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The influence of progesterone 
on bovine uterine fluid energy, 
nucleotide, vitamin, cofactor, 
peptide, and xenobiotic 
composition during the conceptus 
elongation-initiation window
Constantine A. Simintiras, José M. Sánchez, Michael McDonald & Patrick Lonergan

Conceptus elongation coincides with one of the periods of greatest pregnancy loss in cattle and is 
characterized by rapid trophectoderm expansion, commencing ~ Day 13 of pregnancy, i.e. before 
maternal pregnancy recognition. The process has yet to be recapitulated in vitro and does not occur in 
the absence of uterine gland secretions in vivo. Moreover, conceptus elongation rates are positively 
correlated to systemic progesterone in maternal circulation. It is, therefore, a maternally-driven 
and progesterone-correlated developmental phenomenon. This study aimed to comprehensively 
characterize the biochemical composition of the uterine luminal fluid on Days 12–14 – the elongation-
initiation window – in heifers with normal vs. high progesterone, to identify molecules potentially 
involved in conceptus elongation initiation. Specifically, nucleotide, vitamin, cofactor, xenobiotic, 
peptide, and energy metabolite profiles of uterine luminal fluid were examined. A total of 59 
metabolites were identified, of which 6 and 3 displayed a respective progesterone and day effect, 
whereas 16 exhibited a day by progesterone interaction, of which 8 were nucleotide metabolites. 
Corresponding pathway enrichment analysis revealed that pyridoxal, ascorbate, tricarboxylic acid, 
purine, and pyrimidine metabolism are of likely importance to to conceptus elongation initiation. 
Moreover, progesterone reduced total metabolite abundance on Day 12 and may alter the uterine 
microbiome.

One-third of viable bovine blastocysts are estimated to fail to elongate1–3, rendering them unable to secrete suf-
ficient interferon tau (IFNτ), the pregnancy recognition signal4–7, resulting in pregnancy failure on account of 
a lack of uterine oxytocin receptor upregulation for luteolysis prevention6,8. Any insights into the mechanisms 
driving conceptus elongation, therefore, offer scope to improve ruminant fertility.

Conceptus elongation is a maternally-driven and progesterone-correlated developmental phenomenon9; it 
can neither be recapitulated in vitro10 nor can occur in vivo in uterine gland absence11. Moreover, the rate of con-
ceptus elongation is positively related to maternally circulating progesterone (P4)12,13, though this relationship is 
indirect – in vitro derived embryos transferred on Day 7 into heifers previously (Days 3–6) supplemented with P4 
exhibit advanced elongation on Day 14, regardless of identical systemic P4 during in utero embryo development14.

Whilst the amino acid15–20, carbohydrate20–23 and lipid2,24,25 composition of bovine uterine luminal fluid (ULF) 
has been interrogated to some degree, analyses extending to additional biochemicals (e.g. nucleotide, cofactor 
and vitamin, xenobiotic, peptide, and energy metabolites) have received very little attention, if any, despite their 
known importance to, and/or potential impact on, central cellular processes.

Nucleotides serve a variety of functions such as in substrate activation and anabolism, in addition to being 
necessary for DNA replication and RNA production to support protein synthesis26. Cofactors and vitamins assist 
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a plethora of enzymatic reactions by facilitating electron and acyl group transfer, amongst others27,28; energy 
metabolites are typically involved in terminal substrate oxidation, such as in the tricarboxylic acid (Krebs) cycle29, 
and peptides have been shown to act as hormones and signalling molecules30 in addition to antibiotics, such as 
microcins31,32. Lastly, xenobiotics are foreign substances (e.g. drugs, pollutants, food additives, hydrocarbons, and 
pesticides) which may perturb physiological function33.

We recently showed that the amino acid, carbohydrate20, and lipid25 composition of bovine ULF on Days 
12–14 post-estrus was affected by day and P4 supplementation, revealing several metabolites of likely importance 
to the process of conceptus elongation initiation. Given the biological significance of the aforementioned metab-
olites (nucleotides, vitamins, etc.), coupled with the lack of information surrounding their presence in ULF, our 
hypothesis was that a high-throughput metabolomic profiling of these ULF samples would identify several addi-
tional molecules which likely influence conceptus elongation. The specific aim, therefore, was to analyse the ULF 
obtained on Days 12–14 from cycling heifers with normal vs. high P4 in circulation, a model known to advance 
the rate of conceptus elongation12,13,34.

Results
P4-releasing intravaginal device (PRID) insertion on Day 3 elevated (P ≤ 0.05) serum P4 on Day 5 (3.17 ± 0.341 
vs. 1.53 ± 0.163 ng/ml), as determined by a two-way ANOVA coupled with a Holm-Sidak non-parametric post 
hoc. This difference was not apparent by Days 12–14. Moreover, no difference in systemic P4 was observed 
between Days 12–14 within the normal and high P4 groups, as described in Simintiras et al.20.

A total of 59 metabolites were identified in this study, spanning 19 pathways; 11 metabolites (18.6%) related 
to energy metabolism, 19 (32.2%) to nucleotide, 12 (20.3%) to cofactor and vitamin, 15 (25.4%) to xenobiotic, 
and 2 metabolites (3.4%) related to peptide metabolism (Table 1). Five metabolites (8.5%) displayed a P4 main 
effect, i.e. differed in abundance between high vs. normal P4 heifers, irrespective of day, whilst 2 (3.4%) exhibited 
a day main effect, i.e. were temporally dynamic independently of P4, and 1 metabolite (1.7%) – phosphate – was 
affected by both day and P4. Sixteen metabolites (27.1%) displayed a day by P4 interaction, of which half are 
implicated in nucleotide metabolism (Fig. 1).

