
Zhao et al. BMC Veterinary Research          (2025) 21:279  
https://doi.org/10.1186/s12917-025-04742-8

RESEARCH Open Access

© The Author(s) 2025. 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://creativecommons.org/licenses/by-nc-nd/4.0/.

BMC Veterinary Research

Comparative analysis of reproductive 
organs, hormones and blood metabolism 
of MSTN mutated and non‑mutated cows 
during gestation
Xiaoyu Zhao1,2†, Jiechuan Xiao1,2†, Yuan Yun1,2, Chunjie Bo1,2, Yuxin Gao1,2, Lishuang Song1,2, Chunling Bai1,2, 
Zhuying Wei1,2, Li Zhang1,2, Lei Yang1,2, Guanghua Su1,2* and Guangpeng Li1,2* 

Abstract 

Background  Long breeding cycle, long calving intervals and typical single calves limit the potential for improving 
their economic benefits. Ensuring the reproductive performance and efficiency of cows are crucial to increasing their 
economic value. Factors affecting the reproductive performance of cows include breed, pre-pregnancy maternal 
preparation, nutrition during pregnancy, and perinatal management. The gene editing of MSTN gene can improve 
the development of skeletal muscles and provide a new way for the promotion of existing beef cattle breeds. How-
ever, little has been reported about the reproductive performance and pregnancy state of MSTN gene-edited animals. 
In order to evaluate the reproductive safety and physiological changes during pregnancy of MSTN gene-edited 
cows, this study compared the sizes of reproductive organs, reproductive hormones, blood metabolic indicators, 
and metabolomic profiles at different stages of pregnancy, including period to be insemination, first trimester, second 
trimester, and late third trimester in MSTN gene-edited Luxi cattle (MT) and non-edited Luxi cattle (WT).

Results  The results showed no significant differences in ovary and uterus sizes between MT and WT cows. How-
ever, MT cattle exhibited a larger pelvic area and higher calf birth weight. Compared to WT cattle, MT cattle showed 
enhanced glucose metabolism, reduced lipid synthesis, increased protein synthesis and absorption capacity, 
and decreased tryptophan synthesis at different stages of pregnancy. The hormone levels showed decreased E2 
and increased P4 in MT cattle.

Conclusion  The study demonstrates that MSTN gene editing has no significant impact on the reproductive safety 
of dairy cows and provides a deeper understanding of the feasibility of MSTN mutations for beef cattle breeding.
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Background
Myostatin (MSTN) is an important negative regulator of 
skeletal muscle development and plays a crucial role in 
maintaining animal body characteristics and overall mus-
cle structure [1]. The MSTN gene has a highly conserved 
genetic structure in a variety of species, including cattle, 
sheep, rabbits, dogs, pigs, and primates, with over 90% 
C-terminal sequence homology [2]. MSTN gene muta-
tion leads to double-muscle phenotype by affecting pro-
tein structure. To date, naturel mutations in the MSTN 
gene have been observed in several breeds, including Bel-
gian Blue Cattle [3], Piedmontese [3], Charolais [4], Lim-
ousin [5], Blonde d’Aquitaine [6], and German Gelbvieh 
[7], all of which exhibit muscular hypertrophy pheno-
types. Compared to ordinary cattle, the growth rate and 
muscle yield of MSTN mutant cattle show significantly 
increased, the beef fat content is reduced, the lean meat 
amount is increased, and the slaughter rate and net meat 
yield have been significantly improved [8]. However, the 
study found that compared to normal calves, MSTN-
mutated Charolais cows have reduced pelvic area, pro-
longed gestation of calves, and significantly higher birth 
weights of offspring. This affects the dilation of the pelvis, 
leading to a significant increase in the incidence of dysto-
cia and higher postnatal calf mortality [9]. Interestingly, 
animals with heterozygous MSTN gene mutations also 
exhibit a double-muscle phenotype, but their pelvic mus-
cles develop normally, avoiding the difficulty of delivery 
experienced by homozygous mutant animals and thus 
reducing the risk of fetal mortality [10].

Studies have confirmed that mammalian blood physio-
logical and biochemical indexes change at different stages 
of pregnancy, and these changes are related to reproduc-
tive efficiency [11–14]. During early gestation, maternal 
malnutrition affects oocyte viability and development, 
thereby reducing pregnant rates. During the last trimes-
ter of pregnancy, the weights of fetuses can increase by 
about 75%, during which the nutritional requirements 
of the mothers are significantly higher [15, 16]. After the 
dietary crude protein level was increased, the concen-
tration of the plasma urea nitrogen was increased. High 
levels of plasma urea nitrogen can have toxic effects on 
oocytes, sperm and embryos, reducing prostaglandin 
synthesis and lower progesterone levels, thereby delay-
ing ovulation and decreasing conception rates. Com-
mon indicators for assessing mammalian health include 
aspartate aminotransferase (AST), alanine aminotrans-
ferase (ALT), creatinine, creatine kinase (CK), and bicar-
bonate levels [17, 18]. Progesterone level in the body can 
also significantly affect maternal pregnancy. High levels 
of progesterone (P4) in the uterus are more conducive 
to embryo implantation and reduce the probability of 
early miscarriage. Elevated P4 concentrations during 

early pregnancy help maintain pregnancy, but excessively 
high a level of P4 can inhibit uterine muscle contractions. 
Therefore, P4 levels gradually decrease with the pro-
gression of pregnancy [19]. Estradiol (E2) is synthesized 
and secreted by the ovarian follicle membrane, corpus 
luteum, and placenta during pregnancy, and is an impor-
tant hormone regulating estrus in cows during non-
gestation period [[20]]. In addition, E2 promotes cervical 
tissue softening and lochia discharge, contributing to 
uterine repair. It acts on the smooth muscle of the uterus, 
increasing its sensitivity to oxytocin and enhancing its 
contraction ability, ensuring a smooth delivery [20].

The Luxi Yellow Cattle is one of the major indigenous 
breeds mainly distributed in Shandong Province, East 
of China. Known for their large sizes and excellent meat 
quality, it is considered a significant genetic resource 
[21]. Due to its primary role in draft work, the Luxi cat-
tle grow relatively slowly and have underdeveloped hind-
quarters, but the breeding ability and the environmental 
adaptability are strong. Based on this background, the 
MSTN gene-mutant Luxi cattle through CRISPR/Cas9 
technology and the wild-type ordinary Luxi cattle were 
used in the present study [22]. First, the reproductive 
organ sizes of the two groups were compared to study 
whether MSTN gene mutations affected the reproduc-
tive phenotype of Luxi cattle. Secondly, by measuring 
blood metabolic indicators and reproductive hormone 
levels at different stages of pregnancy, we can understand 
whether MSTN gene mutations affect the pregnancy 
process of Luxi cattle. Finally, the differential metabo-
lites and their physiological effects were identified and 
analyzed through the analysis of blood metabolomics at 
different stages of pregnancy. In this study, relevant indi-
cators related to the reproductive and breeding perfor-
mance of MSTN gene-edited Luxi cows were detected. 
By exploring whether MSTN gene editing would affect 
the reproductive and breeding performance of beef cattle 
while influencing muscle development, this study aims to 
provide data support for better promoting the applica-
tion of gene-editing technology in the field of beef cattle 
breeding.

