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1  | INTRODUC TION

The term “rhizosphere” was coined by L. Hiltner in 1904 and re-
fers to “the zone of soil surrounding the root which is affected by 
it” (Hartmann, Rothballer, & Schmid, 2008, Hiltner, 1904). Plant 
roots function as an anchor that supports the plant body and ab-
sorb nutrients and water; they also secrete a variety of plant-derived 

metabolites into the rhizosphere, which include low-molecular weight 
compounds, such as amino acids, sugars, phenolics, terpenoids, and 
lipids, and high-molecular weight compounds, such as proteins, poly-
saccharides, and nucleic acids, depending on the growth stage and 
environmental conditions (Massalha, Korenblum, Tholl, & Aharoni, 
2017). The amount of these root exudates is large (up to 40% of all 
carbon fixed by photosynthesis can be released from plant roots 
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Abstract
Soyasaponins are triterpenoid saponins widely found in legume plants. These com-
pounds have drawn considerable attention because they have various activities 
beneficial for human health, and their biosynthesis has been actively studied. In our 
previous study, we found that legume plants including soybean secrete soyasaponins 
from the roots in hydroponic culture throughout the growth period, but the physi-
ological roles of soyasaponins in the rhizosphere and their fate in soil after exudation 
have remained unknown. This study demonstrates that soyasaponins are secreted 
from the roots of field-grown soybean, and soyasaponin Bb is the major soyasaponin 
detected in the rhizosphere. In vitro analysis of the distribution coefficient suggested 
that soyasaponin Bb can diffuse over longer distances in the soil in comparison with 
daidzein, which is a typical isoflavone secreted from soybean roots. The degradation 
rate of soyasaponin Bb in soil was slightly faster than that of daidzein, whereas no 
soyasaponin Bb degradation was observed in autoclaved soil, suggesting that mi-
crobes utilize soyasaponins in the rhizosphere. Bacterial community composition was 
clearly influenced by soyasaponin Bb, and potential plant growth–promoting rhizo-
bacteria such as Novosphingobium were significantly enriched in both soyasaponin 
Bb–treated soil and the soybean rhizosphere. These results strongly suggest that 
soyasaponin Bb plays an important role in the enrichment of certain microbes in the 
soybean rhizosphere.
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into the rhizosphere) and depends on the plant species, develop-
mental stage, and environmental conditions (Grayston, Vaughan, 
& Jones, 1997; Lynch & Whipps, 1990). Root exudates are involved 
in many biological processes such as nutrient acquisition (Canarini, 
Kaiser, Merchant, Richter, & Wanek, 2019) and interactions with 
other organisms, including microbes in the rhizosphere (Huang et al., 
2014). For example, organic acids such as malate and citrate mobi-
lize inorganic phosphorus from soils to plant roots (Carvalhais et al., 
2011; Giles et al., 2017; Krishnapriya & Pandey, 2016; Lyu, Tang, Li, 
Zhang, & Rengel, 2016) by solubilizing P bound to iron or aluminum 
oxides (Otani, Ae, & Tanaka, 1996). Flavonoids secreted by legume 
plants act as signaling compounds to initiate symbiosis with rhizobia 
(Abdel-Lateif, Bogusz, & Hocher, 2012). Some flavonoids are also 
involved in the interaction of plant roots with plant growth–promot-
ing rhizobacteria (PGPR), mycorrhizal fungi, pathogens, nematodes, 
and other plants (Hassan & Mathesius, 2012; Sugiyama & Yazaki, 
2014). A group of plant hormones, strigolactones, secreted by vari-
ous plant species, stimulate mycorrhizal hyphal branching (Akiyama, 
Matsuzaki, & Hayashi, 2005).

Soybean (Glycine max), one of the major crops worldwide, se-
cretes primary metabolites such as sugars and amino acids (Tawaraya 
et al., 2014; Timotiwu & Sakurai, 2002) and also specialized metabo-
lites, for instance isoflavones and soyasaponins, into the rhizosphere 
(Sugiyama, 2019). Isoflavones are crucial compounds by which soy-
bean plants establish symbiosis with rhizobia via the induction of 
nodulation genes (Kosslak, Bookland, Barkei, Paarent, & Appelbaum, 
1987; Smit, Puvanesarajah, Carlson, Barbour, & Stacey, 1992). 
Isoflavone secretion from soybean roots is developmentally regu-
lated to maintain the rhizosphere environment (Sugiyama, Yamazaki, 
Hamamoto, Takase, & Yazaki, 2017; Sugiyama et al., 2016). We pre-
viously found that soybean roots selectively release particular sapo-
nin molecules into root exudates, depending on their growth stages 
(Tsuno, Fujimatsu, Endo, Sugiyama, & Yazaki, 2018). Although hydro-
ponically grown soybean secretes equivalent amounts of soyasapo-
nins and isoflavones into the hydroponic medium, the secretion of 
soyasaponins in field-grown soybean and their function in the soy-
bean rhizosphere remain to be elucidated.

Rhizosphere microbial communities have remarkable effects on 
plant growth, health, and production by affecting nutrient uptake 
and resistance to stresses and by suppressing diseases (Berendsen, 
Pieterse, & Bakker, 2012; Finkel, Castrillo, Paredes, González, & 
Dangl, 2017; Hacquard et al., 2015). The environment, including cli-
mate and soil type, as well as plant species, genotype, and growth 
stage influences the composition of the rhizosphere microbiome. 
Recent advancement in sequencing technologies has accelerated 
studies on the relationships between root exudates and soil microbi-
ota, and links between root-secreted metabolites and microbial com-
munities have been reported (Herz et al., 2018; Hu et al., 2018; Yuan 
et al., 2018; Zhalnina et al., 2018). Disruption of genes responsible for 
synthesis of specialized metabolites such as triterpenes, sesterter-
penes, and coumarins in Arabidopsis revealed the functions of these 
metabolites in modulating microbial communities (Chen et al., 2019; 
Huang et al., 2019; Stringlis et al., 2018; Voges, Bai, Schulze-Lefert, 

& Sattely, 2019). In soybean, changes in rhizosphere microbial com-
munities during development and continuous cropping have been 
analyzed (Hara, Matsuda, & Minamisawa, 2019; Liu, Hewezi et al., 
2019; Liu, Pan et al., 2019; Sugiyama, Ueda, Zushi, Takase, & Yazaki, 
2014). We recently reported that daidzein, the major isoflavone se-
creted from soybean roots, diffuses within a few millimeters from 
the root surface and shapes the soybean rhizosphere bacterial com-
munities (Okutani et al., 2020). To expand our understanding of the 
function of specialized metabolites in the soybean rhizosphere, here 
we analyzed the exudation and fate of soyasaponins in the rhizo-
sphere and characterized their effects on microbial communities. 
By integrating the field and in vitro studies, we decipher the role of 
soyasaponins in the enrichment of particular bacterial families, in-
cluding Sphingomonadaceae and Caulobacteraceae, in the soybean 
rhizosphere.

2  | MATERIAL S AND METHODS

2.1 | Study site, soybean cultivation, and sampling

Field experiments were conducted at the Kao Corporation, 
Ichikai-Machi, Tochigi, Japan (36°31′ 22′′ N, 140°03′41′ E). A new 
field was prepared, and soybean was grown there for the first time 
in 2017. Soybean seeds (Glycine max cv. Enrei) were purchased 
from Tsurushin Shubyo (Matsumoto, Japan) and sown on July 5, 
2018. Plants were irrigated as needed, and emerging weeds were 
removed by hand monthly. Bulk soil samples were collected be-
fore sowing the seeds. Bulk and rhizosphere soils for root exudate 
extraction and analysis of rhizobacteria were collected on July 23 
(stage V5), August 6 (V11), August 20 (R3), and September 19 (R6; 
stages are indicated according to Fehr & Caviness, 1977). Bulk soil 
(soil not adherent to roots) was obtained at least 20 cm from the 
plants as described previously (Sugiyama et al., 2014). Bulk soils 
from four different spots were combined into one sample. One 
composite rhizosphere soil sample (soil adherent to the roots after 
gentle shaking) was obtained from the roots of 5–9 plants with 
the use of sterile brushes. Three composite samples each for bulk 
and rhizosphere soil were obtained per sampling. All samples were 
transferred to the laboratory in a cool (0–10°C) container within 
10 min. The samples were homogenized, passed through a 1.5-mm 
sieve, and small root fragments were removed from rhizosphere 
soil samples. Each sample was then divided into two equal portions; 
one was lyophilized (FDU-2110, Eyela, Tokyo, Japan) and stored at 
−20°C until root exudate extraction, and the other one was stored 
at −20°C until analysis of the microbiome using 16S amplicon se-
quencing. Chemical properties of the bulk soil collected before 
sowing were analyzed using standard methods in the Agricultural 
Product Chemical Research Laboratory of the Federation of 
Tokachi Agricultural Cooperative Association (Obihiro, Japan). The 
bulk soil had a phosphate absorption coefficient of 1964 mg/100 g, 
cation exchange capacity of 45.6  mg/100  g, lime saturation de-
gree of 55.7%, base saturation degree of 76.4%, and pH of 5.9; the 
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soil contained 0.53% total nitrogen, 12.8 mg/100 g hot water-ex-
tractable nitrogen, 1.06 mg/100 g NH4-N, 18.32 mg/100 g NO3-
N, 162.9  mg/100  g K2O, 711.7  mg/100  g CaO, 120.9  mg/100  g 
MgO, 0.70 ppm B, 0.32 ppm Cu, 20.35 ppm Zn, 48.2 mg/100 g P, 
66.85 ppm Mn, and 12.1% soil corrosion. No fertilizers or pesti-
cides were applied during the growth season.