Figure 1. The identified metabolites, and their respective pathways, showing a progesterone (P4) main effect 
(left), a day main effect (right), and/or a day by P4 interaction (centre). Phosphate showed both a progesterone 
and day main effect but not a day by P4 interaction. Day and/or P4 main effects are discounted where a day 
by P4 interaction is displayed. Corresponding metabolite scaled intensities are also provided, wherein the 
central horizontal line represents the median value with outer boundaries depicting upper and lower quartile 
limits. The y-axes are the relative metabolite concentrations. Error bars depict the minimum and maximum 
distributions, with a cross (+) representing the mean value and a white circle (○) the extreme data point. 
Square brackets denote the figure in which the scaled intensities for the metabolite is provided. Abbreviations: 
Fig. 5 [F5], Fig. 6 [F6], Fig. 7 [F7], energy metabolite (E), nucleotide metabolite (N), vitamin and cofactor 
metabolite (VC), xenobiotic (X), peptide (P), Day 12 Normal P4 (12N), Day 12 High P4 (12H), Day 13 Normal 
P4 (13N), Day 13 High P4 (13H), Day 14 Normal P4 (14N), and Day 14 High P4 (14H).
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Figure 2. Network comparison of metabolite relative flux in uterine luminal fluid. Networks on the left-hand 
side show biochemicals which displayed (A) a progesterone (P4) main effect, (B) a day main effect, and/or  
(C) a day by P4 interaction – i.e. concentrations differed between groups (normal vs. high P4) at different times 
(Days 12 vs. 13 vs. 14). Significance is represented by node colour and diameter combined: a large dark red node 
indicates an (p ≤ 0.05) effect/interaction (node border thickness is inversely proportional to the magnitude of 
the p-value), whereas a medium light red node depicts a trend (0.05 < p < 0.10) towards an effect/interaction, 
and a small black nodes depict a lack of significance. Networks on the right-hand side compare metabolite 
flux magnitude in the uterine luminal fluid of normal vs. high P4 heifers on Days (D) 12, (E) 13, and (F) 14. 
Here, node diameter is proportional to the fold change observed, and node colour represents the significance 
of the change: dark red depicting a significant (p ≤ 0.05) increase, light red highlighting an increasing trend 
(0.05 < p < 0.10), dark blue denoting a significant (p ≤ 0.05) decrease, and light blue depicting a decreasing 
trend (0.05 < p < 0.10). Black nodes depict a lack of a statistically significant flux. In addition to node colour, 
node border thickness is inversely proportional to the magnitude of the p-value.
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Regarding the corresponding pathways of the identified molecules, the most enriched by P4 (n = 13, N = 59) –  
whereby E is the pathway enrichment, k refers to the number of significantly altered metabolites per pathway, m 
denotes the total number of detected molecules per pathway, n depicts the number of significantly altered metab-
olites in the comparison, and N represents the total identified metabolites in the study – were gamma-glutamyl 

Figure 3. The contribution (%) of each sub-pathway to total (a) progesterone (P4) effects – i.e. the proportion 
of corresponding metabolites which were hormonally responsive, (b) day effects – i.e. the proportion of 
corresponding metabolites which were temporally dynamic, (c) day by P4 interactions – i.e. the proportion of 
corresponding metabolites whose concentrations differed between groups (normal vs. high P4) at different 
times (Days 12 vs. 13 vs. 14), and (d) abundance – i.e. the size of the sub-pathway. Abbreviations: progesterone 
(P4), super-pathways: energy metabolite (E), nucleotide metabolite (N), vitamin and cofactor metabolite (VC), 
xenobiotic (X), and peptide (P).

Figure 4. Relative concentrations (±SEM) of energy (n = 11), nucleotide (n = 19), cofactor and vitamin 
(n = 12), xenobiotic (n = 15), and peptide (n = 2) metabolites in the uterine luminal fluid of high and normal 
progesterone (P4) animals on Days 12, 13, and 14, wherein ** represents p ≤ 0.001 and * represents p ≤ 0.05 – 
as determined by two-way analysis of variance coupled with a Holm-Sidak non-parametric post hoc test.
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amino acid (E = 4.5; k = 1, m = 1), oxidative phosphorylation (E = 4.5; k = 1, m = 1), pyrimidine [cytidine] 
(E = 4.5; k = 1, m = 1), purine and pyrimidine (E = 4.5; k = 1, m = 1), vitamin A (E = 4.5; k = 1, m = 1), and 
purine [(hypo)xanthine/inosine] (E = 1.8; k = 2, m = 5) metabolism (Fig. 2A). Pathways most enriched by day 
(n = 8, N = 59) were oxidative phosphorylation (E = 7.4; k = 1, m = 1), nicotinate and nicotinamide (E = 4.9; 
k = 2, m = 3), purine [(hypo)xanthine/inosine] (E = 3.0; k = 2, m = 5), vitamin B6 (E = 2.5; k = 1, m = 3), benzo-
ate (E = 2.5; k = 1, m = 3), and chemical (E = 1.2; k = 1, m = 6) metabolism (Fig. 2B). However, the most enriched 
metabolic pathways in terms of day by P4 interaction (n = 16, N = 59) were gamma-glutamyl amino acid (E = 3.7; 
k = 1, m = 1), pyrimidine [cytidine] (E = 3.7; k = 1, m = 1), purine and pyrimidine (E = 3.7; k = 1, m = 1), nicoti-
nate and nicotinamide (E = 2.5; k = 2, m = 3), vitamin B6 (E = 2.5; k = 2, m = 3), purine [(hypo)xanthine/inosine] 

Figure 5. The purine metabolic pathway surrounded by the scaled intensities of relevant biochemicals. 
Biochemical node colour corresponds to day by progesterone (P4) interaction – dark red indicates a significant 
(p ≤ 0.05) interaction (node border thickness is inversely proportional to the magnitude of the p-value). 
Within these statistically significant nodes, node diameter is correlated to metabolic hierarchy (cofactor and 
intermediate metabolite nodes are smallest, followed by by-products, and central metabolites). Light red depicts 
an increasing trend (0.05 < p < 0.10), black depicts an identified amino acid which did not exhibit a day by 
progesterone interaction, and grey represents a biochemical present in the metabolic library but not detected 
in this study. Box plots: The y-axes are the relative metabolite concentrations, with the central horizontal line 
representing the median value with outer boundaries depicting the upper and lower quartile limits. Error bars 
depict the minimum and maximum distributions, with + representing the mean value and ○ the extreme data 
point. Abbreviations: Day 12 Normal P4 (12N), Day 12 High P4 (12H), Day 13 Normal P4 (13N), Day 13 High 
P4 (13H), Day 14 Normal P4 (14N), Day 14 High P4 (14H).
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(E = 2.2; k = 3, m = 5), purine [adenine] (E = 1.2; k = 1, m = 3), ascorbate and aldarate (E = 1.2; k = 1, m = 3), and 
pyrimidine [uracil] (E = 1.1; k = 2, m = 7) metabolism (Fig. 2C).