Results
Reproductive traits analysis of WT and MT cattle
The statistical analysis of reproductive traits data of MT 
and WT cattle is shown in Table  1. Compared to WT 
cattle, the estrus rate, pregnancy rate, birth rate, and calf 
survival rate of MT cattle were slightly decreased, and the 
dystocia rate was slightly increased, but the difference 
was not significant (P > 0.05). This indicated that MSTN 
gene editing had no substantial effect on the reproductive 
traits of Luxi cattle.
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The state of ovaries and uterus are key factors affect-
ing the reproduction of cows. Measurements of ovary 
and uterus size showed that the ovaries and uterus of 
MT cows were slightly smaller than those of the WT 
cows. Notably, the thickness of the right ovaries was sig-
nificantly lower in the MT group than in the WT group 
(Fig. 1A, B).

Successful calving in cows may be influenced by pelvic 
size [23, 24]. Measurement of pelvis size in MT and WT 
cows revealed that MT cows had significantly greater 
pelvic height, width, and area than WT cows (Fig.  1D, 
E). Calves from the MT group had a higher birth weight 
(Fig.  1C). The pelvis-to-weight ratio in MT cows was 
higher but the difference was non-significant (Fig.  1F). 

The higher calf birth weight and pelvis-to-weight ratio 
might contribute to the slightly higher dystocia incidence 
in the MT group.

Comparison of blood physiological and biochemical 
indicators at different gestational stages between WT 
and MT cows
To further explore the reasons for the gestation period 
differences between WT and MT cows, we analyzed the 
blood physiological and biochemical indicators and their 
trends during different gestational periods in the two 
groups. The main indicators included those for glucose 
metabolism (Glucose (Glu), Lactic acid (LA), Lactate 
dehydrogenase (LDH)), lipid metabolism (Triglyceride 

Table 1  Reproductive performance statistics

Different letters represent significant differences (P < 0.05), while the same letter represents no significant differences (P > 0.05)

Group Synchronous estrus 
quantity

Number of cow in 
estrus(%)

Number of pregnant 
cows(%)

Number of calves 
born(%)

Number of difficult 
calving (%)

Calf survival (%)

WT 101 85 (84.2%) a 73 (85.9)b 67 (91.7)a 9 (13.4)a 62 (92.5)a

MT 111 89 (80.2) a 74 (83.1)b 66 (89.1)a 12 (18.2)a 60 (91.0)a

Fig. 1  Analysis of reproductive performance indicators for WT and MT cows. A Statistical comparison of left and right ovarian sizes in WT 
and MT cows. B Comparison of uterine diameter sizes between WT and MT cows. C Statistical analysis of calf birth weight in WT and MT cows. D 
Comparison of pelvis size between WT and MT cows. E Comparison of pelvis area between WT and MT cows. F Analysis of pelvis area to calf birth 
weight ratio (pelvis-to-weight ratio) in WT and MT cows
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(TG), Cholesterol (CHO), High-density lipoprotein 
(HDL), Low-density lipoprotein (LDL)), protein metab-
olism (Blood urea nitrogen (BUN), Total protein (TP), 
Albumin (ALB)), and health (Aspartate aminotransferase 

(AST), Creatinine, Creatine kinase (CK), Bicarbonate 
(BC)).

The results (Fig.  2) revealed differences in blood glu-
cose, lipid, protein metabolism, and health indicators 

Fig. 2  Analysis of blood physiological and biochemical indicators at different gestational stages in WT and MT cows. A-C Blood glucose 
metabolism indicators in wt and mt cows at different gestational stages. A Blood glucose levels in WT and MT cows at different gestational stages. B 
Blood lactate levels in WT and MT cows at different gestational stages. C Blood lactate dehydrogenase (LDH) levels in WT and MT cows at different 
gestational stages. D-G Blood lipid metabolism indicators in WT and MT cows at different gestational stages. D Blood triglyceride levels in WT 
and MT cows at different gestational stages. E Blood cholesterol levels in WT and MT cows at different gestational stages. F Blood high-density 
lipoprotein (HDL) levels in WT and MT cows at different gestational stages. G Blood low-density lipoprotein (LDL) levels in WT and MT cows 
at different gestational stages). H-J Blood protein metabolism indicators in WT and MT cows at different gestational stages. H Blood urea nitrogen 
(BUN) levels in WT and MT cows at different gestational stages. I Total protein levels in WT and MT cows at different gestational stages. J Blood 
albumin levels in WT and MT cows at different gestational stages. K-N Blood health indicators in WT and MT cows at different gestational stages. 
K Blood aspartate aminotransferase (AST) levels in WT and MT cows at different gestational stages. L Blood creatinine levels in WT and MT cows 
at different gestational stages. M Blood creatine kinase levels in WT and MT cows at different gestational stages. N Blood bicarbonate levels in WT 
and MT cows at different gestational stages
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between MT and WT cows. Compared to period to be 
insemination cows, Glu, LA, and LDH levels in MT and 
WT cows’ blood initially rose and then declined with 
pregnancy progression. Glu and LA peaked in first tri-
mester. MT cows had lower Glu and higher LA levels 
than WT cows at different pregnancy stages, but the 
differences were non-significant. LDH in MT cows was 
higher than in WT cows during period to be insemi-
nation and the first trimester, significantly so in first 
trimester, but became lower as pregnancy advanced. 
Fluctuations in LDH may affect LA levels.

For lipid metabolism indicators TG and CHO, both 
cow types showed a rise after conception followed by a 
decline. MT cows had higher TG and CHO levels than 
WT cows during period to be insemination and first 
trimester but lower levels from the second to third tri-
mester. HDL and LDL levels had no significant change; 
MT cows had higher levels than WT cows in the second 
trimester.

BUN level had no significant change during pregnancy; 
MT cows had lower BUN in non-gestation and early ges-
tation but higher BUN in the second and third trimesters. 
TP levels increased in both types with pregnancy, with 
MT cows having higher levels overall but lower levels in 
the first and second trimesters. ALB levels in MT cows 
were higher than in WT cows during period to be insem-
ination and the first trimester but lower in the second 
and third trimesters.