2.2 | Chemicals

Daidzein was purchased from Tokyo Chemical Industry. Formic 
acid of LC-MS grade was purchased from Sigma-Aldrich (St. Louis). 
Soyasaponins Ba and Bb and soyasapogenols A and B were pur-
chased from Tokiwa Phytochemical. Soyasaponins Bc, Be, A1, and 
A2 were purchased from AnalytiCon Discovery, and soyasaponins 
Aa and Ab from Indofine Chemical Company. Acetonitrile and meth-
anol (both of HPLC grade) were purchased from Kanto Chemical. All 
water used in these experiments was Milli-Q water (Merck Millipore).

2.3 | Purification of soyasaponin Bb

Soyasaponin Bb was purified by column chromatography as fol-
lows. Soybean extract B-50 containing 31% (w/w) of soyasaponin Bb 
was purchased from J-Oil Mills, Inc. B-50 (500 mg) was dissolved in 
20 ml of 20% (v/v) acetonitrile and filtered through a 0.45-µm poly-
ethersulfone membrane in a 25-mm syringe filter (Agilent Captiva 
Econofilter, Agilent Technologies). The filtrate was fractionated by 
octadecyl-silica (ODS, C18) chromatography on an YFLC AI-580 flash 
chromatography system (Yamazen) equipped with an injection col-
umn (26 × 150 mm, 55 g gel) and a Universal column ODS premium 
3L (50 × 190 mm, 140 g gel, 30 μm, 120 Å). After loading the sam-
ple, the column system was first eluted with 20% (v/v) acetonitrile 
in water containing 0.01% TFA for 5 min, then with a linear gradient 
of acetonitrile from 20% to 40% (v/v) in 20 min, and finally with 40% 
acetonitrile for 30 min, with a flow rate of 60 ml min−1. The eluate 
was collected in 80 ml fractions. Soyasaponin Bb was eluted at about 
35 min. Each fraction collected around the retention time was ana-
lyzed using the HPLC system described below, and fraction No. 28 
was found to be the most pure in comparison with the soyasaponin 
Bb standard. Fraction No. 28 was concentrated under reduced pres-
sure, and lyophilized to give 49.2 mg (9.8% yield) of white powder 
(pure soyasaponin Bb).

Each fraction after separation of B-50 was analyzed on an Agilent 
1260 Infinity HPLC system (Agilent Technologies), which consisted 
of a binary pump (1260 Bin pump G1312B), a degasser (1260 μ-de-
gasser G1379B), a column thermostat (1260 TCC G1316A), an au-
tosampler (1260 ALS G1329B), and a diode array detector (1260 
DAD VL G1315D). Chromatography was performed by injecting a 
5-µl sample onto an L-column2 ODS (50 mm × 3 mm, 2 μm; Chemicals 
Evaluation and Research Institute, Tokyo, Japan) at 40 ºC. Elution 
was monitored at 210 nm. The mobile phase consisted of (A) water 
containing 0.01% (v/v) TFA, and (B) acetonitrile. The program was as 

follows: isocratic elution at 40% B, 0–5 min; 100% B, 5.01–7 min; and 
40% B, 7.01–10 min. The flow rate was 0.5 ml/min.

2.4 | Extraction of root exudates from bulk and 
rhizosphere soils

Soyasaponins and soyasapogenols were extracted from 100  mg 
samples of lyophilized soil with 500  μl of 50% (v/v) acetonitrile 
for 10 min at 50°C. This extraction was repeated twice. All the su-
pernatants were combined and filtered through a DISMIC-13HP 
0.45-μm syringe filter (Advantec, Tokyo, Japan). Each sample was 
diluted to 5 ml in a measuring flask with 50% (v/v) acetonitrile and 
additionally diluted if necessary before LC-MS/MS analysis, which 
was carried out as described previously (Tsuno et al., 2018). In brief, 
each sample was analyzed using a Shimadzu Nexera UHPLC system 
(Shimadzu, Kyoto, Japan), coupled to an AB SCIEX TripleQuadTM 
4500 triple quadruple tandem mass spectrometer (AB Sciex). 
Samples were separated on a Capcell Core C18 reversed-phase 
column (50 mm × 2.1 mm, 2.7 μm; Shiseido) and a Capcell Core C18 
guard column (5 mm × 2.1 mm, 2.7 μm; Shiseido) at 40°C. The LC 
mobile phase consisted of (A) water containing 0.1% (v/v) formic 
acid and (B) acetonitrile. The gradient program was isocratic at 10% 
B, 0–1 min; linear 10–47.5% B, 1–7 min; linear 47.5–85% B, 7–9 min; 
isocratic at 100% B, 9–10 min; and isocratic at 10% B, 10–11 min. 
The injection volume of each sample was 5 μl, and the flow rate was 
0.5 ml min−1. Soyasaponins and sapogenins were detected based on 
multiple reaction monitoring (MRM) method and quantified using 
standard solutions.

2.5 | Treatment of bulk soil with soyasaponin Bb

The experiment was conducted at two concentrations of soyasapo-
nin Bb using bulk soil collected before sowing.

1.	 Low concentration: We placed 1.30 g of fresh soil (23% moisture, 
i.e., 1.00  g of dry weight) in a 5  ml tube, and added 20  μg of 
purified soyasaponin Bb in 40  μl of water, followed by 200  μl 
of water to adjust soil moisture to 35%, and vortexed the 
mixture thoroughly. The tubes were capped and kept in the 
dark at 23°C. After 3  days from the first treatment, 12.5  μg 
of soyasaponin Bb in 25  μl of water was added to each tube, 
and the mixture was vortexed thoroughly and then kept in 
the dark without a lid until moisture in the soil returned to 
35%. After 6, 9, and 12  days, the same treatment as on third 
day was performed. After 15  days, the tubes were frozen in 
liquid nitrogen and stored at  −  20°C until DNA extraction. 
For control treatment, same treatment without soyasaponin 
Bb was performed using pure water.

2.	 High concentration: Treatment was performed as in (1), with 
the following modifications: 40 μg of soyasaponin Bb in 80 μl of 
water was initially added, 160 μl of water was added to adjust soil 
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moisture to 35%, and 35 μg of soyasaponin Bb in 70 μl of water 
was added after 3, 6, 9, and 12 days, instead of 25 μl for low con-
centration samples. For control treatment, same treatment with-
out soyasaponin Bb was performed, using pure water.

2.6 | Analysis of soyasaponin Bb and daidzein 
degradation in bulk soil

We placed 130 mg of fresh soil collected before sowing in a 2-ml 
tube, added 1 μg of soyasaponin Bb or daidzein in 10 μl of water, and 
vortexed the mixture thoroughly. The tubes were kept in the dark at 
23°C. After 0, 2, 4, and 7 days, the tubes were frozen in liquid nitro-
gen and lyophilized (FDU-2110, Eyela). Dry soil samples were used 
for extraction described above and the extracted compounds were 
quantified by LC-MS/MS (Tsuno et al., 2018). For degradation analy-
sis of soyasaponin Bb in autoclaved soil, a portion was taken from 
the same batch of soil described above and autoclaved at 120°C for 
15  min. We performed the treatment as described above, except 
using autoclaved soil.

2.7 | Analysis of soyasaponin Bb and daidzein 
adsorption in bulk soil

We placed 1.30 g of fresh soil (1 g dry weight) in a 20-ml glass tube, 
added 9.7 ml of water and 10, 50, or 100 nmol of soyasaponin Bb or 
daidzein in 10 μl of DMSO, and stirred the mixture with a magnetic 
stirrer (RCX-1000D, Eyela) at 250  rpm for 15 min. The content of 
each tube was filtered through a 0.45-μm polytetrafluoroethylene 
membrane filter in a 13-mm syringe filter (DISMIC-13HP) and diluted 
with 50% acetonitrile for further quantitative analysis by LC-MS/MS 
(Tsuno et al., 2018). The adsorption of soyasaponin Bb and daidzein 
on bulk soil was calculated by subtracting the amount of soyasapo-
nin Bb or daidzein in the aqueous phase from the added amount in 
the initial solution (Liang et al., 2011). Based on the obtained ad-
sorption isotherm, the distribution coefficients (Kd, m3 kg−1 soil dry 
weight) of soyasaponins Bb and daidzein were calculated as the ratio 
of the measured soyasaponin Bb or daidzein concentration in the 
filtrate to its content in the soil, respectively.