Considering main effect or interaction proportions, which are less susceptible to ‘single-metabolite’ pathway 
bias than enrichment analyses, pathways representing most P4 effects were: tricarboxylic acid cycle (33.3%), 
oxidative phosphorylation (16.7%), purine [(hypo)xanthine/inosine] (16.7%), vitamin A (16.7%), and chemical 
(16.7%) metabolism. Similarly, pathways exhibiting most day effects were: oxidative phosphorylation (33.3%), 
nicotinate and nicotinamide (33.3%), and benzoate (33.3%) metabolism; whereas pathways displaying the great-
est proportion of day by P4 interactions were: purine [(hypo)xanthine/inosine] (18.8%), pyrimidine [uracil] 
(12.5%), nicotinate and nicotinamide (12.5%), and vitamin B6 (12.5%) (Fig. 3). Also provided in Fig. 3 is the 
relative abundance of each pathway (i.e. the number of metabolites constituting the pathway as a proportion of 
all identified metabolites).

P4 supplementation, moreover, reduced (p < 0.05) the concentrations of 21 metabolites on Day 12 (Fig. 2D). 
In contrast, the concentrations of just 2 metabolites differed on Day 13 in high vs. normal P4 heifers (Fig. 2E), 
including the greatest individual metabolite flux observed – a 14.34-fold increase in triethanolamine (Table 1D). 

Figure 6. The (A) pyridoxal (vitamin B6), and (B) ascorbate (vitamin C) metabolic pathways in addition to 
the scaled intensities of relevant biochemicals. Biochemical node colour corresponds to day by progesterone 
(P4) interaction – dark red indicates a significant (p ≤ 0.05) interaction (node border thickness is inversely 
proportional to the magnitude of the p-value). Within these statistically significant nodes, node diameter 
is correlated to metabolic hierarchy (cofactor and intermediate metabolite nodes are smallest, followed by 
by-products, and central metabolites). Light red depicts an increasing trend (0.05 < p < 0.10), black depicts 
an identified amino acid which did not exhibit a day by progesterone interaction, and grey represents a 
biochemical present in the metabolic library but not detected in this study. Box plots: The y-axes are the relative 
metabolite concentrations, with the central horizontal line representing the median value with outer boundaries 
depicting the upper and lower quartile limits. Error bars depict the minimum and maximum distributions, 
with + representing the mean value and ○ the extreme data point. Abbreviations: Day 12 Normal P4 (12N), 
Day 12 High P4 (12H), Day 13 Normal P4 (13N), Day 13 High P4 (13H), Day 14 Normal P4 (14N), Day 14 
High P4 (14H).
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On Day 14, however, P4 supplementation elevated the uterine luminal abundance of 5 metabolites (Fig. 2F); these 
were 4-hydroxychlorothalonil, phenylacetylglycine, pyridoxate, thioproline, and uracil.

Metabolite analysis by super-pathway revealed that cofactor and vitamin metabolite abundance in the uteri of 
normal P4 heifers exhibited the greatest variability, decreasing on Days 13 and 14 relative to 12. Moreover, when 
considering all metabolites combined, P4 supplementation supressed their abundance in ULF on Day 12 (Fig. 4).

The implications of these findings are discussed below within the context of purine (Fig. 5), pyridoxal (vitamin 
B6), (Fig. 6A), ascorbate (vitamin C) metabolism (Fig. 6B), and the tricarboxylic acid cycle (Fig. 7), amongst other 
categories. Quantitative box-plots for remaining metabolites identified in this study are provided in Fig. 8.

Discussion
This dynamic presence of energy metabolites, nucleotides, cofactors, vitamins, peptides, and xenobiotics in bovine 
uterine luminal fluid during the initiation of conceptus elongation offers new insights into maternal-embryo 
communication in ruminants. Key findings include: (a) elevated P4 is associated with metabolite suppression on 
Day 12, (b) biochemicals involved in nucleotide metabolism dominate the day by P4 interactions observed, and 
(c) metabolites constituting purine, pyrimidine, pyridoxal, ascorbate, and tricarboxylic acid cycle metabolism 
may play a central role in the conceptus elongation process. These are discussed below.

Figure 7. Tricarboxylic acid (Krebs) cycle metabolism, surrounded by the scaled intensities of relevant 
biochemicals. Biochemical node colour corresponds to day by progesterone (P4) interaction – dark red 
indicates a significant (p ≤ 0.05) interaction (node border thickness is inversely proportional to the magnitude 
of the p-value). Within these statistically significant nodes, node diameter is correlated to metabolic hierarchy 
(cofactor and intermediate metabolite nodes are smallest, followed by by-products, and central metabolites). 
Light red depicts an increasing trend (0.05 < p < 0.10), black depicts an identified amino acid which did not 
exhibit a day by progesterone interaction, and grey represents a biochemical present in the metabolic library 
but not detected in this study. Box plots: the central horizontal line represents the median value with outer 
boundaries depicting the upper and lower quartile limits. Error bars depict the minimum and maximum 
distributions, with + representing the mean value and ○ the extreme data point. Abbreviations: Day 12 Normal 
P4 (12N), Day 12 High P4 (12H), Day 13 Normal P4 (13N), Day 13 High P4 (13H), Day 14 Normal P4 (14N), 
Day 14 High P4 (14H).
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Nucleotides account for approximately 15–20% of non-aqueous cellular biomass26 and fulfil a plethora of cen-
tral biological processes, including in DNA replication, RNA production, and protein synthesis, rendering them 
of likely importance to trophoblast proliferation and consequent conceptus elongation. Moreover, accelerated 
cellular proliferation requires rapid protein synthesis, for which cells require more ribosomes, in turn necessitat-
ing more ribosomal RNA (rRNA), and therefore, an increased accumulation rate of ribonucleoside triphosphates 
(rNTPs)26.