AST, a health indicator, was higher in period to be 
insemination MT cows but lower from gestation to deliv-
ery. Creatinine in MT cows was higher than in WT cows 
from period to be insemination to the second trimester 
but lower in the third trimester. Creatine kinase in MT 
cows gradually decreased, while in WT cows it peaked in 

early gestation and then declined. Bicarbonate levels in 
both types decreased with pregnancy except in the last 
stage, where WT cows had higher levels. In MT cows, 
glucose metabolism increased, and lipid synthesis capac-
ity decreased.

Serum reproductive hormone levels of MT and WT cows
P4 and E2 are key reproductive hormones regulating 
estrus and pregnancy progression, and their levels are 
crucial for maintaining pregnancy. To investigate dif-
ferences between WT and MT cows during pregnancy, 
ELISA was used to measure serum P4 and E2 levels. 
Results showed that serum E2 levels in both MT and WT 
cows gradually increased with pregnancy progression, 
but those in WT cows were higher (Fig.  3A). As gesta-
tion prolonged, serum P4 levels in both groups increased, 
with significantly higher levels in MT cows (Fig. 3B).

Blood metabolomic analysis of WT and MT cows
Based on previous results, differences in reproductive 
traits, blood physiological and biochemical indicators, 
and reproductive hormones were found between MT 
and WT cows. To further explore the effect of MSTN 
gene-editing on reproductive indicators, a metabo-
lomic analysis of blood from WT and MT cows at 
different gestation stages was conducted. The OPLS-
DA model was used to identify group differences. 
OPLS-DA results showed clear separation of metabo-
lites between MT and WT cows in non-gestation and 
gestation, with significant differences. The OPLS-DA 
permutation test confirmed the model’s validity and 
non-overfitting. There were significant differences in 
blood metabolites between MT and WT cows at differ-
ent gestation stages (Fig. 4A, B; Fig. 5A, B; Fig. 6A, B; 

Fig. 3  Detection of serum reproductive hormone levels in WT and MT groups at different gestational stages. A Estradiol levels in the serum of WT 
and MT groups at different gestational stages. B Progesterone levels in the serum of WT and MT groups at different gestational stages
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Fig.  7A, B). Differential metabolites were selected and 
clustered according to radio ≥ 2 or radio ≤ 2, VIP > 1.0 
and P < 0.05 (Fig. 4C; Fig. 5C; Fig. 6C; Fig. 7C). Cluster 
analysis showed that in period to be insemination, MT 
cows had upregulated metabolites like phenylalanine, 
uracil and estrone sulfate, and downregulated ones 
such as 5-hydroxyindoleacetic acid, L-kynurenine, uric 
acid and L-arginine compared to WT cows (Fig.  4D). 
KEGG pathway enrichment analysis indicated that 
differential metabolites in non-gestation MT and WT 
cows’ blood were mainly enriched in pathways includ-
ing ABC transporters, Aminoacyl-tRNA biosynthesis, 
etc. (Fig. 4E).

Screening and clustering differential metabolites in 
WT and MT cows during first trimester showed that, 
compared to WT cows, MT cows had upregulated deox-
ycholic acid, cholic acid and ursocholic acid, and down-
regulated L-propionylcarnitine, phenyl glucuronide and 
phenylacetyl-L-glutamine (Fig.  5D). KEGG pathway 
enrichment analysis of these differential metabolites indi-
cated they were mainly enriched in fatty acid biosynthe-
sis, glycerophospholipid metabolism, arachidonic acid 
metabolism, and biosynthesis of unsaturated fatty acids 
(Fig. 5E).

Screening and cluster analysis of differential metabo-
lites in WT and MT cows during the second trimester 

Fig. 4  Metabolomic analysis of blood in WT and MT cows at period to be insemination. A OPLS-DA analysis of blood metabolomics in WT 
and MT cows at period to be insemination. B PLS-DA permutation test of blood metabolomics in WT and MT cows at period to be insemination. 
C Volcano plot showing differentially expressed metabolites in the blood metabolomics of WT and MT cows at period to be insemination. D 
Clustering analysis of differential metabolites in the blood of WT and MT cows at period to be insemination. E KEGG pathway enrichment analysis 
of differentially expressed metabolites in the blood of WT and MT cows at period to be insemination
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revealed that, compared to WT cows, MT cows had 
down-regulated 5-hexyltetrahydro- 2-furanocrylic acid 
and methionine, and up-regulated glycodeoxycholic 
acid, creatine and phenylalanine (Fig.  6D). KEGG path-
way enrichment analysis showed these metabolites were 
mainly enriched in purine, tryptophan, glycerophospho-
lipid metabolism and metabolic pathways (Fig. 6E).

In the third trimester, MT cows had down-regulated 
citric acid, phenylalanine and thymine, and up-regulated 
isoleucine, PH-tryptophan and valine (Fig.  7D). KEGG 

analysis indicated enrichment in metabolism-related 
pathways like phenylalanine, tryptophan, metabolic and 
2-oxy-carboxylic acid metabolism (Fig. 7E).

Blood metabolomic analysis of WT and MT cows 
at different gestational stages showed that differential 
metabolites in MT cows were mainly related to fatty acid 
biosynthesis, tryptophan and phenylalanine metabolism, 
and protein digestion and absorption. This implies higher 
protein metabolism capacity in MT cows during gesta-
tion, which might explain the reduced blood levels of 

Fig. 5  Metabolomic analysis of blood in WT and MT cows during the first trimester. A OPLS-DA analysis of blood metabolomics in WT and MT cows 
during the first trimester. B PLS-DA permutation test of blood metabolomics in WT and MT cows during the first trimester. C Volcano plot showing 
differentially expressed metabolites in the blood metabolomics of WT and MT cows during the first trimester. D Clustering analysis of differential 
metabolites in the blood of WT and MT cows during the first trimester. E KEGG pathway enrichment analysis of differentially expressed metabolites 
in the blood of WT and MT cows during the first trimester
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protein-metabolism-related indicators. Down-regulated 
metabolites such as uric acid, indoles and pyrimidines in 
MT cows suggested reduced tryptophan metabolism and 
nucleotide degradation.

Discussion
The results of this study show that, compared with WT 
cows, there are no obvious structural differences in the 
reproductive organs of MT cows. Meanwhile, there are 
no significant changes in the estrus rate during preg-
nancy, pregnancy rate, calf birth rate, and survival rate. 
Through the dynamic monitoring of reproductive hor-
mone levels at different pregnancy stages and the detec-
tion and analysis of the blood metabolome, it was found 
that MT cows exhibit unique metabolic characteristics. 
Specifically, the glucose metabolism level of MT cows is 
significantly increased, while the lipid synthesis ability is 

slightly reduced. In addition, MT cows have a stronger 
protein synthesis ability, but the tryptophan metabo-
lism level decreases. Based on the above results, we can 
further confirm that MSTN gene editing does not have 
an adverse effect on the reproductive potential of cat-
tle while increasing the meat yield. This finding provides 
important scientific evidence for the wide-scale applica-
tion of MSTN gene-editing technology in the beef cattle 
farming industry.

