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Disturbance of circulating metabolites and disorders of the gut microbiota are involved in
the progression of diabetic kidney disease (DKD). However, there is limited research on the
relationship between serummetabolites and gut microbiota, and their involvement in DKD.
In this study, using an experimental DKD rat model induced by combining streptozotocin
injection and unilateral nephrectomy, we employed untargeted metabolomics and 16S
rRNA gene sequencing to explore the relationship between the metabolic profile and the
structure and function of gut microbiota. Striking alterations took place in 140 serum
metabolites, as well as in the composition and function of rat gut microbiota. These
changes were mainly associated with carbohydrate, lipid, and amino acid metabolism. In
these pathways, isomaltose, D-mannose, galactonic acid, citramalic acid, and
prostaglandin B2 were significantly upregulated. 3-(2-Hydroxyethyl)indole, 3-
methylindole, and indoleacrylic acid were downregulated and were the critical
metabolites in the DKD model. Furthermore, the levels of these three indoles were
restored after treatment with the traditional Chinese herbal medicine Tangshen
Formula. At the genera level, g_Eubacterium_nodatum_group, g_Lactobacillus, and
g_Faecalibaculum were most involved in metabolic disorders in the progression of
DKD. Notably, the circulating lipid metabolites had a strong relationship with DKD-
related parameters and were especially negatively related to the mesangial matrix area.
Serum lipid indices (TG and TC) and UACR were directly associated with certain microbial
genera. In conclusion, the present research verified the anomalous circulating metabolites
and gut microbiota in DKD progression. We also identified the potential metabolic and
microbial targets for the treatment of DKD.
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amino acid metabolism

INTRODUCTION

Diabetic kidney disease (DKD) is one of the most prevalent microvascular complications of
diabetes mellitus and is the main cause of end-stage renal disease in developed countries and the
developed regions of China (Ma, 2018; Johansen et al., 2021). The poor prognosis of DKD
severely reduces the quality of life and imposes a substantial financial burden on patients. The
pathogenesis of DKD remains unclear, and there is a lack of comprehensive awareness of the
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progression of DKD (Winther et al., 2020; Jin and Ma, 2021),
which severely restricts its prevention and diagnosis.

Metabolites are both the substrates and products of cellular
basal metabolism. With advances in metabolomics, abnormal
biological pathways can now be detected in the disease state,
especially in DKD, which involves various metabolic
pathways and complicated pathogenic mechanisms
(Johnson et al., 2016; Rinschen et al., 2019). In addition,
the metabolites are produced not only by the host
organism but also by the gut microbiota in large portions,
such as short chain fatty acids (Li et al., 2020a; Hu et al., 2020)
and uremic toxins (Kikuchi et al., 2019; Winther et al., 2019),
which are highly involved in DKD. The number of genes
encoded by gut microorganisms is high in humans.
Furthermore, the plethora of active metabolites,
particularly those uniquely produced by gut microbiota,
have profound implications on the health of the host.

In the present research, we used untargeted metabolomics
and 16S rRNA gene sequencing to explore the relationship and
possible mechanisms between the shift in host serum
metabolic profile and intestinal flora disorder in the
experimental DKD rat model induced by combining
streptozotocin injection and unilateral nephrectomy. The
results indicated that disorders in the serum metabolites
and gut microbiota principally involved carbohydrate, lipid,
and amino acid metabolism. This was verified by the
restoration of the serum metabolites and gut microbiota
after treatment with the traditional Chinese herbal medicine
Tangshen Formula (TSF).

METHODS

Animals and Experimental Design
This study was conducted in the Experimental Animal Center of
the Institute of Clinical Medicine, China–Japan Friendship
Hospital [Beijing, China, permit number: SYXK (Jing) 2016-
0043]. Adult (6- to 8-weeks old) male Wistar rats (180–220 g)
were purchased from Beijing Huafukang Biotechnology Co. Ltd.
[Beijing, China, license number: SCXK (Jing) 2019-0008]. The
animals of each experimental group were raised together in
specific-pathogen-free (SPF) environment with controlled
temperature and humidity (20–25°C, 65–75% humidity) and
maintained under light–dark cycle (12 h light/12 h dark). The
rats were given free access to standard laboratory animal feed
and water.

TSF was extracted from the following seven herbs: astragalus
root [Astragalus membranaceus (Fisch.) Bge.], burning bush twig
[Euonymus alatus (Thunb.) Sieb.], rehmannia root (Rehmannia
glutinosa Libosch.), bitter orange (Citrus aurantium L.), cornus
fruit (Cornus officinalis Sieb. et Zucc), rhubarb root and rhizome
(Rheum palmatum L.), and notoginseng root [Panax notoginseng
(Burk.) F.H. Chen] (Li et al., 2015). TSF preparation was
conducted by the Beijing Institute of Clinical Pharmacy
(Beijing, China) and quality control performed according to
the criteria published in the Chinese Pharmacopoeia (2015
edition).

Following an adaptation period of 1 week, 30 rats were
randomly divided into a sham group and a DKD-model group
based on weight (10 and 20 rats, respectively). The DKD-model
group underwent unilateral nephrectomy. The sham group was
subjected to sham surgery that involved opening the abdominal
cavity and exposing the kidney through stripping the renal
capsule. Following a period of 1 week after surgery, the DKD
rats were administered streptozotocin intraperitoneally (STZ;
40 mg/kg; Sigma-Aldrich, St. Louis, MO, United States) as
previously described (Tang et al., 2019). The sham rats were
injected with the same volume of citrate buffer solution (0.1 mol/
L, pH = 4.2). Blood glucose was detected after 3 days and animals
with blood glucose levels >16.7 mmol/L were designated as
successful models. A total of 20 rats met the criteria for model
building and were separated into two equal groups (DKD
and TSF).

A dose of TSF of 4.8 g/kg/d was equivalent to 85 g/d of the raw
herbs for DKD patients (Zhang et al., 2011). The sham and DKD
rats received gavages of solvent (CMC-Na aqueous solution) only.
After 20 weeks, all rats were housed in metabolic cages (Suzhou
Fengshi Laboratory Animal Equipment, Jiangsu Province,
China), and their urine was collected for 24 h under fasting
condition except for access to water. All animals were then
anesthetized by intraperitoneal injection of 1% sodium
pentobarbital (1 ml/kg; Sigma-Aldrich), and then sacrificed.
The colon contents, serum, and renal tissues were collected for
subsequent examinations. The protocol in this study was
approved by the Ethics Committee of the China–Japan
Friendship Hospital (No. 180115).

Histology and Pathologic Analysis of Renal
Tissue
The renal tissues preserved in 10% neutral formalin were
dehydrated, embedded in paraffin, and sectioned to 3-μm
thick sections. They were subjected to periodic acid–Schiff
(PAS), Masson trichrome, and hematoxylin and eosin (H&E)
staining. Under ×400 magnification, 20 glomeruli from each rat
were randomly chosen to view the mesangial matrices that had
been stained with PAS. This was followed by semiquantitative
analysis using the Image-Pro Plus 6.0 software (Media
Cybernetics, Rockville, MD, United States). Under ×200
magnification, 10 areas were randomly selected from each
sample, and a semiquantitative analysis of the area of collagen
fiber, which had been stained with Masson trichrome, was
performed. Inflammatory infiltration, which was highlighted
using H&E staining, was assessed using Image-Pro Plus 6.0
software. The scoring criteria of inflammatory infiltration was:
0, no inflammatory infiltration; 1, <25%; 2, 25–50%; 3, 50–75%;
and 4, >75% of renal tubular injury.

Untargeted Analysis of Serum Metabolites
The serum samples were added to the extract solvent, and the
extraction was diluted after grinding, ultrasonic processing, and
centrifugation. The supernatant was further separated using an
Agilent 1290 Infinity II series UHPLC System (Agilent
Technologies, Santa Clara, CA, United States), equipped with
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a Waters ACQUITY UPLC BEH Amide column (100 × 2.1 mm,
1.7 μm). Then, mass spectrometry data were obtained using a
Triple TOF 6600 mass spectrometer (SCIEX, Redwood City, CA,
United States). Data management was conducted as follows: The
metabolite features that were only detected in < 20% of the
experimental samples or in <50% of the QC samples were
removed from subsequent analysis. The missing values of raw
data were filled by half of the minimum value, and data
normalization performed by internal standardization. Features
with relative standard deviation (RSD) >30% were excluded.
Then, the differential metabolites were filtered from statistical
analysis. Markedly altered metabolites were determined based on
the following criteria: 1) VIP value >1 using OPLS-DA analysis,
and 2) p-value < 0.05 obtained by Student’s unpaired t-test. The
metabolite pathways were searched using databases, including
KEGG (http://www.kegg.jp), HMDB (http://www.hmdb.ca), and
MetaboAnalyst (http://www.metaboanalyst.ca).