Figure 8. Scaled intensity boxplots of additional metabolites identified in this study. The y-axes are the relative 
metabolite concentrations, with the central horizontal line representing the median value with outer boundaries 
depicting upper and lower quartile limits. Error bars depict the minimum and maximum distributions, 
with + representing the mean value and ○ the extreme data point.
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Table 1. Detected metabolites involved in (A) energy, (B) nucleotide, (C) vitamin and cofactor, (D) xenobiotic, 
and (E) peptide metabolism. Regarding day and/or progesterone main effects and/or day by progesterone 
interactions (first three columns), light green shading highlights a trend towards a significant (0.05 < p < 0.10) 
effect, whereas dark green shading highlights a statistically significant (p ≤ 0.05) effect with individual 
p-values provided within cells. Remaining columns comprise individual metabolite fold changes: dark blue 
shading indicates a significant (p ≤ 0.05) decrease (metabolite ratio < 1.0) between groups shown, whereas 
light blue depicts a decreasing trend (0.05 < p < 0.10). Conversely, dark red shading indicates a significant 
(p ≤ 0.05) increase (metabolite ratio ≥ 1.0) between groups shown with light red depicting an increasing 
trend (0.05 < p < 0.10). Non-coloured cells and text indicate the mean fold-change value was not significantly 
different for that comparison. Italics denotes predicted metabolites. Abbreviations: progesterone (P4) and 
coenzyme A (CoA).
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Whilst all cells have an inherent capacity for de novo nucleotide biosynthesis – a highly endergonic process –  
they can also uptake nucleotides35,36. Interestingly, all four ribonucleosides (adenosine, cytidine, guanosine, and 
uridine) were present in ULF, as were three of the corresponding ribonucleobases (adenine, guanine, and uri-
dine). This finding, in conjunction with previous identifications of proteins relating to nucleotide transport and 
metabolism in ULF – e.g. polypyrimidine tract-binding protein 1 and bifunctional purine biosynthesis protein37 –  
suggests that uterine nucleotide release into ULF during the period of elongation initiation, is conducive to suc-
cessful conceptus elongation, presumably for RNA production (Fig. 5); the RNA-exclusive nucleoside, uridine, 
displayed the second greatest day by P4 interaction, increasing in luminal abundance on Day 14 vs. 12 and 13 in 
the high P4 group, whilst thymine and thymidine, the respective DNA-exclusive nucleobase and nucleoside, were 
not identified.

Cofactors and vitamins was the only metabolite group displaying a significant flux when comparing all 
metabolites by treatment and day (Fig. 4). Regarding day by P4 interactions, the enrichment values for nicoti-
nate and nicotinamide, vitamin B6, and ascorbate and aldarate metabolism were 2.5, 2.5, and 1.2, respectively. 
Nicotinamide is a key intermediate in NAD synthesis, which is crucial for energy metabolism (discussed below). 
Concentrations of both nicotinamide and nicotinamide riboside were lower in the ULF from high vs. normal P4 
heifers on Day 12. Their concentrations, moreover, decreased in the normal P4 group from Day 12 to 14, sug-
gesting decreased uterine nicotinamide salvage and metabolism in the high P4 heifers, likely as a result of altered 
epithelial energy metabolism. This may be important as a recent study conducted in humans and mice found the 
nicotinamide pathway plays an important role in miscarriage prevention38.

Retinol (vitamin A) presence was also interesting as it is involved in uterine epithelial cell differentiation 
regulation and matrix remodelling39. Retinol exhibited a P4 main effect by trending higher in the ULF of high P4 
heifers on Days 12 and 14 relative to control. This finding is broadly in line with data from the porcine, wherein P4 
increases uterine retinol binding protein (RBP) abundance40. Whilst RBP4 has been identified in bovine ULF37, 
further research is required to elucidate the roles of retinol and RBPs in ruminant maternal-embryo communi-
cation; not least as retinol inhibits activator protein 1 binding to the cyclic AMP response element of the COX-2 
promoter, in turn, inhibiting COX-2 transcription, and reducing prostaglandin synthesis41. Moreover, it has been 
proposed that retinol contributes to uterine quiescence in the human myometrium during pregnancy42.

Similarly to nicotinamide and nicotinamide riboside, the concentration of all detected vitamin B6 metabolites 
(pyridoxamine, pyridoxal, and pyridoxate) was lower in high vs. normal P4 heifers on Day 12, and generally 
decreased over time in the normal P4 cohorts (Fig. 6). Interestingly, bacteria of the mammalian intestinal micro-
biome have the capacity to synthesise vitamins B3, B5, B6, and B1243. Given the day by P4 interaction displayed 
by pyridoxamine and pyridoxate, phenol sulfate20, and trend towards a day by P4 interaction by hippurate – all 
of which are microbiome-associated and unrelated metabolites – it is tempting to suggest that P4 may alter the 
bacterial profile of the bovine uterus44 and, in turn, ULF composition.

Further supporting this notion that ULF composition may be influenced by symbiotes is the identification of 
microbiome-associated45,46 xenobiotics ergothioneine and mannonate in ULF. Moreover, the presence of ascor-
bate (vitamin C), in addition to uric acid – both potent antioxidants47 – hints at the capacity of ULF to regulate 
redox homeostasis. These findings, taken together, highlight the potential role, and need for research into the 
impact, of factors beyond endometrial secretions on maternal-embryo communication.

Even though just two peptide metabolites were identified, the most pronounced day by P4 interaction 
observed in this study was that of γ-glutamylglutamine – a dipeptide of amino acids glutamate and glutamine, and 
proteolytic breakdown product48. The increase in γ-glutamylglutamine levels on Days 13 and 14 vs. 12 in high P4 
heifers may be indicative of elevated uterine luminal protease37 activity. However, whether γ-glutamylglutamine, 
and phenylacetylglycine for that matter, are short-lived intermediates en route to further proteolysis, or have phys-
iological cell-signalling effects, is unknown. It is worth noting the murine hatching embryo secretes a trypsin-like 
protease in vitro49, and, in the equine, peptidase D and the proteasome 26S subunit were in greater abundance in 
the ULF of pregnant vs. cyclic mares on Day 1350. Thus, uterine luminal protein degradation may be a free amino 
acid generation mechanism.

The TCA cycle is generally considered the central metabolic hub of the cell as it is the final common pathway 
for fuel molecule oxidation, including carbohydrates, fatty acids, and amino acids51. Forde et al.37 previously 
identified 5 of the 8 enzymes involved in the TCA cycle in bovine ULF: aconitase, isocitrate dehydrogenase, 
fumarate hydratase (fumarase), malate dehydrogenase, and citrate synthase. Here we identified 6 of the 10 key 
corresponding metabolites: citrate, aconitate, isocitrate, 2-oxoglutarate, succinate, and malate; raising the ques-
tion of whether parts of the TCA cycle (Fig. 7) are active in ULF.

Of particular intrigue is α-ketoglutarate (a.k.a. 2-oxoglutarate), which exhibited a P4 main effect owing to a 
decrease in high vs. normal P4 heifers on Day 12 in addition to a decline in normal P4 heifers on Day 14 vs. 12 
– i.e. 2-oxoglutarate levels inversely correlated with an advanced elongation environment. Whilst this intuitively 
implies that extracellular 2-oxoglutarate is not important for the elongating conceptus, it is telling that ULF is 
enzymatically equipped to produce 2-oxoglutarate from any one of malate, citrate, or isocitrate37. Aside from its 
role as a TCA cycle intermediate, 2-oxoglutarate is a common source of amino acids glutamate and glutamine52; 
though such a breakdown in ULF is unlikely as the catalyst, glutamate dehydrogenase, has not been identified 
in ULF. Nonetheless, 2-oxoglutarate can scavenge and sequester hydrogen peroxide (H2O2) in vitro prior to suc-
cinate conversion53. As H2O2 is a main source of reactive oxygen species, known to increase embryonic DNA 
damage54, further investigation into this phenomenon within an in vivo reproductive context is warranted.

