
R E S E A R C H Open Access

© The Author(s) 2023. Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, 
sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included 
in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/. The 
Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdomain/zero/1.0/) applies to the data made available 
in this article, unless otherwise stated in a credit line to the data.

Fang et al. BMC Genomics          (2023) 24:158 
https://doi.org/10.1186/s12864-023-09226-3

BMC Genomics

*Correspondence:
Jianjian Liu
liujj@ahstu.edu.cn
1College of Resource and Environment, Anhui Science and Technology 
University, Fengyang, China
2MOA Key Laboratory of Plant Nutrition and Fertilization in Lower-Middle 
Reaches of the Yangtze River, Nanjing Agricultural University, Nanjing, 
China
3Guangdong Key Laboratory for New Technology Research of Vegetables, 
Vegetable Research Institute, Guangdong Academy of Agricultural 
Sciences, Guangdong, China

Abstract
Background  Ammonium (NH4

+) is a key nitrogen source supporting plant growth and development. Proteins in the 
ammonium transporter (AMT) family mediate the movement of NH4

+ across the cell membrane. Although several 
studies have examined AMT genes in various plant species, few studies of the AMT gene family have been conducted 
in chili pepper.

Results  Here, a total of eight AMT genes were identified in chili pepper, and their exon/intron structures, 
phylogenetic relationships, and expression patterns in response to arbuscular mycorrhizal (AM) colonization were 
explored. Synteny analyses among chili pepper, tomato, eggplant, soybean, and Medicago revealed that the 
CaAMT2;1, CaAMT2.4, and CaAMT3;1 have undergone an expansion prior to the divergence of Solanaceae and 
Leguminosae. The expression of six AMT2 genes was either up-regulated or down-regulated in response to AM 
colonization. The expression of CaAMT2;1/2;2/2;3 and SlAMT2;1/2;2/2;3 was significantly up-regulated in AM fungi-
inoculated roots. A 1,112-bp CaAMT2;1 promoter fragment and a 1,400-bp CaAMT2;2 promoter fragment drove the 
expression of the β-glucuronidase gene in the cortex of AM roots. Evaluation of AM colonization under different NH4

+ 
concentrations revealed that a sufficient, but not excessive, supply of NH4

+ promotes the growth of chili pepper and 
the colonization of AM. Furthermore, we demonstrated that CaAMT2;2 overexpression could mediate NH4

+ uptake in 
tomato plants.

Conclusion  In sum, our results provide new insights into the evolutionary relationships and functional divergence of 
chili pepper AMT genes. We also identified putative AMT genes expressed in AM symbiotic roots.
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Background
The availability of nitrate (NO3

−) and ammonium (NH4
+) 

in soil has a substantial effect on the growth of higher 
plants. NH4

+ transporters (AMTs) in the plasma mem-
brane mediate the uptake of NH4

+ from soil [1, 2]. NH4
+ 

also accumulates in the cells of leaves through the reduc-
tion of NO3

− [3]. In the root cells, NH4
+ is assimilated in 

the glutamine synthetase/glutamate synthase cycle, and 
it is ultimately incorporated into glutamate [4]. In higher 
plants, NH4

+ can be more efficiently incorporated into 
glutamate than NO3

−. Consequently, NH4
+ is preferen-

tially assimilated by plants under nitrogen (N)-deficiency 
conditions [5–7]. However, excessive NH4

+ concentra-
tions can have toxic effects on various plants [8]. There 
are two transport systems for ammonium uptake, the 
high-affinity transport system, which is the main AMT 
under low external NH4

+ concentrations (< 0.5 mM), and 
the low-affinity transport system, which mediates NH4

+ 
uptake under high external NH4

+ concentrations (> 0.5 
mM) [9, 10].

