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Oligosaccharide equine feed 
supplement, Immulix, has minor 
impact on vaccine responses 
in mice
Ida Wang Henriksen1,2*, Josue Leonardo Castro Mejia3, Caroline Martha Junker Mentzel1, 
Frederikke Lindenberg2 & Axel Kornerup Hansen1

Several mammalian species are vaccinated in early life, but little is known about the effect of diet 
on vaccine response. Oligosaccharides are increasingly proposed as dietary supplement for young 
individuals due to their anti-inflammatory potential elicited through modulation of gut microbiota 
(GM). Also, diet, e.g. the size of the fat fraction, is known to modulate the GM. We tested if an 
oligosaccharide diet (Immulix) and/or increased dietary fat content affected antibody titers to a 
tetanus vaccine in 48 BALB/cJTac mice through GM modulation. Female mice had significantly higher 
IgG titers with higher variation compared to male mice. The effects of Immulix and/or increased fat 
content were minor. Immulix negatively affected IgG titers in male mice four weeks after secondary 
vaccination but upregulated Il1b gene expression in the spleen. Immulix had a downregulating 
effect on expression of Cd4 and Foxp3 in ileum only if the mice were fed the diet with increased fat. 
The diet with increased dietary fat increased Il1b but decreased Cd8a gene expression in the spleen. 
Immulix and diet affected GM composition significantly. Increased dietary fat content upregulated 
Lactobacillus animalis but downregulated an unclassified Prevotella spp. Immulix decreased 
Lactobacillales, Streptococcaceae and Prevotellaceae but increased Bacteroides. It is concluded that 
in spite of some minor influences on immune cell markers, cytokines and IgG titers Immulix feeding 
or increased dietary fat content did not have any biologically relevant effects on tetanus vaccine 
responses in this experiment in mice.

Diet exerts modulatory effects on gut microbiota (GM) composition in several mammalian  species1. In healthy 
humans, diet changes, on terms as short as five days, the GM composition with animal-based diets having 
greater impacts on GM composition than plant-based  diets2. Prebiotics, which were initially defined as: “…a 
non-digestible food ingredient that beneficially affects the host by selectively stimulating the growth and/or activity 
of one or a limited number of bacteria in the colon, and thus improves host health”3, have proven to support GM 
recovery after dysbiosis caused by  antibiotics4,  infections5,6,  ageing7,8 or  surgery9. Several studies have reported 
increased relative abundances of Bifidobacterium and Lactobacillus10,11 as well as Akkermansia6,12 in the GM of 
animals fed oligosaccharides, which are among the most frequently used and researched prebiotics. These bac-
teria counteract dysbiosis, have various positive effects on the immune system, such as increased production of 
 antibodies10,  cytokines13–15, regulatory T  (Treg)  cells16 and short chain fatty acids (SCFAs)17, and they have been 
correlated to reduced risk of autoimmune diseases such as colitis, diabetes and  arthritis18–21 as well as asthma 
and  allergies22,23. Examples of their use are milk formulas, such as NAN Sensilac 1 from Nestlé (Vevey, Swit-
zerland) for human babies with galacto- and fructo-oligosaccharides  added24. Another example is the prebiotic 
feed supplement Immulix, which was developed for mares and foals and consists of a mixture of mannan- and 
fructo-oligosaccharides, inulin and some anti-caking and carrier  substances12. Immulix was launched as a result 
of thorough research of the equine  GM12,16,25 and has been related to increased abundances of Akkermansia spp. 
and Campylobacter spp. in the equine  gut12. In horses fed this diet, Clostridiales spp. and Akkermansia spp. have 
been positively related to regulatory  immunity16, through upregulation of genes coding for the anti-inflammatory 
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cytokines IL-10 and TGF-β and the  Treg cell transcription factor  FOXP3 as well as downregulation of genes coding 
for the proinflammatory cytokine IL-12 in ileum and mesenteric lymph nodes (MLN)16.

Vaccination is an indispensable tool for prevention of infectious diseases, and varying or even lack of effi-
ciency poses problems in the control of global diseases in both human and domestic  animals26,27. Since Immulix 
is a product for foals, which are routinely vaccinated against tetanus, influenza and herpesvirus at the age of five 
to six  months28, it would be interesting to test how Immulix feeding affects the vaccine response in horses, by 
using a murine model. Knowledge about effects, as well as possible side-effects, of a product increases its safety 
in use. Besides that, increased knowledge on the effects of oligosaccharides on GM and the immune system, can 
be useful for other mammals, including humans, and contribute to further research within this field. Oligosac-
charides are known to stimulate production of  Treg cells and IL-10 in horses.  Treg and IL-10 are among the most 
important components of immunoregulatory mechanisms aimed to control inflammation i.e. primarily exert 
anti-inflammatory impact, why it is reasonable to hypothesize that it may have a dampening impact on vaccine 
response. Oppositely, due to specific positive influences on B cells, IL-10 might exert a positive impact on vaccine 
 responses29. A meta-analysis by Lei, et al.30 concluded that the intake of pre- and/or probiotics, enhance serum 
immunoglobulin (Ig) titres to influenza vaccines in adult humans, indicating increased immune responsiveness 
31. Similar results have been reported in piglets and  broilers32,33. A study by van den Elsen, et al.34 demonstrated 
that early oligosaccharide administration (either starting from fertilization through the mother, from birth or 
from weaning), enhanced IgG titers to influenza vaccines in male but not female mice compared to controls. 
Even though exact mechanisms appear unclear, GM seems to play a critical role due to the fact that oligosac-
charides evidently correlate with specific beneficial bacteria that correlate with vaccine responses. Zhang, et al.10, 
reported increased Bifidobacterium, Lactobacillus and Bacteroides abundances in the GM of oligosaccharide fed 
mice, which correlated positively with serum IgG concentrations.

Basic dietary macronutrient levels may also influence GM, and eventually thereby vaccine responses. Moreno-
Indias, et al.35 showed that the dietary fat content (approx. two times more compared to a standard rodent chow 
diet) significantly altered GM composition of mice and enhanced the percentage of B cells in Peyer’s patches 
(PP’s) and Cd8a expression in  ileum35. Oil supplements in horse diets have furthermore proven to affect immune 
functions in  horses36. It, therefore, seems relevant to be aware that responses to both an oligosaccharide sup-
plement and a vaccine may differ according to the diet fed and that especially the fat proportion of the diet may 
have an influence on the immunological outcome through GM manipulation.

The aim of this study was, therefore, to investigate if Immulix in mice fed diets with standard or increased 
fat content would influence the immune responses to a tetanus vaccine in a murine model and to assess how the 
GM were affected for a better understanding of the interplay between GM and the immune system. We used 
antibody response to the tetanus vaccine as primary read-out. Based on previous results from the literature, 
the effect of oligosaccharides could be both up- and down-regulatory on the immune system and therefore, 
a two-sided hypothesis was tested. We tested our hypothesis in mice fed either a diet with an ordinary rodent 
macronutrient profile (MP = murine profile) or a diet with a more human macronutrient profile (HP = Human 
profile), i.e. with increased amount of fat.

Materials and methods
This study was approved by the Animal Experiments Inspectorate, Ministry of Food, Fisheries and Agriculture, 
Denmark. All housing, maintenance and experimental procedures were carried out according to the EU directive 
2010/63/EU on the protection of animals used for scientific purposes and The Danish Animal Experimentation 
Act (LBK 474 from 15/05/2014). This study was reported in accordance with the ARRIVE  guidelines37.

