 & Aorigele Chen1*

This study evaluated effects of dietary forage to concentrate ratio (F:C) on the body weight, 
digestibility, ruminal fermentation and rumen bacterial composition in Angus cows. Three diets 
with different F:C (LCD: 65:35, MCD:50:50, and HCD: 35:65) were fed to ninety Angus cows 
(3.2 ± 0.18 years old, 387.2 ± 22.6 kg). The average daily gain (ADG) and ammonia nitrogen 
concentration increased (P = 0.039 and P = 0.026, respectively), whereas the acetate to propionate 
ratio (P = 0.027) and the neutral detergent fiber (NDF) digestibility decreased with increasing 
concentrate level. The acetate concentration and ruminal pH (P = 0.033 and P = 0.029, respectively) 
decreased by feeding HCD diet. Serum amyloid A (SAA), C-reactive protein (CRP), haptoglobin (Hp) 
and lipopolysaccharide binding protein (LBP) increased under the HCD. The relative abundances 
of Bacteroidetes, Fibrobacterota, Prevotella and Prevotellaceae UCG-003 decreased, whereas the 
relative abundances of Ruminococcaceae NK4A214 group, Saccharofermentans and Spirochaetota 
increased with increasing dietary concentrate level. Our study provides a better understanding of 
rumen fermentation parameters and microbiota under a wide range of dietary F:C ratios, supporting 
the potential dietary manipulation of microbes, which could enhance feed digestibility associated with 
cow rearing.

Nutrition status is one of the main factors influencing the reproductive performance of beef cows1, poor nutri-
tional status results in an extended postpartum interval (PPI) and leads to a decreased likelihood of conception2. 
The national research council has concluded that the interval from calving to first estrus and pregnancy rate in 
healthy beef cows were related to the body condition score at parturition and postnatal nutrition3,4.

Houghton et al. found that providing high-energy feedstuffs to cows is necessary to minimize the postpartum 
interval and optimize conception rates5. In practical feedlot industry, feeding high-concentrate diets to ruminants 
is a common strategy to meet the high energy requirements and improve cost efficiency. A major challenge in the 
current ruminant feeding systems is how to reconcile feeding of large amounts of cereal grains that support high-
production performance with rumen and body health. Compared with low-concentrate diets, high-concentrate 
diets can be rapidly fermented by ruminal microorganisms to produce short-chain fatty acids (SCFAs), especially 
propionate and butyrate, which are conducive to enhancing growth performance and improving feed efficiency6,7. 
However, goats fed a diet with 60% concentrate compared to 30% spent less time ruminating during the hours fol-
lowing meal distribution8. Moreover, dairy cows fed high-concentrate diets showed lower digestibility of dietary 
fiber9, as was also observed in goats10. This result is associated with the accumulation of volatile fatty acids in the 
rumen, which would reduce buffering capacity and lead to rapid ruminal pH reduction11.

Previous studies have shown that prolonged low ruminal pH will lead to increased release of lipopolysac-
charides (LPS) in the rumen, which could stimulate the release of proinflammatory cytokines by translocating 
from the gastrointestinal tract into blood circulation12,13. Moreover, high-grain diets also lead to a high incidence 
of metabolic disorders such as subacute ruminal acidosis (SARA)14, laminitis15 and fatty liver16.

This feeding pattern can also adversely affect both the composition and functionality of rumen microbiota17. 
Ruminants rely on their symbiosis with the microbiota in their rumen, as these microbes allow ruminants to 
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convert nonprotein nitrogen into protein, digest fiber and synthesize vitamins18,19. The critical nature of rumen 
bacterial balance is evident, as influences on rumen health as a consequence of changes in rumen bacterial com-
position and functionality are involved in the production, health and welfare of ruminants20,21. High-grain diets 
have a potent ability to reshape the rumen bacterial community in terms of altering the microbial composition at 
the phylum and genus levels, leading to a dysbiotic community and a potential loss of community function22–24. 
Numerous studies have reported that feeding high-grain diets to cattle reduces the richness, evenness, and 
diversity of the bacteria of the foregut and transforms these microbiotas into a less functional state.

The effects of a high-concentrate diet on rumen fermentation has been widely investigated with respect to the 
fattening of steers25,26, Holstein dairy cows27and goats 28. However, few comprehensive studies have focused on 
digestibility, ruminal fermentation and rumen bacterial composition in Angus cows. A better understanding of 
the ruminal fermentation variation and health status of cows fed diets with different concentrate levels can help 
to improve their welfare and feed efficiency. Therefore, the objective of this study was to investigate the effects of 
different forage-to-concentrate ratios on body weight, digestibility, ruminal fermentation and rumen bacterial 
composition in Angus cows. We hypothesized that the feed digestibility could be improved by increasing dietary 
concentrate, whereas cows received medium concentrate diet will under a better health status compared with 
cows receiving high concentrate diet.

Materials and methods
Ethics approval and consent to participate.  All the animal procedures were carried out according to 
the protocols approved by the College of Animal Science, Inner Mongolia Agricultural University, China, and we 
confirm that all methods were carried out in accordance with relevant guidelines and regulations. We confirm 
that the authors complied with the Animal Research Reporting of In Vivo Experiments (ARRIVE) guidelines29.

Animals, diets and management.  Ninety Angus cows (3.2 ± 0.18 years old, 387.2 ± 22.6 kg) with similar 
initial body weight were assigned to one of three forage to concentrate ratios (F:C): 35:65, 50:50 and 65:35 on a 
dry matter (DM) basis; the groups were named low concentrate diet (LCD), medium concentrate diet (MCD), 
and high concentrate diet (HCD), respectively. Corn silage and dry rice straw were used as forage resources. The 
cows were subjected to a 15-day adaptation period to the experimental diet. Before the adaptation period, cows 
were fed a basal total mixed ration (TMR) containing 35% concentrate on the farm. In the 15-day adaptation 
period, cows were then progressively switched from the basal TMR to their experimental TMR by increasing 
the proportion of the concentrate in the TMR by 5% or 10% every 5 d until the concentrate proportions of the 
experimental diets were achieved. Cows were individually fed a TMR twice daily at 08:00 and 18:00 h, with free 
access to diet and water. The ingredients and nutritional composition of the three diets are reported in Table 1.