Reproductive performance and pregnancy outcomes of 
cows are important indicators of reproductive produc-
tion. Factors affecting reproductive performance in cat-
tle include uterine, ovary morphology and size, pelvic 
area, calf birth weight, nutritional levels and reproduc-
tive hormones during gestation [16, 25]. Previous stud-
ies on MSTN-edited cows [26] and mice [25–27] have 
indicated that MSTN gene-edited animals exhibit a slight 

Fig. 6  Metabolomic analysis of blood in WT and MT cows the second trimester. A OPLS-DA Analysis of Blood Metabolomics in WT and MT cows 
during the second trimester. B PLS-DA permutation test of blood metabolomics in WT and MT Cows During the second trimester. C Volcano plot 
showing differentially expressed metabolites in the blood metabolomics of WT and MT Cows during the second trimester. D Clustering analysis 
of differential metabolites in the blood of WT and MT cows during the second trimester. E KEGG pathway enrichment analysis of differentially 
expressed metabolites in the blood of WT and MT cows during the second trimester



Page 9 of 15Zhao et al. BMC Veterinary Research          (2025) 21:279 	

decrease in follicle number, but the oocyte quality and 
embryo development remain unaffected. For female ani-
mals, larger ovaries can support larger dominant follicles, 
which can produce larger pre-ovulatory follicles, giving 
them a reproductive advantage. In larger follicles, the 
levels of glucose, glutathione, and superoxide dismutase 
activity in the follicular fluid are slightly increased, which 
is beneficial for successful pregnancies [25]. It was found 
that the external diameter of the uterine horns of preg-
nant cows decreased sharply from 14.0 cm to 3.9 cm on 
the 7 th to 28 th day after delivery [28]. An increase in 
the diameter of uterus has an adverse effect on the fertil-
ity of cows. The smaller the diameter of the uterus, the 
more complete of the uterine remodeling. This process 
is influenced by a variety of factors, including maternal 
nutrition, hormone levels, and metabolic diseases [28, 
29]. In this study, the ovaries and uteruses of WT and 

MT cows were ultrasoundly measured 35 days before 
artificial insemination. The results showed that there was 
no significant difference in ovarian size and uterine diam-
eter between WT and MT cows, indicating that MSTN 
gene editing does not affect ovarian and uterine develop-
ment. Compared to homozygous mutations, MSTN het-
erozygous mutations are associated with normal pelvic 
muscle development in pregnant cows, increased pel-
vic area, and reduced incidence of calving difficulties [9, 
30]. Calf birth weight is the key indicator in beef cattle 
breeding. MSTN editing significantly increases calf birth 
weight. Calves with Homozygous MSTN mutant calves 
from Belgian Blue cattle are 3.5 kg heavier at birth than 
heterozygous mutant calves and 5.5 kg heavier than wild 
type calves. Similarly, homozygous MSTN mutant calves 
of Aquitanian cattle are 2.6 kg heavier at birth than het-
erozygous mutant calves and 5.7 kg heavier than wild 

Fig. 7  Blood metabolomic analysis of WT and MT cows during the third trimester. A OPLS-DA analysis of blood metabolomics in WT and MT 
cows during the third trimester. B PLS-DA permutation test of blood metabolomics in WT and MT cows during the third trimester. C Volcano plot 
showing differentially expressed metabolomics of WT and MT cows during the third trimester. D Clustering analysis of differential metabolites 
in the blood of WT and MT cows during the trimester. E KEGG pathway enrichment analysis of differentially expressed metabolites in the blood 
of WT and MT cows during the third trimester
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types. Moreover, homozygous MSTN mutant calves of 
Aquitanian cattle are 2.6 kg heavier at birth than het-
erozygous mutant and 5.7 kg heavier than wild types 
[31, 32]. Basarab et al. found that when the ratio of pel-
vic area to calf birth weight of cows is 4.5, dystocia gen-
erally do not occue, and the higher the ratio, the easier 
calving is [33]. This study found that the dystocia rate of 
MT cows was higher than that of WT cows. Moreover, 
the pelvic height, width, and area of MT cows were sig-
nificantly larger than those of WT cows, and the birth 
weight of their calves was also significantly higher than 
that of calves from WT cows. Although the ratio of pel-
vic area to calf birth weight in both MT and WT cows 
exceeded 4.5, the birth weight of MT calves was signifi-
cantly higher, and there was no significant difference in 
this ratio between the two groups. The increased inci-
dence of dystocia in MT cows may be due to the increase 
in pelvic muscle mass caused by MSTN gene editing, 
which in turn affects the expansion of the pelvis during 
parturition.

Our previous report has shown that MSTN gene edit-
ing enhance glucose metabolism in cattle by promoting 
glycolysis and the tricarboxylic acid cycle [34]. In this 
study, we observed that the concentrations of glucose and 
lactate in MT and WT cows during pregnancy showed a 
trend of increasing first and then decreasing. Meanwhile, 
as pregnancy progressed, the level of lactate dehydroge-
nase gradually increased. This result is consistent with 
our expectations, as during pregnancy, the metabolic 
requirements of cows’ bodies change dynamically with 
the development of the fetus. Notably, compared with 
WT cows, the concentrations of glucose and lactate in 
MT cows decreased more significantly during the mid-
and late-pregnancy periods. This phenomenon may be 
related to the fact that the fetuses of MSTN gene-edited 
cows are larger and require more energy consumption. 
Larger fetuses need more nutrients and energy to sup-
port their growth and development. Therefore, more 
glucose and lactate in the cows’ bodies are used to meet 
the needs of the fetuses, resulting in a decrease in the 
concentrations of these two substances in the mater-
nal blood. This finding further confirms the impact of 
MSTN gene editing on the metabolism of cows. It also 
reminds us that when raising MSTN gene-edited cattle, 
we need to pay more attention to the energy supply dur-
ing their pregnancy to ensure the normal development 
of the fetuses. In addition, MT hybrids showed changes 
in muscle content and lower fat content compared to 
WT cows [35]. This result may be closely related to the 
function of the MSTN gene. As a factor that negatively 
regulates muscle growth, gene editing of MSTN may lead 
to enhanced muscle growth, thereby relatively reducing 
the fat content. In terms of lipid metabolism indicators, 

both MT and WT cows showed a trend of first increasing 
and then decreasing. This trend indicates that in the first 
trimester, cattle experience fat accumulation, which may 
be a strategy for the body to store energy for subsequent 
pregnancy and parturition. As pregnancy progresses, the 
development of the fetus and the subsequent processes 
of parturition and lactation require more energy. There-
fore, the fat metabolism of cattle gradually increases to 
avoid a negative energy balance. This dynamic change 
in fat metabolism is crucial for the normal growth and 
development of the fetus, smooth parturition, and post-
partum recovery of cows. Total protein and albumin, as 
indicators reflecting liver synthesis ability, did not show 
significant changes between the MT group and the WT 
group. This result indicates that MSTN gene editing did 
not have an obvious impact on the liver synthesis ability 
of cows. As an important metabolic and synthetic organ 
in the body, the stable function of the liver is crucial for 
maintaining the overall health and normal physiological 
functions of cattle. The results of this study suggest that 
although MSTN gene editing has had a certain impact on 
the metabolism, growth, and development of cows, the 
synthetic function of the liver has not been significantly 
disturbed.

