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Abstract

High dietary levels of vitamin B2 on the caecal transcriptome of weaned piglets was explored, to evaluate if super-dosing 
of riboflavin could reach the hind gut, and consequently trigger a beneficial host response. Caecal gene expression was 
evaluated using Agilent transcriptome microarray, 14 and 28 days after supplementation in three experimental groups; 
a control group (recommended dose of riboflavin: 10 mg/kg diet), and two groups additionally supplemented to reach 
50 or 100 mg/kg of riboflavin, respectively. Both supplementation levels significantly changed the caecal transcriptome 
pattern compared to the control. The 100 mg/kg dose resulted in the highest number of differentially expressed genes. At 
day 14, the top modulated genes were related to oxidative stress and immune response, confirming the antioxidant effect 
of riboflavin. Furthermore, pathways involved in the response of the host to changes in the microbiota were modulated, 
indicating modulatory effects of riboflavin on the microbiome, and indirectly the host response. Finally, the highest dose 
of riboflavin triggered molecular mechanisms involved in aldosterone and bile acid metabolism, demonstrating the poten-
tial of vitamin B2 in improving hind gut health status. A lower impact of the 100 mg/kg supplementation of riboflavin on 
caecal gene expression was found at day 28. Nevertheless, some positive gene responses were shown against DNA damage 
for both supplementation levels, and some pathways related to cell signaling were modulated. The data presented in this 
study confirm that super-dosing vitamin B2 affects caecal physiology, and further investigation is needed to support the 
findings of the possible modulation on the microbiota and bile acid metabolism. In conclusion, super-dosing of vitamin 
B2 positively impacts the transcriptome response of the weaned piglets’ caecum. This creates the opportunity for consid-
ering riboflavin as part of a novel solution to reduce the incidence and severity of digestive problems associated with the 
period immediately post-weaning.
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nous microbial riboflavin is present. Thus, one option proposed 
is increasing the amount of vitamin B2 in the diet in order to 
reach the hind gut and reap the benefits on host immune status 
and modulation of the microbiome as Biagi et al. demonstrate in 
broiler chickens (10). The research testing super-dosing of vitamin 
B2 on zootechnical performance and immune status in swine is 
limited. Only a few studies report effects of high doses of B-vita-
mins on performance and potential response to stress, suggesting 
a higher requirement of B-vitamins during stress conditions. No 
clear consistent effects of super-dosing on performance or carcass 
characteristics is reported (21,22). Lutz and Stahly estimated that 
the need of riboflavin for protein accretion is higher than the 
dose recommended by the NRC, supporting the idea that a high-
er level of riboflavin would be beneficial for pigs (22). However, 
Böhmer and Roth-Maier showed effects on performance, but not 
on protein accretion when animals were supplemented up to 
800% of the required vitamin B2 level, corresponding to 18.4 mg 
of riboflavin per kg of diet. It is also described that by-products 
of vitamin B2 show a positive effect against stress by reducing 
norepinephrine level and on improving the meat quality (color 
and lean meat percentage) (23). 

The objective of the present study was to evaluate the impact of 
different dietary levels of vitamin B2 on the piglet transcriptome 
response at caecum level in order to consider riboflavin as part of 
a novel solution with other feed additives in an additive/synergis-
tic way, reducing the incidence and severity of digestive problems 
associated with the period immediately after weaning.

MATERIAL AND METHODS
Animals, housing and diets

The 28-day trial was performed at the Research Center for An-
imal Nutrition and Health (DSM Nutritional Products France, 
F-68305 Village-Neuf) according to the official French guidelines 
for experiments with live animals. 

A total of 54 Redon x Large-White castrated pigs weaned at 28 
days of age with initial body weight of 7.1 ± 1.0 kg were used. 
Pigs were obtained from a French commercial supplier at wean-
ing and transported to DSM facilities. Pigs were allocated into 
3 equal groups of 18 animals each, in 9 pens of 6 animals. They 
were housed in flat-deck pens in an environmentally controlled 
room. Each pen had a plastic-coated welded wire floor and was 
equipped with two water nipples and two stainless-steel individ-
ualized feeders. Water and feed were provided ad libitum. The 
room temperature was maintained at 27 °C on the day of wean-
ing and reduced at regular intervals until 21-22 °C. Humidity 
percentage was 50 %. The lighting program was set to 16 h light 
and 8 h dark. The diets pre-starter from d1-14 of the study and 
starter from d14-28 of the study were based on wheat-barley-corn-
soybean meal and were formulated to meet or exceed the require-
ments of weaning piglets (Table 1). 

INTRODUCTION
Weaning imposes tremendous stress (environmental-,nutrition-
al- and psychological) on piglets and is accompanied by marked 
changes in gastrointestinal physiology, microbiology and immu-
nology (1). Consequently, the period following weaning is gener-
ally characterized by diarrheic symptoms and other intestinal dis-
turbances, which can result in decreased growth performance and 
mortality. Traditionally, antibiotic growth promoters and heavy 
minerals, especially zinc (ZnO) and copper (CuSO4), were used to 
reduce the complications associated with weaning. However, cur-
rently the use of in-feed antibiotics is either being minimized or 
completely eliminated (European Union) and there are concerns 
about environmental accumulation of minerals resulting from 
high dietary levels of inorganic zinc and copper. It is therefore im-
perative to find alternative strategies to modulate gastrointestinal 
functionality, the gut microbiome, the innate immune system, the 
intestinal barrier integrity and the intestinal enzyme activity. In 
this framework, B vitamins play a key role in the regulation of the 
immune response in the gut (2,3).

Among B-vitamins, riboflavin (vitamin B2) in humans and in in 
vitro studies demonstrates a positive impact on oxidative stress, 
inflammation and nutrient absorption (4–7). Gut morphology is 
also sensitive to riboflavin depletion, leading to impairment of 
villi and crypts, emphasizing the importance of this vitamin in 
the gastrointestinal functionality (8,9). Furthermore, riboflavin is 
known to modulate the gut microbiota of patients with Crohn’s 
disease (7) and recently, a pilot trial proves it with broiler chickens 
supplemented with different levels of vitamin B2 (10). The gut 
microbial ecosystem plays a major role in B vitamin metabolism, 
as both a consumer and also a producer. The caecal microbiota is 
the main endogenous producer of riboflavin and the hind gut is 
a major absorption site for vitamin B2 (11–14). Among the hind 
gut ecosystem, one of the most abundant players is Faecalibacte-
rium prausnitzii. This anaerobe is known to be depleted in co-
lonic diseases, is a producer of the short-chain fatty acid butyrate 
(15) and is suggested as a potential biomarker of a healthy colon 
(16,17). The metabolism of F. prausnitzii allows the utilization of 
the riboflavin for its growth (18) and therefore it is suggested that 
the beneficial anti-oxidant and anti-inflammatory effect of the ri-
boflavin may potentially be indirectly due to the modulation of 
this commensal microbe (7). In conclusion, the stimulation of the 
host immune function and gut health status is mediated by both 
diet and microbiota-derived riboflavin.