Arbuscular mycorrhizal (AM) symbioses are some of 
the oldest and most important symbiotic systems in nat-
ural soil ecosystems, as more than 80% of land plants are 
engaged in symbiotic associations with AM fungi from 
the subdivision Glomeromycotina [11–13]. Symbiotic 
associations with AM fungi not only increase the uptake 
of nutrients, including phosphorus (P), N, and potassium 
(K), but also enhance the resistance of plants to abiotic 
and biotic stress, such as drought, salinity, and patho-
gen infection [14–18]. The availability of mineral nutri-
ents in host plants and soil also affects interactions with 
AM fungi. For example, high phosphate (Pi) concentra-
tions impede AM colonization [19, 20]. In tomato, low 
concentrations of K+ have a negative effect on the AM 
colonization rate and the incidence of arbuscules [16]. 
AM colonization is favored when the supply of N is suf-
ficient, not excessive. In AM fungi-inoculated roots of 
Andropogon gerardii, AM colonization and the incidence 
of arbuscules were highest under 1.5 mM NO3

− [21]. Low 
NO3

− application results in a reduction of percent root 
length colonization in rice and sorghum plants [17].

The functions of AMTs in response to AM coloniza-
tion have been characterized in several plant species. The 
sorghum AMTs SbAMT3;1 and SbAMT4 are expressed 
in AM-colonized root cortical cells and are localized to 
the periarbuscular membrane [22]. In Latus japonicus, 
the expression of LjAMT2;2 (high-affinity AMT gene) is 
highly up-regulated in root cells containing arbuscules 
[18, 23]. The expression of five AMT genes in the soy-
bean genome are up-regulated by AM symbiosis, includ-
ing GmAMT1;4, GmAMT3;1, GmAMT4.;1, GmAMT4;3, 
and GmAMT4;4. The LjAMT2;2 ortholog GmAMT4.;1 is 
specifically expressed in arbuscular cells but not in mem-
branes surrounding arbuscular trunks [24]. In Medicago 

truncatula, the expression of three AMT2 proteins is 
induced by AM colonization, and MtAMT2;3 is required 
for the suppression of premature arbuscular degen-
eration in mtpt4 mutants [25]. The role of AM fungi in 
NO3

− and NH4
+ uptake has also been clarified. NH4

+ 
is the preferred N source for AM fungi because addi-
tional energy is required for the reduction of NO3

− to 
NH4

+ by nitrate and nitrite reductase [5, 26]. The three 
ammonium transporter genes GinAMT1, GinAMT2, and 
GinAMT3 have been identified in Rhizophagus irregula-
ris. GintAMT1 and GintAMT2 show high-affinity NH4

+ 
transport activity in a yeast AMT triple-deletion mutant 
and are expressed in the extraradical mycelium (ERM) 
[27–29]. The genes encoding these two AMTs have 
been shown to have differential expression patterns in 
response to changes in the NH4

+ supply. For example, the 
expression of GintAMT1 is down-regulated after the sup-
ply of NH4

+ is restored, but the expression of GintAMT2 
is up-regulated following restoration of the supply of 
NO3

− and NH4
+ under low-N conditions. GintAMT3 

shows low-affinity transport activity, and it is constitu-
tively expressed in ERM and intraradical mycelium [28]. 
AMT genes have been studied in various plant species, 
including Arabidopsis, rice, wheat, poplar, tomato, and 
Pinus pinaster [3, 30–35]. Three AMT genes have been 
isolated from cDNA libraries of the roots and leaves in 
tomato, and these three AMTs could functionally com-
plement a yeast mutant with impaired NH4

+ uptake. The 
high-affinity AMTs LeAMT1;1 and LeAMT1;2 might be 
involved in root hair-mediated NH4

+ uptake from soil [6].
Chili pepper is an economically important vegeta-

ble crop that is rich in vitamins, carotenoids, and cap-
saicinoids; it is used extensively as a spice, food, and 
pharmaceutical product [36, 37]. In 2020, chili pepper 
was cultivated on more than 2  million hectares, and 
approximately 36.2  million metric tons of chili pepper 
were produced in worldwide (FAO, 2020). NH4

+ appli-
cation significantly increases chili pepper yields and 
enhances the accumulation of capsaicin and dihyfrocapa-
icin in fruits [38]. However, the role of NH4

+ in pepper 
has received less attention, and no study has examined 
the relationship between NH4

+ and AM symbiosis. The 
release of the chili pepper genome sequence has now 
made it possible to elucidate the molecular mechanisms 
underlying NH4

+ acquisition and AM symbiosis in chili 
pepper [39].