Previous studies have shown that the expression of the 
MSTN gene can promote the synthesis of E2 in the ova-
ries while inhibiting the secretion of P4, thereby reduc-
ing the estrus rate of cows [36]. The research results show 
that, compared with WT cows, the level of E2 in the 
blood of MT cows decreased significantly. Regarding the 
P4 concentration, although there was a certain increase 
in MT cows, there was no significant difference statisti-
cally compared with WT cows. Meanwhile, there was 
also no significant difference in the estrus rate between 
MT and WT cows. Upon further analysis of the dynamic 
changes of hormone levels across different pregnancy 
stages, we found that in the period to be insemination, 
the P4 content showed a significant upward trend, which 
may provide necessary support for embryo implanta-
tion and early development. E2 remained at a relatively 
high level in the third trimester and when the cows were 
period to be insemination. It is speculated that this high-
level estradiol may play an important role in maintaining 
the normal function of the cows’ reproductive system, 
promoting the parturition process, and facilitating post-
partum recovery.

Tryptophan is an essential amino acid for rumi-
nants. In cattle, tryptophan is metabolized through 
four pathways: rumen microbial degradation, protein 
synthesis, serotonin pathway, and kynurenine pathway 
[36]. Through the analysis of the blood metabolomics 
of cows at different pregnancy stages, we found that 
there were significant differences in tryptophan-related 
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metabolites such as kynurenine and indole compounds 
between MT cows and WT cows. Although the total 
protein level of MT cows was lower, their protein syn-
thesis ability was stronger and protein metabolism was 
more active. This phenomenon may be related to the 
lower tryptophan level in MT cows. Previous studies 
have shown that a high concentration of tryptophan can 
significantly enhance the immune function of the fetus 
and ensure the smooth progress of pregnancy. Based 
on this, we believe that the lower tryptophan level in 
MT cows may have a certain impact on the immune 
function of the fetus and the pregnancy process. Sub-
sequent studies can further explore the effect of trypto-
phan supplementation on improving the reproductive 
performance of MT cows. In late pregnancy, the devel-
oping fetus and the cow require energy from fat and 
nucleotide metabolism to meet their needs [37]. In this 
study, we found that the nucleotide degradation metab-
olites such as purines and pyrimidines in MT cows 
with the decrease of tryptophan metabolites during 
late pregnancy. Deletion of MSTN gene can increase 
the AMP/ATP ratio by activating the AMPK signal-
ing pathway, thereby enhancing mitochondrial energy 
metabolism and promoting lipid metabolism [38]. Our 
results indicate that the decrease in nucleotide metabo-
lism in MT cows may be precisely because the knock-
out of the MSTN gene promotes lipid metabolism, 
enabling lipids to provide substrates for glycolysis or 
be converted into sugars through gluconeogenesis. This 
means that although MSTN gene editing promotes gly-
colysis, leading to a decrease in blood glucose levels, 
due to the enhancement of lipid metabolism, cows do 
not need to promote nucleotide metabolism for glyco-
gen compensation. In addition, the decrease in citric 
acid content in MT cows further suggests that MSTN 
gene editing promotes bile acid synthesis and enhances 
the capacity of the TCA cycle. The increase in bile acid 
synthesis may contribute to improving the efficiency 
of fat digestion and absorption, providing more energy 
sources for cows in the late stage of pregnancy. The 
enhanced capacity of the TCA cycle helps to utilize 
nutrients more efficiently to meet the energy require-
ments of the fetus and the cows themselves.

Based on the comprehensive analysis of reproduc-
tive phenotypes, blood physiological and biochemical 
parameters, reproductive hormones and metabolic data, 
the present study indicates the feasibility of MSTN gene 
editing in beef cattle breeding. Although certain research 
results have been achieved in this study, there are still 
some limitations. Although the sample sizes of WT and 
MT cows used in this study are somewhat representative, 
the sources of the samples are relatively concentrated in 
specific regions. As a result, it may not fully cover the 

characteristics of genetically mutated animals under all 
geographical and environmental conditions.

Conclusions
In conclusion, this study shows that MSTN gene edit-
ing has no significant impact on the reproductive safety 
of Luxi cows. Specifically, MSTN gene editing has no 
effect on the estrus rate, conception rate, calving rate of 
Luxi cattle, and even the birth weight and survival rate 
of calves. Blood physiological and biochemical tests, 
reproductive hormone level and metabolomics analyses 
reveal that during the pregnancy of MSTN gene-edited 
cows, glucose metabolism increases, lipid synthesis abil-
ity slightly decreases, protein synthesis improves, tryp-
tophan metabolism decreases, the level of E2 decreases, 
but the concentration of P4 increases. Based on the 
above results, in subsequent studies, the sample size can 
be increased, and the reproductive traits of MSTN gene-
edited cows in different regions can be detected. This 
provides an important theoretical basis for promoting 
the application of MSTN gene editing in the field of beef 
cattle breeding.

Methods
Animals
The MT and the WT animals selected for this study were 
all sourced from the Beef Cattle Breeding Base of Inner 
Mongolia University, located in the Helingeer New Area 
of Hohhot City. The construction process of MT cattle in 
this study is described in the research by Zhao et al. [39]. 
Briefly, using the CRISPR-Cas9 gene-editing technol-
ogy with the MSTN gene as the target gene, site-specific 
knockout was carried out at different loci of the MSTN 
gene. Subsequently, Luxi cattle with the MSTN gene 
knocked out were successfully bred through somatic cell 
cloning technology. All cattle are raised under standard 
feeding conditions on the ranch. The feed composition 
and nutritional content are shown in Additional file  1: 
Table S1. A total of 100 MT and 100 WT Luxi cows were 
selected to statistically analyze their reproductive data, 
The selected cows were all aged between 2 and 2.5 years. 
They had never given birth, were in good health, could 
come into estrus normally, and were in a good physi-
ological state. The typical gestation period for cows is 
285 days, with artificial insemination marked as day 0. 
The first trimester lasts from 0 to 95 days, the second 
trimester from 95 to 190 days, and the third trimester 
from 190 days to delivery. Twenty MT and twenty WT 
Luxi cows were selected for reproductive organ examina-
tion and blood sampling for physiological and biochemi-
cal analysis. Before insemination, the blood samples 
were collected from the vena caudalis of the cows. The 
sizes of their ovaries, pelvis, and uterus were measured. 
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Thirty-three days later, PGF was intramuscular admin-
istered, and cows began to estrus 24 h later. The estrus 
status was observed and recorded, and artificial insemi-
nation was performed 12 h later, with two consecu-
tive inseminations at an interval of 8–10 h. Sixty days 
after insemination, cows were tested for pregnancy and 
blood samples were collected. Then, the pregnant cows 
were selected for blood collection at 155 and 250 days, 
respectively. After delivery, the cow serum samples were 
selected for physiological, biochemical, and metabolomic 
analysis (Fig.  8). Finally, six WT and six MT Luxi cows 
were selected to analyze blood metabolomics during the 
insemination period, first trimester, second trimester, 
and third trimester.