Table 1.   Dietary ingredients and chemical composition (g/kg DM). 1 LCD, 35:65 concentrate:forage; MCD, 
50:50 concentrate:forage; HCD, 65:35 concentrate:forage; 2 Premix contained (per kg of premix): 420,000 IU 
of vitamin A, 110,000 IU of vitamin D3, 4,200 IU of vitamin E, 2620 mg of Fe, 155 g of Ca, 30 g of P, 820 mg 
of Cu, 1,800 mg of Mn, 3,500 mg of Zn, 30 mg of I, 35 mg of Se, and 22 mg of Co. 3 OM, organic matter; EE, 
ether extract; CP, crude protein; NDF, neutral detergent fiber; ADF, acid detergent fiber; NEm, net energy for 
maintenance; Ca, calcium; P, phosphorus. 4 Calculated.

Item

Group1

LCD MCD HCD

Ingredient, % of DM

Dry rice straw 41.50 26.50 11.50

Corn silage 23.50 23.50 23.50

Corn 18.35 24.87 36.32

Wheat bran 5.33 11.10 10.43

Soybean meal 9.52 12.23 16.45

CaHPO4 0.30 0.30 0.30

NaCl 0.50 0.50 0.50

Premix2 1.0 1.0 1.0

Total 100 100 100

Nutrient composition3

OM, % of DM 92.58 92.69 92.47

EE, % of DM 3.35 3.49 3.66

CP, % of DM 12.59 13.61 14.42

ADF, % of DM 25.43 20.70 14.62

NDF, % of DM 48.59 41.56 35.01

NEm,4 MJ/kg DM 8.42 9.67 10.91

Ca, % of DM 0.61 0.68 0.63

P, % of DM 0.32 0.35 0.37
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Apparent total tract nutrient digestibility and feed intake.  Following the adaptation period, cows 
were confined for 60 days. Feed intake data were collected daily. Total mixed ration samples of the 3 experimen-
tal diets were collected once per week and stored at − 20 °C to determine nutrient composition. Fecal samples 
were collected from the rectum from day 55 through day 57 during the trial. For each cow, a 150 g fecal sample 
was mixed with 20 mL of 10% H2SO4 and immediately stored at − 20 °C for digestibility determination. The fecal 
samples were analyzed for dry matter (DM; 934.01), ether extract (EE; 920.39), crude protein (CP; 984.13), ash 
(942.05), calcium (Ca; 935.13), and total phosphorus (TP; 946.06) according to AOAC methods30. The NDF 
and ADF were analyzed following the methods31, NDF was determined with heat-stable amylase and sodium 
sulphite addition and expressed inclusive of residual ash, and ADF was determined and expressed inclusive of 
residual ash. Acid-insoluble ash was assayed using the method described by Van Keulen and Young 32. The equa-
tion used for digestibility calculation was: ND (%) = 100 − (A/B × C/D) × 100, where ND = nutrient digestibility, 
A = AIA content in feed, B = AIA content in feces, C = nutrient content in feces, and D = nutrient content in feed.

Blood sampling and analysis.  Six cows are randomly selected from each group, and blood samples are 
collected from these animals each time. Blood samples (15 mL) were collected by jugular venipuncture into hep-
arinized tubes before the morning feed allowance on days 20, 40 and 60. They were immediately centrifuged at 
3,000 × g for 15 min at 4 °C to harvest plasma, which was stored at − 20 °C for further analysis. The concentrations 
of plasma interleukin-1β (IL-1β), interleukin-6 (IL-6), interleukin-8 (IL-8) and tumor necrosis factor-α (TNF-
α), lipopolysaccharide binding protein (LBP), haptoglobin (Hp), serum amyloid A (SAA) and C-reactive protein 
(CRP) were determined by bovine ELISA kits (Beijing Sino-uk Institute of Biological Technology) according to 
the manufacturer’s instructions. The LPS concentrations in the rumen fluid and plasma were determined using 
an ELISA kit purchased from Shanghai Sinobest Biotechnology Co., Ltd. (Shanghai, China) according to the 
manufacturer’s instructions.

Ruminal sampling and analysis.  Rumen fluid samples were collected from the 18 cows (consistent with 
blood sample collection). Ruminal fluid samples were collected 3 h after the morning feeding on day 60, as 
described methods, ruminal fluid samples were collected by an esophageal tube equipped with a strainer and a 
syringe, to avoid contamination by saliva, the initial rumen fluid collected was discarded, approximately 200 mL 
of rumen fluid was collected of each cow34. Rumen fluid samples were detemined immediately for the pH value. 
Then, the filtrate was centrifuged at 10,000 × g for 15 min. In addition, approximately 10 mL of rumen fluid sam-
ples were acidified with 2.5 mL of 25% HPO3 for the quantification of NH3-N35. The quantitation of VFAs was 
performed as described in a previous study. The quantitation of VFAs was performed according to Tian et al33. 
The remaining ruminal fluid samples were transferred into sterile and pyrogen-free centrifuge tubes, and was 
immediately frozen in liquid nitrogen and stored at − 80 °C for further genomic DNA extraction.

DNA Extraction, 16S rRNA Gene Amplicon and Sequencing.  After bead-beating and incubating at 
90 °C for 10 min, total ruminal fluid DNA was extracted from the ruminal fluid samples using the E.Z.N.A.® soil 
DNA Kit (Omega Bio-tek, Norcross, GA, U.S.) according to manufacturer’s instructions. The DNA extract was 
checked on 1% agarose gel, and DNA concentration and purity were determined with NanoDrop 2000 UV–vis 
spectrophotometer (Thermo Scientific, Wilmington, USA), and the protocol has been previously described in 
detail36. The hypervariable region V3-V4 of the bacterial 16S rRNA gene were amplified with primer pairs 338F 
(5’-ACT​CCT​ACG​GGA​GGC​AGC​AG-3’) and 806R(5’-GGA​CTA​CHVGGG​TWT​CTAAT-3’)34. The PCR ampli-
fication of 16S rRNA gene was performed as follows: initial denaturation at 95 °C for 3 min, followed by 27 cycles 
of denaturing at 95 °C for 30 s, annealing at 55 °C for 30 s and extension at 72 °C for 45 s, and single extension at 
72 °C for 10 min, and end at 4 °C33. The PCR mixtures contain 5 × TransStart FastPfu buffer 4 μL, 2.5 mM dNTPs 
2 μL , forward primer (5 μM) 0.8 μL, reverse primer (5 μM) 0.8 μL, TransStart FastPfu DNA Polymerase 0.4 μL, 
template DNA 10 ng, and finally ddH2O up to 20 μL. PCR reactions were performed in triplicate33. The PCR 
product was extracted from 2% agarose gel and purified using the AxyPrep DNA Gel Extraction Kit (Axygen 
Biosciences, Union City, CA, USA) according to manufacturer’s instructions and quantified using Quantus™ 
Fluorometer (Promega, USA). Purified amplicons were pooled in equimolar and paired-end sequenced on an 
Illumina MiSeq PE300 platform/NovaSeq PE250 platform (Illumina, San Diego,USA) according to the standard 
protocols37.