Here, we identified eight AMT genes (CaAMTs) from 
chili pepper using comparative genomic tools and experi-
mentally verified the identity of these genes. We ana-
lyzed the phylogenetic relationships of these genes, their 
exon/intron structures, and their expression patterns in 
response to AM colonization. We also studied the effi-
ciency of AM symbiosis under a low and high supply of 
NH4

+. The results of our study provide new insights into 
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the mechanisms driving the evolution of AMT genes in 
chili pepper. Our results suggest that mycorrhiza-induc-
ible AMT genes might play an important role in symbi-
otic N uptake in chili pepper and other higher plants.

Results
Identification of AMT genes in the chili pepper genome
To identify candidate AMT genes in the chili pepper 
genome, the amino acid (AA) sequences of homolo-
gous AMT genes in Arabidopsis were used to conduct 
a BLAST search against the chili pepper protein data-
base. A total of eight AMT proteins with an Ammo-
nium_transp domain (PF09009) were identified using 
the SMART and Pfam databases. The AMT genes in 
chili pepper were named according to homologous AMT 
genes in tomato and Arabidopsis. Basic information on 
these genes, including gene IDs, as well as the lengths, 
MW, and pI of their corresponding proteins, are listed 
in Table S1. The length of CaAMT proteins ranged from 
461 (CaAMT1;1) to 513 (CaAMT1;2) AAs, and the pre-
dicted MW ranged from 49.9 to 55 kDa. The pI of these 
CaAMTs ranged from 5.44 to 8.53.

The two conserved domains 
DFAGSGVVHnVGGnAGnnG(n)3EGPR and 
D(n)2GGYVH(n)3GnAGnFAAWVGPR, which have 
been suggested to be present in AMT genes in angio-
sperms and gymnosperms [3], were identified in AMT1 
and AMT2 proteins, respectively, using the alignment 
tools in MEGA 7.0 software (Fig. S1). The transmem-
brane (TM) domain predicted by the TMME2.0 web 
server suggested that all CaAMT proteins possess the 
conserved structures of 11 TM domains (Fig. S2). These 
findings indicated that all the genes identified in the chili 
pepper genome were AMT genes.

Chromosomal distribution of AMT genes in the chili 
pepper genome and AMT gene expansions in solanaceous 
plants
A chromosome map was constructed to compare the 
coding sequences of CaAMT genes against the chili pep-
per genome database. CaAMT genes were identified on 
five chili pepper chromosomes (Fig. S3); chromosomes 
10 and 12 had only one AMT gene (CaAMT3;1 and 
CaAMT1;2, respectively), chromosomes 3, 4, and 8 con-
tained two AMT genes (CaAMT1;3/2.3, CaAMT1;1/2.4, 
and CaAMT2;1/2.2, respectively). A phylogenetic tree 
was constructed using the N-J method in MEGA 7 soft-
ware to clarify the evolutionary relationships among 
AMT genes. A total of 91 AMT genes from 10 spe-
cies in four families, Brassicaceae (6 from Arabidop-
sis), Gramineae (10 from rice, 7 from maize, and 8 from 
Brachypodium distachyon), Leguminosae (15 from 
soybean and 8 from M. truncatula), and Solanaceae 
(7 from tomato, 7 from eggplant, 8 from potato, and 8 

from chili pepper), were used in the phylogenetic analy-
sis. The 85 AMT genes were classified into two major 
groups (Fig. 1). Group I comprised three subgroups, one 
Solanaceae-specific subgroup, one Gramineae-specific 
subgroup, and one dicot-specific subgroup, which were 
referred to as IA, IB, and IC, respectively. In chili pepper, 
CaAMT1;1 was in the IA subgroup, and CaAMT1;2 and 
CaAMT1;3 were in the IC subgroup. The five CaAMT 
genes within Group II comprised three subgroups. The 
three chili pepper paralogs, CaAMT2;1, CaAMT2;2, and 
CaAMT2;3, which share several AAs, were in subgroup 
IIB. CaAMT3;1 was in subgroup IIA. Subgroup IIC only 
contained AMT genes from the families Leguminosae 
and Solanaceae, including CaAMT2.4.