Study design and sampling. 24 male- and 24 female BALB/cjTac mice (Taconic Europe, Lille Skensved, 
Denmark), aged three to four weeks at arrival, were randomly allocated in four feeding groups designated MP 
(mouse profile); HP (human profile); MP + Imx; HP + Imx (Fig. 1B). Each group contained six males and six 
females co-housed according to sex in polycarbonate 1290D Eurostandard type III cages supplied with Tapvei 
aspen bedding, Tapvei wooden chewing block, disposable Smart Home shelters, Mini Fun Tunnels, Nestlet nest-
ing material and Enviro-dri (Brogaarden, Lynge, Denmark) at temperatures of 22 ± 2 ◦C, humidity of 55% ± 10%, 
air changing 15–20 times/hour and a 12 h light cycle. The sample size was founded on a power analysis, that 
revealed a sample size of 12 with 90% power and 5% significance level, assuming effect size of 28 U/ml and 
standard deviation (SD) of 20 U/ml based on comparable results from a previous study of the same  type38, and a 
two-sided-test. Taking this into account, in combination with experience from previous comparable studies and 
practical considerations, a sample size of 12 mice per group was deemed appropriate.

During the 12 weeks experimental period (Fig. 1A), the MP and MP + Imx groups were fed a standard Altro-
min 1324 diet with a macronutrient composition as normally recommended for mice, i.e. a fat content of 4.3 g % 
(here designated “MP diet” (mouse profile); Brogaarden, Lynge, Denmark), while the HP and HP + Imx groups 
were fed a modified Altromin 1320 diet with a macronutrient profile as normally recommended for humans, i.e. a 
fat content of 10.5%35 (here designated “HP diet” (human profile); Brogaarden, Lynge, Denmark). In the HP diet, 
the macronutrient composition was changed to match a diet recommended for humans, similar to the “human 
profile (HP)” diet previously  applied35. Especially the fat proportion was increased (from 4.3% g to 10.5% g) in 
the HP diet (Fig. 1C). The MP + Imx and HP + Imx groups were additionally fed Immulix (6.3 g per 100 g feed; 
Brogaarden, Lynge, Denmark). During the first 14 days of the experiment, the mice received probiotics (a mix of 
Bifidobacteria and Lactobacilli; Udo’s Choice, Super Infant 3–5 years; FMD, Burnaby, Canada) through drinking 
water (0.1 g/100 ml water) in order to help the establishment of Bifidobacteria colonies in the mice, which labo-
ratory mice often  lack39 (Fig. 1A). The mice were weighed every second week and vaccinated subcutaneously in 
the lumbar region (0.3 Lf/mouse/vaccination) at week 4 and 8 with an equine tetanus vaccine (EQUIP T. VET; 
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Orion Pharma Animal Health, Espoo, Finland). Faeces were sampled in sterile 1.5 ml Biosphere SafeSeal tubes 
by voluntary defecation at week 0 and 12. The samples were temporarily stored on ice, and thereafter at − 80 °C 
until analysis of microbial DNA. Blood was sampled at week 4 and 8 by puncturing the submandibular vein and 
at week 12 by puncturing the retro-orbital sinus. Blood samples were stored at room temperature for approx. 
one hour to allow coagulation and thereafter at 4 °C until centrifugation (5000 X g, 10 min, 5 °C). Serum was 
transferred to individual 1.5 ml Biosphere SafeSeal tubes and stored at − 20 °C until analysis of IgG by ELISA. 
The mice were euthanized at week 12 by cervical dislocation. Immediately hereafter, the spleen and 1 cm of the 
distal ileum were collected and placed in individual sterile 1.5 ml Biosphere SafeSeal tubes with RNAlater and 
temporarily stored on ice, before being stored at − 80 °C until analysis of gene expression by qPCR.

Serum IgG by ELISA. Anti-tetanus-specific serum IgG titres were assessed using a pre-coated ELISA kit 
(Mouse Anti-Tetanus Toxin/Toxoid IgG ELISA kit 930–130-TMG; Alpha Diagnostic International, San Antonio, 
TX, USA) by following the manufacturer’s protocol. Serum were diluted in order to obtain IgG concentrations 
by interpolation from a calibrator curve. Samples from week 4 were tested in singles, while all other samples, 
standards and controls, were tested in duplicates. OD was measured on an Epoch Microplate Spectrophotometer 
at 450 nm and analysed with Gen5™.

Tissue gene expression by qPCR. Spleen and ileal tissue samples were homogenized on a FastPrep 
with 6.5 m/s for 45 s (MP Biomedical, USA) in the manufacturer’s tubes using 0.6 mg acid-washed glass beads 
(1001982996; Sigma Life Science, Missouri, USA) in the lysis buffer included in the MagMAX™-96 total RNA 
Isolation Kit (AM1830; Thermo Fisher Scientific, Waltham, MA, USA). Homogenates were stored at − 80 °C 
until RNA purification on a MagMAX™ Express Magnetic Particle Processor, using MagMAX™-96 total RNA 
Isolation Kit, following manufacturer’s instructions. RNA concentration was assessed with a NanoDrop 1000 
Spectrophotometer and RNA integrity was evaluated on a 1.4% agarose gel. cDNA was synthesized from ∼500 ng 
RNA with a High-Capacity cDNA Reverse Transcriptase kit (Thermo Fisher Scientific, Waltham, MA, USA), 
following manufacturer’s instructions. cDNA was amplified and measured in duplicates with a C1000 Touch™ 
Thermal cycler and CFX96™ Real-Time PCR Detection System using the following TaqMan gene expression 
assays specific for the candidate genes: Il6 (Mm00446190_m1); Il1b (Mm00434228_m1); Il10 (Mm00439616_
m1); Tnfα (Mm00443258_m1); Foxp3 (Mm00475162_m1); Cd4 (Mm00442754_m1); Cd8a (Mm01182107_
g1); Cd19 (Mm00515420_m1) as well as selected reference genes for spleen: Actb (Mm00607939_s1); Gadph 
(Mm99999915_g1) and ileum: Actb (Mm00607939_s1); Sdha (Mm01352366_m1) and TaqMan Fast universal 
PCR Mastermix (Thermo Fisher Scientific, Waltham, MA, USA). For each investigated gene, a non-template 
control and two no-reverse transcriptase controls (-RT) were included. Cycle of quantification (Cq) values were 
obtained with CFX Maestro Software (Bio-Rad, Hercules, CA, USA). Gene assays binding to gDNA in the -RT 
control was excluded from further analysis (Gapdh in spleen). GenEx 6 (MultiD Analyses AB, Gothenburg, Swe-
den) was used for qPCR data transformation. Cq values were normalized to the reference genes Actb (spleen) 
and Sdha + Actb (ileum), which was appraised suitable for normalization using the built-in functions  geNorm40 

Figure 1.  (A) Timeline indicating major experimental procedures. (B) Feeding groups were denominated as 
MP + Imx; HP; MP; and HP + Imx, respectively. (C) Macronutrient composition of the two diets used. Created 
with Biorender.com.
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and  NormFinder41. For each gene, normalized expression levels were set relative to the sample with lowest 
expression to establish relative quantities (RQ) and were log2 transformed before statistical testing.