Succinate followed an identical profile to 2-oxoglutarate and trended towards a day by P4 interaction. It is 
important to highlight that succinate synthesis would be the terminal step in a ULF TCA cycle, as succinate 
dehydrogenase [a.k.a. succinate-coenzyme Q reductase (SQR) or respiratory complex II], which catalyses the 
reversible oxidation of succinate to fumarate, is solely localised at inner mitochondrial membranes55. Regardless, 
succinate plays numerous signalling roles, such as stabilizing the hypoxia-inducible factor-1 alpha (HIF-1α) 
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transcription factor56, whose knockout in the mouse is embryo-lethal owing to vascular defects in the embryonic 
and extraembryonic vasculature57. Moreover, G-protein coupled receptor 91 (GPCR91), previously considered 
an orphan receptor58, has been recently shown to sense extracellular succinate59, and in utero upregulation of 
GPCR91 in the rat foetus predisposes the offspring to hypertension60.

Given that all primary constituents of the first TCA cycle reactions have been identified in ULF, it is plausible 
to assume a role for energy metabolites in conceptus elongation, perhaps beyond energy production. Moreover, 
the presence of tricarballylate – an aconitase (the enzyme catalysing the formation of isocitrate from citrate) 
inhibitor61 of aerobic bacterial origin62 – further exemplifies the need to investigate the impact of the microbiome 
in uterine metabolism and maternal-embryo communication.

Furthermore, whilst this work on maternal-embryo communication using cyclic heifers inherently focuses 
on a unidirectional monologue (maternally secreted metabolites), future work includes similarly analysing 
ULF from pregnant heifers – in addition to corresponding conceptus-conditioned culture medium – to tease 
out the reciprocity of bovine pregnancy establishment. Additional future work includes further investigat-
ing P4-induced changes in the ruminant ULF proteome. For example, uterine serpins (or milk proteins) are 
secreted by the ovine63–65 and bovine66 uterus, in a hormonally responsive manner, presumably as a mechanism 
of immunomodulation, despite their classification as proteinase inhibitors67. Similarly, elucidating the precise 
role of conceptus-derived proteins, such as trophoblast Kunitz domain proteins – also categorised as proteinase 
inhibitors68 – is essential to furthering our understanding of maternal-embryo communication and pregnancy 
establishment in ruminants.

Lastly, it is important to note that elevated P4 on Day 5, but not thereafter, in the high P4 group is consistent 
with previous observations of accelerated conceptus elongation on Days 12–1414. More specifically, elevated P4 
resulting from PRID introduction on Day 3 temporally advances the endometrial transcriptome by ~48–72 h 
during the conceptus elongation window69 despite systemic P4 concentrations returning to normal12.

In conclusion, this manuscript presents and describes the dynamic presence of energy substrates, nucleotides, 
cofactors, vitamins, and xenobiotics in the bovine uterine luminal fluid during the conceptus elongation-initiation 
window. The data show that elevated P4 suppresses ULF metabolite concentrations on Day 12 and may alter the 
uterine microbiome. Moreover, ULF has the capacity to act as a redox buffer, and biochemicals in ULF involved 
in purine, pyrimidine, pyridoxal, ascorbate, and tricarboxylic acid cycle metabolism likely facilitate conceptus 
elongation initiation.

Methods
Sample collection details are described in detail in Simintiras et al.20, a summary of which is provided below.

Animals and experimental design. Animal work was approved by the University College Dublin Animal 
Research Ethics Committee and licensed by the Irish Health Products Regulatory Authority, with experimenta-
tion performed in line with the European Community Directive 2010/63/EU. The estrous cycles of Charolais and 
Limousin crossbred heifers with a mean age (±SD) of 24.9 ± 5.6 months and weight (±SD) of 601.6 ± 47.7 kg 
were synchronized (n = 35) with a gonadotropin releasing hormone (GnRH) analogue (Ovarelin, Ceva Santé 
Animale) injection, followed by P4-releasing intravaginal device (PRID; Ceva Santé Animale) insertion. After 
7 days, a prostaglandin F2α (PGF2α) analogue (Enzaprost; Ceva Santé Animale) was administered, and PRIDs 
were removed the next day. On Day 3 post-estrus, 20 randomly allocated heifers received another PRID until 
slaughter on Days 12–14 (thus, the high P4 group). The remaining 15 animals comprised the normal P4 group. 
Specifically, the experimental groups were: (i) Day 12 normal P4 (n = 6), (ii) Day 12 high P4 (n = 6), (iii) Day 13 
normal P4 (n = 4), (vi) Day 13 high P4 (n = 8), (v) Day 14 normal P4 (n = 5), and (vi) Day 14 high P4 (n = 6).

Uterine luminal fluid recovery. The uterine horn ipsilateral to the corpus luteum was excised and flushed 
with 10 ml phosphate buffered saline (PBS; Sigma Aldrich) within 60 mins of slaughter, prior to centrifugation 
for 15 min at 1000 × g. The supernatant was aliquoted, snap-frozen in liquid nitrogen, and stored at −80 °C until 
analysis.

Progesterone analysis. Blood was collected from all heifers by coccygeal venepuncture on Days 3 and 
5 in addition to the morning of slaughter, stored at 4 °C for 24 h, and centrifuged at 1500 × g for 20 min at 4 °C. 
The supernatant was stored at −20 °C until analysis. P4 was quantified by solid-phase radioimmunoassay 
(PROG-RIA-CT, DIAsource) in line with manufacturer guidelines, and as described in Simintiras et al.20.