Measurement of pelvic size
Wash the vulva and anal region of the cows thoroughly 
before measurement to avoid contamination of the sam-
ples. The height and width of the pelvic cavity were meas-
ured using a special custom-made pelvimetric caliper. 
Specifically, the width is defined as the maximum dis-
tance between the bones on both sides of the pelvic cav-
ity, that is, the pelvic inlet width; while the height refers to 
the distance of the symphysis pubis to the nearest point 
of the sacrum, namely, the height of the pelvic entrance 
(Fig. 9). The pelvic area was calculated by multiplying the 

width of pelvic inlet by the height of the pelvic entrance. 
During the measurement process, the ends of the caliper 
should not slide out of the measuring point, and should 
be gently pressed to avoid injuring the uterus.

Measurement of ovarian size and uterine diameter
Cow ovaries were measured using B-mode ultrasound, 
and uterine diameters were measured using the method 
described by Baze et  al. [40]. In brief, a portable ultra-
sound machine (Ibex pro; E.I. Medical Imaging, Love-
land, CO, USA) equipped with a 7.5 MHz linear array 
transducer was used to measure uterine diameter. The 
uterine diameter is defined as twice the distance from the 
center point of the collapsed uterine horn to the endo-
metrial echo boundary, measured at two distinct vertical 
cross-sections of each horn.

Detection of physiological and biochemical blood 
parameters
Blood samples were collected from cows at differ-
ent stages of pregnancy in a fasting state. The sam-
ples were centrifuged at 3500 rpm for 15 min, and the 
upper serum layer was collected. Then, a MSCAN-II 
dry chemistry analyzer (ROCHE, C311, Switzerland) 
was used to analyze physiological and biochemical 

Fig. 8  Division of pregnancy stages and testing flowchart

Fig. 9  Schematic diagram of pelvic measurement
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parameters such as Glu, LA, LDH, TG, CHO, HDL, 
LDL, BUN, TP, ALB, AST, CK, and BC.

Measurement of serum P4 and E2 levels
According to the manufacturer’s instructions, P4 and 
E2 levels in serum of MT and WT cattle at different 
stages of pregnancy were determined using the Bovine 
Progesterone ELISA Kit (MM- 5091802, MEIMIAN, 
Jiangsu, China) and the Bovine Estradiol ELISA Kit 
(MM- 002302, MEIMIAN, Jiangsu, China). Briefly, 
equilibrate the column at room temperature for 20 min. 
Set up standard wells and sample wells respectively. 
Add 50 µL of standard substances at different concen-
trations to each standard well. For the sample wells, 
first add 10 µL of the sample to be tested, and then add 
40 µL of sample diluent. Additionally, set up a blank 
well. Next, except for the blank well, add 100 µL of the 
detection antibody labeled with horseradish peroxidase 
(HRP) to each well of the standard wells and sample 
wells, and incubate at 37 °C for 60 min. Discard the liq-
uid, fill each well with washing solution, and wash the 
plate 5 times, 1  min each time. Add 50 µL of each of 
Substrate A and Substrate B to each well, and incubate 
at 37 °C in the dark for 15 min. Then, add the stop solu-
tion to terminate the reaction. Use a microplate reader 
to measure the OD value of each well at a wavelength of 
450 nm.

Blood metabolomic analysis
Took 20 µL of serum sample, added 120 µL 50% metha-
nol (A- 456–4, Fisher, USA), shook evenly, and left at 
room temperature for 10 min to extract metabolites from 
the samples. The extract solution was stored at − 20  °C 
overnight to precipitate the proteins in the samples. Spun 
at 4000 g for 20 min, and transferred the supernatant to 
a 96-well plate. Took 10 µL of each sample and mixed the 
same amount to form quality control (QC) sample. The 
extracted samples were analyzed and sequenced. Prote-
owizard and MSConvert software were used to convert 
the raw data into readable mzXML data, and XCMS 
software was used for peak extraction and quality con-
trol. The CAMERA annotated the extracted substances 
with summed ion annotations, and the metaX software 
performed primary identification. Matched the identi-
fication information to the in-house standard database. 
Metabolite annotation was performed using HMDB, 
KEGG, etc. Differential metabolites were screened based 
on univariate statistical analysis (t-test) combined with 
multivariate statistical analysis (OPLS-DA/PLS-DA) and 
fold change values (FC). The default screening criteria are 
P < 0.05 and VIP > 1 and (FC < 1 or FC > 1).

Data analysis
The original data of estrus rate, pregnancy rate, calf 
birth rate and survival rate, as well as ovarian and uter-
ine size, pelvic area, etc., of WT and MT Luxi cows are 
all expressed in the form of mean ± standard devia-
tion. The SPSS 22.0 software is used for significance 
analysis (one-way ANOVA was used for multiple group 
comparisons and Student’s t-test was used for two 
group comparisons) and P < 0.05 was a significant dif-
ference, and P < 0.01 was extremely significant differ-
ences between the different group. An asterisk (*) in 
the figures indicates a significant difference between 
two group (P < 0.05), and different letters in the tables 
denote significant differences between two groups (P < 
0.05). Use GraphPad Prism 8 software to draw graphs.

Abbreviations
MT	� MSTN gene-edited Luxi cattle
WT	� Non-edited Luxi cattle
MSTN	� Myostatin
AST	� Aspartate aminotransferase
ALT	� Alanine aminotransferase
CK	� Creatine kinase
P4	� Progesterone
E2	� Estradiol
QC	� Quality control
t-test	� Univariate statistical analysis
FC	� Fold change values
OPLS-DA	� Orthogonal partial least squares discriminant analysis
Glu	� Glucose
LA	� Lactic acid
LDH	� Lactate dehydrogenase
TG	� Triglyceride
CHO	� Cholesterol
HDL	� High-density lipoprotein
LDL	� Low-density lipoprotein
BUN	� Blood urea nitrogen
TP	� Total protein
ALB	� Albumin
BC	� Bicarbonate

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12917-​025-​04742-8.