The raw 16S rRNA gene sequencing reads were demultiplexed, quality-filtered by fastp version 0.20.0 and 
merged by FLASH version 1.2.7 with the following criteria: (i) the 300 bp reads were truncated at any site receiv-
ing an average quality score of < 20 over a 50 bp sliding window, and the truncated reads shorter than 50 bp were 
discarded, reads containing ambiguous characters were also discarded38; (ii) only overlapping sequences longer 
than 10 bp were assembled according to their overlapped sequence. The maximum mismatch ratio of overlap 
region is 0.2. Reads that could not be assembled were discarded34; (iii) Samples were distinguished according 
to the barcode and primers, and the sequence direction was adjusted, exact barcode matching, 2 nucleotide 
mismatch in primer matching38.

Operational taxonomic units (OTUs) with 97% similarity cutoff were clustered using UPARSE version 7.139, 
and chimeric sequences were identified and removed40. The taxonomy of each OTU representative sequence was 
analyzed by RDP Classifier version 2.2 against the 16S rRNA database (Silva v138) using confidence threshold 
of 0.741.

Statistical analysis.  Significant analyses was performed by using SPSS software (SPSS v. 21, SPSS Inc.; 
Chicago, IL, USA). Significance analyses of the ADG, DMI, plasma concentration, pH and rumen fermentation 
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parameters in diets with different dietary F:C ratios were conducted by using one-way ANOVA in SPSS. Signifi-
cant differences are presented at the level of P < 0.05.

Results
Dry matter intake, average daily gain and apparent nutrient digestibility.  DMI, ADG and 
apparent nutrient digestibility data are shown in Table 2. DMI and DM digestibility increased with increasing 
concentrate proportion in the diet (P = 0.039 and P = 0.015, respectively). The ADG in the LCD group was the 
lowest among the experimental diets (P = 0.018). Compared with the LCD group, the HCD group had increased 
digestibility of OM and CP (P < 0.001) . Moreover, the HCD group had decreased (P = 0.036) the digestibility of 
NDF relative to the other groups.

Ruminal fermentation.  As shown in Table 3, compared with the LCD group, the HCD and MCD groups 
had increased ammonia nitrogen (P = 0.026), butyrate (P < 0.001) and isovalerate (P = 0.016) concentrations in 
ruminal fluid. Moreover, the HCD group had increased (P = 0.021) propionate concentrations and decreased 
acetate (P = 0.033) concentrations in ruminal fluid relative to those of the LCD group. The acetate to propion-
ate ratio decreased (P = 0.027) with the increasing concentrate proportions in the diet. The HCD group had 
decreased (P = 0.029) ruminal pH relative to the other groups.

Inflammatory response.  As shown in Table  4, plasma acute phase proteins (APPs) were increased by 
high dietary concentrate level. Compared with the LCD and MCD groups, the HCD group had increased CRP 
(P = 0.036), SAA (P < 0.001), Hp (P < 0.001) and LPS (P < 0.001) concentrations in plasma. Moreover, the HCD 
group had increased LBP (P = 0.011) concentrations in plasma relative to the LCD group.

Bacterial abundance and diversity analysis.  A total of 948,462 quality-checked sequences were 
obtained from all 18 samples, and 48,331—63,456 sequences were returned for each sample. After OTU picking 
and chimera checking, a total of 2,959 OTUs were calculated for all the samples at 3% dissimilarity. Good’s cover-

Table 2.   Effect of different dietary levels of concentrate on intake, average daily gain and digestibility in Angus 
cows. a,b,c Means bearing different superscripts in the same row differ significantly (P < 0.05). 1 LCD, 35:65 
concentrate:forage; MCD, 50:50 concentrate:forage; HCD, 65:35 concentrate:forage;

Items

Diets1

LCD MCD HCD P-value

Dry matter intake (DMI), kg/d 8.36 ± 0.26c 9.51 ± 0.22b 10.59 ± 0.31a 0.039

Average daily gain, kg/d 0.74 ± 0.092b 1.03 ± 0.017a 1.12 ± 0.075a 0.018

Nutrient digestibility, %

Dry matter 62.5 ± 2.86c 68.3 ± 1.61b 73.0 ± 3.74a 0.015

Organic matter 59.1 ± 3.81b 63.4 ± 2.93ab 67.3 ± 4.76a  < 0.001

Crude protein 53.5 ± 1.09c 57.3 ± 0.86ac 62.7 ± 1.17a  < 0.001

Ether extract 59.0 ± 3.72 57.2 ± 2.33 61.0 ± 3.82 0.426

Acid detergent fiber 64.6 ± 5.78 64.2 ± 2.69 62.8 ± 2.01 0.581

Neutral detergent fiber 66.9 ± 2.07a 63.1 ± 3.53a 58.5 ± 1.66b 0.036

Table 3.   Effect of different dietary levels of concentrate on rumen fermentation in Angus cows. a,b,c Means 
bearing different superscripts in the same row differ significantly (P < 0.05). 1  LCD, 35:65 concentrate:forage; 
MCD, 50:50 concentrate:forage; HCD, 65:35 concentrate:forage;

Items

Diets1

LCD MCD HCD P

Ammonia nitrogen (mg/dL) 8.39 ± 0.86b 10.67 ± 1.15a 11.41 ± 0.67a 0.026

Acetate 62.69 ± 5.82a 57.27 ± 9.13ab 54.11 ± 4.21b 0.033

Propionate 12.87 ± 1.26b 15.36 ± 1.75ab 18.15 ± 2.81a 0.021

Butyrate 7.56 ± 0.50b 12.15 ± 0.69a 13.68 ± 1.33a  < 0.001

isobutyric acid 0.55 ± 0.09 0.59 ± 0.06 0.62 ± 0.12 0.819

Valerate 1.72 ± 0.13b 1.96 ± 0.08b 2.38 ± 0.17a 0.375

Isovalerate 1.76 ± 0.03b 2.14 ± 0.09a 2.27 ± 0.05a 0.016

Total volatile fatty acids (mmol/L) 87.25 ± 8.57 89.47 ± 10.22 91.21 ± 4.35 0.623

Acetate to propionate ratio (A:P) 4.87 ± 0.03a 3.73 ± 0.02b 2.98 ± 0.04c 0.027

pH 6.62 ± 0.21a 6.57 ± 0.19a 6.08 ± 0.32b 0.029
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ages for all samples exceeded 99%, which indicated the accuracy and reproducibility of the sequencing. Accord-
ing to the Chao1 value and Shannon index, the HCD group supported significantly less diversity (P < 0.01) than 
the LCD group based on the Shannon index (Fig. 1A). Chao1 value analysis indicated a similar tendency of 
richness (Fig. 1B).