In order to reap the benefits of riboflavin on the host gastrointes-
tinal tract, feeding animals with the correct dose of vitamin B2, 
depending on their life stage, is crucial. According to the National 
Research Council (NRC) (19) riboflavin requirements for piglets 
between 5-30 kg body weight is between 2 - 4 mg/kg feed, and 
the Optimum Vitamin Nutrition (OVN) guidelines from DSM 
(20), recommend between 10-15 mg/kg feed in order to maximize 
the properties of vitamin B2 modulating the gastrointestinal func-
tionality. Nevertheless, independently of the dosage used, NRC or 
OVN, dietary supplementation of riboflavin is rapidly absorbed 
in the small intestine, and very little amounts of exogenous ri-
boflavin may reach the large intestine, where only the endoge-
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Supplementary table 1: Primers used for qPCR analysis 

Gene Forward primer Reverse primer Amplicon 

 
 

Reference  length  

GAPDH AAGGAGTAAGAGCCCCTGGA TCTGGGATGGAAACTGGAA 140 Li et al. 
β-act CTCGATCATGAAGTGCGACGT GTGATCTCCTTCTGCATCCTGTC 114 Woyengo et al. 
HSPH1 ACTCAGACACCGAGGCTAATG GGTAGCTCAACATTCACCACCT 88 This study 

HSP70.2 GCCGAGAAGGACGAGTTTGA TGGTACAGTCCGCTGATGATG 77 This study 
HSP90AA1 ATCGCCCAGTTGATGTCGTT AGCATCGGACGAGTTGGAAA 90 This study 

MX1 CAGAGGCAGCGGAATTGTG TGACTTTGCCCTTCCATTCGT 89 This study 
TLR7 AGCACTTGACAGCGATTCCT GCTGGAGTGATGCTCGCTAT 88 This study 
IL12B CCTGCCCATTGAGGTCGTG GAGGGTCTGGTTTGATGATGTCC 98 This study 

NFE2L2 GCCGACTATTCCCAGGTTTCTT GAGCCTGGTTAGGAGCAATGA 100 This study 
RAD17 GCTGAGTGGCTTTGCTTACA TTAAAGTACAATTCGCCTTCTGGT 99 This study 

SLC51B GGCTGTGGTGGTCGTGATAA GGCAGCGTCTTTGGATTTCTGT 75 This study 
NR1H4 AGAAACTGTGAACTAAACGGAGA TGATCCCATCCAAACTTTTCTGT 90 This study 

 

Supplementary table 1: Primers used for qPCR analysis

The treatments included A) a control diet including in the pre-
mix 10 ppm of Riboflavin (DSM Nutritional Products), B) the 
control diet supplemented with 40 ppm of Riboflavin in order to 
get 50ppm of Riboflavin in total, and C) the control diet with 90 
ppm of Riboflavin to get 100ppm of Riboflavin in total.

Sampling collection 

On days 14 and 28 of study; 9 pigs per treatment were selected 
(3 pigs/pen) according to the ranking of body weight by pen: 1st, 
3rd  and 5th on d14. These pigs were euthanized by stunning 
with a captive bolt, followed immediately after by exsanguination 
in the jugular area. Following euthanasia, the ileal (upper 0–80 
cm of the ileum-cecum junction) and caecal digesta were collect-
ed and stored at -20°C until further analyses. Caecal tissue sam-
ples were collected and stored in RNA Later for transcriptomic 
analysis.

Riboflavin determination in digesta

Vitamin B2 concentration in digesta was quantified at days 14 
and 28 of the study using UPLC 1290 Infinity II LC System (Agi-
lent Technologies, Basel, Switzerland) coupled with MS detection 
API4000 (SCIEX, Baden, Switzerland). Briefly, protein precip-
itation followed by extraction was performed, and the vitamin 
B2 was analyzed with the LC-MS/MS system. Data acquisition, 
integration and quantification were performed by Analyst® soft-
ware (SCIEX, Baden, Switzerland). The riboflavin concentration 
in digesta was reported and averaged for the 9 piglets in the same 
treatment. The Intestinal flow of riboflavin in ileum and cae-
cum was expressed in mg/kg digesta, corrected by the dry matter 
(DM).

RNA extraction

Approx. 100 mg of caecal tissue was collected for transcriptome 
analysis. Total RNA was extracted from the tissue (stored at -20°C 
in RNA later) by lysing tissue with FastPrep® 24 (MP Biomed-
icals, Illkirch, France), using the phenol-chloroform method 
(TRIzol reagent; Invitrogen, Invitrogen, Cergy Pontoise, France) 
followed by purification using RNeasy columns by automated 
method with the Qiacube HT (Qiagen, Courtaboeuf, France).

The concentration of RNA was measured by a NanoDrop ND-
1000 Spectrophotometer (Thermo Fisher Scientific, Illkirch, 
France) and the purity was estimated by A260/A280 ratio. RNA 
integrity was assessed by using the Agilent 2100 Bioanalyzer (Agi-
lent Technologies, Basel, Switzerland). The threshold of the RNA 
Integrity Number (RIN) was set at 7.5 to validate sufficient qual-
ity of the RNA.
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Microarray analysis

Gene expression analysis was performed by One-color microar-
ray-based analysis using the porcine (V2) Gene Expression Mi-
croarray, 4×44K (Agilent: G2519F-026440). 100 ng of total RNA 
was labelled with Low Input Quick Amp Labelling Kit following 
the manufacturer’s instructions. The quality of the Cy-3 labelled 
cRNA was checked using the NanoDrop and the yield and specif-
ic activity were calculated. Hybridization and scanning were done 
following the protocol described by Agilent. Signal intensities ob-
tained were extracted using Feature Extraction software version 
12.1. 

Differential expression analysis and pathway analysis

The extracted data were analyzed using Partek® Genomics Suite® 
version 7. Examination of differentially expressed genes (DEG) 
was evaluated, as well as outliers and batch effect assessment, us-
ing PCA plots and hierarchical clustering.

The analysis was based on 3 experimental group comparisons for 
both periods:

- Supplementation of vitamin B2 at 50mg/kg (group B) 
versus control (group A) 

- Supplementation of vitamin B2 at 100mg/kg (group C) 
versus control (group A)

- Supplementation of vitamin B2 at 100mg/kg (group C) 
versus supplementation of vitamin B2 at 50mg/kg (group B)

The pathway analysis for the three comparisons at each time point 
was performed using the IPA (Ingenuity Pathway Analysis) soft-
ware from Qiagen, against the human pathway database based 
on orthologous genes alignment from the list of significant DEG.

qPCR confirmation of selected genes

Analyses of selected target genes were performed by quantitative 
PCR to validate microarray results. The reverse transcription was 
performed using iScript™ Reverse Transcription Supermix for 
RT-qPCR (BioRad, Marnes-la-Coquette, France) with 100 ng of 
total RNA, following the manufacturer’s instructions. The re-
sultant cDNAs were diluted 5 times to be amplified by real-time 
PCR.  qPCR reactions were performed for all individual samples 
(n=8 per treatment) in triplicate, with 20 µL reaction volume, 
using SsoAdvanced Universal Sybr Green Master Mix (BioRad, 
Marnes-la-Coquette, France), with a final concentration of 500 
nM of each primer. Sequences of the primers used are given in 
supplementary Table 1. The thermal cycling was run on a Light 
Cycler 96 (Roche Diagnostics, Meylan, France) with the follow-
ing program: 95°C 30 sec, followed by 40 cycles of denaturation 
at 95°C 15 seconds and hybridization/elongation at 60°C 60 
seconds. A melting curve was performed to check the amplicon 
specificity. Analysis of qPCR data was carried out by averaging 
the three technical replicates of the Ct values for each of the 8 
samples per treatment. Each mean Ct value of the target genes 
was normalized to the geometric mean Ct value of the housekeep-
ing genes for the same sample. The Delta Ct method was used to 
determine expression of target genes (24).