Supplementary Material 1

Acknowledgements
Not applicable.

Clinical trial number
No applicable.

Authors’ contributions
Ghuanghua Su and Guangpeng Li initiated and supervised the study. Xiaoyu 
Zhao and Jiechuan Xiao performed the majority of experiments and analysis. 
Yuan Yun and Chunjie Bo conducted hormone content determination. Yuxin 
Gao, Lishuang Song and Chunling Bai conducted measurements of ovarian 
and uterine sizes. Zhuying Wei, Li Zhang and Lei Yang have conducted prepa-
rations for the pregnancy of cows. Xiaoyu Zhao and Guanghua Su wrote the 
manuscript. All authors have read and approved the final manuscript.

https://doi.org/10.1186/s12917-025-04742-8
https://doi.org/10.1186/s12917-025-04742-8


Page 14 of 15Zhao et al. BMC Veterinary Research          (2025) 21:279 

Funding
This study was supported by Program for Young Talents of Science and Tech-
nology in Universities of Inner Mongolia Autonomous Region (NJYT23090), 
the National Natural Science Foundation of China (32060755),Inner Mongolia 
Autonomous Region Open Competition Projects (2022 JBGS0018), Inner 
Mongolia Autonomous Region Science and Technology Leading Team 
(2022LJRC0006), Inner Mongolia Autonomous Region Science and Technol-
ogy Major Project (2021ZD0009), Major Agricultural Science and Technology 
Project of the Ministry of Agriculture and Rural Affairs (NK2022130203), Central 
Government Guides Local Science and Technology Development Funds 
(2022ZY0212), Inner Mongolia Autonomous Region High-level Talent Support 
Program, and Inner Mongolia University Chief Scientist Program.

Data availability
The datasets produced and/or analyzed the during the current study are avail-
able from the corresponding author on reasonable request. The raw metabo-
lomic data analyzed in this study can be obtained from the China National 
Center for Bioinformation OMIX database (OMIX ID: OMIX008432).

Declarations

Animal ethics and consent to participate declarations
All animals used in the study were treated following the Council of China 
Animal Welfare guidelines. All protocols were approved by the Institutional 
Animal Care and Use Committee at Inner Mongolia University (Approval: 
IMU-CATTLE- 2022–065).

Consent for publication
No applicable.

Competing interests
The authors declare no competing interests.

Author details
1 State Key Laboratory of Reproductive Regulation and Breeding of Grassland 
Livestock (R2BGL), Inner Mongolia University, 24 Zhaojun Rd, Hohhot 010070, 
China. 2 College of Life Sciences, Inner Mongolia University, 24 Zhaojun Rd, 
Hohhot 010070, China. 

Received: 22 December 2024   Accepted: 7 April 2025

References
	1.	 Fiems LO. Double Muscling in Cattle: Genes, Husbandry, Carcasses and 

Meat. Animals (Basel). 2012;2:472–506.
	2.	 McPherron AC, Lee SJ. Double muscling in cattle due to mutations in the 

myostatin gene. Proc Natl Acad Sci U S A. 1997;94:12457–61.
	3.	 Kambadur R, Sharma M, Smith TP, Bass JJ. Mutations in myostatin (GDF8) 

in double-muscled Belgian Blue and Piedmontese cattle. Genome Res. 
1997;7:910–6.

	4.	 Phocas F. Genetic analysis of breeding traits in a Charolais cat-
tle population segregating an inactive myostatin allele. J Anim Sci. 
2009;87:1865–71.

	5.	 Esmailizadeh AK, Bottema CD, Sellick GS, Verbyla AP, Morris CA, Cullen NG, 
et al. Effects of the myostatin F94L substitution on beef traits. J Anim Sci. 
2008;86:1038–46.

	6.	 Bouyer C, Forestier L, Renand G, Oulmouden A. Deep intronic mutation 
and pseudo exon activation as a novel muscular hypertrophy modifier in 
cattle. PLoS ONE. 2014;9: e97399.

	7.	 Dierks C, Eder J, Glatzer S, Lehner S, Distl O. A novel myostatin mutation in 
double-muscled German Gelbvieh. Anim Genet. 2015;46:91–2.

	8.	 Arthur P. Double muscling in cattle: a review. Aust J Agric Res. 
1995;46:1493.

	9.	 Wiener P, Smith JA, Lewis AM, Woolliams JA, Williams JL. Muscle-related 
traits in cattle: The role of the myostatin gene in the South Devon breed. 
Genet Sel Evol. 2002;34:221–32.

	10.	 Bellinge RH, Liberles DA, Iaschi SP, O’brien PA, Tay GK. Myostatin and its 
implications on animal breeding: a review. Anim Genet. 2005; 36:1–6.

	11.	 Piao da C, Wang T, Lee JS, Vega RS, Kang SK, Choi YJ, er al. Determination 
of reference intervals for metabolic profile of Hanwoo cows at early, mid-
dle and late gestation periods. J Anim Sci Biotechnol. 2015; 6:9.

	12.	 Petrera F, Napolitano F, Dal Prà A, Abeni F. Plasma parameters related to 
energy and lipid metabolism in periparturient Modenese and Italian 
Friesian cows. J Anim Physiol Anim Nutr (Berl). 2015;99:962–73.

	13.	 Schuermann Y, Welsford GE, Nitschmann E, Wykes L, Duggavathi R. 
Association between pre-breeding metabolic profiles and reproduc-
tive performance in heifers and lactating dairy cows. Theriogenology. 
2019;131:79–88.

	14.	 Młynek K, Danielewicz A, Strączek I. The Effect of Energy Metabolism up 
to the Peak of Lactation on the Main Fractions of Fatty Acids in the Milk of 
Selected Dairy Cow Breeds. Animals (Basel). 2021;11:112.

	15.	 Smuts MP, de Bruyn S, Thompson PN, Holm DE. Serum albumin concen-
tration of donor cows as an indicator of developmental competence of 
oocytes. Theriogenology. 2019;125:184–92.

	16.	 Klein JL, Adams SM, De MAF, Alves FDC, Maidana FM, Brondani IL, et al. 
Productive performance of beef cows subjected to different nutritional 
levels in the third trimester of gestation. Animal. 2021;15: 100089.

	17.	 Kazem YI, Mahmoud MH, Essa HA, Azmy O, Kandeel WA, AI-Moghazy M, 
et al. Role of Bifidobacterium spp. intake in improving depressive mood 
and well-being and its link to kynurenine blood level: an interventional 
study. J Complement Integr Med. 2023; 20:223–232.