Gut microbiota characterization by 16S rRNA sequencing. Faecal DNA was isolated using Bead-
Beat Micro AX Gravity kits (A&A Biotechnology, Gdynia, Poland) following manufacturer’s protocol. DNA 
quality and concentration were assessed with a Varioskan Flash machine using an Invitrogen Qubit™ 1X dsDNA 
HS Assay Kit (Thermo Fisher Scientific, Waltham, MA, USA). Amplification of the V3 region of the 16S rRNA 
gene was performed on a SureCycler 8800 Thermal Cycler using the following primers: nxt338F and nxt518R. 
The PCR mixture containing 5 μl PCRBIO HiFi buffer 0.5 µl primer mix (5 µM each); 0.25 μl PCRBIO HiFi 
Polymerase (2 u/μl); 1 μl bovine serum albumin (1 ng/μl) ; 1 μl formamide; 12.25 μl nuclease-free water; and 5 μl 
of extracted DNA (1–2 ng/μl) giving a total volume of 25 µl, was treated as follows: 95 °C for 2 min; 33 cycles of 
95 °C for 15 s, 55 °C for 15 s and 72 °C for 20 s; 72 °C for 4 min. DNA was validated by electrophoresis on a 1.5% 
agarose gel for 45 min at 120 V. Adaptors and indices were incorporated to the amplicon by treating a mixture 
containing 5 μl PCRBIO HiFi buffer; 0.25 μl PCRBIO HiFi Polymerase (2 u/μl); 13.75 μl nuclease-free water; 
4 µl of a unique combination of Illumina Index primers (P5 and P7, Nextera XT DNA Library Preparation Kit; 
Illumina, San Diego, CA, USA); and 2 µl PCR product, giving a total volume of 25 µl as follows: 95 °C for 1 min; 
13 cycles of 95 °C for 15 s, 55 °C for 15 s and 72 °C for 15 s; 72 °C for 5 min. Amplicons with adaptors and indices 
were purified with a Biomek 4000 automated laboratory workstation by using AMPure XP beads and quantified 
with a Varioskan Flash machine by using an Invitrogen Qubit™ 1X dsDNA HS Assay Kit (Thermo Fisher Scien-
tific, Waltham, MA, USA). Finally, 5 μl of all amplicons with adaptors and indices were pooled in one Eppendorf 
tube followed by sequencing on an Illumina NextSeq 550 platform (Illumina, San Diego, CA, USA).

Raw data, containing pair-ended reads with corresponding quality scores, were initially merged and trimmed 
with the settings: -fastq_minovlen 100, -fastq_maxee 2.0, -fastq_truncal 4, -fastq_minlen 130. Quantitative 
Insight Into Microbial Ecology (QIIME; v 1.9) open source software  package42 was used for identifying unique 
reads and deconvoluting from chimeric reads as well as construction of de-novo zero-radius OTUs by utilizing 
the UNOISE  pipeline43. The EzTaxon-e procaryotic 16S rRNA gene sequence database was used as a  reference44.

Statistical methods. All data were initially tested for normal distribution (Anderson–Darling test) within 
feeding groups and equal variances (Levene’s test). If criteria for parametric testing were not fulfilled, data were 
ranked before further statistical testing. Statistics were unless otherwise mentioned performed with Minitab 
Statistical Software version 19 (Minitab, Coventry, UK).

Weight data (AUC), IgG, Log2(RQ) and OTUs were analysed by a multifactorial general linear model ANOVA 
on factors Immulix, diet and sex including interactions. Interactions were compared with Fisher’s least significant 
difference test. Whether Immulix feeding resulted in significantly more or less high responders (cut-off defined as 
median + 2 × SD) in IgG titers was tested with Fisher’s exact test. Relative abundance at each taxonomic level was 
based on rarefied OTU-tables and was only included for statistics if at least one of the groups mean (+ Immulix 
vs. -Immulix; MP vs. HP) was > 1%. One OTU was analysed with Kruskal–Wallis test with Dunn’s post hoc test 
due to unequal variances of ranked data (Graphpad Prism8; GraphPad Software, San Diego, CA, USA). Each set 
of p-values (Immulix or diet) was corrected for False Discovery Rate (FDR) (Two-stage linear step-up procedure 
of Benjamini, Krieger and Yekutieli, desired FDR = 5%) generating “q-values” based on the newly defined sta-
tistical significance level: p < 0.003 (Graphpad Prism 8; GraphPad Software, San Diego, CA, USA). Bray–Curtis 
dissimilarities (beta-diversity) were calculated from rarefied OTU-tables (10,000 sequences/sample) and visual-
ized with three-dimensional principal coordinate analysis (PcoA) plots. Differences in beta-diversity (analysis of 
similarities), and alpha-diversity (t-test) were calculated using functions implemented in QIIME; v 1.9  toolbox42.

It was additionally tested if correlations existed between OTUs and remaining data. p-values were obtained 
with Pairwise Pearson Correlations and were subsequently FDR-corrected as described above.

Results
Female mice had significantly higher and more varied IgG titers compared to male mice and 
Immulix significantly decreased IgG titers in male mice. Samples from week 4 were all negative in 
tetanus specific IgG, as expected. Immulix or diet had no significant effects on IgG titers four weeks after primary 
or secondary vaccination (Fig. 2A and B). However, four weeks after vaccination females demonstrated signifi-
cantly higher (primary, p = 0.004; secondary, p = 0.010) and more varied (p = 0.005) tetanus-specific IgG titers 
compared to males (Fig. 2A and B). IgG titers four weeks after secondary vaccination were significantly lower for 
Immulix fed male mice, compared to males not fed Immulix (p = 0.036; Fig. 2D). This effect was not seen 4 weeks 
after primary vaccine (Fig. 2C). Immulix feeding did not result in more or less high-responders (cut-off defined 
as mean + 2 × SD) four weeks after primary (p = 0.234) or secondary (p > 0.999) vaccination.

Immulix feeding increased il1b in spleen and downregulated gene expression in mice on a 
human profile diet. Females demonstrated significantly higher expression of Cd4 (p = 0.008; Fig. 3E) and 
Cd8a (p = 0.023; Fig. 3F) in ileum and Cd19 (p = 0.005; Fig. 3O) and Foxp3 (p = 0.016; Fig. 3P) in spleen com-
pared to males. Feeding with HP diet, instead of MP diet, resulted in significantly higher expression of Il1b 
(p = 0.001; Fig. 3J) but lower expression of Cd8a in spleen (p = 0.035; Fig. 3N). Finally, Immulix feeding resulted 
in higher expression of Il1b in spleen (p = 0.001; Fig. 3J), compared to no Immulix feeding. Neither Immulix, diet 
or sex had any effects on expression of Il10 (Fig. 3A), Il1b (Fig. 3B), Il6 (Fig. 3C), Tnfα (Fig. 3D), Cd19 (Fig. 3G) 
and Foxp3 (Fig. 3H) in ileum or Il10 (Fig. 3I), Il6 (Fig. 3K), Tnfα (Fig. 3L) and Cd4 (Fig. 3M) in spleen. Because 
sex was found to have significant effects on expression of some genes, the effect of Immulix and diet was tested 
within each sex. Feeding the HP diet increased Il6 (p = 0.025; Fig. 4A) and Il1b (p = 0.007; Fig. 4B) expression 
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in females but decreased Il6 (p = 0.030; Fig. 4D) and Cd4 (p = 0.045; Fig. 4E) expression in males, compared to 
the MP diet. Furthermore, Immulix feeding upregulated Il1b expression in both females (p = 0.048; Fig. 4C) and 
males (p = 0.014; Fig. 4F). There were significant interactions between Immulix and diet for Cd4 (p = 0.046) and 
Foxp3 (p = 0.027) in ileum (Fig. 5A and B). Means compared with Fisher’s least significant difference test deposed 
that Immulix, in combination with the HP diet, had a downregulating effect on expression of Cd4 (Fig. 5A) and 
Foxp3 (Fig. 5B) in ileum.