Taxonomic analysis of the reads revealed the presence of 22 bacterial phyla. Among these phyla, Bacteroidetes 
and Firmicutes had relatively high abundances, with mean abundance levels of 47.2 ± 3.1% (mean ± standard 
error of the mean) and 42.3 ± 2.7%, respectively (Fig. 2A). At the genus level, 216 genera were identified in the 
cow rumen samples. The predominant genera were the Rikenellaceae RC9 gut group (10.52 ± 1.2%), Prevotella 
(9.78 ± 1.6%), the Christensenellaceae R-7 group (2.43 ± 0.6%), unclassified Ruminococcaceae (4.67 ± 0.8%), 
Prevotellaceae UCG-003 (3.16 ± 0.3%) and the Ruminococcaceae NK4A214 group (4.52 ± 0.6%) (Fig. 2B).

With increasing dietary concentrate levels, we observed a profound change in rumen microbial composition 
at the phylum and genus levels (Fig. 3A). The dietary concentrate level showed a statistically significant effect on 
the relative abundance of Firmicutes (P = 0.003), which increased with dietary concentrate level and became the 
most abundant phylum in samples from the HCD group. By contrast, the relative abundances of Bacteroidetes 
and Fibrobacterota decreased with dietary concentrate level and were less abundant (P = 0.028 and P = 0.012, 
respectively) in samples from the HCD group compared with the LCD group. Spirochaetota was decreased 
(P = 0.035) in the HCD group. In this study, we found that the relative abundances of genera were also affected 
by dietary concentrate levels (Fig. 3B). With increasing dietary concentrate levels, the relative abundances of 
unclassified Ruminococcaceae, Ruminococcaceae NK4A214 group, Saccharofementans, and Clostridium signifi-
cantly increased; however, the relative abundance of Prevotella and Prevotellaceae UCG-003 declined (P = 0.029 
and P = 0.007, respectively).

Table 4.   Effect of different dietary levels of concentrate on blood parameters in Angus cows. 
CRP = C-reactive protein; Hp = haptoglobin; SAA = serum amyloid A; LBP = LPS-binding protein; ruminal 
LPS = lipopolysaccharide in ruminal fluid; plasma LPS = plasma lipopolysaccharide; a,b,c Means bearing different 
superscripts in the same row differ significantly (P < 0.05). 1 LCD, 35:65 concentrate:forage; MCD, 50:50 
concentrate:forage; HCD, 65:35 concentrate:forage.

Items

Diets1

LCD MCD HCD P-value

CRP mg/L 8.18 ± 0.21b 8.43 ± 0.19b 11.05 ± 0.57a 0.014

Hp ng/mL 179.6 ± 12.60b 194.09 ± 17.82b 271.67 ± 32.19a  < 0.001

SAA ug/mL 5.53 ± 0.25b 6.09 ± 0.22b 7.28 ± 0.38a  < 0.001

LBP μmol/L 143.24 ± 19.67b 151.52 ± 18.53ab 195.65 ± 27.29a 0.011

Ruminal LPS EU/mL 19,824.67 ± 1529.63c 23,537.32 ± 1670.11b 36,183.28 ± 2432.28a  < 0.001

Plasma LPS EU/mL 0.23 ± 0.02b 0.28 ± 0.03b 0.49 ± 0.06a  < 0.001
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Figure 1.   Differences in ruminal bacterial diversity and richness between cows fed diets with different 
forage to concentrate ratios. Bacterial diversity was estimated by Shannon index (A). Bacterial richness 
estimated by the Chao1 value (B). LCD, 35:65 concentrate:forage; MCD, 50:50 concentrate:forage; HCD, 65:35 
concentrate:forage; Asterisks indicate significant difference between the groups (P < 0.01).
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Discussion
It is generally accepted that changing the level of concentrate in ruminant diets can significantly affect the DMI 
and nutrient digestibility42. In the present study, the DMI increased significantly with increasing concentrate 
levels. This may be due to the high content of structural carbohydrates such as cellulose and hemicellulose in 
roughage, which reduces the flow rate of chyme in the digestive tract of beef cattle and inhibits feed intake43. 
Increasing the proportion of concentrate can effectively improve the palatability of the diet and accelerate the 
flow rate of chyme, which effectively increases the feed intake of beef cattle44. However, a high-concentrate diet 
reduced the DMI of fattening beef cattle45. This may have been due to the high body fat content of fattening beef 
cattle; scholars have observed a close negative correlation between body fat content and DMI in beef cattle46, and 
the research objects in this experiment were lean cows with low body fat. The difference in body fat of beef cattle 
between the two experiments may explain the difference in the effect of the high-concentrate feed on the DMI.
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Figure 2.   Phylum-level (A) and genera-level (B) composition of the rumen microbiome. Color-coded bar plot 
showing the average bacterial phylum or genera distribution across the different groups that were sampled. LCD, 
35:65 concentrate:forage; MCD, 50:50 concentrate:forage; HCD, 65:35 concentrate:forage;
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In line with the increase in DMI, the intake of digestible energy, organic matter and crude protein increased 
with increasing dietary concentrate levels, while the intake of NDF and ADF decreased. This is due to the increase 
in DMI, and the intake of nutrients is determined by the DMI. The contents of digestible energy, OM and CP 
in the concentrate were higher than those in the roughage, while the contents of NDF and ADF were lower. 
Therefore, with the increase in dietary concentrate level, the nutrient intake of experimental cows in this study 
showed the above changes. Concentrates can provide more nutrients for the growth of rumen microorganisms 
and promote rumen fermentation. Therefore, increasing concentrate levels in the diet usually has a positive effect 
on nutrient digestibility. Consistent with the previous results47, the significantly increased digestibility of DM, 
OM and CP was present in cows fed high-concentrate diet. In recent years, similar results from goats and buf-
falos have been reported48,49. The reason for improving the nutrient digestibility of beef cattle by increasing the 
concentrate level may be that the concentrate contains a large amount of nonfibrous carbohydrates, which can 
be rapidly fermented by rumen microorganisms, thus improving nutrient digestibility. According to the current 
study, digestibility of NDF in the HCD group was significantly lower than that in the LCD and MCD groups. 
As previously observed, the decrease in rumen pH caused by a high grain diet could reduce the digestibility of 
NDF50. The current study indicates that the rumen pH of the HCD group was significantly lower than that of the 
other two groups. In this study, the ADG of cows increased significantly with the increase of dietary concentrate 
level, and the increase of DMI partly explained the reason for the increase of daily gain. In addition, a large 
number of nonfibrous carbohydrates in the concentrate could be rapidly fermented by rumen microorganisms 
to produce a large number of SCFAs and improve the nutrient digestibility, which had a positive effect on the 
improvement of growth performance of beef cattle.