Exploration of Gut Microbial Communities
Fresh colon contents were collected and immediately frozen at
−80°C until tested. Microbial DNA was extracted using the
PowerSoil DNA Isolation Kit (MO BIO Laboratories,
Carlsbad, CA, United States), according to the manufacturer’s
instructions. The V3-4 regions of the 16S rRNA gene were
amplified, and the PCR products were purified using an
AMPure XP kit (Beckman Coulter Life Sciences, Indianapolis,
IN, United States).

High-quality PCR products were sequenced on a MiSeq
PE300 high-throughput sequencing system (Illumina, San
Diego, CA, United States), and technical support was provided
by Beijing Allwegene Technology (Beijing, China). Quality
control processing of the raw data included removing
sequences that were shorter than 230 bp using the UPARSE-
OTU algorithm (v2.7.1; USEARCH software, https://drive5.com/
uparse) and deleting chimeric sequences using the UCHIME
algorithm (USEARCH; https://www.drive5.com/usearch/
manual/uchime_algo.html) based on the “Gold database.”
With a 97% sequence similarity level, clean tags were clustered
into operational taxonomic units (OTUs) using UPARSE. The
alpha diversity indices, namely, Chao1, Shannon, and Simpson
were analyzed by the QIIME (v1.8.0; http://qiime.org/1.8.0)
software to clarify diversity and abundance of the microbial
community. Partial least-squares discrimination analysis (PLS-
DA) was conducted for beta diversity to delineate the differences
in intestinal flora between the groups.

Statistical Analyses
The data involved in the present study were presented as means ±
SEM. Statistical analyses were conducted using GraphPad Prism
(v8.0.2; https://www.graphpad.com/scientific-software/prism),
Origin software (2021; OrginLab, Northampton, MA,
United States), and R software (v4.1.1; R Foundation, https://
www.r-project.org/foundation). The significant differences
between the two groups were analyzed by Student’s unpaired
t-test or Mann–Whitney U test. The significant differences of
genera were assessed using Wilcoxon rank-sum test and LEfSe
analysis. The differential concentration of the serum metabolites

was determined by the Student’s unpaired t-test and OPLS-DA
models (VIP>1). p-value <0.05 was regarded as statistically
significant.

RESULTS

Physiologic and Biochemical Parameters
Were Altered in Diabetic Kidney Disease
Rats
The body weight in the DKD rats was lower than that in the sham
group after 20 weeks of TSF treatment (Figure 1A). Compared to
the sham rats, the urine volume and urinary albumin to creatinine
ratio (UACR) were markedly increased in the DKD group
(Figure 1B). These outcomes were in line with typical
characteristics of the diabetic rat model, including polyuria
and emaciation (Committee of the Japan Diabetes Society on
the Diagnostic Criteria of Diabetes Mellitus et al., 2010).
Moreover, the rise in the UACR was a typical manifestation of
renal impairment. The serum biochemical parameters, such as
the fasting blood glucose (FBG), blood urea nitrogen (BUN), and
total cholesterol (TC) levels were significantly increased in the
DKD group. Albumin was reduced in DKD rats when compared
with that in sham rats (Figure 1C).

Renal Injury in Diabetic Kidney Disease Rats
and the Effects of Tangshen Formula
Treatment
PAS, Masson trichrome, and H&E staining of the renal tissue are
shown in Figure 1D. In the sham group, the tubular epithelial
cells were tightly arranged; there was no obvious inflammatory
cell infiltration although a small amount of collagen fiber
deposition was noted. In the DKD group, there were clear
pathologic phenomena in the kidneys, including collagen fiber
deposition, glomerular mesangial matrix expansion, glomerular
basement membrane thickening, and moderate inflammatory cell
infiltration. The aforementioned pathologies were significantly
improved in the TSF group. Semi-quantification of renal damage
showed that TSF treatment could significantly improve kidney
damage in rats with DKD (Figures 1E–G).

Changes in Serum Metabolite Profiling
Between the Diabetic Kidney Disease and
Sham Rats
The serum samples from the DKD and sham rats underwent
untargeted metabolic analysis using UHPLC-QE-MS. A total of
476 metabolites were detected after data management. The
OPLS-DA model was established between the sham and DKD
groups. The R2Y value of this model was 0.994 and showed a good
interpretation rate. The Q2 parameter of the model was 0.606 (p <
0.05), indicating that the model has good predictive ability. The
result of the OPLS-DA score plots showed that the samples could
be divided into two clusters (Figure 2A). The S-plot from the
OPLS-DA analysis and 205 metabolites was selected with a VIP
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score >1 (Figure 2B). Among them, 140 differential metabolites
were identified according to the selection criteria, which included
95 significantly upregulated and 45 downregulated substances
(Figure 2C). Overall, these compounds mainly contained
carbohydrates, lipids, amino acids, nucleosides, nucleotides,
and their derivatives. Notably, all the carbohydrates,
nucleosides, and nucleotides showed significantly elevated
characteristics; 17 of 26 lipids and lipid-like molecules were
increased; and 16 of 29 amino acids were decreased in the
DKD serum (Table 1).

The KEGG pathway differential enrichment analysis of the
metabolites was conducted, and the top 20 pathways based on
the p-values were revealed (Figure 2D). The citric acid cycle
had the highest impact value (0.15) among the 55 pathways
enriched. The impact value of phenylalanine, tyrosine, and

tryptophan biosynthesis, aminoacyl-tRNA biosynthesis, and
arginine biosynthesis was 0.1471, 0.1346, and 0.1304,
respectively. A total of 12 differentially expressed
metabolites were involved in the biosynthesis of amino
acids, and 8 differential metabolites were in ABC
transporters.

Further filtering of the different metabolites was conducted
based on the condition log2 fold change >1 or <−1, and 30
metabolites were ultimately screened out. The relative content
of 27 substances was elevated in the DKD serum, which
included products from carbohydrate metabolism
(isomaltose, citramalic acid, and D-glucuronolactone),
prostaglandins (B2 and D2) and bile acids (cholic acid,
chenodeoxycholate, deoxycholic acid, and lithocholic acid),
amino acids and analogs (L-homoserine and indole-2-

FIGURE 1 | Significant shift in physiologic and biochemical parameters and kidney pathology in DKD rats, and the effects of TSF treatment on renal damage. (A)
Body weight of rats in the sham and DKD groups. *p < 0.05, **p < 0.01, versus sham rats. (B) Urinary parameters of sham and DKD rats. (C) Biochemical parameters in
rat serum in the sham and DKD groups. (D) H&E, Masson trichrome, and PAS staining. (E–G) Semi-quantification of mesangial matrix, fibrosis area, and inflammatory
scores based on PAS, Masson trichrome, and H&E staining, respectively. *p < 0.05, **p < 0.01.
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FIGURE 2 | Significantly altered circulating metabolic profile in the DKD group. (A) OPLS-DA plots with scores of the first two principal components. (B) S-plots of
the OPLS-DA model from sham and DKD rats. (C) Volcano plot of the different metabolites obtained according to the screening criteria from sham and DKD rats. (D)
Bubble plot of the KEGG pathway enrichment analysis of 315 markedly different metabolites. (E) Further screening from differential serum metabolites according to the
following condition: log2 fold change>1 or < −1. (F) Correlation analysis between base parameters related to DKD, semi-quantification of renal damage, and 30
differential serum metabolites using Spearman’s rank correlation (*p < 0.05, **p < 0.01).

TABLE 1 | Distribution and changes of differential metabolites in DKD serum.

Total Upregulated Downregulated

Carbohydrates and drivers 15 15 0
Lipids and lipid-like molecules 26 17 9
Amino acids Basic amino acid 7 2 5

Other amino acid 11 7 4
Tryptophan derivatives 8 2 6
Amino acid derivatives 3 2 1

Nucleosides, nucleotides, and analogs 11 11 0
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carboxylic acid), among others. While three substances
decreased in the DKD serum, cis-9-palmitoleic acid was
greatly decreased among all serum metabolites in DKD rats
(Figure 2E).