Results presentation and statistical analyses

The significance of gene expression from the microarray analysis 
was assessed by a one way ANOVA and the P-values were tested for 
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false discovery rate (FDR) using the Benjamini-Hochberg method 
with Partek® Genomics Suite® version 7 (25). All 8 samples per 
group were used. A cut-off of fold changes was set at >1.5 or <-1.5 
and unadjusted P-value at 0.05, comparing all pairs of conditions; 
vitamin B2 50mg/kg vs Control, vitamin B2 100mg/kg vs Con-
trol and vitamin B2 100mg/kg vs vitamin B2 50mg/kg. Differ-
entially expressed genes (DEG) were presented in Venn diagram 
format and hierarchical clustering is illustrated by a heatmap. Se-
lected individual gene expression results were presented in tables 
with P-values based on student-test. 

For the pathway analysis, as with the differential expression anal-
ysis, significance values were FDR tested using Benjamini-Hoch-
berg. The pathways were significantly enriched if they had FDR 
adjusted P-values of less than 0.05.

The significance of gene expression from the qPCR results was 
evaluated by student test by comparing the groups supplemented 
with riboflavin compared to control group (Supplementary table 
2).

RESULTS AND DISCUSSION
Riboflavin determination in digesta 

Riboflavin was detectable in the ileum and caecum of weaned 
pigs fed diets supplemented with different levels of Vitamin B2 
after 14 and 28 days. Riboflavin flow linearly increased at the ileal 
and caecal level (P<0.001 and P= 0.002, respectively) after 14 days 
of dietary vitamin B2 at both 50 and 100 ppm supplementation 
compared to the control group. This indicates that vitamin B2 
reached the end of the small intestine and the beginning of the 
hind gut (Table 2). However, after 28 days of supplementation, a 
larger variation was noted between animals, and riboflavin flow 
values were not significantly affected by vitamin B2 supplementa-
tion. In addition, the control group animals showed higher cae-
cum flows of Riboflavin compared to ileum flows, independently 
of the time point, suggesting that bacterial populations present 
in the caecum of pigs were producing vitamin B2. Nevertheless, 
in the groups supplemented with 50 and 100 ppm of riboflavin 
this effect was not so evident. Since we could not discriminate 
between the dietary and the bacterial riboflavin, we could specu-
late that microbial population in the caecum has been modulated 
by piglet diets supplemented with super-dosing of vitamin B2 as 
Biagi et al. (10) demonstrate it in a broilers chicken trial. 

 
 
 
 
 
 
 
 
 
 
 
 

Supplementary table 2: Confirmation of microarray gene expression by qPCR 
 

 
 

Gene 

Vit B2_50mg/kg vs Control Vit B2_100mg/kg vs Control 
Microarray 

Fold change p-value 
qPCR 

Fold change 
 

p-value 
Microarray qPCR 

Fold change p-value Fold change p-value 
HSPH1 -1.79 8.90E-05 -1.64 0.003 -1.75 2.20E-05 -1.55 0.002 
HSP70.2 -1.49 0.034 -1.38 0.008 -1.64 0.014 -1.58 4.26E-04 
HSP90AA1 -1.72 4.60E-06 -1.35 0.008 -1.67 8.00E-06 -1.46 1.93E-04 
MX1 -1.67 9.30E-04 -1.66 0.004 -1.15 0.156 -1.17 0.186 
TLR7 -1.96 0.069 1.00 0.97 -1.72 0.117 -1.02 0.888 
IL12B 1.72 0.052 2.36 0.034 1.01 0.984 1.84 0.039 
NFE2L2 -1.22 0.026 -1.07 0.484 -1.61 4.80E-05 -1.23 0.019 
SLC51B -1.89 0.027 -1.76 0.023 -1.56 0.062 -1.49 0.029 

Supplementary table 2: Confirmation of microarray gene expression by 

qPCR

Determination of differentially expressed genes (DEG) and sam-
ple clustering

When looking at the overall number of DEG, at day 14 it was 
evident that the comparison between the group receiving 100mg/
kg of riboflavin compared to the control group had the highest 

number of DEG before FDR correction (1828, Figure 1A). Fur-
thermore, the comparison between the group with 50mg/kg of 
riboflavin and the control group revealed 604 genes differentially 
expressed. These results showed a dose response of dietary ribofla-
vin on caecal gene expression, with more differentially expressed 
genes at the highest dose. A similar comparison was performed at 
day 28 (Figure 1B), where the number of DEG was again highest 
between the group fed the highest dose of riboflavin compared 
to the control group.  A total of 958 genes were differentially ex-
pressed between these groups, confirming the dose response ef-
fect of dietary riboflavin on caecal gene modulation. However, the 
effect on the number of DEG before FDR correction was lower 
at day 28 than at day 14, indicating an increased impact of ribo-
flavin during the earlier period of supplementation, in line with 
the results shown on riboflavin flow. After FDR correction, the 
number of DEG was too low to interpret any data when the group 
with 50mg/kg of riboflavin was compared to either the control 
group or to the group with 100mg/kg of riboflavin. However the 
comparison of the group receiving 100mg/kg of riboflavin to the 
control group resulted 521 DEG after FDR correction, showing 
that the highest dose of supplementation still impacted the hind 
gut. In order to compare the data between experimental groups 
at the same statistical level, further investigation presented in this 
paper were based on non-adjusted P-value data. 

To investigate if different doses of riboflavin supplementation 
changed gene expression in the hind gut in a consistent way, 
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whole gene expression pattern clustering was performed in the 
caecal tissue by creating heatmaps. At day 14, clustering of sam-
ples based on the dosage of riboflavin could be observed (Fig-
ure 2A). The clearest differentiation was observed between the 
control group and samples from the groups receiving additional 
riboflavin. Interestingly, the gene expression of the highest sup-
plemented group was mostly downregulated (indicated in green 
in the figure. At day 28, a similar clustering was observed, with 
the clearest separation between the control group and the groups 
receiving additional riboflavin (Figure 2B).

Both the DEG determination and the clustering analysis con-
firmed that the super-dosing of riboflavin had an impact on gene 
expression patterns in the caecal tissue of pigs. Additionally, a 
dose-response could be observed with the highest supplementa-
tion (100 mg/kg) showing a larger differentiation to the control,  
compared to the group supplemented at 50 mg/kg.

In the following sections, the focus will be on the comparison 
between 100mg/kg and the control group.

Comparing gene expression pathways of super-dosing Vitamin 
B2 (100mg/kg) versus Control at day 14 

Genes most modulated

At day 14, the genes most significantly modulated between the 
control and vitamin B2 super-dosing showed a strong antioxidant 
response with 5 out of the top 10 genes that are known to be 
related to oxidative stress response (HSPH1, TIMM21, NFE2L2, 
LYAR and RAD17, (26–30)) (Table 3). Interestingly, all these 
genes were downregulated in  supplemented versus control ani-
mals. Heat shock proteins (HSPs) contribute to cellular protec-
tion and cell survival against environmental stress, and HSPH1 
avoids accumulation of denaturized proteins in cells under stress 
(31,32). Different studies in chickens and pigs show that HSPs 
are sensitive to different stress conditions (high stocking density, 
temperature, weaning, transport) and showed that feed supple-
mentation with vitamins or essential oils can reduce HSP gene 
expression (33–35). 