	18.	 Andjelić B, Djoković R, Cincović M, Bogosavljević-Bošković S, Petrović 
M, Mladenović J, et al. Relationships between Milk and Blood Biochemi-
cal Parameters and Metabolic Status in Dairy Cows during Lactation. 
Metabolites. 2022;12:733.

	19.	 Huang Z, Wang TS, Qi QR, Zuo RJ, Liang XH, Zhao XH, et al. Progesterone 
regulates secretin expression in mouse uterus during early pregnancy. 
Reprod Sci. 2014;21:724–32.

	20.	 Pandey AK, Ghuman SPS, Dhaliwal GS, Honparkhe M, Phogat JB, Kumar 
S. Effects of preovulatory follicle size on estradiol concentrations, 
corpus luteum diameter, progesterone concentrations and subsequent 
pregnancy rate in buffalo cows (Bubalus bubalis). Theriogenology. 
2018;107:57–62.

	21.	 Mao Y, Chang H, Yang Z, Zhang L, Xu M, Sun W, et al. Genetic structure 
and differentiation of three Chinese indigenous cattle populations. 
Biochem Genet. 2007;45:195–209.

	22.	 Zhao Y, Yang L, Su G, Wei Z, Liu X, Song L, et al. Growth Traits and Sperm 
Proteomics Analyses of Myostatin Gene-Edited Chinese Yellow Cattle. Life 
(Basel). 2022;12:627.

	23.	 Pearson JM, Pajor EA, Caulkett NA, Levy M, Campbell JR, Windeyer MC. 
Benchmarking calving management practices on western Canada cow-
calf operations. Transl Anim Sci. 2019;3:1446–59.

	24.	 Meyer CL, Berger PJ, Koehler KJ. Interactions among factors affecting still-
births in Holstein cattle in the United States. J Dairy Sci. 2000;83:2657–63.

	25.	 Bezdíček J, Nesvadbová A, Makarevich A, Kubovičová E. Relationship 
between the animal body condition and reproduction: the biotechno-
logical aspects. Arch Anim Breed. 2020;63:203–9.

	26.	 Leroy JL, Opsomer G, De VS, Vanholder T, Goossens L, Geldhof A, et al. 
Comparison of embryo quality in high-yielding dairy cows, in dairy heif-
ers and in beef cows. Theriogenology. 2005;64:2022–36.

	27.	 Liang YC, Yeh JY, Ou BR. Effect of maternal myostatin antibody on 
offspring growth performance and body composition in mice. J Exp Biol. 
2007;210:477–83.

	28.	 Spicer LJ, Leung K, Convey EM, Gunther J, Short RE, Tucker HA. Anovula-
tion in postpartum suckled beef cows. I. Associations among size and 
numbers of ovarian follicles, uterine involution, and hormones in serum 
and follicular fluid. J Anim Sci. 1986; 62:734–741.

	29.	 Braga PR, Becker BD, Harry BJE. Uterine Involution and Reproductive 
Performance in Dairy Cows with Metabolic Diseases. Animals (Basel). 
2019;9:93.

	30.	 Murray RD, Cartwright TA, Downham DY Murray MA, Kruif A. Comparison 
of external and internal pelvic measurements of Belgian Blue cattle from 
sample herds in Belgium and the United kingdom. Reprod Domest Anim. 
2002; 37:1–7.

	31.	 Casas E, Bennett GL, Smith TP, Cundiff LV. Association of myostatin on 
early calf mortality, growth, and carcass composition traits in crossbred 
cattle. J Anim Sci. 2004;82:2913–8.

	32.	 Vinet A, Bouyer C, Forestier L, Oulmouden A, Blanquet V, Picard B, 
et al. The Blonde d’Aquitaine T3811>G3811 mutation in the myostatin 



Page 15 of 15Zhao et al. BMC Veterinary Research          (2025) 21:279 	

gene: association with growth, carcass, and muscle phenotypes in veal 
calves[J]. J Anim Sci, 2021, 99(2)https://​doi.​org/​10.​1093/​jas/​skab0​39.

	33.	 Basarab JA, Rutter LM, Day PA. The efficacy of predicting dystocia in 
yearling beef heifers: I. Using ratios of pelvic area to birth weight or pelvic 
area to heifer weight. J Anim Sci. 1993; 71:1359–1371.

	34.	 Wu D, Gu M, Wei Z, Bai C, Su G, Liu X, et al. Myostatin Knockout Regulates 
Bile Acid Metabolism by Promoting Bile Acid Synthesis in Cattle. Animals 
(Basel). 2022;12:205.

	35.	 Casas E, Keele JW, Fahrenkrug SC, Smith TP, Cundiff LV, Stone RT. Quantita-
tive analysis of birth, weaning, and yearling weights and calving difficulty 
in Piedmontese crossbreds segregating an inactive myostatin allele. J 
Anim Sci. 1999;77:1686–92.

	36.	 Cheewasopit W, Laird M, Glister C, Knight PG. Myostatin is expressed in 
bovine ovarian follicles and modulates granulosal and thecal steroido-
genesis. Reproduction. 2018;156:375–86.

	37.	 Luo ZZ, Shen LH, Jiang J, Huang YX, Bai LP, Yu SM, et al. Plasma metabolite 
changes in dairy cows during parturition identified using untargeted 
metabolomics. J Dairy Sci. 2019;102:4639–50.

	38.	 Xin XB, Yang SP, Li X Liu XF, Zhang LL, et al. Proteomics insights into the 
effects of MSTN on muscle glucose and lipid metabolism in genetically 
edited cattle. Gen Comp Endocrinol. 2020; 291:113237.

	39.	 Zhao YF, Yang L, Su GH, Wei ZY, Liu XF, Song LS, et al. Growth traits and 
sperm proteomics analyses of myostatin gene-edited chinese yellow 
cattle. Life. 2022;12:627.

	40.	 Baez GM, Barletta RV, Guenther JN, Gaska JM, Wiltbank MC. Effect 
of uterine size on fertility of lactating dairy cows. Theriogenology. 
2016;85:1357–66.

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

https://doi.org/10.1093/jas/skab039

	Comparative analysis of reproductive organs, hormones and blood metabolism of MSTN mutated and non-mutated cows during gestation
	Abstract 
	Background 
	Results 
	Conclusion 

	Background
	Results
	Reproductive traits analysis of WT and MT cattle
	Comparison of blood physiological and biochemical indicators at different gestational stages between WT and MT cows
	Serum reproductive hormone levels of MT and WT cows
	Blood metabolomic analysis of WT and MT cows

	Discussion
	Conclusions
	Methods
	Animals
	Measurement of pelvic size
	Measurement of ovarian size and uterine diameter
	Detection of physiological and biochemical blood parameters
	Measurement of serum P4 and E2 levels
	Blood metabolomic analysis
	Data analysis

	Acknowledgements
	References