The Spearman correlation heat map showed the correlation
between base parameters related to DKD, semi-quantification
of renal damage, and serum differences. Prostaglandin B2,
chenodeoxycholate, 7-oxo-cholesterol, indole-2-carboxylic
acid, heptapropylene glycol, prostaglandin D2, and cis-9-
palmitoleic acid had a strong correlation with DKD-related
base parameters. In particular, lipid metabolites had
conspicuous association with DKD-related parameters,
including prostaglandin D2 and chenodeoxycholate, which

were negatively related to the mesangial matrix area.
Furthermore, 7-oxo-cholesterol was negatively related to
body weight, while cis-9-palmitoleic acid was positively
related to urine volume (Figure 2F).

Analysis ofMetabolites in Carbohydrate and
Amino Acid Metabolism
We further analyzed the metabolic pathways of significantly
increased serum carbohydrates and found α-D-glucose, β-D-
fructose-1,6-bisphosphate, and α-D-glucose-1-phosphate were
involved in glycolysis/gluconeogenesis; citrate, isocitrate,
L-malate, and citramalic acid participated in the citric acid

FIGURE 3 | Analysis of 15 markedly elevated metabolites in carbohydrate metabolism. Note: Carbohydrates highlighted in red and their relative concentrations
shown in column scatter plot (*p < 0.05, **p < 0.01).
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cycle; isomaltose was involved in starch metabolism; D-mannose
was involved in mannose metabolism; and D-glucuronolactone,
D-glucarate, estriol 16α-(β-D-glucuronide), estrone-3-
glucuronide, L-galactonate, and L-ascorbate were associated
with ascorbate and aldarate metabolism (Figure 3). Similarly,
we demonstrated the relationship between amino acid
biosynthesis and metabolism, which had a higher impact value
(Figure 4). The results indicated that L-arginine and L-citrulline
were elevated, while ornithine declined in the ornithine cycle.
Tryptophan and its derivatives, namely, tryptamine, indole, DL-
indole-3-lactic acid, indoleacrylic acid, 3-(2-hydroxyethyl)
indole, and 3-methylindole, were all decreased in the DKD

serum. Among the aromatic amino acids, L-phenylalanine was
raised, whereas tyrosine and methionine were reduced.
L-glutamine and L-histidine were diminished in the DKD rats
when compared with those in the sham rats.

Comparison of Gut Microbiome Between
Sham and Diabetic Kidney Disease Rats
DNA was extracted from fresh colon contents and
sequenced, obtaining an average of 61,776 quality-
controlled sequences per sample. A total of 1,227 OTUs
were obtained with cluster analysis, and 1,217 OTUs

FIGURE 4 | Analysis of amino acid biosynthesis and metabolism. Note: Elevated metabolites are highlighted in red, reduced metabolites are shown in blue, and
their relative concentrations are shown in column scatter plot (*p < 0.05, **p < 0.01).
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remained after pumping analysis. A total of 116 OTUs were
unique to the sham group and 100 OTUs belonged
specifically to the DKD group (Figure 5A). Chao1,
Shannon, and Simpson indices characterized the α-
diversity of microbial communities and were 910.60 ±
23.25, 5.68 ± 0.16, and 0.94 ± 0.01 in sham rats and
843.00 ± 38.10, 5.06 ± 0.20, and 0.87 ± 0.02 in the DKD
rats, respectively (Figure 5B). The sham and DKD groups
were markedly separated based on PLS-DA (Figure 5C).

Annotation of OTUs and microbial composition analysis
were presented for each classification level. At the phylum
level, 1,217 OTUs were assigned to 8 phyla. Firmicutes was the
most dominant phylum and accounted for more than 80%. At
the class level, Clostridia, Bacilli, and Bacteroidia occupied
more than 90% of the total detected classes. Lactobacillales and
Lactobacillaceae were the predominant bacteria at the order
and family levels, respectively. At the genus level, the
NK4A214_group had the highest relative abundance. The
relative genus-level abundance of gut microbiota varied
significantly among the DKD and sham groups

(Figure 5D). We conclude that DKD dramatically alters the
structure of the gut microbiota.

Analysis of Significantly Altered Gut Taxa in
Diabetic Kidney Disease Rats
Based on LEfSe analysis, 35 taxa were screened out, including 18
significantly decreased and 17 increased taxa (p < 0.05).
p_Actinobacteriota was markedly increased in the DKD group
(4.76 ± 0.89%) when compared to the sham group (1.43 ±
0.18%). c_Clostridia was detected at an average of 34.3% in DKD
rats when compared to the 52.2% in sham rats (p < 0.05),
whereas c_Bacilli (50.44 ± 2.92% in the DKD group and 34.89 ±
2.57% in the sham group, p < 0.05) and c_Actinobacteria (3.43 ±
0.84% and 0.56 ± 0.22% in the DKD and sham groups, respectively)
had the opposite shift (Figure 6A). There were 39 genera that were
significantly different among the sham and DKD groups
(Figure 6B). g_Turicibacter, g_Romboutsia, g_Ruminococcus,
g_Lachnospiraceae_UCG-008, etc. were markedly reduced in
DKD rats, while g_Lactobacillus, g_Bifidobacterium, g_Dubosiella,

FIGURE 5 | Altered bacterial taxa in DKD rats. (A) Venn diagram of OTU distribution between samples from sham and DKD rats. (B) Alpha-diversity indices of
Chao1, Shannon, and Simpson of gut microbiota between sham and DKD rats. (C) PLS-DA of gut bacterial communities from the sham and DKD groups. (D)
Taxonomic distributions of bacteria from colon content 16S rDNA sequencing data at the phylum to genus level between sham and DKD rats.
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g_Coriobacteriaceae_UCG-002, and g_Faecalibaculum were
significantly elevated in the DKD group compared with the
sham group.

The correlation between DKD-related base parameters and
markedly differential genera was analyzed (Figure 6C).
g_Allobaculum, g_Adlercreutzia, g_Enterorhabdus,

FIGURE 6 |Differential gut microbiome in DKD rats compared to sham rats. (A) LDA score of the significantly discriminant taxa between the two groups (LDA score
>3.0, Wilcoxon rank-sum test, p < 0.05). (B) Bar graphs of the significant differences in the relative abundance of 39 genera between sham and DKD rats selected by
Wilcoxon test analysis and p-value < 0.05. *p < 0.05, **p < 0.01, versus sham rats. (C) Spearman rank correlation between DKD-related base parameters and differential
genera (selected from Wilcoxon rank-sum test, p < 0.05) displayed in heat map cluster analysis (*p < 0.05, **p < 0.01).
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g_Coriobacteriaceae_UCG-002, g_Faecalibaculum,
g_Mucispirillum, g_Escherichia–Shigella, g_uncultured,
g_Bifidobacterium, g_Lactobacillus, g_Veillonella,
g_unidentified, g_Dubosiella, g_Christensenella_sp._Marseille-
P2437, and g_Eubacterium_oxidoreducens_group were
clustered together and had a negative correlation with urine
volume, ALB, FBG, UACR, and mesangial matrix area and
had a positive correlation with body weight, fibrosis area,
BUN, TC, TG, and inflammatory score. In addition,
g_Lachnospiraceae_FCS020_group had a positive correlation
with FBG, g_Lachnospiraceae_UCG-008 had a positive
correlation with UACR, g_Bacteroides_pectinophilus_group had
a positive correlation with BUN and TC, g_Rothia and
g_Negativibacillus had positive correlations with ALB,
g_Eubacterium_nodatum_group had a positive correlation with
urine volume, while g_Turicibacter had a negative correlation
with body weight and BUN, and
g_Prevotellaceae_NK3B31_group had a negative correlation
with BUN and TC.