 
 
 
 
 
 
 
 

Supplemental table 3: Top 10 DEG between group with 100mg/kg and group with 50mg/kg 
of vitamin B2 at day 14  

Gene 
p-value 

(Vit B2 100mg/kg D14 VS 
Vit B2 50mg/kg D14) 

Fold-Change 
(Vit B2 100mg/kg D14 VS 

Vit B2 50mg/kg D14) 
SCIN 0.0003 -1.81 

MASP2 0.0003 -1.69 

TEX47 0.0004 -2.86 

PDE3B 0.0007 -1.94 

RGN 0.001 -1.72 

IFNA4 0.0011 -1.60 

DGKK 0.0012 -2.15 

CD55 0.0015 -1.57 

ADGRB3 0.0019 -1.80 

TNFSF8 0.002 -1.82 

Supplementary table 3: Top 10 DEG between group with 100mg/kg 

and group with 50mg/kg of vitamin B2 at day 14

This is of importance especially in weaning piglets, as they have 
an imbalanced and immature antioxidant system in the intestine 
and are therefore easily attacked by oxidative stress which impairs 
intestinal function, intestinal turnover, and cell survival (36).

Pathway analysis

Using KEGG pathway analysis, the most impacted pathways were 
determined and showed that most were related to HSPs response 
(Table 4). 

value) 

 
 
 
 
 
 
 

Supplementary table 4: Top modulated pathways between group with 50mg/kg of vitamin 
B2 and control group at day 14 

 

Canonical Pathways -log(p- Ratio Involved modulated genes 
 

 

IL-23 Signaling Pathway 5.06 0.114 IL12B,IL1B,IL21,IL23A,TNFSF11 
 

Role of Pattern Recognition 
Receptors in Recognition of 

 
4.45 0.0493 DDX58,IL12B,IL1B,IL21,OAS1, 

TLR7,TNFSF11 Bacteria and Viruses  

Interferon Signaling 4.2 0.118 ISG15,MX1,OAS1,PSMB8 
Th17 Activation Pathway 3.72 0.0602 HSP90AA1,IL12B,IL1B,IL21,IL23A 
Role of Cytokines in Mediating 
Communication between 

 
3.57 

 
0.0816 

 
IL12B,IL1B,IL21,IL23A 

  Immune Cells     

LXR/RXR Activation 3 0.042 IL1B,LPL,NR1H4,S100A8,TTR 
FXR/RXR Activation 2.9 0.04 IL1B,LPL,NR1H4,SLC51B,TTR 

  BAG2 Signaling Pathway  2.64 0.0732 HSP90AA1,HSPA5,HSPA6 
Aldosterone Signaling in 
Epithelial Cells 2.52 0.0327 DNAJC6,HSP90AA1,HSPA5, 

HSPA6,HSPH1 
Granulocyte Adhesion and 
Diapedesis 2.4 0.0307 CLDN16,CLDN22,HRH4,IL1B, 

MMP12 
Unfolded protein response 2.28 0.0545 HSPA5,HSPA6,HSPH1 

 

Supplementary table 4: Top modulated pathways between group with 

50mg/kg of vitamin B2 and control group at day 14

The “Aldosterone Signaling in Epithelial Cells” pathway (KEGG 
reference) showed the most significant modulation between the 
control and super-dosing riboflavin group. All genes modulat-
ed in this pathway were significantly down-regulated compared 
to the control group (Figure 3), showing a clear antioxidant ef-
fect of riboflavin in the caecum through the down-regulation of 
the expression of genes encoding members of the HSPs, such as 
DNAJC5B, HSP90AA1, HSP90B1, HSPA12A, HSPA5, HSPA6, 
HSPD1 and HSPH1. The HSP70 (which contains the HSPA12A, 
HSPA5 and HSPA6 genes) is one of the key proteins for protein 
folding and against heat stress, but also against oxidative stress. 
The HSP90 also responds to stress conditions by maintaining cell 
homeostasis (31,37–41). In addition, down-regulation of the SCN-
N1G gene was observed in this pathway. The SCNN1G encodes 
an epithelial sodium channel (ENaC), and is responsible for the 
flow of Na+ ions from the lumen to the intestinal cell, a process 
which is known to be regulated by aldosterone (42). Aldosterone 
consequently regulates water absorption in the gut (43,44) and 
low levels of aldosterone may reduce activation of HSP, reduc-
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ing the reactive oxygen species (ROS) (45). Taken together, the 
hypothesis arises that a high level of riboflavin in the diet would 
impact the level of aldosterone, which would be beneficial to the 
animals by regulating the water in the intestinal content and re-
ducing oxidative stress.

Another significantly altered pathway worth highlighting was the 
FXR/RXR pathway (Figure 4). All the related genes modulated 
in this pathway were downregulated and involved in the response 
(46), transport (47–49) or metabolism (50) of bile acids (BAs). 
This pathway plays a crucial role in the signalling and regulation 
of bile acids, which governs bile, glucose and lipid metabolism 
(46,48). Excess BAs entering the colon can cause watery stool (51). 
The downregulation of this pathways might indicate a reduction 
in BAs escaping enterohepatic circulation into the caecum.

This pathway analysis suggested that super-dosing riboflavin could 
potentially regulate water content in the lumen by both aldoste-
rone and bile acid metabolism, which would have beneficial ef-
fects on the gastrointestinal functionality of animals. These find-
ings are in accordance with the beneficial effect of riboflavin on 
gut health (52), however the link to bile acid metabolism is new 
and requires further investigation. A reduction of watery faeces 
would be very relevant for the swine industry especially to combat 
the current issues of diarrhoea at weaning and during stress con-
ditions (53–55).

Other comparisons at day 14

Genes most modulated

The most significantly altered genes in animals supplemented 
with 50 mg/kg of vitamin B2 compared to the control are present-
ed in supplementary Table 2, and showed a similar response in 
the down-regulation of heat shock proteins (HSPH1, HSP90AA1 
and HSP70.2). These observations confirm the positive effect of 
riboflavin supplementation on oxidative stress in the caecum.

Comparing the two super doses of riboflavin (100mg/kg versus 
50mg/kg), the highest dose showed a downregulation of genes 
involved in modulation of the immune response (supplementary 
Table 3). The most significantly regulated genes were involved in  
innate immunity through the regulation of  complement factors 
(MASP2, CD55) (56,57) and the antiviral activity (IFNA4) (58), 

or adaptive immunity (TNFSF8) (59). In previous studies, ribo-
flavin enrichment is known to have immunomodulatory effects 
(60,61).

Pathway analysis

Pathway analysis comparing animals receiving 50mg/kg to the 
control, showed that the most impact was related to the immune 
response (supplementary Table 4). The most significantly impact-
ed pathway was the IL-23 signalling pathway, showing an upreg-
ulation of IL-1B, IL12B and TNFSF11 compared to the control 
group. However, IL23A, IL21 and TLR7 were down-regulated. 
The overall modulation of this pathway would reflect a down-reg-
ulation of the TH17 response and antimicrobial response, depict-
ed by the blue colour in supplementary Figure 1. We hypothesize 
that this might reflect the host’s response to modulation of the 
caecal microbiota induced by riboflavin. More research is needed 
to confirm this hypothesis. 