Diet and Immulix altered gut microbiota composition. Beta diversity (Bray–Curtis dissimilarities) 
between faecal samples from week 12 was significantly altered by diet (p = 0.001; Fig. 5C) and Immulix (p = 0.010; 
Fig. 5D). No effect of Immulix (p = 0.521) or diet (p = 0.738) on alpha-diversity was found. When investigating 
differences in relative abundance at different taxonomic levels, it was found that Immulix feeding downregulated 
the order Lactobacillales (q = 0.035) driven by specific downregulation of the family Streptococcaceae (q = 0.000; 
Table 1and Fig. 6). While Immulix did not affect genus or species level of Lactobacillus, the HP diet upregulated 
L. animalis (q = 0.034). Immulix upregulated the phylum Bacteroidetes (q = 0.047), mainly driven by an increase 
of the family Bacteroidaceae (q = 0.010) and genus Bacteroides (q = 0.010). An unspecified Prevotella sp. was 
decreased by both Immulix (q = 0.006) and the HP diet (q = 0.034). Akkermansia and Bifidobacteria were not 
abundant in the mice, except in four mice from the HP + Imx group, that harboured Bifidobacterium anima-
lis (0.31–14.5%). No significant correlations between bacterial abundances and remaining data were identified 
when p-values were FDR-corrected, although some correlations between some taxa and gene expression of Tnfα 
and Cd4 in spleen tended to be significant (p < 0.05; q < 0.1; Table 2).

A human profile diet increased weight gain. Three male mice (no. 29, 30 and 36) from the MP + Imx 
group from the same cage were euthanized at week 8 due to weight loss and impairment, probably caused by 
aggressive behaviour. There were no significant effects on body weight if these mice were not included in the 
data evaluation (Fig. 7).

Discussion
The overall aim of this study was to investigate whether immune-regulating effects of Immulix influence immune 
responses to vaccination, as foals, which are the targets of Immulix, are routinely vaccinated. Significantly lower 
tetanus-specific IgG titers four weeks after secondary vaccination were observed in Immulix fed male mice 

Figure 2.  Effect of Immulix, diet and sex on IgG titers four weeks after primary (A and C ) and secondary 
(B and D) vaccination. Plots show individual values and group mean with standard deviation. ap-values of 
multifactorial general linear model ANOVA on factors Immulix, diet and sex either without (A and B) or with 
(C and D) division according to sex within the factorial groups.
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compared to males not fed Immulix (p = 0.036). Testosterone has previously shown immunosuppressive prop-
erties on vaccine  responses45, but van den Elsen, et al.34 reported increased trivalent influenza vaccine (TIV)-
specific IgG titers in male mice four weeks after primary vaccination (p < 0.01). However, it is doubtful whether 
the observed difference in IgG titers between male mice fed Immulix and males not fed Immulix has any bio-
logical relevance, because they were approximately twofold, while a booster vaccination increased the response 
tenfold and lowered the difference. When both sexes were included in the statistical tests, no effect of Immulix 
was detected. In agreement with van den Elsen, et al.34, our study revealed significantly higher and more diverse 
IgG titers for females compared to males, which might explain why significant effects were only detected in 
males. The higher variance in females might be explained by cycle fluctuations, since oestrogens can promote 
B cell proliferation and Ig  production46. In 2014, The US National Institutes of Health (NIH) introduced poli-
cies about sex inclusion, to promote equal use of males and females in cell and animal research, as present with 
NIH-funded clinical  research47. However, conclusions in animal experiments are often solely based on results 
from either sex or results are not corrected for the sex-effect. The sex-effects observed in our study underline 
the importance of equally including both males and females in immunological animal experiments. The current 
literature supports the findings by van den Elsen, et al.34, that oligosaccharides have a positive effect on vaccine 
responses. Therefore, our findings, that oligosaccharides had a negative effect on vaccine responses in male mice, 
are scientifically novel. Nonetheless, it is worth to note that antibody titers are a measure of immunogenicity 
and do not definitely tell if the animal is fully protected against disease. Therefore, more exact conclusions about 
disease prevention can be obtained with challenge experiments. Since the purpose of this project have been to 
study the role of oligosaccharides on antibody titers as well as some ethical aspects, challenge experiments have 
been disemployed.

Figure 3.  Significant effects of sex, diet and Immulix on gene expression in ileum (A-H) and spleen (I-P), 
expressed as log2 transformed relative quantities (RQ). Bars indicate group mean with standard deviation. a 
p-values obtained by multifactorial general linear model ANOVA on factors Immulix, diet and sex.
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The fact that Immulix feeding upregulated Il1b in the spleen (p = 0.001), but did not affect IL-10 and T or B 
cell surface markers, substantiates the lack of effect on vaccine responses. An HP diet has previously proven to 
increase the appearance of T-cell subsets in ex-germ-free mice inoculated with a human  microbiota35, but our 
study seems to indicate that in mice with their own microbiota, Immulix may dampen that effect, as Immulix fed 
in combination with the HP diet downregulated the expression of Cd4 (Fig. 5A) and Foxp3 (Fig. 5B) in ileum. As 
prevailing with the IgG results, sex was a considerable factor with higher expression levels of Cd4 (p = 0.008) and 
Cd8a (p = 0.023) in ileum as well as Cd19 (p = 0.005) and Foxp3 (p = 0.016) in the spleen of female mice, compared 
to males. This was moreover the case in the study by van den Elsen, et al.34, in which female mice expressed 
significantly higher levels of IL-2, IL-6 and IL-10 in splenocyte supernatants harvested 72 h after ex vivo TIV 
stimulation. The T cell markers (Cd4 and Cd8a) and the B cell marker (Cd19) might be upregulated as a result 
of stronger vaccine responsiveness in females compared to males. Dietary fat content affected gene expression 
in the spleen, with higher expression of Il1b (p = 0.001), but lower levels of Cd8a (p = 0.035) in mice fed the HP 
diet, compared to MP diet fed mice. Moreno-Indias, et al.35 reported lower Cd8a expression levels in colon of 
ex-germ-free mice inoculated with mouse microbiota, than with human  microbiota35, which supports that our 
results are specific for the outcome in mice with a murine microbiota. Also, the results by Moreno-Indias, et al.35 
were detected in ileum and colon, indicating local responses, whereas this present study only revealed significant 
results in the spleen, which is more the indication of a systemic response. Interestingly, dietary fat content had 
an upregulating effect on il6 and il1b in females (Fig. 4A and B), but a downregulating effect on il6 and cd4 in 
males (Fig. 4D and E), possibly as a result of oestrogen-driven sex differences on lipid  metabolism48. In accord-
ance, Wallace, et al.49 found reduced proinflammatory cytokines in spleen lymphocytes (either Concanavalin A 
stimulated or incubated with various fatty acids) from male mice fed high-fat diets (21%; coconut, safflower, or 
fish oil) compared to a low-fat diet (2.5%; maize oil). Unfortunately, no females were included in that experiment. 
As an extension to the sex differences found in our experiments, it is enviable to investigate the hormones’ role on 
the immune response. Oligosaccharides are known modulators of the GM and have proven to increase specific 
beneficial bacteria. In horses, Immulix has previously proven to increase abundances of Akkermansia spp.12, 
which has an immune modulating  effect50,51. In our study, Akkermansia were not present in the mice, which was 
also the case in the characterization of faecal microbiota of BALB/c mice in the study by Krych, et al.52. Hänninen, 
et al.51 transferred GM from non-obese diabetic (NOD) mice with a low diabetes incidence to NOD mice with 
a high diabetes incidence without affecting the diabetes incidence because Akkermansia muciniphila was one of 
few taxa not successfully transferred. However, when A. muciniphila was orally administered, diabetes incidence 
decreased  significantly51. This indicates that despite major alterations in GM, the absence of one single taxon 