Prediction of Functional Changes in
Intestinal Flora in Diabetic Kidney Disease
Rats
Functional prediction was conducted based on the 16S rRNA
gene sequencing data using PICRUSt analysis. There were 70
significantly altered pathways, including 45 metabolic pathways
(Figure 7) (p < 0.05, Wilcoxon rank-sum test). In carbohydrate

metabolism, the citric acid cycle, fructose and mannose
metabolism, glycolysis/gluconeogenesis, the pentose phosphate
pathway, and ascorbate and aldarate metabolism were
significantly enriched, which were consistent with the
abnormal accumulation of circulating carbohydrates. In lipid
metabolism, fatty acid biosynthesis, metabolism, and
enrichment were all improved, and correspondingly,
disturbance of circulating fatty acids and their metabolites
occurred. In amino acid metabolism, phenylalanine, tyrosine
and tryptophan biosynthesis, phenylalanine metabolism,
tyrosine metabolism, and arginine and proline metabolism
were enriched, which coincided with the results that the
concentration of L-phenylalanine, L-arginine, and L-citrulline
were elevated, while L-tyrosine, L-tryptamine, and ornithine
decreased in the DKD serum. This demonstrated a strong
relationship between metabolites and gut microbiota in the
DKD rats. In addition to the metabolic pathways, there were
25 pathways involved in human diseases, organismal systems,
cellular processes, environmental information processing, and
genetic information processing (Figure 7).

There were four metabolic pathways obtained by the KEGG
enrichment analysis. These were dioxin degradation, proteasome,
pathogenic Escherichia coli infection, and bacterial invasion of the
epithelial cells. The number of differential genes annotated to the
abovementioned pathways was extremely elevated (log2 fold
change value >5) in the DKD group. Notably, the number of
differential genes annotated to geraniol degradation, the exclusive
pathway, was decreased.

FIGURE 7 | Predicting the effects of changes in the structure and abundance of intestinal flora on functional pathways. A total of 70 predictive pathways were
screened out using Wilcoxon rank-sum test (p < 0.05).
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Analysis of the Interaction Between Serum
Metabolites and Gut Microbiota in Diabetic
Kidney Disease Rats
To further study the correlations between serum metabolites
and gut microbiota, Spearman correlation was performed
(Figure 8). There was a complex interaction between serum
metabolites and gut microbiota. A total of 27 of 32 genera had
notable relationships with circulating differential metabolites.
g_Eubacterium_nodatum_group, g_Rothia, g_Lactobacillus,
g_Mucispirillum, g_Faecalibaculum, and g_Corynebacterium
were all significantly correlated with at least 4 serum
metabolites. More importantly,
g_Eubacterium_nodatum_group had a significantly negative
relationship with 10 metabolites and a positive relationship
with 1 metabolite, indicating the potential impact on DKD
metabolism. g_Lactobacillus and g_Faecalibaculum were high
in abundance and were correlated with four and five serum

differences, respectively. The above three genera showed a
significant effect on DKD.

Furthermore, D-mannose, alpha-D-glucose, and isomaltose
were clustered together and had strong negative correlations
with g_Eubacterium_nodatum_group and g_Rothia.
Galactonic acid, L-malic acid, and indole-2-carboxylic acid
were clustered and positively correlated with g_Lactobacillus
and g_Faecalibaculum and negatively correlated with
g_Eubacterium_nodatum_group and
g__Lachnospiraceae_UCG-008. Lithocholic acid, cholic acid,
and estriol-16-alpha-(beta-D-glucuronide) were clustered and
had positive correlations with g_Enterorhabdus,
g_Escherichia–Shigella, g_Mucispirillum, and
g_Adlercreutzia. DL-indole-3-lactic acid, indoleacrylic acid,
3-(2-hydroxyethyl)indole were clustered, and indole,
prostaglandin D2, and heptapropylene glycol were clustered.
All of them had a negative correlation with
g_Eubacterium_nodatum_group.

FIGURE 8 |Heat map cluster analysis of the correlation among differential serummetabolites and differential genera using Spearman rank correlation (*p < 0.05, **p
< 0.01).
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Effect of Tangshen Formula Treatment on
Serum Metabolites in Diabetic Kidney
Disease Rats

After 20 weeks of TSF treatment, disturbances of 16 serum
metabolites in DKD rats were significantly attenuated. Eight of
the metabolites that were excessively accumulated in the serum
of DKD rats were reduced in the TSF group. These metabolites

included galactonic acid, D-fructose-1, 6-bisphosphate,
medium- and long-chain fatty acids (pimelic acid and
tridecanoic acid), androgen (epitestosterone), among others.
Eight metabolites that were markedly reduced in DKD rats and
whose relative abundances were significantly elevated after
TSF treatment were tryptophan [3-methylindole, indoleacrylic
acid, and 3-(2-hydroxyethyl)indole], amino acids and
derivatives (L-methionine and spermidine), and other
substances (Figure 9A).

FIGURE 9 | Effects of TSF treatment on serum metabolites and gut microbiota. (A) TSF treatment significantly improved levels of 16 metabolites in DKD rats as
determined using Wilcoxon rank-sum test (*p < 0.05, **p < 0.01). (B) Effect of TSF treatment on gut microbiota at the OTU level. (C) Relative abundance of genera
changes in the TSF group compared with the DKD group.
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Finally, TSF treatment greatly altered the structure and
composition of gut microbiota. At the OTU level, the number
of unique OTUs in TSF rats was 264 compared with 170 OTUs in
DKD rats (Figure 9B). There were eight genera that were
altered in the TSF group, and of note, TSF treatment restored
the OTU relative abundance of g_Faecalibaculum and
g_Rikenellaceae_RC9_gut_group (Figure 9C).

DISCUSSION

In the current research, we used untargeted metabolomics to
study the shift in the metabolic profile of the DKD rat serum
and utilized 16S rRNA gene sequencing to analyze the changes
in the structure and function of the gut microbiota. We further
explored the relationship and role of the microbiota in the

progression of DKD. Our results indicate that the metabolic
profile of DKD rats and the composition and structure of their
gut microbiota were altered. These changes were associated
with the metabolism of carbohydrates, lipids, amino acids, and
nucleotides. In these metabolic pathways, isomaltose,
D-mannose, galactonic acid, citramalic acid, and
prostaglandin B2 were significantly upregulated. 3-(2-
hydroxyethyl)indole, 3-methylindole, and indoleacrylic acid
were downregulated and were the critical metabolites, and
g_Eubacterium_nodatum_group, g_Lactobacillus, and
g_Faecalibaculum were important functional bacteria in the
DKD model. Furthermore, the levels of these three indoles
were restored after treatment with the traditional Chinese
herbal medicine Tangshen Formula (Figure 10).

We found that alpha-D-glucose, alpha-D-glucose 1-
phosphate, and “D-Fructose 1,6-bisphosphate”—which are

FIGURE 10 | The mechanism diagram illustrated the potential mechanisms between altered serum metabolic profiles, disturbances in gut microbiota, and kidney
damage in DKD.
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involved in glycolysis/gluconeogenesis—and citrate, isocitrate,
and L-malate—which are involved in the citric acid
cycle—were all elevated in the DKD serum. Studies have
pointed out that the glycolysis and citric acid cycle
metabolites accumulate in the kidneys in the early stage of
diabetes (Hasegawa et al., 2020) and abnormal glycolysis and
accumulation of toxic glucose metabolites are linked to kidney
damage in diabetic patients and models (Qi et al., 2017;
Srivastava et al., 2018; Li et al., 2020b; Liu et al., 2021).
Moreover, glycolysis and the citric acid cycle in the DKD
serum are disturbed, and abnormal increases in
dihydroxyacetone phosphate and succinyl-CoA are
positively related to mitochondria damage (Jiang et al.,
2019). Citramalic acid is a metabolite of gut microbiota and
an analog of L-malate that competitively inhibits the
metabolism of L-malate. In our research, citramalic acid
was elevated in DKD rats, which concurs with the results of
O’Kell et al. (2021) in their study on diabetic dogs. We further
confirmed that the disorder of glycolysis/gluconeogenesis and
citrate cycle and the abnormal accumulation of intermediate
metabolites in the serum play an outstanding role in DKD
progression.

In our study, we discovered that isomaltose and
D-mannose were elevated in the DKD serum. We had
previously studied the renal cortex metabolomics in DKD
rats and demonstrated the abnormal accumulation of maltose
and mannose in the kidneys (the fold change of DKD/sham
was 498.56 for maltose and 7.43 for mannose) (Zhao et al.,
2012). Isomaltose is the end product of starch digestion and is
hydrolyzed into glucose, which is then absorbed in the small
intestine. Therefore, an abnormal elevation of isomaltose in
the DKD serummight be due to the downregulation of activity
or content of isomaltose, and intestinal barrier impairment.
The toxic effect of isomaltose on the kidneys is not well
understood and needs further study. D-mannose is also
derived from food and is absorbed directly into the blood
and excreted intact in the urine without metabolization. Any
remaining mannose in the system is mainly utilized for
nonenzymatic glycation, the activity of which has been
found to be five times that of glucose (Sharma et al., 2014).
Advanced glycation end products participate in the
progression of DKD through multiple modes of action
(Vlassara et al., 2012; Azegami et al., 2021). Moreover, in
our study, we found that isomaltose, D-mannose, and glucose
were highly associated with differential genera of the
microbiota.