The syntenic relationships of CaAMTs with orthologs 
in three plant families, including Solanaceae (tomato and 
eggplant), Leguminosae (soybean and M. truncatula), 
and Gramineae (rice and Sorghum bicolor) were stud-
ied (Fig.  2). In Solanaceae, a total of 12 pairs of orthol-
ogous genes, including 6 SmAMTs and 6 SlAMTs, were 
identified in eggplant and tomato, respectively. All AMT 
orthologs in tomato and eggplant were in the same physi-
cal positions on homologous chromosomes, with the 
exception of SlAMT1;2 and SmAMT1.2, which were 
detected on chromosome 4 and chromosome 11, respec-
tively; however, high conservation of the chromosomal 
location of AMT genes was not observed in the chili 
pepper genome. This finding suggests that these ortholo-
gous genes might have originated from tandem duplica-
tions during the evolution of tomato and eggplant AMT 
genes. In Gramineae, five and three pairs of orthologous 
genes were detected between chili pepper and soybean 
and between chili pepper and Medicago, respectively. No 
orthologous genes were identified between chili pepper 
and S. bicolor and between chili pepper and rice, which 
suggests that the functional divergence of CaAMTs and 
OsAMTs/SbAMTs might have occurred after the diver-
gence between chili pepper and rice and between chili 
pepper and S. bicolor. Orthologous genes of CaAMT2;1, 
CaAMT2.4, and CaAMT3;1 were detected in the tomato, 
eggplant, soybean, and Medicago genomes, which sug-
gests that the expansion of these three genes might 
have occurred prior to the divergence of Solanaceae and 
Leguminosae.

Effects of different levels of NH4
+ on plant N uptake and 

AM colonization
To characterize the sensitivity of AM fungi-inoculated 
chili pepper plants to NH4

+ levels, chili pepper plants 
were grown in a pot culture system with or without R. 
irregularis inoculation and supplemented with either 0.2, 
1, 2, or 5 mM NH4

+ weekly. The chili pepper shoots and 
roots were harvested 5 weeks after R. irregularis inocu-
lation for measurements of biomass, N accumulation, 
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and AM colonization rates. The growth of the roots and 
shoots and N accumulation were significantly increased 
in AM fungi-inoculated plants treated with 0.2, 1, and 
2 mM NH4

+ compared with AM fungi-uninoculated 
plants; no significant difference in root biomass was 
observed between AM fungi-inoculated and AM fungi-
uninoculated plants in the 5 mM NH4

+ treatment (Fig. 3). 
The growth of chili pepper plants was reduced in the 5 
mM NH4

+ treatment compared with the other NH4
+ lev-

els, indicating that plants experienced high NH4
+ stress 

(Fig.  3a, b). The N content of AM-uninoculated plants 
increased as the NH4

+ supply increased in the 0.2, 1, 
and 2 mM NH4

+ treatments. No significant differences 
in the N content of the shoots and roots were observed 
between AM-inoculated and AM-uninoculated plants in 

the 5 mM NH4
+ treatment. The total N content of both 

the shoots and roots was significantly higher in AM-
inoculated plants than in AM-uninoculated plants in the 
0.2, 1, and 2 mM NH4

+ treatments.
The concentration of P was higher in the shoots and 

roots in AM-inoculated chili pepper plants than in 
AM-uninoculated chili pepper plants, regardless of the 
amount of N supplied (Fig. 3e, f ). AM colonization effi-
ciency under different NH4

+ levels was evaluated by mea-
suring percent root length colonization and arbuscular 
abundance Root colonization and arbuscules abundance 
were reduced in AM-inoculated plants under low and 
high NH4

+ concentrations (Fig. 4a, b). The reduced root 
colonization under low and high NH4

+ concentrations 
was also associated with down-regulated expression of 

Fig. 1  The phylogenetic analysis of eight chili pepper AMT genes and other plant AMT homologs. A total of 91 AMT proteins from Arabidopsis (6 AtAMT), 
rice (10 OsAMT), Sorghum bicolor (8 SbAMT), maize (7 ZmAMT), Brachypodium distachyon (7 BdAMT), tomato (7 SlAMT), chili pepper (8 CaAMT), potato (8 
StAMT), eggplant (7 SmAMT), soybean (15 GmAMT), Medicago (8 MtAMT) were aligned using ClustalW, and unrooted phylogenetic tree was constructed 
using the Neighbor-Joining method with 1000 bootstrap repetitions within the MEGA 7.0 software. The AM-induced AMT genes are highlighted with red 
color in the phylogenetic tree
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the two AM-specific marker genes CaPT4 and RiTub 
(Fig. 4c, d).