2.8 | DNA Extraction, PCR, and sequencing

Each soil sample was lyophilized in a freeze dryer (VD-250R, Taitec, 
Saitama) and ground in a homogenizer (Shake Master Neo; BMS). 
DNA extraction and amplicon sequencing of the 16S rRNA gene 
were performed by Bioengineering Lab. Co. Briefly, DNA was ex-
tracted using an MPure bacterial DNA extraction kit (MP Bio Japan) 
and quantified using Synergy H1 (Bio Tek) and QuantiFluor dsDNA 
System (Promega). A DNA library was prepared using a two-step 
PCR method (Sinclair, Osman, Bertilsson, & Eiler, 2015).

In the first PCR, the V4 region was amplified in a 10-μl reaction 
mixture containing 1  ng template DNA, 1  ×  Ex buffer (TaKaRa, 
Shiga, Japan), 500  nM forward and reverse primers, 0.2  mM 
dNTPs, and 0.5 U of ExTaq HS (TaKaRa). Non-barcoded V4 for-
ward primer mix (515f: 5′-ACACTCTTTCCCTACACGACGCTCTTC
CGATCT-NNNNN-GTGCCAGCMGCCGCGGTAA-3′) and reverse 
primer mix (806r: 5′-GTGACTGGAGTTCAGACGTGTGCTCTTC
CGATCT-NNNNN-GGACTCHVGGGTWTCTAAT-3′) were used, 
where NNNNN represents a random sequence offive5 nucle-
otides for quality improvement. The conditions of the first PCR 
were as follows: denaturation at 94°C for 2 min; 25 cycles of 94°C 
for 30 s, 50°C for 30 s, and 72°C for 30 s; and a final extension 
at 72°C for 5 min. PCR products were purified using AMPure XP 
reagent (Beckman Coulter).

In the second PCR, products from the first PCR were am-
plified as above except that the reaction mixture contained 
10  ng of the template (first-PCR product) and the barcoded for-
ward primer (5′-AATGATACGGCGACCACCGAGATCTACAC-
[Index 2]-ACACTCTTTCCCTACACCGACGC-3′) and 
reverse primer (5′-CAAGCAGAAGACGGCATACGAGAT-[Index 
1]-CTGACTGGAGTTCAGACGTGTG-3′). Index pair sequences 
are listed in Table  S1. The conditions of the second PCR were 
as follows: denaturation at 94°C for 2 min; 10 cycles of 94°C for 
30  s, 60°C for 30  s, and 72°C for 30  s; and a final extension at 
72°C for 5 min. PCR products were purified using AMPure XP re-
agent, and their quality and quantity were checked on a Fragment 
Analyzer using a dsDNA 915 Reagent Kit (Advanced Analytical 
Technologies).

DNA libraries were multiplexed and loaded on an Illumina MiSeq 
instrument according to the manufacturer’s instructions (Illumina). 
Reads with the wrong sequence of the start region were filtered 
with the FASTX Toolkit (fastq_barcode_spliltter, http://hanno​nlab.
cshl.edu/fastx_toolk​it/). Among the selected reads, chimeras were 
identified by the QIIME2 pipeline (Bolyen et al., 2019) and omitted 
(Table  S2). Sequences were clustered into operational taxonomic 
units (OTUs) according to a 97% identity cut-off using the QIIME2 
workflow script with default parameters and EzBioCloud 16S ref-
erence database (https://www.ezbio​cloud.net/), which has a higher 
accuracy of taxonomic identification than other existing databases 
(Park & Won, 2018). The filtered datasets were then normalized 
by transforming the number of OTU counts to relative abundance 
values. The raw read sequences were deposited into the DNA 
Data Bank of Japan (DDBJ) Sequence Read Archive (DRA) data-
base (accession: DRA009509). Abundance of Novosphingobium and 
Phenylobacterium in the soybean rhizosphere and daidzein-treated 
soils was analyzed using sequences previously deposited in DRA 
(DRA008649; Okutani et al., 2020).

Quantification of bacterial number was performed using 
Quantitative PCR Kit (TaKaRa) according to the manufacturer’s in-
structions (Keymer & Kent, 2014). Real-time quantitative PCR was 
performed in a 96-well plate using an Applied Biosystems 7500 Fast 
Real-Time PCR system (Thermo Fisher Scientific) with the following 
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conditions: an initial denaturation at 95°C for 30 s, 35 cycles of 95°C 
for 5 s, 60°C for 30 s.

2.9 | Statistical analysis

To evaluate species richness and diversity (α-diversity), we calcu-
lated the number of OTUs, CHAO1, and ACE using the “estimateR” 
function, and Shannon index (H) and Simpson’s reciprocal index (in-
vsimpson, 1/D) using the “diversity” function in the ‘vegan’ package 
(Oksanen et al., 2013) in R (R Core Team, 2016).

To compare community-level differences (β-diversity) between 
taxa identified in each soil, non-metric multidimensional scaling 
(NMDS) ordinations using Bray–Curtis distance were constructed 
with the “metaMDS” function in the “vegan” package (Oksanen et al., 
2013); default settings were used except trymax = 20. Before the 
analysis, the raw OTU counts were rarefied to the lowest number 
of reads in a sample (n = 24,678) using the “rarefy” function in the 
“vegan” package. To simplify comparisons, two-dimensional ordi-
nations were selected. Families, genera, and OTUs with differential 
abundance between bulk and rhizosphere soils at each growth stage 
or in soyasaponin Bb-treated and non-treated soils were identified 
with a negative binomial generalized linear model in the “edgeR” 
package with an FDR-corrected p-value below 0.05 (Robinson, 
McCarthy, & Smyth, 2009). Before the analysis, taxa were filtered 
based on their read counts, that is, only the taxa detected by at least 
one read count in at least 50% of the samples were retained. Venn 
diagrams were generated using the Venn diagram package (Chen & 
Boutros, 2011) in R.

2.10 | Accession numbers

Sequence data from this article can be found in the DNA Data Bank 
of Japan (DDBJ) Sequence Read Archive (DRA) database under ac-
cession number DRA009509.

3  | RESULTS

3.1 | Soyasaponin secretion into rhizosphere soils 
during soybean growth

Soyasaponins, commonly found in legume plants, are composed of 
soyasapogenol (aglycone) and oligosaccharide moieties. They are 
classified into four subgroups depending on their aglycone struc-
tures, with soyasaponin groups A, B, and E being the glycosides of 
soyasapogenols A, B and E, respectively, and group DDMP soyasap-
onins being the glycosides of soyasapogenol B, consisting of C-22 
chains bound to DDMP (2,3-dihydro-2,5-dihydroxy-6-methyl-4H-
pyran-4-one) residues (Shiraiwa & Kurosawa, 2001). Since it has 
been demonstrated that the secretion of soyasaponins from soybean 
roots altered throughout the growth periods in hydroponic cultures 

with higher secretion during vegetative (V) stages than reproductive 
(R) stages (Tsuno et al., 2018), we analyzed soyasaponins in both bulk 
and rhizosphere soils at two stages of vegetative growth (V5 and 
V11) and two stages of reproductive growth (R3 and R6). Remarkable 
amounts of soyasaponins were detected in the soybean rhizosphere 
soil but not in the bulk soil during all growth stages (Figure 1), sug-
gesting that soybean secreted soyasaponins throughout the growth 
period under field conditions, as observed in hydroponic cultures 
(Tsuno et al., 2018). Sapogenins were also detected, but the amount 
was less than 4.0 % of soyasaponins throughout the growth stages 
(Figure 1). The amount of soyasaponins in rhizosphere soil was high-
est at the R3 stage and lowest at the V5 stage. The composition of 
soyasaponins was similar at all growth stages tested, with group B 
soyasaponins representing ca. 60% of the total soyasaponins, fol-
lowed by group A, E, and DDMP soyasaponins. Soyasaponin Bb rep-
resented 65%–70% of group B soyasaponins, whereas soyasaponins 
Ab and deacetyl Af represented 24%–27% and 26%–31% of group 
A soyasaponins, respectively (Figure 1; Figures S1 and S2). For sap-
ogenins, only soyasapogenol B was detected (Figure  S2). Because 
soyasaponin Bb was the main soyasaponin in the soybean rhizos-
phere (Figure S2), we used soyasaponin Bb for further studies.

3.2 | Degradation of soyasaponin Bb in bulk soil

We analyzed the degradation rate and the distribution coefficient 
of soyasaponin Bb in field soils. Soyasaponin Bb was gradually de-
graded in bulk soil, whereas the degradation was not observed in 
autoclaved bulk soil even after 7 days (Figure 2), suggesting that 
soyasaponin Bb was degraded by soil microbes. After 7  days, 
13.2% soyasaponin Bb remained, and the half-life was 2.4  days 

F I G U R E  1   Contents of soyasaponins and sapogenins in bulk 
and rhizosphere soils throughout soybean growth stages in the 
field. The contents of group A, B, and E soyasaponins are sum 
of several soyasaponins data shown in Figure S2, and those 
of DDMP soyasaponin and sapogenin are soyasaponin βg and 
soyasapogenol B data, respectively. Data are means ± SD (n = 3). 
Significant differences (P < 0.05; Tukey–Kramer test) are indicated 
with different letters. V5, V11, R3, and R6, soybean growth 
stages; W, weeks after sowing
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assuming a first-order reaction. In the same bulk soil, daidzein was 
degraded slightly slower than soyasaponin Bb, with a half-life of 
3.8 days (Figure 2).