Another interesting discovery was that the circulating
oxidation products of carbohydrates, namely,
D-glucuronolactone, D-glucarate, and galactonic acid, were
greatly elevated in the DKD group when compared with the
sham group, which might indicate excessive oxidative stress in
DKD rats. In line with this viewpoint, we found a marked
decline in serum L-methionine, which could be methylated to
generate L-(+)-cysteine in the body. The latter is one of the
three amino acids that synthesize glutathione (GSH). GSH is
an important antioxidant that participates in a variety of
redox reactions and can effectively improve oxidative stress

(Fahrmann et al., 2015). In the present investigation, the
elevation in circulating D-glucuronolactone was correlated
positively with the serum level of BUN. Moreover,
g_Bacteroides_pectinophilus_group had a positive
association with D-glucuronolactone and BUN. We also
found that the concentration of the three glucuronides in
the renal cortex of DKD rats was more than five times that in
the sham group. Of note, 2-phenylethanol glucuronide in the
renal cortex was 27 times that in sham rats in our previous
study (Zhao et al., 2012). Thus, it appears that excessive
accumulation of glucuronides in the renal cortex was
involved in kidney injury. However, the role of
g_Bacteroides_pectinophilus_group in this process needs
more exploration. In addition, we found that L-ascorbate,
another well-known endogenous antioxidant (Al-Shamsi
et al., 2006; Kazmierczak-Baranska et al., 2020), was
elevated in the DKD serum. This might be a self-regulation
response to the oxidative stress state.

Our results indicate that there were several DKD-
associated changes in lipid metabolism. DKD rats displayed
decreased levels of long-chain free fatty acids, such as
arachidonic acid, cis-9-palmitoleic acid, palmitic acid, “all
cis-(6,9,12)-linolenic acid,” and myristic acid. Free fatty acids
have beneficial effects against DKD. One fatty acid, cis-9-
palmitoleic acid, has been found to attenuate hyperglycemia
by promoting β-cell proliferation under low glucose
concentration, improving β-cell secretion and inhibiting
the expression of pro-inflammatory genes (Maedler et al.,
2001; Yang et al., 2011).

Consistent with this finding, the metabolites of
arachidonic acid, namely, prostaglandin B2 and
prostaglandin D2, were markedly elevated in the DKD
group when compared with the sham group.
Prostaglandins have many physiological effects, such as
responding to inflammation, and regulating the immune
system and blood pressure (Yao and Narumiya, 2019).
Prostaglandin E2 contributes to the increase in renal blood
flow through afferent arteriole dilation (Ren et al., 2013;
Asirvatham-Jeyaraj et al., 2019) and is involved in insulin
resistance (Robertson, 1983). The resulting changes in the
DKD kidney include renal hemodynamic alteration,
glomerular hypertension, and decrease in glomerular
filtration rate (Alicic et al., 2017). Prostaglandin B2 has
been found to reduce mean arterial pressure and increase
renal blood flow (Marchand et al., 1973; Hall and Jaitly,
1976). In our study, prostaglandin B2 was the most
elevated among all the metabolites and was positively
correlated with the FBG level and negatively correlated
with the ALB level. Therefore, prostaglandin B2 and E2
may act similarly, that is, their accumulation can lead to
insulin resistance and accelerate kidney damage, but in our
study, prostaglandin B2 was elevated, whereas prostaglandin
E2 was not elevated.

The interaction between prostaglandins and gut microbiota
is being studied intensely. Prostaglandin E2 was found to be
synthesized by the commensal fungus Meyerozyma
guilliermondii, and prostaglandin E2 production in the liver
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has been shown to be positively correlated with excessive
growth of gut fungi (Sun et al., 2020). Our results indicate
that prostaglandin B2 has a negative correlation with
g_Romboutsia, and prostaglandin D2 was positively
correlated with g_Faecalibaculum and negatively correlated
with g_Eubacterium_nodatum_group.

Bile acids are derived from cholesterol through oxidation
of liver enzymes and aid in fat digestion and absorption. Bile
acids are being investigated for their regulatory effects on the
metabolism of lipids, glucose, and energy, as well as their
involvement in immunologic processes such as signaling
molecules (McGlone and Bloom, 2019). In the present
study, the levels of bile acid in the DKD rats’ serum,
namely, chenodeoxycholate, lithocholic acid, cholic acid,
and deoxycholic acid, were significantly higher than in the
sham group. Elevated levels of bile acids have also been found
in the feces of DKD mice (Zhao et al., 2019) and in patients
with end-stage renal disease (Wang et al., 2020). Proposed
mechanisms of bile acids causing kidney damage such as
disruption of the intestinal barrier and allowing bacterial
toxins to enter the systemic circulation (Ramezani and Raj,
2014), oxidative stress, and promoting the release of
inflammatory cells (Chávez-Talavera et al., 2017). The gut
microbiota metabolize primary bile acids into secondary bile
acids through deconjugation, dehydrogenation, and
dihydroxylation (Caesar, 2019). Chenodeoxycholic acid
undergoes 7-dehydroxylation to produce lithocholic acid
with Clostridium and Eubacterium participating in 7-
dehydroxylation (Jia et al., 2018). In our study, we
found lithocholic acid was positively correlated with
g_Escherichia–Shigella and was negatively correlated with
g_Bifidobacterium and g_Anaerofustis, which implies that
the three genera are involved in 7-dehydroxylation.

DKD rats were treated with TSF, a traditional Chinese
medicine compound with verified therapeutic action against
DKD in animal experiments (Zhang et al., 2011) and clinical
trials (Li et al., 2015). Following TSF treatment, metabolite
disorders in the serum and gut microbiota imbalance were
partially restored, and damage to the renal cortex was
ameliorated. Recovery of circulating galactonic acid and
L-methionine levels following TSF treatment further
demonstrated the important role of oxidative stress in
DKD. We also found that levels of indole derivatives
[namely, 3-(2-hydroxyethyl)indole, 3-methylindole, and
indoleacrylic acid], as well as spermidine (an amino acid
metabolite), were recovered after TSF treatment but were
decreased in the DKD group. Indole and derivatives are
converted from tryptophan under the action of gut
microbiota and have a wide range of biologic functions.
Indoleacrylic acid improves the integrity of the intestinal
barrier through promoting the differentiation of the
intestinal goblet cells and mucus secretion from the
intestinal goblet cells. Furthermore, indoleacrylic acid
possesses antioxidant and anti-inflammatory functions
(Wlodarska et al., 2017). Studies have found that 3-
methylindole is an antioxidant that prevents lipid
peroxidation in lung tissue (Adams et al., 1987; Kiorpes

et al., 1988). Research indicates that 3-(2-hydroxyethyl)
indole shows antimicrobial activity against Staphylococcus
aureus, Salmonella enterica, and Lactobacillus plantarum
(Roager and Licht, 2018). Spermidine is a polyamine that
has diverse metabolic functions such as inhibiting
hemoglobin glycosylation and lipid peroxidation (Méndez
and Balderas, 2006) and has the potential to prevent DKD
complications. Therefore, amino acids, especially tryptophan
and its metabolites, are highly involved in the development
of DKD.

Taken together, the metabolite disturbances that we
identified were mainly concentrated in the metabolism of
carbohydrates, lipids, and amino acids, as well as in related
functional bacteria. Our finding that disruption of amino acid
metabolism, especially disordered tryptophan metabolism,
was in line with the results of studies in DKD patients
(Winther et al., 2020; Zhang et al., 2021). However, we did
not find abnormal accumulation of typical uremic toxins in
middle-stage DKD rat serum, which might be due to the fact
that the most significant accumulation of uremic toxins
occurred during progression to end-stage renal disease.
Zhang et al. (2021) compared end-stage (eGFR <15 ml/
min/1.73 m2) and non–end-stage renal disease (eGFR
≥15 ml/min/1.73 m2) with type 2 DKD patients and
demonstrated an anomalously elevated hippurate.
Similarly, Winther et al. (2020) in comparing type 1
diabetic patients with macroalbuminuria and those with
normo- or microalbuminuria found that serum indoxyl
sulphate was elevated, while those abnormal rises did not
occur in individuals with microalbuminuria and those with
normoalbuminuria.