Contribution of the mycorrhizal pathway to NH4
+ uptake in 

chili pepper plants
The mycorrhizal pathway has been shown to contributed 
to the uptake of essential nutrients (e.g. Pi, N and K) by 
plants [12]. In our study, a compartmentalized culture 
system was used to determine whether the mycorrhizal 
uptake pathway was essential for NH4

+ acquisition in 

chili pepper plants (Fig.  5a). Chili pepper plants inocu-
lated or non-inoculated with AM fungi were transplanted 
to the middle compartment (RFC), and ammonium 
sulfate-15  N was added to the hyphal compartments 
(HCs). After 5-weeks since inoculation, we determined 
the 15  N abundance, and the N/P content in the shoots 
and roots of chili pepper plants. As shown in Fig. 5b, 15 N 
accumulation in both of shoots and roots of mycorrhizal 
chili pepper plants was higher than that in the non-inoc-
ulated plants. The same trend was observed for the total 

Fig. 2  Synteny analyses between the AMT genes of chili pepper and three plant families (Solanaceae, Leguminosae, and Gramineae). The synteny re-
lationships among the AMT genes of chili pepper and three plant families were constructed by Multiple Synteny Plot program within TBtools v.1.0983 
software. Gray lines indicated collinear blocks within the chili pepper and other plant species genome. The synteny AMT gene pairs between chili pepper 
and other six plant species were highlighted with blue lines
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N content of mycorrhizal plants (Fig.  5c). In addition, 
mycorrhizal plants showed a significantly increased P 
content in both shoots and roots, compared with those in 
the non-inoculated plants (Fig. 5d). Therefore, our find-
ing demonstrated that the mycorrhizal pathway contrib-
utes to NH4

+ acquisition in chili pepper.

CaAMT2 expression responds to colonization by AM fungi
AMT genes have been shown to be regulated by AM 
colonization in several studies. The expression levels 
of seven CaAMT genes in the leaves and roots of AM 
fungi-inoculated and AM fungi-uninoculated plants 

were examined using RT-PCR analysis to clarify the func-
tions of CaAMT genes in response to AM colonization. 
The expression of Group I genes, including CaAMT1;1 
and CaAMT1;2, did not significantly change in response 
to AM colonization (Fig.  6a, b). The expression of 
Group IIA genes, including CaAMT2;1 and CaAMT2;2, 
was low or absent in the leaves and roots of AM fungi-
uninoculated plants but was significantly increased in 
AM fungi-inoculated roots (Fig.  6d, e). The expression 
level of CaAMT2;3 in roots was also upregulated by 
AM fungal colonization (Fig.  6f ). However, the expres-
sion of CaAMT2.4 in leaves was down-regulated by AM 

Fig. 3  Effects of AM fungal colonization on chili pepper biomass (dry weight, DW), N and P acquisition under different NH4
+ supply conditions. a and 

b, Shoot (a) and (b) root biomass. c-f, N and P contents in shoots (d, e) and roots (c, f ). The chili pepper plants were inoculated with Rhizophagus irregu-
laris, and grown under 0.2 mM, 1 mM, 2 mM, 5 mM NH4

+ supply conditions for 5 weeks. AM, mycorrhizal plants; NM, nonmycorrhizal plants. Values are 
means ± SE of six biological replicates from two pots (n = 6). The asterisks indicate significant differences. *P < 0.05, ns, no significant difference
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fungal colonization (Fig.  6g). No significant changes in 
the expression of CaAMT3;1 between AM fungi-inocu-
lated and AM fungi-uninoculated plants were observed 
(Fig.  6h). Additional expression time-course experi-
ments were performed to characterize the effects of AM 
symbiosis on the expression of CaAMT2s. The levels of 
CaAMT2;1 and CaAMT2;2 expression were highly cor-
related with AM fungal colonization (Fig. 7d).