In soyasaponin Bb, glucuronic acid and two sugars (galac-
tose and rhamnose) are bound to soyasapogenol B (Figure  S3). 
Therefore, the sugar moieties are likely to be eliminated by hydro-
lysis to deliver sapogenin as a degradation product of soyasaponin 
Bb. In the tested soils, soyasaponin Be (oxidized at position 22 of 
soyasaponin Bb), soyasaponin Bb’ (with rhamnose cleaved off), 
and soyasapogenol B were found as metabolites of soyasaponin 
Bb (Figures S3 and S4). One day after the addition of soyasapo-
nin Bb, the total number of moles of these three metabolites and 
remaining soyasaponin Bb was similar to that of soyasaponin Bb 
added. At 2 days after the addition, the total amount of saponins 
decreased significantly and was ca. 70  mol% of soyasaponin Bb 
added to soil. After 7 days, most soyasaponin Bb was metabolized 
to components other than these three metabolites (Figure  S4). 
These results suggest that soyasaponin Bb was metabolized and 
utilized as a carbon source by soil microbes.

3.3 | Adsorption of soyasaponin Bb to soil

Distribution coefficient (Kd), defined as the ratio of concentrations 
in the adsorbed and solution phases, is a key parameter for assessing 
the transport of a compound in the soil (Okutani et al., 2020; Wang 
& Chen, 2020). The distribution coefficient of soyasaponin Bb was 
0.0088 m3kg−1, and that of daidzein was 0.0474 m3kg−1, that is, 5.4 
times that of soyasaponin Bb (Figure 3). These results indicate that 
soyasaponin Bb adsorbed to soil to a lesser extent than did daid-
zein. Because the degradation rates of soyasaponin Bb and daidzein 

were similar, five-fold lower distribution coefficient of soyasaponin 
Bb suggests that soyasaponin Bb moves over longer distances in the 
soybean rhizosphere than does daidzein.

3.4 | Effect of soyasaponin Bb on 
bacterial community

Soyasaponin Bb was detected in rhizosphere soil throughout the 
growth period of the soybean (Figure 1, Figure S1) and was degraded 
by microbes (Figure 2). Soyasaponin Bb can diffuse over longer dis-
tances in the rhizosphere in comparison with daidzein (Figure  3). 
To evaluate the effect of soyasaponin Bb on microbial communi-
ties in the rhizosphere, we added it in vitro to the field soil every 
3 days (five additions in total). The total amount of soyasaponin Bb 
added per soil dry weight was 70 μg g−1 (74.2 nmol g−1) or 180 μg g−1 
(190.0 nmol g−1). The low and high concentrations were chosen on 
the basis of the calculated content of soyasaponin Bb in the rhizos-
phere during the growth (Figure S1).

Soyasaponin Bb treatment did not affect any of the α-diversity 
indices at either of the two concentrations (Figure S5), and slightly 
reduced the overall abundance of bacteria at low concentration and 
slightly increased that at high concentration (Figure S6). Evaluation 
of β-diversity using non-metric multidimensional scaling (NMDS) 
analysis showed that bacterial communities shifted from bulk to rhi-
zosphere soil on the first NMDS axis (NMDS1; Figure 4). Among rhi-
zosphere soil samples, the bacterial communities tended to change 
depending on the growth stage (second NMDS axis, NMDS2), but no 
such tendency was observed among bulk soil samples. Soil samples 
from in vitro studies were clustered near the bulk soil samples but 
slightly differed from them on NMDS2 (Figure 4). The bacterial com-
munities of soyasaponin Bb-treated soils were not closer to those 
of the rhizosphere than bulk soil communities. Because different 
amount of water was added to Low-Cont and High-Cont samples, 

F I G U R E  2   Degradation of soyasaponin Bb (SSBb) and daidzein 
in field soil. Bulk soil collected at sowing was used to analyze 
degradation of each compound within 7 days, in addition to 
the autoclaved bulk soil with SSBb. Values are means ± SD of 
three (SSBb and daidzein) or five (SSBb + Autoclaved) replicates. 
Significant differences (P < 0.05; Tukey–Kramer test) on the same 
day (except day 0) are indicated with different letters.

F I G U R E  3   Adsorption of soyasaponin Bb (SSBb) and daidzein 
in the field soil. The mixtures of bulk soil collected at sowing and 
water solution of each compound at different concentrations 
were analyzed to calculate distribution coefficient. Cs (mg/kg), the 
amount of each compound adsorbed in the soil phase; Cw (mg/L), 
the concentration of each compound in the aqueous phase; Kd (m3 
kg−1), distribution coefficient. Values are means ± SD (n = 3)
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the bacterial communities between these control samples were sep-
arated (Figure 4).

To evaluate whether soyasaponin Bb treatment affected taxon 
composition of the bacterial communities, we compared taxa in all 
soil samples at the phylum level. Proteobacteria were predominant 
in all soils (bulk: 28.7%–32.8%; rhizosphere: 29.2%–40.8%; in vitro 
studies: 29.2%–36.8%), followed by Firmicutes (bulk: 10.4%–32.0%; 
rhizosphere: 18.6%–33.0%; in vitro studies: 13.3%–19.8%), and 
Actinobacteria (bulk: 11.6%–16.3%; rhizosphere: 14.4%–21.1%; in 
vitro studies: 16.9%–21.1%; Figure 5). Rhizosphere soils showed dis-
tinct changes during soybean growth, with Actinobacteria increasing 
from 15.9% at the V5 stage to 20.8% at the R6 stage; Acidobacteria 
increased from 3.9% to 5.2%, while Bacteroidetes decreased from 
8.6% to 5.0% (Figure 5). It is to be noted that the relative abundance 
of Acidobacteria and Chloroflexi was lower in the rhizosphere soils 
than in bulk soils, while that of Actinobacteria and Bacteroidetes was 
higher. No statistical differences were observed between soyasa-
ponin Bb-treated and untreated soils for abundant phyla (Figure 5), 
but Cyanobacteria was higher in low soyasaponin Bb-treated soil 
and AD3 and Verrucomicrobia were lower in high soyasaponin Bb-
treated soil. These results suggest that soyasaponin Bb had little ef-
fect on the microbiome at the phylum level, but did not rule out the 
possibility that soyasaponin Bb influenced specific bacterial families 
or genera.

3.5 | Comparison of taxa affected by soyasaponin 
Bb common to soybean rhizosphere

To further analyze the effects of soyasaponin Bb on soil microbial 
composition, we analyzed enriched or depleted bacterial families in 
soyasaponin Bb treatment in bulk soils, and compared these families 
with those enriched or depleted in soybean rhizosphere. Significant 

F I G U R E  4   β-Diversity of bacterial communities in bulk and 
rhizosphere soils throughout soybean growth stages (V5, V11, 
R3, and R6) and in soyasaponin Bb (SSBb)-treated bulk soil using 
non-metric multidimensional scaling (NMDS) ordination. NMDS 
plots of field soils and soils obtained from in vitro studies based 
on Bray–Curtis distance. Bulk soil collected at sowing was used 
for in vitro studies. Bulk or Rhizosphere_V5, V11, R3, and R6, bulk 
or rhizosphere soils collected at each growth stage; Low_Cont 
and High_Cont, the bulk soils treated with water obtained from 
in vitro studies; Low_SSBb and High_SSBb, the bulk soils treated 
with low and high amount of SSBb obtained from in vitro studies, 
respectively

F I G U R E  5   Bacterial community composition at phylum level in the bulk and rhizosphere soils during soybean growth, and in soyasaponin 
Bb (SSBb)-treated bulk soil. The composition at phylum level in each soil shown in Figure 4. Each bar represents the average relative 
abundance (n = 3). Others include archaea, unassigned reads, and bacteria with average relative abundance <1% in all samples. V5, V11, 
R3, and R6, growth stages; Low-Cont and HighCont, the bulk soils treated with water obtained from in vitro studies; Low-SSBb and High-
SSBb, the bulk soils treated with low and high amount of SSBb obtained from in vitro studies, respectively
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F I G U R E  6   Comparison of bacterial communities between soyasaponin Bb (SSBb)-treated bulk soil and soybean rhizosphere soils at the 
family and genus levels. Venn diagrams show overlap of bacterial families and genera enriched or depleted in SSBb-treated bulk soil at the 
high concentration (yellow) and in the soybean rhizosphere (blue). Numbers in the circles are the numbers of bacterial families or genera. 
These families and genera were identified with a negative binomial generalized linear model (FDR-corrected P < 0.05). Rhizo, rhizosphere 
soil; SSBb-treated, SSBb-treated bulk soil; N.D., statistically significant families or genera were not detected
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changes were caused by soyasaponin Bb treatment at the high con-
centration. Three families were enriched in soyasaponin Bb-treated 
soil, and two of them, Sphingomonadaceae and Caulobacteraceae, 
were also enriched in soybean rhizosphere soil, although only at the 
R6 stage (Figure 6). In contrast, Enterobacteriaceae was depleted in 
soyasaponin Bb-treated soil but not in rhizosphere soil at all growth 
stages (Figure 6). Relative abundances of Sphingomonadaceae and 
Caulobacteraceae were increased not only by in vitro soyasapo-
nin Bb treatment but also in rhizosphere soil at some growth 
stages (Figure  7a,b). These data suggest that microbes belonging 
to these families were affected by soyasaponin Bb in the soybean 
rhizosphere.