Figure 4.  Significant effects of diet (A, B, D and E) and Immulix (C and F), within females (A–C) and males 
(D–F), on gene expression in ileum (A and D) and spleen (B, C, E and F), expressed as log2 transformed relative 
quantities (RQ). Bars indicate group mean with standard deviation. ap-values obtained by multifactorial general 
linear model ANOVA on factors Immulix and diet.
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can have considerable consequences. Especially Lactobacilli and Bifidobacteria have extensively been reported 
to increase as a result of oligosaccharide  feeding10,11,53,54. In this study, Bifidobacteria were not found, except in 
four mice from the HP + Imx group, where Bifidobacterium animalis were abundant (0.31–14.5%), and Immulix 
actually had a downregulating effect on expression of Cd4 and Foxp3 in ileum of mice fed the HP diet. Two 
weeks of probiotic supplementation (containing various amounts of Bifidobacteria and Lactobacilli spp.) did 
not seem to be sufficient to establish colonies of Bifidobacteria. Several Lactobacilli spp. were abundant in this 
study, but unexpectedly Immulix decreased the order Lactobacillales (q = 0.035), whereas no significant changes 
were observed for Lactobacillus animalis. Interactions and synergistic effects of Bifidobacteria and Lactobacilli 
are known to occur, and these bacteria are often upregulated  simultaneously11,55,56. Therefore, the absence of 
Bifidobacteria might have affected abundances of Lactobacilli as well. The genus Bacteroides was in this study 
upregulated by Immulix feeding, which might have outcompeted Bifidobacteria, Lactobacillales and Prevotella in 
those mice, which is in compliance with Hansen, et al.57, who found that xylooligosaccharide feeding tended to 
decrease Prevotella to the detriment of upregulated Bacteroides and especially Parabacteroides. GM composition 
has previously been correlated with vaccine responses. For instance, vaccine specific antibody responses have 
been positively correlated with Bifidobacteria and Lactobacilli10,58 and negatively correlated with Clostridiales59. 
None of those bacteria were affected by Immulix feeding or correlated with vaccine responses in our study. The 
Proteobacteria/Bacteroidetes ratio have furthermore proven to affect vaccine responses, with Proteobacteria 
being a stronger immune stimulator than  Bacteroidetes16,60. In our study, Proteobacteria were unaffected, and 
Bacteroides spp. were upregulated in Immulix fed mice. Additionally, Immulix decreased Prevotella, which have 
been correlated with  Th1 and  Th17  response61. Hence, the differences in GM of mice fed Immulix and those 

Figure 5.  Interaction plots (multifactorial general linear model ANOVA) between Immulix and diet for cd4 
(A) and foxp3 (B) log2 transformed relative quantities (RQ) in ileum. Both plots show that on the HP diet, 
Immulix had a downregulating effect on the gene expression. PcoA plots based on Bray–Curtis dissimilarities of 
faecal gut microbiota from week 12. (C): Visualizing MP and HP diet clusters. (D): Visualizing + Immulix and 
-Immulix clusters. p-values obtained by analysis of similarities.
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Table 1.  Means of relative abundance (%) with p-values and q-values (FDR-corrected p-values) obtained by 
multifactorial general linear model ANOVA on factors Immulix, diet and sex, based on rarefied (10,000) OTU-
tables of faecal samples from week 12. Only taxa with p < 0.05 are listed.

†Based on ranked data 
‡Obtained by Kruskal–Wallis’ test with Dunn’s post hoc test 

PHONSEY

Mean ± SD Mean ± SD p q Mean ± SD Mean ± SD p q

p__Firmicutes 44.1 ± 20.4 56.2 ± 19.6 0.042 0.057

p__Firmicutes;c__Bacilli 28.5 ± 20.9 43.0 ± 22.0 0.019 0.035

530.0910.00.22±0.349.02±4.82selallicabotcaL__o;illicaB__c;setucimriF__p

750.0830.07.91±3.538.71±6.42eaecallicabotcaL__f;selallicabotcaL__o;illicaB__c;setucimriF__p

†000.0†000.028.3±70.342.0±53.0eaecaccocotpertS__f;selallicabotcaL__o;illicaB__c;setucimriF__p

p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Streptococcaceae;g__Streptococcus;Other 0.33 ± 0.25 3.05 ± 3.83 0.000† 0.000†

p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;s__Lactobacillus_animalis 6.78 ± 8.20 22.5 ± 20.0 0.001† 0.034†

p__Bacteroidetes 44.0 ± 23.8 29.9 ± 16.4 0.027 0.047

350.0330.04.51±6.828.12±1.14aidioretcaB__c;setedioretcaB__p

350.0330.04.51±6.828.12±1.14seladioretcaB__o;aidioretcaB__c;setedioretcaB__p

†010.0†400.013.0±23.093.3±21.2eaecadioretcaB__f;seladioretcaB__o;aidioretcaB__c;setedioretcaB__p

p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides 2.12 ± 3.39 0.32 ± 0.31 0.004† 0.010†

p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Bacteroidaceae;g__Bacteroides;Other 1.92 ± 3.23 0.30 ± 0.30 0.023† 0.017†

750.0240.009.9±3.319.71±2.22eaecadanomoryhproP__f;seladioretcaB__o;aidioretcaB__c;setedioretcaB__p

p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Porphyromonadaceae;Other;Other 22.1 ± 17.9 13.3 ± 9.89 0.041 0.057

210.073.1±99.081.1±85.1†010.0†400.075.1±96.166.0±77.0eaecalletoverP__f;seladioretcaB__o;aidioretcaB__c;setedioretcaB__p † 0.154†

p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prevotellaceae;g__Prevotella;Other 0.47 ± 0.64 1.54 ± 1.52 0.002‡ 0.006‡ 1.45 ± 1.16 0.68 ± 1.33 0.002‡ 0.034‡

p__Ac�nobacteria

000.0000.023.2±90.410.1±04.1selairetcaboiroC__o;airetcabonitcA__c;airetcabonitcA__p

000.0000.023.2±90.410.1±04.1eaecairetcaboiroC__f;selairetcaboiroC__o;airetcabonitcA__c;airetcabonitcA__p

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;g__Enterorhabdus 0.37 ± 0.31 1.06 ± 1.17 0.001† 0.005† 1.06 ± 1.27 0.46 ± 0.32 0.044† 0.446†

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;g__Gordonibacter 0.63 ± 0.57 1.51 ± 0.94 0.001 0.005

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;g__Gordonibacter;Other 0.39 ± 0.32 1.17 ± 0.94 0.001† 0.005†

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;Other;Other 0.40 ± 0.38 1.52 ± 0.80 0.000† 0.000†

†600.0†200.098.3±04.312.1±23.1tsalporolhC/airetcabonayC__p

†600.0†200.098.3±04.312.1±23.1tsalporolhC__c;tsalporolhC/airetcabonayC__p

p__Cyanobacteria/Chloroplast;c__Chloroplast;f__Chloroplast;g__Streptophyta;Other;Other 1.08 ± 1.23 3.39 ± 3.89 0.002† 0.006†

teiDxilummI

MP

Figure 6.  Heatmap presenting taxa affected significantly (q < 0.05) or tended to be affected (p < 0.05) by either 
diet or Immulix. p-values and q-values (FDR-corrected p-values) obtained by multifactorial general linear 
model ANOVA on factors Immulix, diet and sex, based on rarefied (10,000) OTU-tables of faecal samples from 
week 12. Scale on the right indicates relative abundance (%).