We discovered novel metabolites and gut genera involved
in carbohydrate metabolism and lipid metabolism. TSF
treatment attenuated the abnormal levels of metabolites
and gut microbiota dysbiosis. In the future, we should
validate our results in samples from DKD patients and
confirm the mechanism for potential functional molecules
in vivo and in vitro. In addition, fecal microbiota
transplantation to identify specific bacterial species will
support exploration of the underlying mechanisms in DKD
and TSF treatment.

CONCLUSION

In the present investigation, disturbances in the metabolic profile
in the serum and gut microbiota were the main cause of
imbalances in carbohydrate, lipid, and amino acid metabolism,
as well as of renal damage, thus the importance of the
aforementioned in the progression of DKD. Anomalously
upregulated isomaltose, D-mannose, galactonic acid, citramalic
acid, and prostaglandin B2 and downregulated 3-(2-
hydroxyethyl)indole, 3-methylindole, and indoleacrylic acid
were the critical metabolites in these pathways. Additionally,
g_Eubacterium_nodatum_group, g_Lactobacillus, and
g_Faecalibaculum were the most involved in metabolic
disorders in DKD rats.

Frontiers in Pharmacology | www.frontiersin.org April 2022 | Volume 13 | Article 87298815

Zhang et al. Serum Metabolites and Gut Microbiota in DKD

https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles


DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and
accession number(s) can be found below: National Center for
Biotechnology Information (NCBI) BioProject database under
accession number PRJNA812954.

ETHICS STATEMENT

The animal study was reviewed and approved by the Ethics
Committee of the China–Japan Friendship Hospital.

AUTHOR CONTRIBUTIONS

BZ and TZ wrote the manuscript draft. BZ, YW, XZ, HZ (4th
author), HZ (5th author), LM, XD, and MY performed the
experiments. TZ and PL supervised the experiments. BZ and
TZ analyzed the data. All authors contributed to the article and
approved the submitted version.

FUNDING

This study was supported by the National Natural Science
Foundation of China (No: 81973627, 82174296, 82074221, and
81873140), Beijing Natural Science Foundation (No: 7212195),
and Innovation Team and Talents Cultivation Program of
National Administration of Traditional Chinese Medicine (No:
ZYYCXTD-C-202005).

ACKNOWLEDGMENTS

The authors thank Nissi S. Wang, MSc, for content editing of the
manuscript.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fphar.
2022.872988/full#supplementary-material

REFERENCES

Adams, J. D., Jr, Heins, M. C., and Yost, G. S. (1987). 3-Methylindole Inhibits Lipid
Peroxidation. Biochem. Biophys. Res. Commun. 149 (1), 73–78. doi:10.1016/
0006-291x(87)91606-8

Al-Shamsi, M., Amin, A., and Adeghate, E. (2006). Effect of Vitamin C on Liver
and Kidney Functions in normal and Diabetic Rats. Ann. N. Y Acad. Sci. 1084,
371–390. doi:10.1196/annals.1372.031

Alicic, R. Z., Rooney, M. T., and Tuttle, K. R. (2017). Diabetic Kidney Disease:
Challenges, Progress, and Possibilities. Clin. J. Am. Soc. Nephrol. 12 (12),
2032–2045. doi:10.2215/CJN.11491116

Asirvatham-Jeyaraj, N., Jones, A. D., Burnett, R., and Fink, G. D. (2019). Brain
Prostaglandin D2 Increases Neurogenic Pressor Activity and Mean Arterial
Pressure in Angiotensin II-Salt Hypertensive Rats. Hypertension 74 (6),
1499–1506. doi:10.1161/HYPERTENSIONAHA.119.13175

Azegami, T., Nakayama, T., Hayashi, K., Hishikawa, A., Yoshimoto, N.,
Nakamichi, R., et al. (2021). Vaccination against Receptor for Advanced
Glycation End Products Attenuates the Progression of Diabetic Kidney
Disease. Diabetes 70 (9), 2147–2158. doi:10.2337/db20-1257

Caesar, R. (2019). Pharmacologic and Nonpharmacologic Therapies for the Gut
Microbiota in Type 2 Diabetes. Can. J. Diabetes 43 (3), 224–231. doi:10.1016/j.
jcjd.2019.01.007

Chávez-Talavera, O., Tailleux, A., Lefebvre, P., and Staels, B. (2017). Bile Acid
Control of Metabolism and Inflammation in Obesity, Type 2 Diabetes,
Dyslipidemia, and Nonalcoholic Fatty Liver Disease. Gastroenterology 152
(7), 1679–e3. doi:10.1053/j.gastro.2017.01.055

Committee of the Japan Diabetes Society on the Diagnostic Criteria of Diabetes
MellitusSeino, Y., Nanjo, K., Tajima, N., Kadawoki, T., Kashiwagi, A., Araki, E.,
et al. (2010). Report of the Committee on the Classification and Diagnostic
Criteria of Diabetes Mellitus. J. Diabetes Investig. 1 (5), 212–228. doi:10.1111/j.
2040-1124.2010.00074.x

Fahrmann, J., Grapov, D., Yang, J., Hammock, B., Fiehn, O., Bell, G. I., et al. (2015).
Systemic Alterations in the Metabolome of Diabetic NOD Mice Delineate
Increased Oxidative Stress Accompanied by Reduced Inflammation and
Hypertriglyceremia. Am. J. Physiol. Endocrinol. Metab. 308 (11), E978–E989.
doi:10.1152/ajpendo.00019.2015

Hall, D.W., and Jaitly, K.D. (1976). Structure-activityRelationships in a Series of 11-deoxy
Prostaglandins. Prostaglandins 11 (3), 573–587. doi:10.1016/0090-6980(76)90106-4

Hasegawa, S., Tanaka, T., Saito, T., Fukui, K., Wakashima, T., Susaki, E. A., et al.
(2020). The Oral Hypoxia-Inducible Factor Prolyl Hydroxylase Inhibitor
Enarodustat Counteracts Alterations in Renal Energy Metabolism in the
Early Stages of Diabetic Kidney Disease. Kidney Int. 97 (5), 934–950. doi:10.
1016/j.kint.2019.12.007

Hu, Z. B., Lu, J., Chen, P. P., Lu, C. C., Zhang, J. X., Li, X. Q., et al. (2020). Dysbiosis
of Intestinal Microbiota Mediates Tubulointerstitial Injury in Diabetic
Nephropathy via the Disruption of Cholesterol Homeostasis. Theranostics
10 (6), 2803–2816. doi:10.7150/thno.40571

Jia, W., Xie, G., and Jia, W. (2018). Bile Acid-Microbiota Crosstalk in
Gastrointestinal Inflammation and Carcinogenesis. Nat. Rev. Gastroenterol.
Hepatol. 15 (2), 111–128. doi:10.1038/nrgastro.2017.119

Jiang, H., Shao, X., Jia, S., Qu, L., Weng, C., Shen, X., et al. (2019).
The Mitochondria-Targeted Metabolic Tubular Injury in Diabetic
Kidney Disease. Cell Physiol Biochem 52 (2), 156–171. doi:10.33594/
000000011

Jin, Q., and Ma, R. C. W. (2021). Metabolomics in Diabetes and Diabetic
Complications: Insights from Epidemiological Studies. Cells 10 (11),
2832–2869. doi:10.3390/cells10112832

Johansen, K. L., Chertow, G. M., Foley, R. N., Gilbertson, D. T., Herzog, C. A.,
Ishani, A., et al. (2021). US Renal Data System 2020 Annual Data Report:
Epidemiology of Kidney Disease in the United States. Am. J. Kidney Dis. 77 (4
Suppl. 1), A7–A8. doi:10.1053/j.ajkd.2021.01.002

Johnson, C. H., Ivanisevic, J., and Siuzdak, G. (2016). Metabolomics: beyond
Biomarkers and towards Mechanisms. Nat. Rev. Mol. Cel Biol 17 (7), 451–459.
doi:10.1038/nrm.2016.25