Three genera of microbes—unclassified genus belonging to 
Micrococcaceae, Phenylobacterium, and Novosphingobium—were 
enriched in soyasaponin Bb-treated soils, and Novosphingobium was 
also enriched in soybean rhizosphere soil at the R3 and R6 stages 
(Figure 6 and 7c). Similar results were obtained at the OTU level, that 
is, OTU_046 (annotated as a Novosphingobium species) was enriched 
in both soyasaponin Bb-treated and soybean rhizosphere soils ex-
cept at the V5 stage (Figure S7). Novosphingobium, but not several 
other Sphingomonadaceae genera, was specifically enriched in both 
soyasaponin Bb-treated and rhizosphere soils (Figure  S8). Among 
genera belonging to the other enriched family, the Caulobacteraceae, 
Phenylobacterium was enriched in both soyasaponin Bb-treated and 
soybean rhizosphere soils (Figure  S9). These results suggest that 
soyasaponin Bb functions as an attractant for specific genera, such 
as Novosphingobium and Phenylobacterium, and not as a repellent in 
soybean rhizosphere.

4  | DISCUSSION

Soyasaponins are commonly found in legumes and pulses and have 
biological activities beneficial for human health (Singh, Pal, Singh, & 
Kaur, 2017). Although the biosynthesis and distribution of soyasap-
onins in legume plants have been studied for decades (Kurosawa, 
Takahara, & Shiraiwa, 2002; Sayama et al., 2012; Shibuya, Nishimura, 
Yasuyama, & Ebizuka, 2010; Shimoyamada, Kudo, Okubo, Yamaguchi, 
& Harada, 1990; Shiraiwa, Harada, & Okubo, 1991; Yano et al., 
2017), the effects of soyasaponins on soil microbes have not been 
reported so far. In our previous report, we discovered soyasaponins 
in root exudates of legume plants cultured hydroponically (Tsuno 
et al., 2018). The selective and developmentally controlled secretion 
of soyasaponins from legume roots suggests that soyasaponins af-
fect their underground environment including soil microbes. To un-
derstand the rhizosphere, it is important to evaluate root exudates 
not only in hydroponic cultures but also in the field. Our purpose in 
this study was to evaluate root exudation of soyasaponins and their 
effects on rhizosphere microbes in the field.

Our analysis suggested that soyasaponins were secreted from 
the roots of field-grown soybean throughout the growth stages, 
but were undetectable in bulk soil. The group B saponins were 

predominant in the rhizosphere throughout the growth period, 
and the amount of soyasaponin Bb, a major saponin in the soybean 
rhizosphere, was similar to that of daidzein reported previously 
(Sugiyama et al., 2017). In contrast, Group A saponins were pre-
dominant during vegetative stages in hydroponic culture (Tsuno 
et al., 2018). This difference may be caused by differences in en-
vironmental conditions between the field and hydroponic culture. 
Future detailed analysis of group A saponins in soil may help us to 
understand this difference.

In the field soil, soyasaponin Bb was first degraded to soyasa-
pogenol B with a loss of sugar moieties; soyasapogenol B was fur-
ther slowly degraded, suggesting that it was used as a carbon source 
by soil microbes. The degradation rate and distribution coefficient 
suggested that its behavior in soil differs from that of daidzein, al-
though the amounts of soyasaponin Bb and daidzein secreted at the 
R4 stage were similar (Okutani et al., 2020; Sugiyama et al., 2017; 
Sugiyama et al., 2016; Tsuno et al., 2018). Because it diffuses into a 
broader region of the rhizosphere than does daidzein, soyasaponin 
Bb may influence a larger area in the soil, where it may mediate the 
interactions with microbes to improve the rhizosphere environment 
for soybean roots.

In this study, the effect of soyasaponin Bb on soil microbes in the 
rhizosphere was characterized by sequencing of 16S rRNA genes. 
Soyasaponin Bb treatment did not make the microbial community 
of bulk soil closer to that in soybean rhizosphere soil, but specific 
microbes such as Novosphingobium and Phenylobacterium were en-
riched in both soyasaponin Bb-treated soil and soybean rhizosphere. 
In accordance with the changes of bacterial communities in the rhi-
zosphere during the growth periods of soybean grown in the fields 
(Hara et al., 2019; Sugiyama et al., 2014), the relative abundances 
of Sphingomonadaceae and Novosphingobium gradually increased 
during the growth period, which resulted in the significant differ-
ence detected at R6 stage (Figure  7). These results indicate that 
soyasaponin Bb accumulated in the rhizosphere stimulates prolif-
eration of a limited number of microbes to modulate the microbial 
community. Novosphingobium degrades polycyclic aromatic hydro-
carbons (Segura, Hernández-Sánchez, Marqués, & Molina, 2017) 
and 1-methylphenanthrene (Sha, Zhong, Chen, Lin, & Luan, 2017), is 
resistant to the pesticide DDT (dichlorodiphenyltrichloroethane; Lin 
et al., 2014), and enriched by crude oil contamination (Yang, Wen, 
Zhao, Shi, & Jin, 2014). These findings suggest the involvement of 
Novosphingobium in the degradation of organic matter in soil, which 
results in the production of nutrients that can be absorbed by plant 
roots or in avoidance of toxicity of harmful compounds (McGuinness 
& Dowling, 2009). Novosphingobium also elicits induced systemic 
resistance in pepper (Hahm et al., 2012) and reduces salt stress in 
Citrus species (Vives-Peris, Gómez-Cadenas, & Pérez-Clemente, 
2018), suggesting that it may be involved in stress control and func-
tions as a potential PGPR.

Soyasaponin Bb is metabolized by human intestinal and fecal 
microorganisms (Chang, Han, Han, & Kim, 2009; Hu, Zheng, Hyde, 
Hendrich, & Murphy, 2004), but the microbes that metabolize 
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soyasaponin Bb or soyasaponin Bb-metabolizing enzymes in soil are 
yet to be identified. Specific enrichment of microbes by soyasaponin 
Bb suggests that Novosphingobium possesses a gene set that allows 
the bacteria to use soyasaponin Bb as a carbon source. Because 
Novosphingobium was enriched in a growth stage–dependent man-
ner, these bacteria may play important roles, especially at reproduc-
tive stages. It is noteworthy that the enrichment of Novosphingobium 
and Phenylobacterium in soybean rhizosphere does not depend on 
soil types or plant genotypes, because the enrichment of these 
genera was also observed in the rhizosphere of five soybean geno-
types grown in agriculture soil and forest soil collected in Tennessee, 
USA (Liu, Hewezi et al., 2019), and also in the rhizosphere of soy-
bean (cv. Shintambagro) grown in a farm in Kyoto, Japan (Okutani 
et al., 2020, Figure S10a). We previously showed daidzein enriched 
various bacteria in in vitro experiments, but daidzein did not en-
rich Novosphingobium and Phenylobacterium (Okutani et al., 2020; 
Figure  S10b). These results suggest that, in addition to daidzein, 
soyasaponin Bb has roles in shaping microbial communities in the 
soybean rhizosphere.

In conclusion, this study revealed the exudation and functions 
of soyasaponins in a soybean field. In vitro analysis of degradation 
and adsorption suggests that soyasaponin Bb can diffuse over longer 
distances in the rhizosphere than daidzein. Moreover, soyasaponin 
Bb affected the bacterial communities by increasing the populations 
of potential PGPRs such as Novosphingobium, which is also enriched 
in the soybean rhizosphere. The secretion of sugar-containing com-
pounds into soil appears to be a large carbon loss for plants, but this 
loss could be a trade-off to attract microbes with growth-promot-
ing effects to the rhizosphere. Further studies on the physiological 
functions of these microbes in plant growth are needed to clarify the 
soyasaponin-mediated interactions between plants and rhizosphere 
microbes.

ACKNOWLEDG MENTS
This study was supported by a grant for Collaborative Research of 
Kyoto University with Kao Corporation. A.S. was supported in part 
by grants from JST-CREST (JPMJCR17O2) and from the Research 
Institute for Sustainable Humanosphere (Mission 1).

CONFLIC T OF INTERE S TS
No potential conflict of interest was reported by the authors.

AUTHOR CONTRIBUTIONS
T.F., K.E., K.Y., and A.S. designed the research; T.F. performed re-
search; T.F. and A.S. analyzed data; K.E., K.Y., and A.S. supervised 
the research and provided technical assistance; T.F., K.E., K.Y., and 
A.S. wrote the paper.