10

Vol:.(1234567890)

Scientific Reports |          (2022) 12:582  | https://doi.org/10.1038/s41598-021-04132-8

www.nature.com/scientificreports/

not fed Immulix, do not indicate that Immulix fed mice should respond better to a vaccine. With this in mind, 
it is not surprising that vaccine responses, immune cells and cytokine profiles were not affected dramatically 
by the treatments. Therefore, it might be argued that this BALB/c murine model may not be a highly appropri-
ate model for testing oligosaccharides, and at least this is very dependent on its gut microbiota, which varies 
substantially between  vendors62. The GM of laboratory mice often has a low diversity and is very different from 
 feralanimals63. Therefore, when using this model for testing an equine oligosaccharide-based feed supplement, 
it could be considered to inoculate the mice with microbiota from foals as demonstrated by Lindenberg et al.12, 
and to orally administer specific target bacteria, which was successfully demonstrated by Hänninen et al.51. In 

Table 2.  Correlation coefficients between bacterial abundances (based on rarefied (10,000) OTU-tables) and 
remaining data that tended to be significant (p-value < 0.05; q-value (FDR-corrected p-values) < 0.1).

tnfa cd4

Coeff. p < 0.05 q < 0.1 Coeff. p < 0.05 q < 0.1

p__Ac�nobacteria 0.409 0.006 0.093 0.378 0.012 0.070

p__Cyanobacteria/Chloroplast 0.364 0.017 0.071

p__Cyanobacteria/Chloroplast;c__Chloroplast 0.364 0.017 0.072

790.0230.0723.0390.0410.0373.0selairetcaboiroC__o;airetcabonitcA__c;airetcabonitcA__p

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae 0.373 0.014 0.093 0.327 0.032 0.097

170.0700.0404.0eaecaccocotpertS__f;selallicabotcaL__o;illicaB__c;setucimriF__p

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;g__Enterorhabdus 0.362 0.017 0.093 0.359 0.018 0.071

p__Ac�nobacteria;c__Ac�nobacteria;o__Coriobacteriales;f__Coriobacteriaceae;Other;Other 0.372 0.014 0.093

170.0710.0163.0rehtO;rehtO;atyhpotpertS__g;tsalporolhC__f;tsalporolhC__c;tsalporolhC/airetcabonayC__p

170.0800.0104.0rehtO;succocotpertS__g;eaecaccocotpertS__f;selallicabotcaL__o;illicaB__c;setucimriF__p

SPLEEN

Figure 7.  Weight gain within feeding groups over the experimental period from week 0 to week 12. Three 
animals from theMP + Imx group were euthanized at week 8 due to weight loss and impairment. (A): Body 
weight, females. (B): Body weight, males. (C): Body weight, males, where mouse no. 29, 30 and 36 were 
excluded. A multifactorial general linear model ANOVA on factors Immulix and diet revealed significantly 
higher weight gain (AUC) of mice fed the HP diet, compared to the MP diet (p = 0.034), but no significant effect 
of Immulix (p = 0.475). However, if data from mouse no. 29, 30 and 36 were excluded, this effect disappeared 
(Immulix p = 0.992; diet p = 0.149), indicating that the increased weight gain was caused by the abnormal weight 
loss from those three mice, rather than a factor-effect.
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order to achieve better inoculation efficiency, the mice diet could have been modulated to resemble a horse diet 
either with respect to macronutrient content or source, as demonstrated by Moreno-Indias, et al.35 for human 
microbiota colonization. However, it should be noted that xenografted microbiotas do not stimulate the immune 
response very  well64.

In conclusion, Immulix feeding or increased dietary fat content significantly modified the GM of mice, but 
neither of these had any biological relevant effects on tetanus vaccine responses in the mice, despite minor influ-
ences on immune cell markers, cytokines and IgG titers. Additionally, significant sex differences existed, with 
female mice exhibiting higher and more diverse immune responses than males, and the antibody response of 
the males in contrast being negatively affected by the oligosaccharide feeding.

Data availability
Sequencing data is available in the Sequence Read Archive (SRA) with the accession number: PRJNA715066. 
Remaining raw data as well as supplementary data is available in a repository within the Open Science Framework 
under the name: “Oligosaccharide equine feed supplement has only minor impact on vaccine responses in mice” 
and can be accessed via: https:// osf. io/ vq6nz/.

Received: 19 March 2021; Accepted: 19 November 2021

References
 1. Muegge, B. D. et al. Diet drives convergence in gut microbiome functions across mammalian phylogeny and within humans. Sci-

ence 332, 970–974 (2011).
 2. David, L. A. et al. Diet rapidly and reproducibly alters the human gut microbiome. Nature 505, 559–563. https:// doi. org/ 10. 1038/ 

natur e12820 (2014).
 3. Gibson, G. R. & Roberfroid, M. B. Dietary modulation of the human colonic microbiota: Introducing the concept of prebiotics. J. 

Nutr. 125, 1401–1412 (1995).
 4. Brunser, O. et al. Effect of a milk formula with prebiotics on the intestinal microbiota of infants after an antibiotic treatment. 

Pediatr. Res. 59, 451–456 (2006).
 5. Shukla, G., Bhatia, R. & Sharma, A. Prebiotic inulin supplementation modulates the immune response and restores gut morphol-

ogy in Giardia duodenalis-infected malnourished mice. Parasitol. Res. 115, 4189–4198 (2016).
 6. Chen, Q. et al. A novel prebiotic blend product prevents irritable bowel syndrome in mice by improving gut microbiota and 

modulating immune response. Nutrients 9, 1341 (2017).
 7. Nagafuchi, S. et al. Effects of a formula containing two types of prebiotics, bifidogenic growth stimulator and galacto-oligosac-

charide, and fermented milk products on intestinal microbiota and antibody response to influenza vaccine in elderly patients: A 
randomized controlled trial. Pharmaceuticals 8, 351–365 (2015).

 8. Vulevic, J. et al. Influence of galacto-oligosaccharide mixture (B-GOS) on gut microbiota, immune parameters and metabonomics 
in elderly persons. Br. J. Nutr. 114, 586–595 (2015).

 9. Xie, X. et al. Effects of prebiotics on immunologic indicators and intestinal microbiota structure in perioperative colorectal cancer 
patients. Nutrition 61, 132–142 (2019).

 10. Zhang, S. et al. Regulatory roles of pectin oligosaccharides on immunoglobulin production in healthy mice mediated by gut 
microbiota. Mol. Nutr. Food Res. 63, e1801363 (2019).

 11. Ma, Y., Wu, X., Giovanni, V. & Meng, X. Effects of soybean oligosaccharides on intestinal microbial communities and immune 
modulation in mice. Saudi J. Biol. Sci. 24, 114–121 (2017).