Figure 3.   Changes in the relative abundance of (A) the most dominant phylum and (B) the most dominant 
genera in the rumen microbial community of cows with different F:C ratios diets. Boxes with a different letter 
are significantly different at P < 0.05 or P < 0.1 (Firmicutes) by t-test analyses. LCD, 35:65 concentrate:forage; 
MCD, 50:50 concentrate:forage; HCD, 65:35 concentrate:forage.
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pH value, NH3-N levels and VFA concentration are the main internal environmental indicators of rumen 
fermentation51. In this study, increases in the dietary concentrate level significantly decreased the ruminal pH, 
which might be due to greater starch intake. The pH for cows fed the low F:C diet (pH = 6.08) in the present 
study compared with cows fed barley-based diets (pH < 5.8) also confirms the lower risk of subacute ruminal 
acidosis for dairy cows fed corn- versus barley-based diets because of the lower digestion rate of corn starch52. In 
our study, increases in the dietary concentrate level did not influence the total volatile fatty acid concentration, 
which could be due to the ability of the rumen system to adapt to changing dietary concentrate level through 
the self-adjustment of rumen microorganisms. Furthermore, HCD diets reduced acetate concentrations but 
significantly increased the propionate proportions, thereby resulting in a significant reduction in the A:P ratio. 
Consistent with many previous studies14,48,53, our study confirmed that feeding a HCD diet shifted the fermenta-
tion pattern from acetate to propionate. A decrease in the A:P ratio reflects an improvement in the feed energy 
utilization efficiency54. This could explain the higher growth performance observed in the current experiment, 
since propionate and butyrate are conducive to enhancing growth performance. The ruminal NH3-N concentra-
tion is mainly determined by the rate of nitrogen decomposition and ammonia absorption and utilization by 
rumen microorganisms55. In the current study, HCD diets elevated NH3-N concentrations, which is consistent 
with the former study26. The higher ruminal NH3-N concentration might be explained by the intake of nitrogen 
being greater with low versus high F:C diets.

Lipopolysaccharides are the degradation products of rumen bacteria, as many microbial species are not able 
to survive at low pH and undergo widespread lysis56. Yang et al. indicated that the ruminal LPS concentrations of 
beef steers increased with an increase in concentrate in the diet57. In the current study, markedly greater concen-
trations of rumen LPS were observed with increasing dietary grain levels, which is consistent with the previous 
research58. A lower ruminal pH can result in greater death of gram-negative bacteria and the excessive release 
of LPS. Previous research showed that LPS could be translocated from the rumen epithelium into the blood and 
ultimately induce inflammatory responses in the body15, such as increased proinflammatory cytokine release 
and APP production16,32. Moreover, Gozho et al.59 reported that a high-grain diet led to a significant increase in 
rumen fluid LPS concentration as well as plasma concentrations of SAA and Hp, which was observed in the HCD 
groups in the current study. Hepatic and Kupffer cells could breakdown LPS and subsequently be excreted60. In 
this study, we did not detect an increasing LPS concentration in cows from MCD compared with LCD, which 
may be due to the clearing capacity of the liver cells, and the translocated LPS was degraded in the liver18.

With increasing dietary concentrate levels, the richness and diversity of the ruminal bacteria deeply decreased, 
as recorded by other authors where high-grain diets were fed to cattle55,61. This finding might be due to the 
higher level fermentable substrate present in the MCD and HCD diets. Firmicutes and Bacteroidetes were the 
most abundant phyla in digesta of the ruminal fluid of cattle; together, they represented between 76.0 and 96.1% 
of bacteria in these digesta12,54. In the current study, Firmicutes and Bacteroidetes were the dominant phyla, 
accounting for approximately 90% of the total bacterial population, and were affected by dietary treatment. 
Previous studies observed a decrease in Bacteroidetes and an increase in Firmicutes in the rumen after excessive 
grain feeding62. In contrast, Hua et al.63 found that these two phyla were not affected by dietary treatment, which 
may be due to the susceptibility of ruminants and the resilience of the bacteria to dietary changes. Compared 
with the members of the phylum Firmicutes, the members of phylum Bacteroidetes had higher mean glycoside 
hydrolase (GH) and polysaccharide lyase (PL) genes per genome as well as a greater range of GHs and PLs, so the 
phylum Bacteroidetes is the primary degrader of complex polysaccharides in the plant cell wall64. As ruminants 
rely on GHs and PLs for efficient degradation and digestion of fiber, a high-concentrate diet leads to an undesir-
able increase in the Firmicutes to Bacteroidetes ratio in the digesta55.

In grain-fed cattle, the relative abundances of the phylum Fibrobacter were decreased in the microbial com-
munities in the rumen20. In this study, the relative abundance of Fibrobacter decreased in the ruminal fluid of 
the HCD group compared with the other groups and resulting in an increase in the proportion of Firmicutes. 
Furthermore, the phylum Fibrobacteres is one of the major contributors to the free LPS pool in the rumen 
digesta, which may explain the higher LPS content in HCD group. High-grain feeding can also alter popula-
tions of pathogenic bacteria. Clostridium is a ubiquitous genus in the gastrointestinal tract, and some members 
of Clostridium sensu stricto are generally perceived as pathogenic65,66. In previous studies, the populations of 
pathogenic Escherichia coli and Clostridium perfringens in the rumen were commonly found to be associated 
with high-grain feeding7,21. In accordance with other studies, the abundance of Clostridium sensu stricto was 
increasing in the HCD cows, which might adversely affect ruminal health, although further investigation is 
needed. It is worth attention that in addition to these changes in classified bacteria, unclassified Ruminococcus 
was also significantly affected by the dietary treatments. The precise role of the unclassified bacteria is not clear, 
but they might have vital roles in nonstructural carbohydrate digestion.