Kazmierczak-Baranska, J., Adamus-Grabicka, A., Boguszewska, K., and
Karwowski, B. T. (2020). Two Faces of Vitamin C-Antioxidative and Pro-
oxidative Agent. Nutrients 12 (5), 12051501. doi:10.3390/nu12051501

Kikuchi, K., Saigusa, D., Kanemitsu, Y., Matsumoto, Y., Thanai, P., Suzuki, N., et al.
(2019). GutMicrobiome-Derived Phenyl Sulfate Contributes to Albuminuria in
Diabetic Kidney Disease. Nat. Commun. 10 (1), 1835–1851. doi:10.1038/
s41467-019-09735-4

Kiorpes, A. L., Sword, J. W., and Hoekstra, W. G. (1988). Effect of 3-methylindole
on Respiratory Ethane Production in Selenium and Vitamin E Deficient Rats.
Biochem. Biophys. Res. Commun. 153 (2), 535–539. doi:10.1016/s0006-291x(88)
81127-6

Li, J., Liu, H., Takagi, S., Nitta, K., Kitada, M., Srivastava, S. P., et al. (2020). Renal
Protective Effects of Empagliflozin via Inhibition of EMT and Aberrant

Frontiers in Pharmacology | www.frontiersin.org April 2022 | Volume 13 | Article 87298816

Zhang et al. Serum Metabolites and Gut Microbiota in DKD

https://www.frontiersin.org/articles/10.3389/fphar.2022.872988/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fphar.2022.872988/full#supplementary-material
https://doi.org/10.1016/0006-291x(87)91606-8
https://doi.org/10.1016/0006-291x(87)91606-8
https://doi.org/10.1196/annals.1372.031
https://doi.org/10.2215/CJN.11491116
https://doi.org/10.1161/HYPERTENSIONAHA.119.13175
https://doi.org/10.2337/db20-1257
https://doi.org/10.1016/j.jcjd.2019.01.007
https://doi.org/10.1016/j.jcjd.2019.01.007
https://doi.org/10.1053/j.gastro.2017.01.055
https://doi.org/10.1111/j.2040-1124.2010.00074.x
https://doi.org/10.1111/j.2040-1124.2010.00074.x
https://doi.org/10.1152/ajpendo.00019.2015
https://doi.org/10.1016/0090-6980(76)90106-4
https://doi.org/10.1016/j.kint.2019.12.007
https://doi.org/10.1016/j.kint.2019.12.007
https://doi.org/10.7150/thno.40571
https://doi.org/10.1038/nrgastro.2017.119
https://doi.org/10.33594/000000011
https://doi.org/10.33594/000000011
https://doi.org/10.3390/cells10112832
https://doi.org/10.1053/j.ajkd.2021.01.002
https://doi.org/10.1038/nrm.2016.25
https://doi.org/10.3390/nu12051501
https://doi.org/10.1038/s41467-019-09735-4
https://doi.org/10.1038/s41467-019-09735-4
https://doi.org/10.1016/s0006-291x(88)81127-6
https://doi.org/10.1016/s0006-291x(88)81127-6
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles


Glycolysis in Proximal Tubules. JCI Insight 5 (6), e129034. doi:10.1172/jci.
insight.129034

Li, P., Chen, Y., Liu, J., Hong, J., Deng, Y., Yang, F., et al. (2015). Efficacy and Safety
of Tangshen Formula on Patients with Type 2 Diabetic Kidney Disease: a
Multicenter Double-Blinded Randomized Placebo-Controlled Trial. PLoS One
10 (5), e0126027. doi:10.1371/journal.pone.0126027

Li, Y. J., Chen, X., Kwan, T. K., Loh, Y. W., Singer, J., Liu, Y., et al. (2020).
Dietary Fiber Protects against Diabetic Nephropathy through Short-Chain
Fatty Acid-Mediated Activation of G Protein-Coupled Receptors GPR43
and GPR109A. J. Am. Soc. Nephrol. 31 (6), 1267–1281. doi:10.1681/ASN.
2019101029

Liu, H., Takagaki, Y., Kumagai, A., Kanasaki, K., and Koya, D. (2021). The PKM2
Activator TEPP-46 Suppresses Kidney Fibrosis via Inhibition of the EMT
Program and Aberrant Glycolysis Associated with Suppression of HIF-1α
Accumulation. J. Diabetes Investig. 12 (5), 697–709. doi:10.1111/jdi.13478

Ma, R. C. W. (2018). Epidemiology of Diabetes and Diabetic Complications in
China. Diabetologia 61 (6), 1249–1260. doi:10.1007/s00125-018-4557-7

Maedler, K., Spinas, G. A., Dyntar, D.,Moritz,W., Kaiser, N., andDonath,M. Y. (2001).
Distinct Effects of Saturated and Monounsaturated Fatty Acids on Beta-Cell
Turnover and Function. Diabetes 50 (1), 69–76. doi:10.2337/diabetes.50.1.69

Marchand, G. R., Greenberg, S., Wilson, W. R., and Williamson, H. E. (1973).
Effects of Prostaglandin B2 on Renal Hemodynamics and Excretion. Proc. Soc.
Exp. Biol. Med. 143 (4), 938–940. doi:10.3181/00379727-143-37445

McGlone, E. R., and Bloom, S. R. (2019). Bile Acids and the Metabolic Syndrome.
Ann. Clin. Biochem. 56 (3), 326–337. doi:10.1177/0004563218817798

Méndez, J. D., and Balderas, F. L. (2006). Inhibition by L-Arginine and Spermidine
of Hemoglobin Glycation and Lipid Peroxidation in Rats with Induced
Diabetes. Biomed. Pharmacother. 60 (1), 26–31. doi:10.1016/j.biopha.2005.
08.004

O’Kell, A. L., Wasserfall, C., Guingab-Cagmat, J., Webb-Roberston, B. M.,
Atkinson, M. A., and Garrett, T. J. (2021). Targeted Metabolomic Analysis
Identifies Increased Serum Levels of GABA and Branched Chain Amino Acids
in Canine Diabetes. Metabolomics 17 (11), 100. doi:10.1007/s11306-021-
01850-y

Qi, W., Keenan, H. A., Li, Q., Ishikado, A., Kannt, A., Sadowski, T., et al. (2017).
Pyruvate Kinase M2 ActivationMay Protect against the Progression of Diabetic
Glomerular Pathology and Mitochondrial Dysfunction. Nat. Med. 23 (6),
753–762. doi:10.1038/nm.4328

Ramezani, A., and Raj, D. S. (2014). The Gut Microbiome, Kidney Disease, and
Targeted Interventions. J. Am. Soc. Nephrol. 25 (4), 657–670. doi:10.1681/ASN.
2013080905

Ren, Y., D’Ambrosio, M. A., Garvin, J. L., Wang, H., and Carretero, O. A. (2013).
Prostaglandin E2 Mediates Connecting Tubule Glomerular Feedback.
Hypertension 62 (6), 1123–1128. doi:10.1161/HYPERTENSIONAHA.113.
02040

Rinschen, M. M., Ivanisevic, J., Giera, M., and Siuzdak, G. (2019). Identification of
Bioactive Metabolites Using Activity Metabolomics. Nat. Rev. Mol. Cel Biol 20
(6), 353–367. doi:10.1038/s41580-019-0108-4

Roager, H. M., and Licht, T. R. (2018). Microbial Tryptophan Catabolites in
Health and Disease. Nat. Commun. 9 (1), 3294–3313. doi:10.1038/s41467-
018-05470-4

Robertson, R. P. (1983). Prostaglandins, Glucose Homeostasis, and Diabetes
Mellitus. Annu. Rev. Med. 34, 1–12. doi:10.1146/annurev.me.34.020183.000245

Sharma, V., Ichikawa, M., and Freeze, H. H. (2014). Mannose Metabolism: More
Than Meets the Eye. Biochem. Biophys. Res. Commun. 453 (2), 220–228. doi:10.
1016/j.bbrc.2014.06.021

Srivastava, S. P., Li, J., Kitada, M., Fujita, H., Yamada, Y., Goodwin, J. E., et al.
(2018). SIRT3 Deficiency Leads to Induction of Abnormal Glycolysis in
Diabetic Kidney with Fibrosis. Cell Death Dis 9 (10), 997–1010. doi:10.1038/
s41419-018-1057-0