 12. Lindenberg, F. C. et al. An oligosaccharide rich diet increases Akkermansia spp. bacteria in the equine microbiota. Front. Microbiol. 
12, 666039–666039. https:// doi. org/ 10. 3389/ fmicb. 2021. 666039 (2021).

 13. Tsai, Y.-T., Cheng, P.-C., Liao, J.-W. & Pan, T.-M. Effect of the administration of Lactobacillus paracasei subsp paracasei NTU 101 
on Peyer’s patch-mediated mucosal immunity. Int. Immunopharmacol. 10, 791–798 (2010).

 14. Maassen, C. B. et al. Strain-dependent induction of cytokine profiles in the gut by orally administered Lactobacillus strains. Vaccine 
18, 2613–2623 (2000).

 15. Christensen, H. R., Frøkiær, H. & Pestka, J. J. Lactobacilli differentially modulate expression of cytokines and maturation surface 
markers in murine dendritic cells. J. Immunol. 168, 171–178 (2002).

 16. Lindenberg, F. et al. Expression of immune regulatory genes correlate with the abundance of specific Clostridiales and Verrucomi-
crobia species in the equine ileum and cecum. Sci. Rep. 9, 1–10 (2019).

 17. Wang, L. et al. Effect of oral consumption of probiotic Lactobacillus planatarum P-8 on fecal microbiota, SIgA, SCFAs, and TBAs 
of adults of different ages. Nutrition 30, 776–783. e771 (2014).

 18. Kang, C.-S. et al. Extracellular vesicles derived from gut microbiota, especially Akkermansia muciniphila, protect the progression 
of dextran sulfate sodium-induced colitis. PLoS ONE 8, e76520 (2013).

 19. Hansen, C. H. F. et al. Early life treatment with vancomycin propagates Akkermansia muciniphila and reduces diabetes incidence 
in the NOD mouse. Diabetologia 55, 2285–2294 (2012).

 20. Picchianti-Diamanti, A. et al. Analysis of gut microbiota in rheumatoid arthritis patients: Disease-related dysbiosis and modifica-
tions induced by etanercept. Int. J. Mol. Sci. 19, 2938. https:// doi. org/ 10. 3390/ ijms1 91029 38 (2018).

 21. Kim, H. I. et al. Lactobacillus plantarum LC27 and Bifidobacterium longum LC67 simultaneously alleviate high-fat diet-induced 
colitis, endotoxemia, liver steatosis, and obesity in mice. Nutr. Res. 67, 78–89. https:// doi. org/ 10. 1016/j. nutres. 2019. 03. 008 (2019).

 22. Chua, H.-H. et al. Intestinal dysbiosis featuring abundance of Ruminococcus gnavus associates with allergic diseases in infants. 
Gastroenterology 154, 154–167 (2018).

 23. Kim, Y.-G. et al. Gut dysbiosis promotes M2 macrophage polarization and allergic airway inflammation via fungi-induced PGE2. 
Cell Host Microbe 15, 95–102 (2014).

 24. Vandenplas, Y., Zakharova, I. & Dmitrieva, Y. Oligosaccharides in infant formula: more evidence to validate the role of prebiotics. 
Br. J. Nutr. 113, 1339–1344 (2015).

 25. Lindenberg, F. et al. Development of the equine gut microbiota. Sci Rep 9, 14427. https:// doi. org/ 10. 1038/ s41598- 019- 50563-9 
(2019).

 26. Fougerolle, S. J. et al. Influential factors inducing suboptimal response to equine influenza vaccination in Thoroughbred foals. J. 
Equine Vet. Sci. 39, S75–S76. https:// doi. org/ 10. 1016/j. jevs. 2016. 02. 162 (2016).

 27. Paillot, R. A systematic review of recent advances in equine influenza vaccination. Vaccines (Basel) 2, 797–831. https:// doi. org/ 10. 
3390/ vacci nes20 40797 (2014).

 28. Johansen, Y. S. Y. in Magasinet Hest Vol. 10 40 (Magasinet Hest, 2009).

https://osf.io/vq6nz/
https://doi.org/10.1038/nature12820
https://doi.org/10.1038/nature12820
https://doi.org/10.3389/fmicb.2021.666039
https://doi.org/10.3390/ijms19102938
https://doi.org/10.1016/j.nutres.2019.03.008
https://doi.org/10.1038/s41598-019-50563-9
https://doi.org/10.1016/j.jevs.2016.02.162
https://doi.org/10.3390/vaccines2040797
https://doi.org/10.3390/vaccines2040797


12

Vol:.(1234567890)

Scientific Reports |          (2022) 12:582  | https://doi.org/10.1038/s41598-021-04132-8

www.nature.com/scientificreports/

 29. Heine, G. et al. Autocrine IL-10 promotes human B-cell differentiation into IgM- or IgG-secreting plasmablasts. Eur. J. Immunol 
44, 1615–1621. https:// doi. org/ 10. 1002/ eji. 20134 3822 (2014).

 30. Lei, W. T., Shih, P. C., Liu, S. J., Lin, C. Y. & Yeh, T. L. Effect of probiotics and prebiotics on immune response to influenza vaccina-
tion in adults: A systematic review and meta-analysis of randomized controlled trials. Nutrients 9, 1175. https:// doi. org/ 10. 3390/ 
nu911 1175 (2017).

 31. Albers, R. et al. Markers to measure immunomodulation in human nutrition intervention studies. Br. J. Nutr. 94, 452–481 (2005).
 32. Le Bourgot, C. et al. Maternal short-chain fructo-oligosaccharide supplementation increases intestinal cytokine secretion, goblet 

cell number, butyrate concentration and Lawsonia intracellularis humoral vaccine response in weaned pigs. Br. J. Nutr. 117, 83–92 
(2017).

 33. El-Shall, N. A. et al. The simultaneous administration of a probiotic or prebiotic with live salmonella vaccine improves growth 
performance and reduces fecal shedding of the bacterium in salmonella-challenged broilers. Animals 10, 70 (2019).

 34. van den Elsen, L. W. J. et al. Prebiotic oligosaccharides in early life alter gut microbiome development in male mice while support-
ing influenza vaccination responses. Beneficial Microbes 10, 279–291 (2019).

 35. Moreno-Indias, I. et al. A humanized diet profile may facilitate colonization and immune stimulation in human microbiota-
colonized mice. Front. Microbiol. 11, 1336 (2020).

 36. Hall, J. A. et al. Effect of type of dietary polyunsaturated fatty acid supplement (corn oil or fish oil) on immune responses in healthy 
horses. J. Vet. Intern. Med. 18, 880–886. https:// doi. org/ 10. 1111/j. 1939- 1676. 2004. tb026 36.x (2004).

 37. Percie du Sert, N. et al. The ARRIVE guidelines 2.0: Updated guidelines for reporting animal research. PLOS Biol. 18, e3000410, 
https:// doi. org/ 10. 1371/ journ al. pbio. 30004 10 (2020).

 38. Kihl, P. et al. Dietary gut microbiota perturbations influence murine vaccine response. PLos One Under revision (2021).
 39. Hansen, A. K. & Hansen, C. H. F. The microbiome and rodent models of immune mediated diseases. Mamm Genome. 32, 251–262. 

https:// doi. org/ 10. 1007/ s00335- 021- 09866-4 (2021).
 40. Vandesompele, J. et al. Accurate normalization of real-time quantitative RT-PCR data by geometric averaging of multiple internal 

control genes. Genome Biol. 3, research0034 (2002).
 41. Andersen, C. L., Jensen, J. L. & Ørntoft, T. F. Normalization of real-time quantitative reverse transcription-PCR data: A model-based 

variance estimation approach to identify genes suited for normalization, applied to bladder and colon cancer data sets. Cancer Res. 
64, 5245–5250 (2004).