It is acknowledged that Prevotella is the most abundant genus of Bacteroidetes, and can use a variety of 
substrates in the rumen7. In the present study, the abundance of the genus Prevotella were negatively correlated 
with the dietary concentrate level, which is in accordance with previous studies demonstrating that a high-grain 
diet lowers the relative abundance of Prevotella6,62. Although the relationship between the substrate and growth 
of Prevotella is not clear, a decrease in pH may affect the relative abundance of Prevotella. Previous studies have 
proved that Prevotellaceae UCG-003 was involved in glucose metabolism, producing acetic acids as the major 
fermentation end-products67,68. Thus, it makes sense that the genus Prevotellaceae UCG-003 presented at a higher 
level in the LCD group. A recent study showed that Ruminococcaceae NK4A214 was positively correlated with 
isobutyrate and isovalerate concentrationsyy51. In the present study, with the higher proportion of the genus 
Ruminococcaceae NK4A214 in the HCD group, which could explain the lower isovalerate concentration in the 
LCD group.
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Conclusions
In summary, our results clearly show that the different dietary F:C ratios affected the growth performance, 
rumen fermentation and blood parameters of Angus cows. Increasing the dietary concentrate feed level from 
35 to 65% exerted a positive effect on the DMI, BW gain, and gain rate of Angus cows. Moreover, low F:C ratios 
significantly increased ammonium nitrogen, reduced the A:P molar ratio and changed rumen fermentation from 
acetate fermentation to propionate fermentation. Angus cows fed 65% concentrate for barn feeding can result 
in higher LPS concentrations in ruminal fluid and plasma, which may adversely affect health status due to an 
increased risk of subacute ruminal acidosis. These findings support the potential for microbial manipulation by 
diet, which could enhance feed digestibility and health status associated with cow rearing.

Data availability
The data sets used and/or analyzed during the current study are available from the corresponding author on 
reasonable request.

Received: 14 May 2021; Accepted: 9 August 2021

References
	 1.	 Long, N. M. et al. Effects of early- to mid-gestational undernutrition with or without protein supplementation on offspring growth, 

carcass characteristics, and adipocyte size in beef cattle[J]. J. Anim. Sci. 90(1), 197–206 (2012).
	 2.	 Diskin, M. G. et al. Effects of nutrition and metabolic status on circulating hormones and ovarian follicle development in cattle[J]. 

Anim. Reprod. Sci. 78(3–4), 345–370 (2003).
	 3.	 Murphy, M. G. et al. Effect of dietary intake on pattern of growth of dominant follicles during the oestrous cycle in beef heifers[J]. 

J. Reprod. Fertil. 92(2), 333 (1991).
	 4.	 Burke, J.M., Hampton, J. H., Staples, C. R. & Thatcher, W. W. Body condition influences maintenance of a persistent first wave 

dominant follicle in dairy cattle. Theriogenology 49(4), 751–760 https://​doi.​org/​10.​1016/​S0093-​691X(98)​00024-7 (1998).
	 5.	 Houghton, P. L. et al. Effects of body composition, pre- and postpartum energy level and early weaning on reproductive perfor-

mance of beef cows and preweaning calf gain. J. Anim. Sci. 5, 1438–1446 (1990).
	 6.	 Kim, Y. H. et al. Changes in ruminal and reticular pH and bacterial communities in Holstein cattle fed a high-grain diet. BMC 

Vet. Res. 14, 310 (2018).
	 7.	 Plaizier, J. C. et al. Review: Enhancing gastrointestinal health in dairy cows. Animal 12, 399–418 (2018).
	 8.	 Desnoyers, M. et al. Effect of concentrate percentage on ruminal pH and time-budget in dairy goats. Animal 2, 1802–1808 (2008).
	 9.	 Wang, L. J., Zhang, G. N., Li, Y. & Zhang, Y. G. Effects of high forage/concentrate diet on volatile fatty acid production and the 

microorganisms involved in VFA production in Cow Rumen. Animals 10, 223 (2020).
	10.	 Barbosa, A. et al. Intake, digestibility, growth performance, and enteric methane emission of Brazilian semiarid non-descript breed 

goats fed diets with different forage to concentrate ratios. Trop. Animal Health Prod. 50, 283–289 (2018).
	11.	 Mccann, J. C. et al. Induction of subacute ruminal acidosis affects the ruminal microbiome and epithelium. Front. Microbiol. 7, 

701 (2016).
	12.	 Khafipour, E. et al. Effects of grain feeding on microbiota in the digestive tract of cattle. Anim. Front. 6, 13–19 (2016).
	13.	 Dong, G. Z., Liu, S. M., Wu, Y. X., Lei, C. L. & Zhang, S. Diet-induced bacterial immunogens in the gastrointestinal tract of dairy 

cows: Impacts on immunity and metabolism. Acta Vet. Scand. 53, 48 (2011).
	14.	 Abijaoudé, J. A., Morand-Fehr, P., Tessier, J., Schmidely, P. & Sauvant, D. Influence of forage: Concentrate ratio and type of starch in 

the diet on feeding behaviour, dietary preferences, digestion, metabolism and performance of dairy goats in mid lactation. Anim. 
Sci. 71, 359–368 (2000).

	15.	 Plaizier, J. C., Khafipour, E., Li, S., Gozho, G. N. & Krause, D. O. Subacute ruminal acidosis (SARA), endotoxins and health con-
sequences. Anim. Feed Sci. Technol. 172, 9–21 (2012).

	16.	 Dong, H. et al. Long-term effects of subacute ruminal acidosis (SARA) on milk quality and hepatic gene expression in lactating 
goats fed a high-concentrate diet. PLoS ONE 8, 850 (2013).

	17.	 Krause, D. O., Nagaraja, T. G., Wright, A. D. & Callaway, T. R. Board-invited review: Rumen microbiology: Leading the way in 
microbial ecology. J. Anim. Sci. 91(1), 331–341 (2013).

	18.	 Plaizier, J. C. et al. Changes in microbiota in rumen digesta and feces due to a grain-based subacute ruminal acidosis (SARA) 
challenge. Microb. Ecol. 74, 485–495 (2017).

	19.	 Zhang, R. Y. et al. Response of rumen microbiota, and metabolic profiles of rumen fluid, liver and serum of goats to high-grain 
diets. Animal 13(9), 1 (2019).