ORCID
Teruhisa Fujimatsu   https://orcid.org/0000-0002-9353-3759 
Keiji Endo   https://orcid.org/0000-0002-7073-1875 
Kazufumi Yazaki   https://orcid.org/0000-0003-2523-6418 
Akifumi Sugiyama   https://orcid.org/0000-0002-9643-6639 

R E FE R E N C E S
Abdel-Lateif, K., Bogusz, D., & Hocher, V. (2012). The role of flavonoids 

in the establishment of plant roots endosymbioses with arbuscular 
mycorrhiza fungi, rhizobia and Frankia bacteria. Plant Signaling & 
Behavior, 7(6), 636–641. https://doi.org/10.4161/psb.20039

Akiyama, K., Matsuzaki, K., & Hayashi, H. (2005). Plant sesquiterpenes 
induce hyphal branching in arbuscular mycorrhizal fungi. Nature, 435, 
824–827. https://doi.org/10.1038/natur​e03608

Berendsen, R. L., Pieterse, C. M. J., & Bakker, P. A. H. M. (2012). The rhi-
zosphere microbiome and plant health. Trends in Plant Science, 17(8), 
478–486. https://doi.org/10.1016/j.tplan​ts.2012.04.001

Bolyen, E., Rideout, J. R., Dillon, M. R., Bokulich, N. A., Abnet, C. C., Al-
Ghalith, G. A., … Caporaso, J. G. (2019). Reproducible, interactive, 
scalable and extensible microbiome data science using QIIME 2. 
Nature Biotechnology, 37(8), 852–857. https://doi.org/10.1038/s4158​
7-019-0209-9

Canarini, A., Kaiser, C., Merchant, A., Richter, A., & Wanek, W. (2019). 
Root exudation of primary metabolites: Mechanisms and their roles 
in plant responses to environmental stimuli. Frontiers in Plant Science, 
10, 157. https://doi.org/10.3389/fpls.2019.00157

Carvalhais, L. C., Dennis, P. G., Fedoseyenko, D., Hajirezaei, M., Borriss, 
R., & Wirén, N. Von (2011). Root exudation of sugars, amino acids, 
and organic acids by maize as affected by nitrogen, phosphorus, po-
tassium, and iron deficiency. Journal of Plant Nutrition and Soil Science, 
174, 3–11. https://doi.org/10.1002/jpln.20100​0085

Chang, S., Han, M. J., Han, S.-J., & Kim, D.-H. (2009). Metabolism of 
soyasaponin I by human intestinal microflora and its estrogenic and 
cytotoxic effects. Biomolecules and Therapeutics, 17(4), 430–437. 
https://doi.org/10.4062/biomo​lther.2009.17.4.430

Chen, H., & Boutros, P. C. (2011). VennDiagram: a package for the gen-
eration of highly-customizable Venn and Euler diagrams in R. BMC 
Bioinformatics, 12, 35. https://doi.org/10.1186/1471-2105-12-35

Chen, Q., Jiang, T., Liu, Y.-X., Liu, H., Zhao, T., Liu, Z., … Wang, G. 
(2019). Recently duplicated sesterterpene (C25) gene clusters 
in Arabidopsis thaliana modulate root microbiota. Science China 
Life Sciences, 62(7), 947–958. https://doi.org/10.1007/s1142​
7-019-9521-2

Fehr, W. R., & Caviness, C. E. (1977). Stages of soybean development. 
Ames, IA: Iowa State University Press.

Finkel, O. M., Castrillo, G., Paredes, S. H., González, I. S., & Dangl, 
J. L. (2017). Understanding and exploiting plant beneficial mi-
crobes. Current Opinion in Plant Biology, 38, 155–163. https://doi.
org/10.1016/j.pbi.2017.04.018

Giles, C. D., Brown, L. K., Adu, M. O., Mezeli, M. M., Sandral, G. A., 
Simpson, R. J., … George, T. S. (2017). Response-based selection of 
barley cultivars and legume species for complementarity: Root mor-
phology and exudation in relation to nutrient source. Plant Science, 
255, 12–28. https://doi.org/10.1016/j.plant​sci.2016.11.002

Grayston, S. J., Vaughan, D., & Jones, D. (1997). Rhizosphere carbon flow 
in trees, in compar- ison with annual plants: the importance of roots 
exudation and its impact on mi- crobial activity and nutrient availabil-
ity. Applied Soil Ecology, 5(1), 29–56. https://doi.org/10.1016/S0929​
-1393(96)00126​-6

Hacquard, S., Garrido-Oter, R., González, A., Spaepen, S., Ackermann, 
G., Lebeis, S., … Schulze-Lefert, P. (2015). Microbiota and host nu-
trition across plant and animal kingdoms. Cell Host & Microbe, 17(5), 
603–616. https://doi.org/10.1016/j.chom.2015.04.009

Hahm, M. S., Sumayo, M., Hwang, Y. J., Jeon, S. A., Park, S. J., Lee, J. 
Y., … Ghim, S. Y. (2012). Biological control and plant growth pro-
moting capacity of rhizobacteria on pepper under greenhouse and 
field conditions. Journal of Microbiology, 50(3), 380–385. https://doi.
org/10.1007/s1227​5-012-1477-y

Hara, S., Matsuda, M., & Minamisawa, K. (2019). Growth stage-depen-
dent bacterial communities in soybean plant tissues: Methylorubrum 
transiently dominated in the flowering stage of the soybean shoot. 

A Self-archived copy in
Kyoto University Research Information Repository

https://repository.kulib.kyoto-u.ac.jp

https://orcid.org/0000-0002-9353-3759
https://orcid.org/0000-0002-9353-3759
https://orcid.org/0000-0002-7073-1875
https://orcid.org/0000-0002-7073-1875
https://orcid.org/0000-0003-2523-6418
https://orcid.org/0000-0003-2523-6418
https://orcid.org/0000-0002-9643-6639
https://orcid.org/0000-0002-9643-6639
https://doi.org/10.4161/psb.20039
https://doi.org/10.1038/nature03608
https://doi.org/10.1016/j.tplants.2012.04.001
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.3389/fpls.2019.00157
https://doi.org/10.1002/jpln.201000085
https://doi.org/10.4062/biomolther.2009.17.4.430
https://doi.org/10.1186/1471-2105-12-35
https://doi.org/10.1007/s11427-019-9521-2
https://doi.org/10.1007/s11427-019-9521-2
https://doi.org/10.1016/j.pbi.2017.04.018
https://doi.org/10.1016/j.pbi.2017.04.018
https://doi.org/10.1016/j.plantsci.2016.11.002
https://doi.org/10.1016/S0929-1393(96)00126-6
https://doi.org/10.1016/S0929-1393(96)00126-6
https://doi.org/10.1016/j.chom.2015.04.009
https://doi.org/10.1007/s12275-012-1477-y
https://doi.org/10.1007/s12275-012-1477-y


     |  11FUJIMATSU et al.

Microbes and Environments, 34(4), 446–450. https://doi.org/10.1264/
jsme2.ME19067

Hartmann, A., Rothballer, M., & Schmid, M. (2008). Lorenz Hiltner, a 
pioneer in rhizosphere microbial ecology and soil bacteriology re-
search. Plant and Soil, 312(1–2), 7–14. https://doi.org/10.1007/s1110​
4-007-9514-z

Hassan, S., & Mathesius, U. (2012). The role of flavonoids in root – rhi-
zosphere signalling: opportunities and challenges for improving plant 
– microbe interactions. Journal of Experimental Botany, 63(9), 3429–
3444. https://doi.org/10.1093/jxb/err430

Herz, K., Dietz, S., Gorzolka, K., Haider, S., Jandt, U., Scheel, D., & 
Bruelheide, H. (2018). Linking root exudates to functional plant 
traits. PLoS ONE, 13(10), 1–14. https://doi.org/10.1371/journ​
al.pone.0204128

Hiltner, L. (1904). Über neuere Erfahrungen und Probleme auf dem 
Gebiete der Bodenbakteriologie unter besonderer Berücksichtigung 
der Gründüngung und Brache. Arbeiten Der Deutschen 
Landwirtschaftlichen Gesellschaft, 98, 59–78.

Hu, J., Zheng, Y. L., Hyde, W., Hendrich, S., & Murphy, P. A. (2004). 
Human fecal metabolism of soyasaponin I. Journal of Agricultural 
and Food Chemistry, 52(9), 2689–2696. https://doi.org/10.1021/
jf035​290s

Hu, L., Robert, C. A. M., Cadot, S., Zhang, X., Ye, M., Li, B., … Erb, M. 
(2018). Root exudate metabolites drive plant-soil feedbacks on 
growth and defense by shaping the rhizosphere microbiota. Nature 
Communications, 9(1), 1–13. https://doi.org/10.1038/s4146​7-018-
05122​-7

Huang, A. C., Jiang, T., Liu, Y. X., Bai, Y. C., Reed, J., Qu, B., … Osbourn, 
A. (2019). A specialized metabolic network selectively modulates 
Arabidopsis root microbiota. Science, 364(6440), eaau6389. https://
doi.org/10.1126/scien​ce.aau6389

Huang, X. F., Chaparro, J. M., Reardon, K. F., Zhang, R., Shen, Q., & 
Vivanco, J. M. (2014). Rhizosphere interactions: Root exudates, mi-
crobes, and microbial communities. Botany, 92(4), 267–275. https://
doi.org/10.1139/cjb-2013-0225

Keymer, D. P., & Kent, A. D. (2014). Contribution of nitrogen fixation 
to first year Miscanthus × giganteus. GCB Bioenergy, 6(5), 577–586. 
https://doi.org/10.1111/gcbb.12095

Kosslak, R. M., Bookland, R., Barkei, J., Paarent, H. E., & Appelbaum, E. 
R. (1987). Induction of Bradyrhizobium japonicum common nod genes 
by isoflavones isolated from Glycine max. Proceedings of the National 
Academy of Sciences of the United States of America, 84(21), 7428–
7432. https://doi.org/10.1073/pnas.84.21.7428

Krishnapriya, V., & Pandey, R. (2016). Root exudation index : Screening 
organic acid exudation and phosphorus acquisition efficiency in 
soybean genotypes. Crop and Pasture Science, 67(10), 1096–1109. 
https://doi.org/10.1071/CP15329.