 42. Caporaso, J. G. et al. QIIME allows analysis of high-throughput community sequencing data. Nat. Methods 7, 335–336 (2010).
 43. Edgar, R. C. Updating the 97% identity threshold for 16S ribosomal RNA OTUs. Bioinformatics 34, 2371–2375 (2018).
 44. Kim, O.-S. et al. Introducing EzTaxon-e: A prokaryotic 16S rRNA gene sequence database with phylotypes that represent uncultured 

species. Int. J. Syst. Evol. Microbiol. 62, 716–721 (2012).
 45. Furman, D. et al. Systems analysis of sex differences reveals an immunosuppressive role for testosterone in the response to influenza 

vaccination. Proc. Natl. Acad. Sci. 111, 869–874 (2014).
 46. Lü, F. et al. The strength of B cell immunity in female rhesus macaques is controlled by CD8+ T cells under the influence of ovarian 

steroid hormones. Clin. Exp. Immunol. 128, 10–20 (2002).
 47. Clayton, J. A. & Collins, F. S. Policy: NIH to balance sex in cell and animal studies. Nat. News 509, 282 (2014).
 48. Morise, A., Thomas, C., Landrier, J.-F., Besnard, P. & Hermier, D. Hepatic lipid metabolism response to dietary fatty acids is dif-

ferently modulated by PPARα in male and female mice. Eur. J. Nutr. 48, 465 (2009).
 49. Wallace, F. A. et al. Dietary fatty acids influence the production of Th1-but not Th2-type cytokines. J. Leukoc. Biol. 69, 449–457 

(2001).
 50. Ansaldo, E. et al. Akkermansia muciniphila induces intestinal adaptive immune responses during homeostasis. Science 364, 

1179–1184 (2019).
 51. Hänninen, A. et al. Akkermansia muciniphila induces gut microbiota remodelling and controls islet autoimmunity in NOD mice. 

Gut 67, 1445–1453 (2018).
 52. Krych, L., Hansen, C. H. F., Hansen, A. K., van den Berg, F. W. J. & Nielsen, D. S. Quantitatively different, yet qualitatively alike: A 

meta-analysis of the mouse core gut microbiome with a view towards the human gut microbiome. PLoS ONE 8, e62578 (2013).
 53. Pan, J. et al. Dietary xylo-oligosaccharide supplementation alters gut microbial composition and activity in pigs according to age 

and dose. AMB Express 9, 134. https:// doi. org/ 10. 1186/ s13568- 019- 0858-6 (2019).
 54. Paturi, G. et al. Differential effects of probiotics, prebiotics, and synbiotics on gut microbiota and gene expression in rats. J. Funct. 

Foods 13, 204–213 (2015).
 55. Ait-Belgnaoui, A. et al. Bifidobacterium longum and Lactobacillus helveticus synergistically suppress stress-related visceral hyper-

sensitivity through hypothalamic-pituitary-adrenal axis modulation. J. Neurogastroenterol. Motil. 24, 138 (2018).
 56. Zhang, C. et al. Interactions between gut microbiota, host genetics and diet relevant to development of metabolic syndromes in 

mice. ISME J. 4, 232–241 (2010).
 57. Hansen, C. H. F. et al. Targeting gut microbiota and barrier function with prebiotics to alleviate autoimmune manifestations in 

NOD mice. Diabetologia 62, 1689–1700 (2019).
 58. Rizzardini, G. et al. Evaluation of the immune benefits of two probiotic strains Bifidobacterium animalis ssp. lactis, BB-12 and Lac-

tobacillus paracasei ssp. paracasei, L. casei 431 in an influenza vaccination model: a randomised, double-blind, placebo-controlled 
study. Br. J. Nutr. 107, 876–884 (2012).

 59. Huda, M. N. et al. Stool microbiota and vaccine responses of infants. Pediatrics 134, e362–e372 (2014).
 60. Harris, V. C. et al. Significant correlation between the infant gut microbiome and rotavirus vaccine response in rural Ghana. J. 

Infect. Dis. 215, 34–41 (2017).
 61. Pianta, A. et al. Evidence of the immune relevance of Prevotella copri, a gut microbe, in patients with rheumatoid arthritis. Arthritis 

Rheumatol. 69, 964–975 (2017).
 62. Ericsson, A. C. et al. Effects of vendor and genetic background on the composition of the Fecal Microbiota of inbred mice. PLoS 

ONE 10, e0116704. https:// doi. org/ 10. 1371/ journ al. pone. 01167 04 (2015).
 63. Rosshart, S. P. et al. Wild mouse gut microbiota promotes host fitness and improves disease resistance. Cell 171, 1015–1028 e1013, 

https:// doi. org/ 10. 1016/j. cell. 2017. 09. 016 (2017).
 64. Chung, H. et al. Gut immune maturation depends on colonization with a host-specific microbiota. Cell 149, 1578–1593 (2012).

Author contributions
I.W.H., F.L. and A.K.H. planned the experiment, I.W.H collected the samples, I.W.H. and C.M.J.M performed 
RNA extraction and qPCR as well as data analysis. I.W.H extracted DNA and prepared library, J.L.C.M performed 
16 S rRNA sequencing while I.W.H and J.L.C.M conducted sequencing data analysis. I.W.H conducted ELISA 
and I.W.H and A.K.H performed statistics. All authors took part in drafting and approving the manuscript.

https://doi.org/10.1002/eji.201343822
https://doi.org/10.3390/nu9111175
https://doi.org/10.3390/nu9111175
https://doi.org/10.1111/j.1939-1676.2004.tb02636.x
https://doi.org/10.1371/journal.pbio.3000410
https://doi.org/10.1007/s00335-021-09866-4
https://doi.org/10.1186/s13568-019-0858-6
https://doi.org/10.1371/journal.pone.0116704
https://doi.org/10.1016/j.cell.2017.09.016


13

Vol.:(0123456789)

Scientific Reports |          (2022) 12:582  | https://doi.org/10.1038/s41598-021-04132-8

www.nature.com/scientificreports/

Competing interests 
I.W.H and F.L are employed at Brogaarden Aps, Lynge, Denmark. A list of potential conflicts of interest for 
A.K.H can be seen at https:// ivh. ku. dk/ engli sh/ emplo yees/? pure= en/ perso ns/ 107126. C.M.J.M was financed by 
LIFEFARM (www. lifef arm. ku. dk). J.L.C.M. declares no conflicts of interest.

Additional information
Correspondence and requests for materials should be addressed to I.W.H.

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

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

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2022

https://ivh.ku.dk/english/employees/?pure=en/persons/107126
http://www.lifefarm.ku.dk
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Oligosaccharide equine feed supplement, Immulix, has minor impact on vaccine responses in mice
	Materials and methods
	Study design and sampling. 
	Serum IgG by ELISA. 
	Tissue gene expression by qPCR. 
	Gut microbiota characterization by 16S rRNA sequencing. 
	Statistical methods. 

	Results
	Female mice had significantly higher and more varied IgG titers compared to male mice and Immulix significantly decreased IgG titers in male mice. 
	Immulix feeding increased il1b in spleen and downregulated gene expression in mice on a human profile diet. 
	Diet and Immulix altered gut microbiota composition. 
	A human profile diet increased weight gain. 

	Discussion
	References