Sun, S., Wang, K., Sun, L., Cheng, B., Qiao, S., Dai, H., et al. (2020). Therapeutic
Manipulation of Gut Microbiota by Polysaccharides of Wolfiporia Cocos
Reveals the Contribution of the Gut Fungi-Induced PGE2 to Alcoholic
Hepatic Steatosis. Gut Microbes 12 (1), 1830693. doi:10.1080/19490976.2020.
1830693

Tang, J., Wysocki, J., Ye, M., Vallés, P. G., Rein, J., Shirazi, M., et al. (2019). Urinary
Renin in Patients and Mice with Diabetic Kidney Disease. Hypertension 74 (1),
83–94. doi:10.1161/HYPERTENSIONAHA.119.12873

Vlassara, H., Uribarri, J., Cai, W., Goodman, S., Pyzik, R., Post, J., et al. (2012).
Effects of Sevelamer on HbA1c, Inflammation, and Advanced Glycation End
Products in Diabetic Kidney Disease. Clin. J. Am. Soc. Nephrol. 7 (6), 934–942.
doi:10.2215/CJN.12891211

Wang, X., Yang, S., Li, S., Zhao, L., Hao, Y., Qin, J., et al. (2020). Aberrant Gut
Microbiota Alters Host Metabolome and Impacts Renal Failure in Humans and
Rodents. Gut 69 (12), 2131–2142. doi:10.1136/gutjnl-2019-319766

Winther, S. A., Henriksen, P., Vogt, J. K., Hansen, T. H., Ahonen, L., Suvitaival, T.,
et al. (2020). Gut Microbiota Profile and Selected Plasma Metabolites in Type 1
Diabetes without and with Stratification by Albuminuria. Diabetologia 63 (12),
2713–2724. doi:10.1007/s00125-020-05260-y

Winther, S. A., Øllgaard, J. C., Tofte, N., Tarnow, L., Wang, Z., Ahluwalia, T.
S., et al. (2019). Utility of Plasma Concentration of Trimethylamine
N-Oxide in Predicting Cardiovascular and Renal Complications in
Individuals with Type 1 Diabetes. Diabetes Care 42 (8), 1512–1520.
doi:10.2337/dc19-0048

Wlodarska, M., Luo, C., Kolde, R., d’Hennezel, E., Annand, J. W., Heim, C. E., et al.
(2017). Indoleacrylic Acid Produced by Commensal Peptostreptococcus
Species Suppresses Inflammation. Cell Host Microbe 22 (1), 25–e6. doi:10.
1016/j.chom.2017.06.007

Yang, Z. H., Miyahara, H., and Hatanaka, A. (2011). Chronic Administration of
Palmitoleic Acid Reduces Insulin Resistance and Hepatic Lipid Accumulation
in KK-Ay Mice with Genetic Type 2 Diabetes. Lipids Health Dis. 10 (120), 120.
doi:10.1186/1476-511X-10-120

Yao, C., and Narumiya, S. (2019). Prostaglandin-cytokine Crosstalk in
Chronic Inflammation. Br. J. Pharmacol. 176 (3), 337–354. doi:10.1111/
bph.14530

Zhang, H., Li, P., Burczynski, F. J., Gong, Y., Choy, P., Sha, H., et al. (2011).
Attenuation of Diabetic Nephropathy in Otsuka Long-Evans Tokushima Fatty
(OLETF) Rats with a Combination of Chinese Herbs (Tangshen Formula).
Evid. Based Complement. Alternat Med. 2011, 613737. doi:10.1155/2011/
613737

Zhang, Q., Zhang, Y., Zeng, L., Chen, G., Liu, M., Sheng, H., et al. (2021). The Role
of Gut Microbiota and Microbiota-Related Serum Metabolites in the
Progression of Diabetic Kidney Disease. Front. Pharmacol. 12, 757508.
doi:10.3389/fphar.2021.757508

Zhao, J., Zhang, Q. L., Shen, J. H., Wang, K., and Liu, J. (2019). Magnesium
Lithospermate B Improves the Gut Microbiome and Bile Acid Metabolic
Profiles in a Mouse Model of Diabetic Nephropathy. Acta Pharmacol. Sin
40 (4), 507–513. doi:10.1038/s41401-018-0029-3

Zhao, T., Zhang, H., Zhao, T., Zhang, X., Lu, J., Yin, T., et al. (2012). Intrarenal
Metabolomics Reveals the Association of Local Organic Toxins with the
Progression of Diabetic Kidney Disease. J. Pharm. Biomed. Anal. 60, 32–43.
doi:10.1016/j.jpba.2011.11.010

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors, and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Zhang, Wan, Zhou, Zhang, Zhao, Ma, Dong, Yan, Zhao and Li.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums is
permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Pharmacology | www.frontiersin.org April 2022 | Volume 13 | Article 87298817

Zhang et al. Serum Metabolites and Gut Microbiota in DKD

https://doi.org/10.1172/jci.insight.129034
https://doi.org/10.1172/jci.insight.129034
https://doi.org/10.1371/journal.pone.0126027
https://doi.org/10.1681/ASN.2019101029
https://doi.org/10.1681/ASN.2019101029
https://doi.org/10.1111/jdi.13478
https://doi.org/10.1007/s00125-018-4557-7
https://doi.org/10.2337/diabetes.50.1.69
https://doi.org/10.3181/00379727-143-37445
https://doi.org/10.1177/0004563218817798
https://doi.org/10.1016/j.biopha.2005.08.004
https://doi.org/10.1016/j.biopha.2005.08.004
https://doi.org/10.1007/s11306-021-01850-y
https://doi.org/10.1007/s11306-021-01850-y
https://doi.org/10.1038/nm.4328
https://doi.org/10.1681/ASN.2013080905
https://doi.org/10.1681/ASN.2013080905
https://doi.org/10.1161/HYPERTENSIONAHA.113.02040
https://doi.org/10.1161/HYPERTENSIONAHA.113.02040
https://doi.org/10.1038/s41580-019-0108-4
https://doi.org/10.1038/s41467-018-05470-4
https://doi.org/10.1038/s41467-018-05470-4
https://doi.org/10.1146/annurev.me.34.020183.000245
https://doi.org/10.1016/j.bbrc.2014.06.021
https://doi.org/10.1016/j.bbrc.2014.06.021
https://doi.org/10.1038/s41419-018-1057-0
https://doi.org/10.1038/s41419-018-1057-0
https://doi.org/10.1080/19490976.2020.1830693
https://doi.org/10.1080/19490976.2020.1830693
https://doi.org/10.1161/HYPERTENSIONAHA.119.12873
https://doi.org/10.2215/CJN.12891211
https://doi.org/10.1136/gutjnl-2019-319766
https://doi.org/10.1007/s00125-020-05260-y
https://doi.org/10.2337/dc19-0048
https://doi.org/10.1016/j.chom.2017.06.007
https://doi.org/10.1016/j.chom.2017.06.007
https://doi.org/10.1186/1476-511X-10-120
https://doi.org/10.1111/bph.14530
https://doi.org/10.1111/bph.14530
https://doi.org/10.1155/2011/613737
https://doi.org/10.1155/2011/613737
https://doi.org/10.3389/fphar.2021.757508
https://doi.org/10.1038/s41401-018-0029-3
https://doi.org/10.1016/j.jpba.2011.11.010
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

	Characteristics of Serum Metabolites and Gut Microbiota in Diabetic Kidney Disease
	Introduction
	Methods
	Animals and Experimental Design
	Histology and Pathologic Analysis of Renal Tissue
	Untargeted Analysis of Serum Metabolites
	Exploration of Gut Microbial Communities
	Statistical Analyses

	Results
	Physiologic and Biochemical Parameters Were Altered in Diabetic Kidney Disease Rats
	Renal Injury in Diabetic Kidney Disease Rats and the Effects of Tangshen Formula Treatment
	Changes in Serum Metabolite Profiling Between the Diabetic Kidney Disease and Sham Rats
	Analysis of Metabolites in Carbohydrate and Amino Acid Metabolism
	Comparison of Gut Microbiome Between Sham and Diabetic Kidney Disease Rats
	Analysis of Significantly Altered Gut Taxa in Diabetic Kidney Disease Rats
	Prediction of Functional Changes in Intestinal Flora in Diabetic Kidney Disease Rats
	Analysis of the Interaction Between Serum Metabolites and Gut Microbiota in Diabetic Kidney Disease Rats
	Effect of Tangshen Formula Treatment on Serum Metabolites in Diabetic Kidney Disease Rats

	Discussion
	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