Kurosawa, Y., Takahara, H., & Shiraiwa, M. (2002). UDP-glucuronic 
acid:soyasapogenol glucuronosyltransferase involved in saponin 
biosynthesis in germinating soybean seeds. Planta, 215(4), 620–629. 
https://doi.org/10.1007/s0042​5-002-0781-x

Liang, B., Yang, C., Gong, M., Zhao, Y., Zhang, J., Zhu, C., … Li, S. (2011). 
Adsorption and degradation of triazophos, chlorpyrifos and their 
main hydrolytic metabolites in paddy soil from Chaohu Lake. China. 
Journal of Environmental Management, 92(9), 2229–2234. https://doi.
org/10.1016/j.jenvm​an.2011.04.009

Lin, S. Y., Hameed, A., Liu, Y. C., Hsu, Y. H., Lai, W. A., Huang, H. I., & 
Young, C. C. (2014). Novosphingobium arabidopsis sp. nov., a DDT-
resistant bacterium isolated from the rhizosphere of Arabidopsis thali-
ana. International Journal of Systematic and Evolutionary Microbiology, 
64(2), 594–598. https://doi.org/10.1099/ijs.0.05446​0-0

Liu, F., Hewezi, T., Lebeis, S. L., Pantalone, V., Grewal, P. S., & Staton, 
M. E. (2019). Soil indigenous microbiome and plant genotypes co-
operatively modify soybean rhizosphere microbiome assembly. 

BMC Microbiology, 19(201), 1–19. https://doi.org/10.1186/s1286​
6-019-1572-x

Liu, H., Pan, F., Han, X., Song, F., Zhang, Z., Yan, J., & Xu, Y. (2019). 
Response of soil fungal community structure to long-term continu-
ous soybean cropping. Frontiers in Microbiology, 9, 3316. https://doi.
org/10.3389/fmicb.2018.03316

Lynch, J. M., & Whipps, J. M. (1990). Substrate flow in the rhizosphere. 
Plant and Soil, 129(1), 1–10. https://doi.org/10.1007/BF000​11685

Lyu, Y., Tang, H., Li, H., Zhang, F., & Rengel, Z. (2016). Major crop species 
show differential balance between root morphological and physio-
logical responses to variable phosphorus supply. Frontiers in Plant 
Science, 7(1939), 1–15. https://doi.org/10.3389/fpls.2016.01939

Massalha, H., Korenblum, E., Tholl, D., & Aharoni, A. (2017). Small mole-
cules below-ground: the role of specialized metabolites in the rhizo-
sphere. The Plant Journal, 90(4), 788–807. https://doi.org/10.1111/
tpj.13543

McGuinness, M., & Dowling, D. (2009). Plant-associated bacterial deg-
radation of toxic organic compounds in soil. International Journal of 
Environmental Research and Public Health, 6(8), 2226–2247. https://
doi.org/10.3390/ijerp​h6082226

Oksanen, A. J., Blanchet, F. G., Friendly, M., Kindt, R., Legendre, P., 
Mcglinn, D., Szoecs, E. (2013). Vegan: Community ecology package. 
R-Package Version 2.5-6.

Okutani, F., Hamamoto, S., Aoki, Y., Nakayasu, M., Nihei, N., Nishimura, 
T., … Sugiyama, A. (2020). Rhizosphere modeling reveals spatiotem-
poral distribution of daidzein shaping soybean rhizosphere bacterial 
community. Plant, Cell & Environment, 43(4), 1036–1046, https://doi.
org/10.1111/pce.13708

Otani, T., Ae, N., & Tanaka, H. (1996). Phosphorus (P) uptake mechanisms 
of crops grown in soils with low P status. II. Significance of organic 
acids in root exudates of pigeonpea. Soil Science and Plant Nutrition, 
42(3), 553–560. https://doi.org/10.1080/00380​768.1996.10416324

Park, S.-C., & Won, S. (2018). Evaluation of 16S rRNA databases for taxo-
nomic assignments using a mock community. Genomics & Informatics, 
16(4), e24. https://doi.org/10.5808/gi.2018.16.4.e24

R CoreTeam. (2016). A language and environment for statistical computing. 
Vienna, Austria: R Foundation for Statistical Computing. https://ww-
w.R-proje​ct.org/.

Robinson, M. D., McCarthy, D. J., & Smyth, G. K. (2009). edgeR: a 
Bioconductor package for differential expression analysis of digital 
gene expression data. Bioinformatics, 26(1), 139–140. https://doi.
org/10.1093/bioin​forma​tics/btp616

Sayama, T., Ono, E., Takagi, K., Takada, Y., Horikawa, M., Nakamoto, Y., 
… Ishimoto, M. (2012). The Sg-1 glycosyltransferase locus regulates 
structural diversity of triterpenoid saponins of soybean. The Plant 
Cell, 24(5), 2123–2138. https://doi.org/10.1105/tpc.111.095174

Segura, A., Hernández-Sánchez, V., Marqués, S., & Molina, L. 
(2017). Insights in the regulation of the degradation of PAHs in 
Novosphingobium sp. HR1a and utilization of this regulatory system 
as a tool for the detection of PAHs. Science of the Total Environment, 
590–591, 381–393. https://doi.org/10.1016/j.scito​tenv.2017.02.180

Sha, S., Zhong, J., Chen, B., Lin, L., & Luan, T. (2017). Novosphingobium 
guangzhouense sp. nov., with the ability to degrade 1-methyl-
phenanthrene. International Journal of Systematic and Evolutionary 
Microbiology, 67(2), 489–497. https://doi.org/10.1099/
ijsem.0.001669.

Shibuya, M., Nishimura, K., Yasuyama, N., & Ebizuka, Y. (2010). 
Identification and characterization of glycosyltransferases involved 
in the biosynthesis of soyasaponin I in Glycine max. FEBS Letters, 
584(11), 2258–2264. https://doi.org/10.1016/j.febsl​et.2010.03.037

Shimoyamada, M., Kudo, S., Okubo, K., Yamaguchi, F., & Harada, K. 
(1990). Distributions of saponin constituents in some varieties of 
soybean plant. Agricultural and Biological Chemistry, 54(1), 77–81. 
https://doi.org/10.1271/bbb19​61.54.77

A Self-archived copy in
Kyoto University Research Information Repository

https://repository.kulib.kyoto-u.ac.jp

https://doi.org/10.1264/jsme2.ME19067
https://doi.org/10.1264/jsme2.ME19067
https://doi.org/10.1007/s11104-007-9514-z
https://doi.org/10.1007/s11104-007-9514-z
https://doi.org/10.1093/jxb/err430
https://doi.org/10.1371/journal.pone.0204128
https://doi.org/10.1371/journal.pone.0204128
https://doi.org/10.1021/jf035290s
https://doi.org/10.1021/jf035290s
https://doi.org/10.1038/s41467-018-05122-7
https://doi.org/10.1038/s41467-018-05122-7
https://doi.org/10.1126/science.aau6389
https://doi.org/10.1126/science.aau6389
https://doi.org/10.1139/cjb-2013-0225
https://doi.org/10.1139/cjb-2013-0225
https://doi.org/10.1111/gcbb.12095
https://doi.org/10.1073/pnas.84.21.7428
https://doi.org/10.1071/CP15329
https://doi.org/10.1007/s00425-002-0781-x
https://doi.org/10.1016/j.jenvman.2011.04.009
https://doi.org/10.1016/j.jenvman.2011.04.009
https://doi.org/10.1099/ijs.0.054460-0
https://doi.org/10.1186/s12866-019-1572-x
https://doi.org/10.1186/s12866-019-1572-x
https://doi.org/10.3389/fmicb.2018.03316
https://doi.org/10.3389/fmicb.2018.03316
https://doi.org/10.1007/BF00011685
https://doi.org/10.3389/fpls.2016.01939
https://doi.org/10.1111/tpj.13543
https://doi.org/10.1111/tpj.13543
https://doi.org/10.3390/ijerph6082226
https://doi.org/10.3390/ijerph6082226
https://doi.org/10.1111/pce.13708
https://doi.org/10.1111/pce.13708
https://doi.org/10.1080/00380768.1996.10416324
https://doi.org/10.5808/gi.2018.16.4.e24
https://www.R-project.org/
https://www.R-project.org/
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1105/tpc.111.095174
https://doi.org/10.1016/j.scitotenv.2017.02.180
https://doi.org/10.1099/ijsem.0.001669
https://doi.org/10.1099/ijsem.0.001669
https://doi.org/10.1016/j.febslet.2010.03.037
https://doi.org/10.1271/bbb1961.54.77


12  |     FUJIMATSU et al.