Metabolomics and data extraction. Metabolon Inc. performed the sample preparation and analysis by 
ultrahigh performance liquid chromatography-tandem mass spectroscopy (UPLC-MS/MS). Briefly, all samples 
were analysed by four reverse-phase (RP/UPLC)-MS/MS methods involving positive and negative ion mode 
electrospray ionization, in addition to hydrophilic interaction chromatography UPLC-MS/MS. Metabolites were 
identified by retention time and a m/z within ± 10 ppm, and quantified against known internal and recovery 
standards, which were run in parallel at random intervals. Data were corrected for inter-day instrument tuning 
variations – median peak areas for each metabolite were registered as 1.00 prior to the proportional normalisa-
tion of each data point. Data were then logarithmically transformed and quantified by relative abundance using 
MetaboLync pathway analysis (MPA) software (portal.metabolon.com) and visualized using Java Cytoscape 3.6.1. 
Relative mean metabolite concentrations were calculated by averaging the median scaled imputed data of all 
metabolites for each aforementioned experimental group.

Data analysis and statistics. Semi-quantitative metabolomic data (either expressed as main effects, inter-
actions, fold-changes, or relative concentrations), were statistically analysed by two-way ANOVA with a p ≤ 0.05 
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or 0.05 < p < 0.10 cut off. Where stated, a Holm-Sidak non-parametric post hoc test was also used. All samples 
described under ‘animals and experimental design’ (total n = 35) were included in the analyses.

Pathway enrichment. The measure of intra-pathway metabolite flux relative to inter-pathway metabolite 
flux [pathway enrichment (E)] was calculated using the following formula: (k/m)/(n/N) where k = number of 
significant metabolites per pathway, m = total detected metabolites per pathway, n = number of significant metab-
olites in the study, and N = total identified metabolites in the study. A value > 1 indicates pathway enrichment, 
and a value < 1 denotes pathway under-enrichment, whereas a value of 0 indicates the pathway was unenriched.

References
 1. Diskin, M. G. & Sreenan, J. M. Fertilization and embryonic mortality rates in beef heifers after artificial insemination. J. Reprod. 

Fertil. 59, 463–468 (1980).
 2. Ribeiro, E. S., Santos, J. E. P. & Thatcher, W. W. Role of lipids on elongation of the preimplantation conceptus in ruminants. 

Reproduction 152, R115–R126 (2016).
 3. Santos, J. E. P., Thatcher, W. W., Chebel, R. C., Cerri, R. L. A. & Galvão, K. N. The effect of embryonic death rates in cattle on the 

efficacy of estrus synchronization programs. Anim. Reprod. Sci. 82–83, 513–535 (2004).
 4. Brooks, K., Burns, G. & Spencer, T. E. Conceptus elongation in ruminants: Roles of progesterone, prostaglandin, interferon tau and 

cortisol. J. Anim. Sci. Biotechnol. 5, 1–12 (2014).
 5. Hansen, T. R., Sinedino, L. D. P. & Spencer, T. E. Paracrine and endocrine actions of interferon tau (IFNT). Reproduction 154, 

F45–F59 (2017).
 6. Forde, N. & Lonergan, P. Interferon-tau and fertility in ruminants. Reproduction 154, F33–F43 (2017).
 7. Bazer, F. W. & Thatcher, W. W. Chronicling the discovery of interferon tau. Reproduction 154, F11–F20 (2017).
 8. Binelli, M., Thatcher, W., Mattos, R. & Baruselli, P. Antiluteolytic strategies to improve fertility in cattle. Theriogenology 56, 

1451–1463 (2001).
 9. Lonergan, P. New insights into the function of progesterone in early pregnancy. Anim. Front. 5, 12–17 (2015).
 10. Brandão, D. O. et al. Post hatching development: A novel system for extended in vitro culture of bovine embryos. Biol. Reprod. 71, 

2048–2055 (2004).
 11. Gray, C. A. et al. Endometrial glands are required for preimplantation conceptus elongation and survival. Biol. Reprod. 64, 

1608–1613 (2001).
 12. Carter, F. et al. Effect of increasing progesterone concentration from Day 3 of pregnancy on subsequent embryo survival and 

development in beef heifers. Reprod. Fertil. Dev. 20, 368–375 (2008).
 13. O’Hara, L., Forde, N., Kelly, A. K. & Lonergan, P. Effect of bovine blastocyst size at embryo transfer on day 7 on conceptus length on 

day 14: Can supplementary progesterone rescue small embryos? Theriogenology 81, 1123–1128 (2014).
 14. Clemente, M. et al. Progesterone and conceptus elongation in cattle: A direct effect on the embryo or an indirect effect via the 

endometrium? Reproduction 138, 507–517 (2009).
 15. Groebner, A. E. et al. Reduced Amino Acids in the Bovine Uterine Lumen of Cloned versus In Vitro Fertilized Pregnancies Prior to 

Implantation. Cell. Reprogram. 13, 1–8 (2011).
 16. Groebner, A. E. et al. Increase of essential amino acids in the bovine uterine lumen during preimplantation development. 

Reproduction 141, 685–695 (2011).
 17. Hugentobler, S. A. et al. Amino acids in oviduct and uterine fluid and blood plasma during the estrous cycle in the bovine. 454, 

445–454 (2007).
 18. Forde, N. et al. Amino acids in the uterine luminal fluid reflects the temporal changes in transporter expression in the endometrium 

and conceptus during early pregnancy in cattle. PLoS One 9, e100010 (2014).
 19. Forde, N. et al. Sexually dimorphic gene expression in bovine conceptuses at the initiation of implantation. Biol. Reprod. 95, 1–8 

(2016).
 20. Simintiras, C. A. et al. Biochemical characterization of progesterone-induced alterations in bovine uterine fluid amino acid and 

carbohydrate composition during the conceptus elongation window. Biol. Reprod. 100, 672–685 (2019).
 21. Hugentobler, S., Humpherson, P., Leese, H., Sreenan, J. & Morris, D. Energy Substrates in Bovine Oviduct and Uterine Fluid and 

Blood Plasma During the Oestrous Cycle. Mol. Reprod. Dev. 75, 496–503 (2008).
 22. Bauersachs, S. et al. Effect of metabolic status on conceptus – maternal interactions on day 19 in dairy cattle: II. Effects on the 

endometrial transcriptome. Biol. Reprod. 97, 413–425 (2017).
 23. Leane, S. et al. The effect of exogenous glucose infusion on early embryonic development in lactating dairy cows. J. Dairy Sci. 101, 

1–12 (2018).
 24. Ribeiro, E. S. et al. Biology of Preimplantation Conceptus at the Onset of Elongation in Dairy Cows. Biol. Reprod. 94, 1–18 (2016).
 25. Simintiras, C. A., Sánchez, J. M., McDonald, M. & Lonergan, P. Progesterone alters the bovine uterine fluid lipidome during the 

period of elongation. Reproduction 157, 399–411 (2019).
 26. Lane, A. N. & Fan, T. W. Regulation of mammalian nucleotide metabolism and biosynthesis. Nucleic Acids Res. 43, 2466–2485 