The pathways modulated between the two super doses of ribo-
flavin are presented in the supplementary Table 5. The pathways 
“Role of Pattern Recognition Receptors in Recognition of Bacte-
ria and Viruses” and “HMGB1 signaling pathway” were character-
ized by the same list of modulated genes and were downregulated 
in animals receiving the highest dose of riboflavin (supplementa-
ry Figures 2 & 3). These two pathways are closely related, as the 
mechanism of binding to TLR2 and TLR4 mediates HMGB1-de-
pendent activation of macrophage cytokine release (62). Addi-
tionally, HMGB1 is able to interact with TLR4 on neutrophils 
to stimulate the production of reactive oxygen species (ROS) by 
NADPH oxidase (63). In relation to ROS, the gene encoding the 
NQO1 was also down-regulated with the highest dose of vitamin 
(supplementary Table 5 and supplementary Figure 4). Therefore, 
the higher dose of 100 mg/kg riboflavin seems to have a strong 
impact on the genes interacting with the microbiota, and ROS. 
These findings might confirm that riboflavin alters the micro-
biome and thereby influences gene expression. We hypothesize 
that riboflavin modulates the most abundant colonic bacteria, F. 
prausnitzii (16,18), a butyrate producer, which can stimulate the 
intestinal epithelium. This would also be in line with the observa-
tions from Biagi et al, who show that after 14 days of supplemen-
tation, a super-dose of vitamin B2, at 100mg/kg diet, in broilers 
increases the abundance of bacteria belonging to the genus Fae-
calibacterium (10). In this same study at days 28 and 42, more 
butyrate is still produced in supplemented animals, but a switch 
of the microbial populations is observed; an increase of the lactate 
producer Bifidobacterium but there is no longer a difference in 
Feacalibacterium populations, compared to control group. Thus, 
the lactate produced could be utilized by butyrate producers oth-
er than Faecalibacterium. In our study, this hypothesis would re-
quire further investigation, by investigating the modulation of the 
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caecal microbiome in response to riboflavin super-dosing. 

Comparing gene expression pathways of super-dosing Vitamin 
B2 (100mg/kg) versus Control at day 28 

Genes most modulated

At day 28, the genes most significantly modulated between con-
trol and vitamin B2 super-dosing are presented in Table 5. In con-
trast to the pattern at day 14, all the genes were up-regulated com-
pared to the control. No clear common determinator could be 
identified between the most significantly regulated genes, several 
genes were involved in non-specific and various processes such 
as protein modification (ART3), or transcription and translation 
process (RBM24, DIP2C).

 
 
 
 
 
 
 
 
 
 
 
 

Supplementary table 5: Top modulated pathways between group with 100mg/kg of vitamin B2 and group with 50 mg/kg at day 14.  

Canonical Pathways -log(p- 
 

Ratio Involved modulated genes  value)  

Role of Pattern Recognition Receptors in 
Recognition of Bacteria and Viruses 

3 0.0282 FASLG,IL12B,TNFSF11,TNFSF8 

HMGB1 Signaling 2.84 0.0255 FASLG,IL12B,TNFSF11,TNFSF8 
Differential Regulation of Cytokine Production in 
Intestinal Epithelial Cells by IL-17A and IL-17F 

2.64 0.087 DEFB1,IL12B 

Complement System 2.25 0.0556 CD55,MASP2 
IL-23 Signaling Pathway 2.08 0.0455 IL12B,TNFSF11 

  Xenobiotic  Metabolism Signaling  2.05 0.0153 GAL3ST2,GCLC,NQO1,PPP2R2C 
Superoxide Radicals Degradation 1.61 0.125 NQO1 

 

Supplementary table 5: Top modulated pathways between group with 

100mg/kg of vitamin B2 and group with 50 mg/kg at day 14.

Pathway analysis

In animals supplemented with 100mg/kg of Riboflavin, the path-
way analysis showed several modulations of different physiological 
processes such as calcium signalling, ILK signalling, and inflam-
mation related pathways such as IL-6 signaling (Table 6).  

( 

 
 
 
 
 
 
 
 

Supplementary table 6: Top 10 DEG between group with 50mg/kg of vitamin B2 and control 
group at day 28  

Gene p-value 
Vit B2 50mg/kg VS Control D28) 

Fold-Change 
(Vit B2 50mg/kg vs Control D28) 

TEX47 1.52E-04 3.83 

DGKK 6.96E-04 1.95 

TRPM6 1.84E-03 2.14 

MAT1A 2.28E-03 -1.89 

MAFA 4.04E-03 1.56 

AOX2 4.87E-03 1.71 

TFR2 5.12E-03 -1.50 

MTTP 5.46E-03 2.07 

ULK4 5.82E-03 1.53 

FBXO32 5.86E-03 1.51 

Supplementary table 6: Top 10 DEG between group with 50mg/kg of 

vitamin B2 and control group at day 28

The calcium signalling pathway links back to the finding at day 
14, as many Ca2+ channels at the cell surface and intracellular or-
ganelles, including the endoplasmic reticulum and mitochondria, 
are regulated by redox modifications. In turn, Ca2+ signaling can 
influence the cellular generation of ROS (64). 

Other comparisons at day 28

Genes most modulated

The most significantly altered genes between animals supple-
mented with 50mg/kg of vitamin B2 compared to the control are 
presented in supplementary Table 6, and included genes related 
to lipid metabolism (DGKK, MTTP)(65,66), regulation of ROS 
(AOX2)(67) and iron metabolism (TFR2)(68). Interestingly, the 
latter is known to be modulated by the riboflavin at the gut level 
(69).

Comparing the two different super doses of riboflavin showed no 
clear pattern in the most significantly altered genes (supplemen-
tary Table 7). 

 
 
 
 
 
 
 

Supplementary table 7: Top 10 DEG between group with 100mg/kg and group with 50mg/kg 
of vitamin B2 at day 28  

Gene 
p-value 

(Vit B2 100mg/kg VS 
Vit B2 50mg/kg D28) 

Fold-Change 
(Vit B2 100mg/kg VS 
Vit B2 50mg/kg D28) 

HAND1 4.49E-05 2.11 

DGKK 1.44E-04 -2.32 

RBPMS 1.70E-04 1.66 

TEX47 3.28E-04 -3.19 

RPRM 6.55E-04 2.15 

ITGBL1 6.84E-04 2.19 

MAPK10 7.34E-04 2.18 

ART3 8.94E-04 1.86 

KCNG1 1.17E-03 1.61 

TPM1 1.46E-03 1.80 

Supplementary table 7: Top 10 DEG between group with 100mg/kg 

and group with 50mg/kg of vitamin B2 at day 28

Pathway analysis

Pathway analysis comparing animals receiving 50mg/kg to the 
control animals, showed a lower number of genes than at day 14 
involved in the modulation of pathways (supplementary Table 8). 
However, the comparison between the two super doses of ribo-
flavin showed modulation of more pathways (supplementary Ta-
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ble 9), suggesting that after 28 days of supplementation only the 
higher dose of riboflavin was capable of altering transcriptomic 
pathways in the caecum. 