Shiraiwa, M., Harada, K., & Okubo, K. (1991). Composition and content 
of saponins in soybean seed according to variety, cultivation year 
and maturity. Agricultural and Biological Chemistry, 55(2), 323–331. 
https://doi.org/10.1080/00021​369.1991.10870575

Shiraiwa, M., & Kurosawa, Y. (2001). Purification and characterization of 
glucuronosyltransferase for the elucidation of physiological role of 
saponin in soybean plant and the breeding of a value-added soybean 
variety. Soy Protein Res. Japan, 4, 1–10.

Sinclair, L., Osman, O. A., Bertilsson, S., & Eiler, A. (2015). Microbial com-
munity composition and diversity via 16S rRNA gene amplicons: 
Evaluating the Illumina platform. PLoS ONE, 10(2), e0116955. https://
doi.org/10.1371/journ​al.pone.0116955

Singh, B., Pal, J., Singh, N., & Kaur, A. (2017). Saponins in pulses and their 
health promoting activities: A review. Food Chemistry, 233, 540–549. 
https://doi.org/10.1016/j.foodc​hem.2017.04.161

Smit, G., Puvanesarajah, V., Carlson, R. W., Barbour, W. M., & Stacey, G. 
(1992). Bradyrhizobium japonicum nod D1 can be specifically induced 
by soybean flavonoids that do not induce the nodYABCSUIJ operon. 
The Journal of Biological Chemistry, 267(1), 310–318.

Stringlis, I. A., Yu, K., Feussner, K., Jonge, R. De, Bentum, S. Van, Van Verk, M. 
C., … Pieterse, C. M. J. (2018). MYB72-dependent coumarin exudation 
shapes root microbiome assembly to promote plant health. Proceedings 
of the National Academy of Sciences of the United States of America, 
115(22), E5213–E5222. https://doi.org/10.1073/pnas.17223​35115

Sugiyama, A. (2019). The soybean rhizosphere: Metabolites, microbes, 
and beyond—A review. Journal of Advanced Research, 19, 67–73. 
https://doi.org/10.1016/j.jare.2019.03.005

Sugiyama, A., Ueda, Y., Zushi, T., Takase, H., & Yazaki, K. (2014). Changes 
in the bacterial community of soybean rhizospheres during growth 
in the field. PLoS ONE, 9(6), e100709. https://doi.org/10.1371/journ​
al.pone.0100709

Sugiyama, A., Yamazaki, Y., Hamamoto, S., Takase, H., & Yazaki, K. (2017). 
Synthesis and secretion of isoflavones by field-grown soybean. Plant 
and Cell Physiology, 58(9), 1594–1600. https://doi.org/10.1093/pcp/
pcx084

Sugiyama, A., Yamazaki, Y., Yamashita, K., Takahashi, S., Nakayama, T., 
& Yazaki, K. (2016). Developmental and nutritional regulation of 
isoflavone secretion from soybean roots. Bioscience, Biotechnology 
and Biochemistry, 80(1), 89–94. https://doi.org/10.1080/09168​
451.2015.1062714

Sugiyama, A., & Yazaki, K. (2014). Flavonoids in plant rhizospheres: 
Secretion, fate and their effects on biological communication. Plant 
Biotechnology, 31(5), 431–443. https://doi.org/10.5511/plant​biote​
chnol​ogy.14.0917a

Tawaraya, K., Horie, R., Shinano, T., Wagatsuma, T., Saito, K., & Oikawa, 
A. (2014). Metabolite profiling of soybean root exudates under phos-
phorus deficiency. Soil Science and Plant Nutrition, 60(5), 679–694. 
https://doi.org/10.1080/00380​768.2014.945390

Timotiwu, P. B., & Sakurai, N. (2002). Identification of mono-, oligo-, 
and polysaccharides secreted from soybean roots. Journal of Plant 
Research, 115(2), 77–85. https://doi.org/10.1007/s1026​50200012

Tsuno, Y., Fujimatsu, T., Endo, K., Sugiyama, A., & Yazaki, K. (2018). 
Soyasaponins: A new class of root exudates in soybean (Glycine max). 
Plant and Cell Physiology, 59(2), 366–375. https://doi.org/10.1093/
pcp/pcx192

Vives-Peris, V., Gómez-Cadenas, A., & Pérez-Clemente, R. M. (2018). 
Salt stress alleviation in citrus plants by plant growth-promoting 
rhizobacteria Pseudomonas putida and Novosphingobium sp. Plant 
Cell Reports, 37(11), 1557–1569. https://doi.org/10.1007/s0029​
9-018-2328-z

Voges, M. J. E. E. E., Bai, Y., Schulze-Lefert, P., & Sattely, E. S. (2019). 
Plant-derived coumarins shape the composition of an Arabidopsis 
synthetic root microbiome. Proceedings of the National Academy 
of Sciences of the United States of America, 116(25), 12558–12565. 
https://doi.org/10.1073/pnas.18206​91116

Wang, S., & Chen, J. (2020). Study on the integrated distribution co-
efficient of ammonium N migration in layered soil. Environmental 
Science and Pollution Research, 27(20), 25340–25352. https://doi.
org/10.1007/s1135​6-020-08938​-3

Yang, S., Wen, X., Zhao, L., Shi, Y., & Jin, H. (2014). Crude oil treatment 
leads to shift of bacterial communities in soils from the deep ac-
tive layer and upper permafrost along the China-Russia Crude Oil 
Pipeline route. PLoS ONE, 9(5), e96552. https://doi.org/10.1371/
journ​al.pone.0096552

Yano, R., Takagi, K., Takada, Y., Mukaiyama, K., Tsukamoto, C., & Sayama, 
T. (2017). Metabolic switching of astringent and beneficial triter-
penoid saponins in soybean is achieved by a loss-of-function muta-
tion in cytochrome P450 72A69. The Plant Journal, 89(3), 527–539. 
https://doi.org/10.1111/tpj.13403

Yuan, J., Zhao, J., Wen, T., Zhao, M., Li, R., Goossens, P., … Shen, Q. 
(2018). Root exudates drive the soil-borne legacy of aboveground 
pathogen infection. Microbiome, 6(1), 1–12. https://doi.org/10.1186/
s4016​8-018-0537-x

Zhalnina, K., Louie, K. B., Hao, Z., Mansoori, N., Nunes da Rocha, U., Shi, 
S., … Brodie, E. L. (2018). Dynamic root exudate chemistry and mi-
crobial substrate preferences drive patterns in rhizosphere microbial 
community assembly. Nature Microbiology, 3, 470–480. https://doi.
org/10.1038/s4156​4-018-0129-3

SUPPORTING INFORMATION
Additional supporting information may be found online in the 
Supporting Information section.

How to cite this article: Fujimatsu T, Endo K, Yazaki K, 
Sugiyama A. Secretion dynamics of soyasaponins in soybean 
roots and effects to modify the bacterial composition. Plant 
Direct. 2020;00:1–12. https://doi.org/10.1002/pld3.259

A Self-archived copy in
Kyoto University Research Information Repository

https://repository.kulib.kyoto-u.ac.jp

https://doi.org/10.1080/00021369.1991.10870575
https://doi.org/10.1371/journal.pone.0116955
https://doi.org/10.1371/journal.pone.0116955
https://doi.org/10.1016/j.foodchem.2017.04.161
https://doi.org/10.1073/pnas.1722335115
https://doi.org/10.1016/j.jare.2019.03.005
https://doi.org/10.1371/journal.pone.0100709
https://doi.org/10.1371/journal.pone.0100709
https://doi.org/10.1093/pcp/pcx084
https://doi.org/10.1093/pcp/pcx084
https://doi.org/10.1080/09168451.2015.1062714
https://doi.org/10.1080/09168451.2015.1062714
https://doi.org/10.5511/plantbiotechnology.14.0917a
https://doi.org/10.5511/plantbiotechnology.14.0917a
https://doi.org/10.1080/00380768.2014.945390
https://doi.org/10.1007/s102650200012
https://doi.org/10.1093/pcp/pcx192
https://doi.org/10.1093/pcp/pcx192
https://doi.org/10.1007/s00299-018-2328-z
https://doi.org/10.1007/s00299-018-2328-z
https://doi.org/10.1073/pnas.1820691116
https://doi.org/10.1007/s11356-020-08938-3
https://doi.org/10.1007/s11356-020-08938-3
https://doi.org/10.1371/journal.pone.0096552
https://doi.org/10.1371/journal.pone.0096552
https://doi.org/10.1111/tpj.13403
https://doi.org/10.1186/s40168-018-0537-x
https://doi.org/10.1186/s40168-018-0537-x
https://doi.org/10.1038/s41564-018-0129-3
https://doi.org/10.1038/s41564-018-0129-3
https://doi.org/10.1002/pld3.259