(2015).
 27. Broderick, J. B. Coenzymes and Cofactors. Chichester: John Wiley & Sons, Ltd, https://doi.org/10.1038/npg.els.0000631 (2001).
 28. Macheroux, P., Kappes, B. & Ealick, S. E. Flavogenomics – a genomic and structural view of flavin-dependent proteins. FEBS J. 178, 

2625–2634 (2011).
 29. Mailloux, R. J. et al. The Tricarboxylic Acid Cycle, an Ancient Metabolic Network with a Novel Twist. PLoS One 8, 1–10 (2007).
 30. Nickel, W. & Seedorf, M. Unconventional Mechanisms of Protein Transport to the Cell Surface of Eukaryotic Cells. Annu. Rev. Cell 

Dev. Biol. 24, 287–308 (2008).
 31. Duquesne, S., Destoumieux-garz, D., Peduzzi, J. & Rebuffat, S. Microcins, gene-encoded antibacterial peptides from enterobacteria. 

Nat. Prod. Rep. 24, 708–734 (2007).
 32. Hancock, R. E. W. & Chapple, D. S. Peptide Antibiotics. Antimicrob. Agents Chemother. 43, 1317–1323 (1999).
 33. Omiecinski, C. J., Heuvel, J. P., Vanden, Perdew, G. H. & Peters, J. M. Xenobiotic Metabolism, Disposition, and Regulation by 

Receptors: From Biochemical Phenomenon to Predictors of Major Toxicities. Toxicol. Sci. 120, S49–S75 (2011).
 34. O’Hara, L. et al. Paradoxical effect of supplementary progesterone between day 3 and day 7 on corpus luteum function and conceptus 

development in cattle. Reprod. Fertil. Dev. 26, 328–336 (2014).
 35. Young, J. D., Yao, S. Y. M., Baldwin, J. M., Cass, C. E. & Baldwin, S. A. The human concentrative and equilibrative nucleoside 

transporter families, SLC28 and SLC29. Mol. Aspects Med. 34, 529–547 (2013).
 36. Austin, W. R. et al. Nucleoside salvage pathway kinases regulate hematopoiesis by linking nucleotide metabolism with replication 

stress. J. Exp. Med. 209, 2215–2228 (2012).
 37. Forde, N. et al. Proteomic analysis of uterine fluid during the pre-implantation period of pregnancy in cattle. Reproduction 147, 

575–587 (2014).
 38. Shi, H. et al. NAD Deficiency, Congenital Malformations, and Niacin Supplementation. N. Engl. J. Med. 377, 544–552 (2017).

https://doi.org/10.1038/s41598-019-44040-6
https://doi.org/10.1038/npg.els.0000631


13Scientific RepoRts |          (2019) 9:7716  | https://doi.org/10.1038/s41598-019-44040-6

www.nature.com/scientificreportswww.nature.com/scientificreports/

 39. Doldo, E. et al. Vitamin A, Cancer Treatment and Prevention: The New Role of Cellular Retinol Binding Proteins. Biomed Res. Int. 
1–14, https://doi.org/10.1155/2015/624627 (2015).

 40. Adams, K. L., Bazer, F. W. & Roberts, R. M. Progesterone-induced secretion of a retinol-binding protein in the pig uterus. J. Reprod. 
Fertil. 62, 39–47 (1981).

 41. Subbaramaiah, K., Cole, P. A. & Dannenberg, A. J. Retinoids and Carnosol Suppress Cyclooxygenase-2 Transcription by CREB-
binding Protein/p300-dependent and -independent Mechanisms. Cancer Res. 2522–2530 (2002).

 42. Tyson-capper, A. J., Cork, D. M. W., Wesley, E., Shiells, E. A. & Loughney, A. D. Characterization of cellular retinoid-binding 
proteins in human myometrium during pregnancy. Mol. Hum. Reprod. 12, 695–701 (2006).

 43. Magnúsdóttir, S., Ravcheev, D. & Crécy-lagard, V. De & Thiele, I. Systematic genome assessment of B-vitamin biosynthesis suggests 
co-operation among gut microbes. Front. Genet. 6, 1–8 (2015).

 44. Moore, S. G., Ericsson, A. C., Poock, S. E., Melendez, P. & Lucy, M. C. Hot topic: 16S rRNA gene sequencing reveals the microbiome 
of the virgin and pregnant bovine uterus. J. Dairy Sci. 100, 4953–4960 (2017).

 45. Burn, R., Misson, L., Meury, M. & Seebeck, F. P. Anaerobic origin of ergothioneine. Angew. Chemie Int. Ed. 56, 12508–12511 (2017).
 46. Fraenkel, D. G. & Vinopal, R. T. Carbohydrate metabolism in bacteria. Annu. Rev. Microbiol. 1609, 69–100 (1973).
 47. Nieto, F. J., Iribarren, C., Gross, M. D., Comstock, G. W. & Cutler, R. G. Uric acid and serum antioxidant capacity: a reaction to 

atherosclerosis? Atherosclerosis 148, 131–139 (2000).
 48. Sekura, R. & Meister, A. Glutathione turnover in the kidney; considerations relating to the γ-glutamyl cycle and the transport of 

amino acids. Proc. Natl. Acad. Sci. 71, 2969–2972 (1974).
 49. Sawada, H., Yamazaki, K. & Hoshi, M. Trypsin-like Hatching Protease From Mouse Embryos: Evidence for the Presence in Culture 

Medium and Its Enzymatic Properties. J. Exp. Zool. 254, 83–87 (1990).
 50. Smits, K. et al. Proteins involved in embryo- maternal interaction around the signalling of maternal recognition of pregnancy in the 

horse. Sci. Rep. 8, 1–14 (2018).
 51. Caetano-Anollés, G. et al. The origin and evolution of modern metabolism. Int. J. Biochem. Cell Biol. 41, 285–297 (2009).
 52. Wu, N. et al. Alpha-ketoglutarate: Physiological functions and applications. Biomol. Ther. (Seoul). 24, 1–8 (2016).
 53. Long, L. H. & Halliwell, B. Artefacts in cell culture: α-Ketoglutarate can scavenge hydrogen peroxide generated by ascorbate and 

epigallocatechin gallate in cell culture media. Biochem. Biophys. Res. Commun. 406, 20–24 (2011).
 54. Agarwal, A., Gupta, S. & Sharma, R. K. Role of oxidative stress in female reproduction. Reprod. Biol. Endocrinol. 3, 28 (2005).
 55. Hederstedt, L. & Rutberg, L. Succinate dehydrogenase - a comparative review. Microbiol. Rev. 45, 542–555 (1981).
 56. Mills, E. & O’Neill, L. A. J. Succinate: a metabolic signal in inflammation. Trends Cell Biol. 24, 313–320 (2014).
 57. Semenza, G. L. HIF-1: mediator of physiological and pathophysiological responses to hypoxia. J. Appl. Physiol. 88, 1474–1480 