 
 
 
 
 
 
 

Supplementary table 8: Top modulated pathways between group with 50mg/kg of Vitamin 
B2 and control group at day 28 

 

Canonical Pathways -log(p- Ratio Involved modulated genes  value)  
DNA damage-induced 14-3-3 
sigma Signaling 

2.91 1.05E-01 AKT3,SFN 

Glucose and Glucose-1-phosphate 
Degradation 

2.87 1.00E-01 PGM1,RGN 

LPS/IL-1 Mediated Inhibition of 
  RXR Function  

2.44 1.75E-02 ABCA1,ABCB1,FABP7,UST 

Inhibition of ARE-Mediated mRNA 
Degradation Pathway 

2.34 2.46E-02 AKT3,PPP2R2C,SFN 

p70S6K Signaling 2.21 2.22E-02 AKT3,PPP2R2C,SFN 
P2Y Purigenic Receptor Signaling 
Pathway 

2.20 2.19E-02 ADCY10,AKT3,P2RY2 

Xenobiotic Metabolism Signaling 2.08 1.38E-02 ABCB1,ESD,PPP2R2C,UST 
Wnt/beta-catenin Signaling 1.91 1.72E-02 AKT3,CDH12,PPP2R2C 
CXCR4 Signaling 1.91 1.71E-02 ADCY10,AKT3,CXCR4 
PI3K/AKT Signaling 1.88 1.68E-02 AKT3,PPP2R2C,SFN 

 

Supplementary table 8: Top modulated pathways between group with 

50mg/kg of Vitamin B2 and control group at day 28

 
 
 
 
 
 
 

Supplementary table 9: Top modulated pathways between group with 100mg/kg and group 
with 50mg/kg of Vitamin B2 at day 28 

 

Canonical Pathways -log(p- Ratio Involved modulated genes  value)  
Calcium Signaling 8.25 5.58E-02 ACTA1,ACTC1,CASQ2,GRIA1,GRIA4,GRIK 

MYH2,MYL2,TNNC1,TPM1,TPM2 
GP6 Signaling Pathway 3.48 4.31E-02 COL1A1,COL1A2,COL6A3,COL8A1,LAMA 
ILK Signaling 3.41 3.24E-02 ACTA1,ACTC1,MAPK10,MYH2,MYL2,PTG 
Prostanoid Biosynthesis 2.94 2.00E-01 PTGIS,PTGS2 
Intrinsic Prothrombin 2.91 7.32E-02 COL1A1,COL1A2,KLK15 

  Activation Pathway  
Glutamate Receptor 
Signaling 

2.52 5.36E-02 GRIA1,GRIA4,GRIK1 

Gap Junction Signaling 2.49 2.59E-02 ACTA1,ACTC1,GRIA1,GRIA4,GRIK1 
MSP-RON Signaling Pathway 2.48 5.17E-02 ACTA1,ACTC1,KLK15 
Citrulline Degradation 2.29 1.00E+00 OTC 
Epithelial Adherens Junction 
Signaling 

2.13 2.68E-02 ACTA1,ACTC1,MYH2,MYL2 

 

Supplementary table 9: Top modulated pathways between group with 

100mg/kg and group with 50mg/kg of Vitamin B2 at day 28

CONCLUSION
In this study, super-dosing vitamin B2 showed a clear impact on 
the caecal transcriptome,  at either50 or 100 mg/kg of vitamin 
B2. The combination of the transcriptomic data and the ribo-
flavin level measured in ileal and caecal content proved that the 
riboflavin fed at a high dosage reached the hind gut of piglets, and 
triggered a dose-response effect on host gene expression. 

The strongest modulation was observed at the highest dose of vi-
tamin B2, after only 14 days of supplementation. As several genes 
encoding heat shock proteins were downregulated by  riboflavin 
supplementation, the main effect of riboflavin on gene expres-
sion in the caecum appears to be related with antioxidant capabil-
ities. Additionally, pathways of inflammation emerged in the data 
analysis, suggesting an immune modulation by vitamin B2. This 
transcriptomic data also provided new insights on the possible 
mechanisms behind the positive gastrointestinal health benefits 
of riboflavin, linked to aldosterone or bile acid metabolism.

In conclusion, super dosing riboflavin in piglet diets could be 
considered as a promising solution to optimize gastrointestinal 
functionality in weaned piglets.

AKNOWLEDGMENTS
We would like to thank Cathleen Lemasle for her technical sup-
port in sampling and microarray handling that led to the high 
quality data needed for this work. We also thank Dr Igor Bendik 
for advising and sharing his knowledge on the generation and 
analysis of transcriptomic data. Lastly we would like to thank Dr 

Ursula McCormack for editing the manuscript. 

References
1.  Pluske JR, Hampson DJ, Williams IH. (1997). Factors 
influencing the structure and function of the small intestine in 
the weaned pig: A review. Vol. 51, Livestock Production Science. 
Elsevier; 1997. p. 215–36. 

2.  Yoshii K, Hosomi K, Sawane K, Kunisawa J. (2019). Me-
tabolism of dietary and microbial vitamin b family in the regula-
tion of host immunity. Vol. 6, Frontiers in Nutrition. Frontiers 
Media S.A.; 2019. 

3.  Hosomi K, Kunisawa J. (2017). The specific roles of vita-
mins in the regulation of immunosurveillance and maintenance 
of immunologic homeostasis in the gut. Vol. 17, Immune Net-
work. Korean Association of Immunologists; 2017. p. 13–9. 

4.  Ashoori M, Saedisomeolia A. (2014). Riboflavin (vita-
min B2) and oxidative stress: A review [Internet]. Vol. 111, British 
Journal of Nutrition. Cambridge University Press; 2014. p. 1985–
91. 

5.  Lee ES, Corfe BM, Powers HJ. (2013). Riboflavin deple-
tion of intestinal cells in vitro leads to impaired energy generation 
and enhanced oxidative stress. Eur J Nutr. 52(5):1513–21. 

6.  Schramm M, Wiegmann K, Schramm S, Gluschko A, 
Herb M, Utermöhlen O, et al. (2014). Riboflavin (vitamin B2) 
deficiency impairs NADPH oxidase 2 (Nox2) priming and defense 
against Listeria monocytogenes. Eur J Immunol. 44(3):728–41. 

7.  H von Martels JZ, Bourgonje AR, Y Klaassen MA, A 
Alkhalifah HA, Sadaghian Sadabad M, Vich Vila A, et al. (2019). 
Riboflavin Supplementation in Patients with Crohn’s Disease 
[the RISE-UP study]. J Crohn’s Colitis. 2020:1–13. 

8.  Williams EA, Powers HJ, Rumsey RDE. (1995). Mor-
phological changes in the rat small intestine in response to ribo-
flavin depletion. Br J Nutr. 73(1):141–6. 

9.  Yates CA, Evans GS, Powers HJ. (2001). Riboflavin de-
ficiency: early effects on post-weaning development of the duode-
num in rats. Br J Nutr. 86(5):593–9. 

10.  Biagi E, Mengucci C, Barone M, Picone G, Lucchi A, 
Celi P, et al. (2020). Effects of Vitamin B2 Supplementation in 
Broilers Microbiota and Metabolome. Microorganisms. 8(8):1134. 

11.  Said HM. (2011). Intestinal absorption of water-soluble 
vitamins in health and disease. Vol. 437, Biochemical Journal. 
Biochem J; 2011. p. 357–72. 

12.  Said HM, Kumar C. (1999). Intestinal absorption of 
vitamins. Vol. 15, Current Opinion in Gastroenterology. Curr 
Opin Gastroenterol; 1999. p. 172–6. 

13.  Magnúsdóttir S, Ravcheev D, De Crécy-Lagard V, Thiele 
I. (2015). Systematic genome assessment of B-vitamin biosynthesis 
suggests cooperation among gut microbes. Front Genet. 6(MAR). 

14.  Yuasa H, Hirobe M, Tomei S, Watanabe J. (2000). Carri-
er-mediated Transport of Riboflavin in the Rat Colon. Biopharm 
Drug Dispos. 21(2). 

15.  Baxter NT, Schmidt AW, Venkataraman A, Kim KS, 

Transcriptomics 2020, Vol.7 Iss.4 DOI:10.4172/2329- 8936.1000e152

Lazarova A



• Page 9 of 10 •

Waldron C, Schmidt TM. (2019). Dynamics of human gut micro-
biota and short-chain fatty acids in response to dietary interven-
tions with three fermentable fibers. MBio. 10(1). 