	20.	 Fernando, S. C. et al. Rumen microbial population dynamics during adaptation to a high-grain diet. Appl. Environ. Microbiol. 
76(22), 7482–7490 (2010).

	21.	 Khafipour, E., Plaizier, J. C., Aikman, P. C. & Krause, D. O. Population structure of rumen Escherichia coli associated with subacute 
ruminal acidosis (SARA) in dairy cattle. J. Dairy Sci. 94(1), 351–360 (2011).

	22.	 Khafipour, E., Li, S., Plaizier, J. C., Dowd, S. E. & Krause, D. O. Microbiome analysis of the rumen, cecum, and feces of dairy cows 
with subacute ruminal acidosis. J. Anim. Sci. 89, 489 (2011).

	23.	 Li, R. W., Connor, E. E., Li, C., Baldwin Vi, R. L. & Sparks, M. E. Characterization of the rumen microbiota of pre-ruminant calves 
using metagenomic tools. Environ. Microbiol. 14(1), 129–139 (2012).

	24.	 Russell, J. B. & Rychlik, J. L. Factors that alter rumen microbial ecology. Science 292(5519), 1119–1122 (2001).
	25.	 Costa-Roura, S. et al. Nutrient utilization efficiency, ruminal fermentation and microbial community in Holstein bulls fed con-

centrate-based diets with different forage source. Anim. Feed Sci. Technol. 269, 1 (2020).
	26.	 Granja-Salcedo, Y. T. et al. Effect of different levels of concentrate on ruminal microorganisms and rumen fermentation in Nellore 

steers. Arch. Anim. Nutr. 70, 17–32 (2016).
	27.	 Li, C., Beauchemin, K. A. & Yang, W. Z. Feeding diets varying in forage proportion and particle length to dairy cows: I: Effects on 

ruminal pH and fermentation, microbial protein synthesis, digestibility, and milk production. J. Dairy Sci. 103, 4340–4354 (2020).
	28.	 Kilkenny, C. et al. Improving bioscience research reporting: Te ARRIVE guidelines for reporting animal research. PLoS Biol. 8(6), 

e10000412 (2010).
	29.	 Liu, H. J. et al. Effect of dietary concentrate to forage ratio on growth performance, rumen fermentation and bacterial diversity of 

Tibetan sheep under barn feeding on the Qinghai-Tibetan plateau. PeerJ 7, e7462 (2019).
	30.	 AOAC (Association of Official Analytical Chemists), ,. Official Methods of Analysis 18th edn. (AOAC, 2006).
	31.	 Van Soest, P. J., Robertson, J. B. & Lewis, B. A. Methods for dietary fibre, and nonstarch polysaccharides in relation to animal 

nutrition. J. Dairy Sci. 74, 3583–3597 (1991).

https://doi.org/10.1016/S0093-691X(98)00024-7


10

Vol:.(1234567890)

Scientific Reports |        (2021) 11:17023  | https://doi.org/10.1038/s41598-021-96580-5

www.nature.com/scientificreports/

	32.	 Van Keulen, J. & Young, B. A. Evaluation of acid-insoluble ash as a natural marker in ruminant digestibility studies. J. Anim. Sci. 
44, 282–287 (1977).

	33.	 Tian, K. et al. Effects of dietary supplementation of inulin on rumen fermentation and bacterial microbiota, inflammatory response 
and growth performance in finishing beef steers fed high or low-concentrate diet. Anim. Feed Sci. Technol. 258, 1 (2019).

	34.	 Broderick, G. A. & Kang, J. H. Automated simultaneous determination of ammonia and total amino acids in ruminal fluid and 
in vitro media. J. Dairy Sci. 63, 64–75 (1980).

	35.	 Fan, Q., Wanapat, M. & Hou, F. Chemical composition of milk and rumen microbiome diversity of yak, impacting by herbage 
grown at difffferent phenological periods on the Qinghai-Tibet Plateau. Animals 10(6), 1 (2020).

	36.	 Magoč, T. & Salzberg, S. L. FLASH: Fast length adjustment of short reads to improve genome assemblies. Bioinformatics 27(21), 
2957–2963 (2011).

	37.	 Caporaso, J. G. et al. Ultra-high-throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms. ISME J. 
6, 1621–1624 (2012).

	38.	 Chen, S., Zhou, Y., Chen, Y. & Gu, J. fastp: An ultra-fast all-in-one FASTQ preprocessor. Bioinformatics 34(17), i884–i890 (2018).
	39.	 Edgar, R. C. UPARSE: highly accurate OTU sequences from microbial amplicon reads. Nat. Methods 10, 996 (2013).
	40.	 Stackebrandt, E. & Goebel, B. M. Taxonomic Note: A Place for DNA-DNA Reassociation and 16S rRNA Sequence Analysis in the 

Present Species Definition in Bacteriology[J]. Int. J. Syst. Bacteriol. 44(4), 846–849 (1994).
	41.	 Wang, Q., Garrity, G. M., Tiedje, J. M. & Cole, J. R. Naive Bayesian classifier for rapid assignment of rRNA sequences into the new 

bacterial taxonomy. Appl Environ Microbiol. 73(16), 5261–5267 (2007).
	42.	 Gizachew, A. Comparative feedlot performance of Washera and Horro sheep fed different roughage to concentrate ratio. (Haramaya 

University, 2012).
	43.	 Lovett, D. et al. Effect of forage/concentrate ratio and dietary coconut oil level on methane output and performance of finishing 

beef heifers. Livest. Prod. Sci. 84, 135–146 (2003).
	44.	 Allen, M. S. Physical constraints on voluntary intake of forages by ruminants. J. Anim. Sci. 74(12), 3063–3075 (1996).
	45.	 Lardy, G. P. et al. Effects of increasing level of supplemental barley on forage intake, digestibility, and ruminal fermentation in 

steers fed medium-quality grass hay. J. Anim. Sci. 82(12), 3662–3668 (2004).
	46.	 Fox, D. G., Sniffen, C. J. & Connor, J. D. Adjusting nutrient requirements of beef cattle for animal and environmental variations. 