(2000).
 58. He, W. et al. Citric acid cycle intermediates as ligands for orphan G-protein-coupled receptors. Nature 429, 188–193 (2004).
 59. De Castro Fonseca, M., Aguiar, C. J., Da Rocha Franco, J. A., Gingold, R. N. & Leite, M. F. GPR91: Expanding the frontiers of Krebs 

cycle intermediates. Cell Commun. Signal. 14, 1–9 (2016).
 60. Cooke, C. L., Zhao, L., Gysler, S., Arany, E. & Regnault, T. R. H. Sex-specific effects of low protein diet on in utero programming of 

renal G-protein coupled receptors. J. Dev. Orig. Health Dis. 5, 36–44 (2014).
 61. Lewis, J. A. & Escalante-Semerena, J. C. The FAD-dependent tricarballylate dehydrogenase (TcuA) enzyme of Salmonella enterica 

converts tricarballylate into cis-aconitate. J. Bacteriol. 188, 5479–5486 (2006).
 62. Harnett, J. Biochemical Individuality; Assessment of the Chronic Refractory (or Complex) patient. Part Two: Urinary Metabolites 

Originating from Intestinal Microbiota. J. Australas. Coll. Nutr. Environ. Med. 31, 3–7 (2012).
 63. Moffatt, J., Bazer, F. W., Hansen, P. J., Chun, P. W. & Michael Roberts, R. Purification, secretion and immunocytochemical 

localization of the uterine milk proteins, major progesterone-induced proteins in uterine secretions of the sheep. Biol. Reprod. 36, 
419–430 (1987).

 64. Ing, N. H. & Roberts, R. M. The major progesterone-modulated proteins secreted into the sheep uterus are members of the serpin 
superfamily of serine protease inhibitors. J. Biol. Chem. 264, 3372–3379 (1989).

 65. Stewart, M. D. et al. Prolactin receptor and uterine milk protein expression in the ovine endometrium during the estrous cycle and 
pregnancy. Biol. Reprod. 62, 1779–1789 (2000).

 66. Mathialagan, N. & Hansen, T. R. Pepsin-inhibitory activity of the uterine serpins. Proc. Natl. Acad. Sci. 93, 13653–13658 (1996).
 67. Peltier, M. R., Raley, L. C., Liberles, D. A., Benner, S. A. & Hansen, P. J. Evolutionary history of the uterine serpins. J. Exp. Zool. (Mol. 

Dev. Evol.) 288, 165–174 (2000).
 68. Maclean, J. A. II et al. Family of Kunitz proteins from trophoblast: Expression of the trophoblast Kunitz domain proteins (TKDP) in 

cattle and sheep. Mol. Reprod. Dev. 65, 30–40 (2003).
 69. Forde, N. et al. Progesterone-regulated changes in endometrial gene expression contribute to advanced conceptus development in 

cattle. Biol. Reprod. 81, 784–794 (2009).

Acknowledgements
This work was supported by Science Foundation Ireland (13/IA/1983), an Irish Research Council Government 
of Ireland Postdoctoral Fellowship (GIOPD/2017/942), and a University College Dublin (UCD) Career 
Development Award (CDA54580). We additionally thank the staff at Kildare Chilling Company, John Furlong 
at UCD, Dr. Patricia A. Sheridan, Dr. Ed Karoly, and Dr. Robert Mohney at Metabolon Inc in addition to the 
students and staff at UCD Lyons Research Farm. CAS and PL are members of the European Union Cooperation 
in Science and Technology (COST) Action CA16119 entitled ‘CellFit’.

Author Contributions
C.A.S. and P.L. conceived the idea. C.A.S., J.M.S., and P.L. designed the research. C.A.S., J.M.S., and M.M. 
performed the research. C.A.S. and P.L. analyzed the data and wrote the manuscript.

Additional Information
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

https://doi.org/10.1038/s41598-019-44040-6
https://doi.org/10.1155/2015/624627


1 4Scientific RepoRts |          (2019) 9:7716  | https://doi.org/10.1038/s41598-019-44040-6

www.nature.com/scientificreportswww.nature.com/scientificreports/

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 Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted 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 license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-44040-6
http://creativecommons.org/licenses/by/4.0/

	The influence of progesterone on bovine uterine fluid energy, nucleotide, vitamin, cofactor, peptide, and xenobiotic compos ...
	Results
	Discussion
	Methods
	Animals and experimental design. 
	Uterine luminal fluid recovery. 
	Progesterone analysis. 
	Metabolomics and data extraction. 
	Data analysis and statistics. 
	Pathway enrichment. 

	Acknowledgements
	Figure 1 The identified metabolites, and their respective pathways, showing a progesterone (P4) main effect (left), a day main effect (right), and/or a day by P4 interaction (centre).
	Figure 2 Network comparison of metabolite relative flux in uterine luminal fluid.
	Figure 3 The contribution (%) of each sub-pathway to total (a) progesterone (P4) effects – i.
	Figure 4 Relative concentrations (±SEM) of energy (n = 11), nucleotide (n = 19), cofactor and vitamin (n = 12), xenobiotic (n = 15), and peptide (n = 2) metabolites in the uterine luminal fluid of high and normal progesterone (P4) animals on Days 12, 13, 
	Figure 5 The purine metabolic pathway surrounded by the scaled intensities of relevant biochemicals.
	Figure 6 The (A) pyridoxal (vitamin B6), and (B) ascorbate (vitamin C) metabolic pathways in addition to the scaled intensities of relevant biochemicals.
	Figure 7 Tricarboxylic acid (Krebs) cycle metabolism, surrounded by the scaled intensities of relevant biochemicals.
	Figure 8 Scaled intensity boxplots of additional metabolites identified in this study.
	Table 1 Detected metabolites involved in (A) energy, (B) nucleotide, (C) vitamin and cofactor, (D) xenobiotic, and (E) peptide metabolism.