16.  Lopez-Siles M, Duncan SH, Garcia-Gil LJ, Martinez-Me-
dina M. (2017). Faecalibacterium prausnitzii: From microbiology 
to diagnostics and prognostics. Vol. 11, ISME Journal. Nature 
Publishing Group; 2017. p. 841–52. 

17.  Sokol H, Seksik P, Furet JP, Firmesse O, Nion-Larmurier 
I, Beaugerie L, et al. (2009). Low counts of faecalibacterium praus-
nitzii in colitis microbiota. Inflamm Bowel Dis. 15(8):1183–9. 

18.  Khan MT, Browne WR, Van Dijl JM, Harmsen HJM. 
(2012). How can faecalibacterium prausnitzii employ riboflavin 
for extracellular electron transfer? Vol. 17, Antioxidants and Re-
dox Signaling. Antioxid Redox Signal; 2012. p. 1433–40. 

19.  Council NR. (1998). Nutrient Requirements of Swine. 
Nutrient Requirements of Swine. National Academies Press; 
1998. 

20.  DSM Vitamin Supplementation Guidelines 2016 for do-
mestic animals. 

21.  Böhmer BM, Roth-Maier DA. (2007). Effects of high-lev-
el dietary B-vitamins on performance, body composition and tis-
sue vitamin contents of growing/finishing pigs. J Anim Physiol 
Anim Nutr (Berl). 91(1–2):6–10. 

22.  Lutz TR, Stahly TS. (1998). Dietary Riboflavin Needs 
for Body Maintenance and Body Protein and Fat Accretion in 
Pigs Recommended Citation [Internet]. Animal Science Research 
Reports. 1998. 

23.  Shi H, Kim JK, Serpunja S, Hu J, Kim IH. (2018). Ef-
fects of the Inclusion of Vitamin B2 By-Product on Growth Per-
formance, Blood Profiles and Meat Quality in Growing-Finishing 
Pigs. J Anim Sci. 96(suppl_2):44–44. 

24.  Livak KJ, Schmittgen TD. (2001). Analysis of relative 
gene expression data using real-time quantitative PCR and the 
2-ΔΔCT method. Methods. 25(4):402–8. 

25.  Benjamini Y, Hochberg Y. (1995). Controlling the False 
Discovery Rate: A Practical and Powerful Approach to Multiple 
Testing. J R Stat Soc Ser B. 57(1):289–300. 

26.  Rauch JN, Gestwicki JE. (2014). Binding of human 
nucleotide exchange factors to heat shock protein 70 (Hsp70) 
generates functionally distinct complexes in vitro. J Biol Chem. 
289(3):1402–14. 

27.  Dennerlein S, Oeljeklaus S, Jans D, Hellwig C, Bareth 
B, Jakobs S, et al. (2015). MITRAC7 Acts as a COX1-Specific 
Chaperone and Reveals a Checkpoint during Cytochrome c Oxi-
dase Assembly. Cell Rep. 12(10):1644–55. 

28.  Lia YJ, Lia LY, Li JL, Zhang L, Gao F, Zhou GH. (2015). 
Effects of dietary supplementation with ferulic acid or vitamin 
E individually or in combination on meat quality and antioxi-
dant capacity of finishing pigs. Asian-Australasian J Anim Sci. 
28(3):374–81. 

29.  Sun Y, Atmadibrata B, Yu D, Wong M, Liu B, Ho N, 
et al. (2017). Upregulation of LYAR induces neuroblastoma cell 
proliferation and survival. Cell Death Differ. 24(9):1645–54. 

30.  Siede W, Nusspaumer G, Portillo V, Rodriguez R, Fried-
berg EC. (1996). Cloning and characterization of RAD17, a gene 
controlling cell cycle responses to DNA damage in Saccharomyces 
cerevisiae. Vol. 24. Oxford University Press; 1996. 

31.  Slawinska A, Hsieh JC, Schmidt CJ, Lamont SJ. (2016). 
Heat Stress and Lipopolysaccharide Stimulation of Chicken Mac-
rophage-Like Cell Line Activates Expression of Distinct Sets of 
Genes. Shelden EA, editor. PLoS One. 11(10):e0164575. 

32.  Cui Y, Gugu X. (2015). Proteomic changes of the por-
cine small intestine in response to chronic heat stress. J Mol En-
docrinol. 55(3):277–93. 

33.  Shewita RS, El-Naggar K, Abd El Naby WSH. (2019). 
Influence of dietary vitamin c supplementation on growth per-
formance, blood biochemical parameters and transcript levels of 
heat shock proteins in high stocking density reared broiler chick-
ens. Slov Vet Res. 56:129–38. 

34.  Akbarian A, Michiels J, Golian A, Buyse J, Wang Y, De 
Smet S. (2014). Gene expression of heat shock protein 70 and 
antioxidant enzymes, oxidative status, and meat oxidative stabil-
ity of cyclically heat-challenged finishing broilers fed Origanum 
compactum and Curcuma xanthorrhiza essential oils. Poult Sci. 
93(8):1930–41. 

35.  Zou Y, Hu XM, Zhang T, Wei HK, Zhou YF, Zhou ZX, 
et al. (2017). Effects of dietary oregano essential oil and vitamin 
E supplementation on meat quality, stress response and intesti-
nal morphology in pigs following transport stress. J Vet Med Sci. 
79(2):328–35. 

36.  Rosero DS, Odle J, Moeser AJ, Boyd RD, Van Heugten 
E. (2015). Peroxidised dietary lipids impair intestinal function 
and morphology of the small intestine villi of nursery pigs in a 
dose-dependent manner. Br J Nutr. 114(12):1985–92. 

37.  Morano KA. (2007). New tricks for an old dog: The 
evolving world of Hsp70. In: Annals of the New York Academy of 
Sciences. Blackwell Publishing Inc.; 2007. p. 1–14. 

38.  Al-Aqil A, Zulkifli I. (2009). Changes in heat shock pro-
tein 70 expression and blood characteristics in transported broil-
er chickens as affected by housing and early age feed restriction. 
Poult Sci. 88(7):1358–64. 

39.  Zulkifli I, Liew PK, Israf DA, Omar AR, Hair-Bejo M. 
(2003). Effects of early age feed restriction and heat condition-
ing on heterophil/lymphocyte ratios, heat shock protein 70 ex-
pression and body temperature of heat-stressed broiler chickens. J 
Therm Biol. 28(3):217–22. 

40.  Jacquier-Sarlin MR, Fuller K, Dinh-Xuan AT, Richard 
MJ, Polla BS. (1994). Protective effects of hsp70 in inflammation. 
Vol. 50, Experientia. Birkhäuser-Verlag; 1994. p. 1031–8. 

41.  Jackson SE. (2012). Hsp90: Structure and Function . 
In: Molecular Chaperones. Springer, Berlin, Heidelberg; 2012. p. 
155–240. 

42.  Hanukoglu I, Hanukoglu A. (2016). Epithelial sodium 
channel (ENaC) family: Phylogeny, structure-function, tissue dis-
tribution, and associated inherited diseases. Vol. 579, Gene. Else-
vier; 2016. p. 95–132. 