J. Anim. Sci. 66, 1475–1495 (1988).
	47.	 Ribeiro, C. S. et al. Feeding increasing concentrate to Tifton 85 hay ratios modulated rumen fermentation and microbiota in Nel-

lore feedlot steers. J Agric Sci. 153, 1116–1127 (2015).
	48.	 Nampoothiri, V. M., Mohini, M. & Malla, B. A. Growth performance, and enteric and manure greenhouse gas emissions from 

Murrah calves fed diets with different forage to concentrate ratios. Anim. Nutr. 4, 215–221 (2018).
	49.	 Serment, A. et al. Effects of the percentage of concentrate on rumen fermentation, nutrient digestibility, plasma metabolites, and 

milk composition in mid-lactation goats. J. Dairy Sci. 94(8), 3960–3972 (2011).
	50.	 Moorby, J. M., Dewhurst, R. J., Evans, R. T. & Danelon, J. L. Effects of dairy cow diet forage proportion on duodenal nutrient supply 

and urinary purine derivative excretion. J Dairy Sci 89, 3552–3562 (2006).
	51.	 Liu, C. et al. Dynamic alterations in Yak Rumen bacteria community and metabolome characteristics in response to feed type. 

Front Microbiol 10, 1 (2019).
	52.	 Yang, W. Z. & Beauchemin, K. A. Altering physically effective fiber intake through forage proportion and particle length: chewing 

and rumen pH. J. Dairy Sci. 90, 2826–2838 (2007).
	53.	 Cerrillo, M. A., Russell, J. R. & Crump, M. H. The effects of hay maturity and forage to concentrate ratio on digestion kinetics in 

goats. Small Rumin. Res. 32, 51–60 (1999).
	54.	 Liu, J. H., Xu, T. T., Zhu, W. Y. & Mao, S. Y. High-grain feeding alters caecal bacterial microbiota composition and fermentation 

and results in caecal mucosal injury in goats. Br. J. Nutr. 112, 416–427 (2014).
	55.	 Li, S., Yoon, I., Scott, M., Khafipour, E. & Plaizier, J. C. Impact of Saccharomyces cerevisiae fermentation product and subacute 

ruminal acidosis on production, inflammation, and fermentation in the rumen and hindgut of dairy cows. Anim. Feed Sci. Technol. 
211, 50–60 (2016).

	56.	 Liu, J. H., Xu, T. T., Liu, Y. J., Zhu, W. Y. & Mao, S. Y. A high-grain diet causes massive disruption of ruminal epithelial tight junc-
tions in goats. American Journal of Physiology-Regulatory Integrative and Comparative Physiology 305, R232–R241 (2013).

	57.	 Yang, Y. et al. Rumen and plasma metabolomics profiling by UHPLC-QTOF/MS revealed metabolic alterations associated with a 
high-corn diet in beef steers. PLoS ONE 1, 8031 (2018).

	58.	 Zebeli, Q. & Ametaj, B. N. Relationships between rumen lipopolysaccharide and mediators of inflammatory response with milk 
fat production and efficiendy in dairy cows. J. Dairy Sci. 92(8), 3800–3809 (2009).

	59.	 Gozho, G. N., Krause, D. O. & Plaizier, J. C. Ruminal lipopolysac-charide concentration and inflammatory response during grain 
induced subacute ruminal acidosis in dairy cows. J. Dairy Sci. 90, 856–866 (2007).

	60.	 Satoh, M., Ando, S., Shinoda, T. & Yamazaki, M. Clearance of bacterial lipopolysaccharides and lipid A by the liver and the role 
of arginino-succinate synthase. Innate Immun. 14, 51–60 (2008).

	61.	 Petri, R., Forster, R., Yang, W., McKinnon, J. & McAllister, T. Characterization of rumen bacterial diversity and fermentation 
parameters in concentrate fed cattle with and without forage. J. Appl. Microbiol. 112(6), 1152–1162 (2012).

	62.	 Mao, S. Y., Zhang, R. Y., Wang, D. S. & Zhu, W. Y. Impact of subacute ruminal acidosis (SARA) adaptation on rumen microbiota 
in dairy cattle using pyr-osequencing. Anaerobe 24, 12–19 (2013).

	63.	 Hua, C. et al. Feeding a high concentration diet induces unhealthy alterations in the composition and metabolism of ruminal 
microbiota and host response in a goat model. Front. Microbiol. 8, 138 (2017).

	64.	 Meale, S. J. et al. Development of ruminal and fecal microbiomes are affected by weaning but not weaning strategy in dairy calves. 
Front. Microbiol. 7, 582 (2016).

	65.	 Dowd, S. E. et al. Evaluation of the bacterial diversity in the feces of cattle using 16S rDNA bacterial tag-encoded FLX amplicon 
pyrosequencing (bTEFAP). BMC Microbiol. 8, 125 (2008).

	66.	 Rajilic-Stojanovic, M. & de Vos, W. M. The first 1000 cultured species of the human gastrointestinal microbiota. FEMS Microbiol. 
Rev. 38, 996–1047 (2014).

	67.	 Purushe, J. et al. Comparative Genome Analysis of Prevotella ruminicola and Prevotella bryantii: Insights into their Environmental 
Niche. Microb. Ecol. 60(4), 721–729 (2010).

	68.	 Lean, I. J., Golder, H. M., Black, J. L., King, R. & Rabiee, A. R. In vivo indices for predicting acidosis risk of grains in cattle: Com-
parison with in vitro methods1. J. Anim. Sci. 91(6), 2823–2835 (2013).

Authors’ Contributions
Hao Chen wrote the main manuscript. Simujide Huasai prepared Tables 1–4, and Hao Chen prepared Figs. 1–3. 
Aorigele Chen and Chunjie Wang editing the manuscript. All authors have read and agreed to the published 
version of the manuscript.



11

Vol.:(0123456789)

Scientific Reports |        (2021) 11:17023  | https://doi.org/10.1038/s41598-021-96580-5

www.nature.com/scientificreports/

Funding
This work was funded by the National Key R&D Program of China (2018 YFD0501700) and National Nature 
Science Foundation of China (project no. 31660677).

Competing interests 
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to A.C.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, 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 changes were made. 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/4.​0/.

© The Author(s) 2021

www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Effects of dietary forage to concentrate ratio on nutrient digestibility, ruminal fermentation and rumen bacterial composition in Angus cows
	Materials and methods
	Ethics approval and consent to participate. 
	Animals, diets and management. 
	Apparent total tract nutrient digestibility and feed intake. 
	Blood sampling and analysis. 
	Ruminal sampling and analysis. 
	DNA Extraction, 16S rRNA Gene Amplicon and Sequencing. 
	Statistical analysis. 

	Results
	Dry matter intake, average daily gain and apparent nutrient digestibility. 
	Ruminal fermentation. 
	Inflammatory response. 
	Bacterial abundance and diversity analysis. 

	Discussion
	Conclusions
	References