Transcriptomics 2020, Vol.7 Iss.4 DOI:10.4172/2329- 8936.1000e152

Lazarova A



• Page 10 of 10 •

43.  Musch MW, Lucioni A, Chang EB. (2008). Aldosterone 
regulation of intestinal Na absorption involves SGK-mediated 
changes in NHE3 and Na+ pump activity. Am J Physiol - Gastro-
intest Liver Physiol. 295(5):G909. 

44.  Malsure S, Wang Q, Charles RP, Sergi C, Perrier R, 
Christensen BM, et al. (2014). Colon-specific deletion of epitheli-
al sodium channel causes sodium loss and aldosterone resistance. 
J Am Soc Nephrol. 25(7):1453–64. 

45.  Cannavo A, Bencivenga L, Liccardo D, Elia A, Marzano 
F, Gambino G, et al. (2018). Aldosterone and Mineralocorticoid 
Receptor System in Cardiovascular Physiology and Pathophysiolo-
gy. Oxid Med Cell Longev. 2018. 

46.  Gadaleta RM, Oldenburg B, Willemsen ECL, Spit M, 
Murzilli S, Salvatore L, et al. (2011). Activation of bile salt nuclear 
receptor FXR is repressed by pro-inflammatory cytokines activat-
ing NF-fiB signaling in the intestine. Vol. 1812, Biochimica et Bio-
physica Acta - Molecular Basis of Disease. Biochim Biophys Acta; 
2011. p. 851–8. 

47.  Beaudoin JJ, Brouwer KLR, Malinen MM. (2020). Novel 
insights into the organic solute transporter alpha/beta, OSTfi/fi: 
From the bench to the bedside. Vol. 211, Pharmacology and Ther-
apeutics. Elsevier Inc.; 2020. p. 107542. 

48.  Letschert K, Keppler D, K??nig J. (2004). Mutations in 
the SLCO1B3 gene affecting the substrate specificity of the hepa-
tocellular uptake transporter OATP1B3 (OATP8). Pharmacoge-
netics. 14(7):441–52. 

49.  Ballatori N, Christian W V., Wheeler SG, Hammond 
CL. (2013). The heteromeric organic solute transporter, OS-
Tfi-OSTfi/SLC51: A transporter for steroid-derived molecules 
[Internet]. Vol. 34, Molecular Aspects of Medicine. NIH Public 
Access; 2013. p. 683–92. 

50.  Fan L, Joseph JF, Durairaj P, Parr MK, Bureik M. (2019). 
Conversion of chenodeoxycholic acid to cholic acid by human 
CYP8B1. Biol Chem. 400(5):625–8. 

51.  Camilleri M. (2014). Advances in understanding of bile 
acid diarrhea. Vol. 8, Expert Review of Gastroenterology and 
Hepatology. NIH Public Access; 2014. p. 49–61. 

52.  Nakano E, Mushtaq S, Heath PR, Lee ES, Bury JP, Riley 
SA, et al. (2011). Riboflavin depletion impairs cell proliferation in 
adult human duodenum: Identification of potential effectors. Dig 
Dis Sci. 56(4):1007–19. 

53.  Jayaraman B, Nyachoti CM. (2017). Husbandry practices 
and gut health outcomes in weaned piglets: A review. Vol. 3, Ani-
mal Nutrition. KeAi Communications Co.; 2017. p. 205–11. 

54.  Gao J, Yin J, Xu K, Li T, Yin Y. (2019). What Is the 
Impact of Diet on Nutritional Diarrhea Associated with Gut Mi-
crobiota in Weaning Piglets: A System Review. Vol. 2019, BioMed 
Research International. Hindawi Limited; 2019. 

55.  Heo JM, Pluske J, Hampson DJ, Heo JM, Opapeju FO, 
Pluske JR, et al. (2012). Gastrointestinal health and function in 
weaned pigs: A review of feeding strategies to control post-wean-
ing diarrhoea without using in-feed antimicrobial compounds. 

Artic J Anim Physiol a Anim Nutr. 

56.  Matsushita M, Thiel S, Jensenius JC, Terai I, Fujita T. 
(2000). Proteolytic Activities of Two Types of Mannose-Binding 
Lectin-Associated Serine Protease. J Immunol. 165(5):2637–42. 

57.  Lublin DM, Atkinson JP. (1989). Decay-Accelerating 
Factor: Biochemistry, Molecular Biology, and Function. Annu 
Rev Immunol. 7(1):35–58. 

58.  Gaudet P, Livstone MS, Lewis SE, Thomas PD. (2011). 
Phylogenetic-based propagation of functional annotations within 
the Gene Ontology consortium. Brief Bioinform. 12(5):449–62. 

59.  Sun X, Shibata K, Yamada H, Guo Y, Muta H, Podack 
ER, et al. (2013). CD30L/CD30 is critical for maintenance of 
IL-17A-producing fifi T cells bearing Vfi6 in mucosa-associated tis-
sues in mice. Mucosal Immunol. 6(6):1191–201. 

60.  Mazur-Bialy AI, Pochefi E. (2016). Riboflavin reduces 
pro-inflammatory activation of adipocyte-macrophage co-culture. 
Potential application of vitamin B2 enrichment for attenuation of 
insulin resistance and metabolic syndrome development. Mole-
cules. 21(12). 

61.  Dey S, Bishayi B. (2016). Riboflavin along with antibiot-
ics balances reactive oxygen species and inflammatory cytokines 
and controls Staphylococcus aureus infection by boosting murine 
macrophage function and regulates inflammation. J Inflamm 
(United Kingdom). 13(1):1–21. 

62.  Yang H, Tracey KJ. (2010). Targeting HMGB1 in inflam-
mation. Vol. 1799, Biochimica et Biophysica Acta - Gene Regula-
tory Mechanisms. NIH Public Access; 2010. p. 149–56. 

63.  Klune JR, Dhupar R, Cardinal J, Billiar TR, Tsung A. 
(2008). HMGB1: Endogenous danger signaling. Vol. 14, Molecu-
lar Medicine. The Feinstein Institute for Medical Research; 2008. 
p. 476–84. 

64.  Ureshino RP, Rocha KK, Lopes GS, Bincoletto C, Smai-
li SS. (2014). Calcium Signaling Alterations, Oxidative Stress, and 
Autophagy in Aging. Antioxid Redox Signal. 21(1):123–37. 

65.  Khatun I, Walsh MT, Hussain MM. (2013). Loss of both 
phospholipid and triglyceride transfer activities of microsomal tri-
glyceride transfer protein in abetalipoproteinemia. J Lipid Res. 
54(6):1541–9. 

66.  Tu-Sekine B, Raben DM. (2012). Dual regulation of dia-
cylglycerol kinase (DGK)-fi: Polybasic proteins promote activation 
by phospholipids and increase substrate affinity. J Biol Chem. 
287(50):41619–27. 

67.  Umbach AL, Fiorani F, Siedow JN. (2005). Characteriza-
tion of transformed Arabidopsis with altered alternative oxidase 
levels and analysis of effects on reactive oxygen species in tissue. 
Plant Physiol. 139(4):1806–20. 

68.  Silvestri L, Nai A, Pagani A, Camaschella C. (2014). The 
extrahepatic role of TFR2 in iron homeostasis. Vol. 5 MAY, Fron-
tiers in Pharmacology. Frontiers Research Foundation; 2014. 

69.  Fishman SM, Christian P, West KP. (2000). The role of 
vitamins in the prevention and control of anaemia. Public Health 
Nutr. 3(2):125–50. 

Transcriptomics 2020, Vol.7 Iss.4 DOI:10.4172/2329- 8936.1000e152

Lazarova A