The expression patterns of AMT2 orthologs in tomato 
were also analyzed to determine whether the expres-
sion of AMT2 orthologs in other solanaceous species is 
induced by AM colonization. The expression of SlAMT2 
genes was highly up-regulated in AM fungi-inoculated 
roots (Fig. 6l-n). These findings suggest that AMT2 genes 
have played an important role in regulating the coloniza-
tion of AM fungi in several solanaceous plants.

The promoters of CaAMT2;1 and CaAMT2;2 can drive the 
expression of AM-specific genes in the roots of AM fungi
Several AM-specific transporters, such as MtPT4, 
OsPT11, OsNFP4.5, and SlHAK10, required for the 
acquisition of nutrients via AM pathways, are specifically 
expressed in cells containing AM fungal structures. A 
1,112-bp promoter fragment of the CaAMT2;1 gene and 
a 1,400-bp promoter fragment of the CaAMT2;2 gene 
were fused to the GUS reporter gene and then introduced 
into chili pepper plants to characterize the expression of 

CaAMT2s in AM fungi-inoculated roots. Transgenic 
chili pepper roots were harvested five weeks following 
inoculation with R. irregularis. GUS activity in chili pep-
per roots expressing CaAMT2;1 and CaAMT2;2 was not 
detected in AM fungi-uninoculated plants; by contrast, 
co-localization of GUS expression and AM structures 
via overlay of Magenta-GUS with trypan blue staining 
revealed that GUS activity driven by the CaAMT2;1 and 
CaAMT2;2 promoters was confined to cortical cells con-
taining arbuscules (Fig. 7e-h).

Ectopic expression of CaAMT2;2 enhances NH4
+ uptake in 

tomato
To investigate the role of CaAMTs in NH4

+ uptake, we 
ectopically overexpressed CaAMT2;2 in tomato. Two 
independent lines (OxL2 and OxL5) that showed high 
CaAMT2;2 expression were selected for analysis of NH4

+ 
absorption in a hydroponic system containing either 0.25 
mM NH4

+ or 2.5 mM NH4
+ conditions (Fig. S4a). After 

12 d of cultivation, shoot and root biomass was signifi-
cantly higher in Ox lines than in wildtype (WT) plants 
under 0.25 mM NH4

+ conditions. Shoot and root N accu-
mulation was also higher in Ox lines than in WT plants 
under 2.5 mM NH4

+ conditions (Fig. 8). Although the N 
content did not differ significantly between Ox lines and 
WT plants grown under 0.25 mM NH4

+ conditions, N 
accumulation was significantly higher in Ox lines than 

Fig. 4  Effects of different concentrations of NH4
+ supply on the mycorrhizal colonization and the expression of AM-marker genes. a and b, mycorrhizal 

colonization level (a) and arbuscule abundance (b) in mycorrhizal roots of chili pepper plants were determined. c and d, the transcript levels of CaPT4 (c) 
and RiTub (d) in chili pepper inoculated or non-inoculated with Rhizophagus irregularis. CaPT4 and RiTub from chili pepper and R. irregularis, respectively, 
were used for evaluating AM colonization. Values are means ± SE of six biological replicates from two pots (n = 6). Different letters indicate significant dif-
ferences, P < 0.05
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in WT plants (Fig. S4b, c). The finding suggests that 
CaAMT2;2 could enhance NH4

+ uptake in tomato.

Discussion
NH4

+ is a key N source for the growth and develop-
ment of plants. Several AMT genes have been identified 
in many plant species, including Arabidopsis thaliana, 
Oryza sativa, maize, soybean, and Medicago [25, 30, 
40]. Genome-wide studies of AMT genes in chili pep-
per plants are lacking. In this study, seven AMT genes 
were identified, and these AMT genes were divided into 
two groups: three of these AMT genes were in Group 
I, and the other four AMT genes were in Group II. The 
total number and distribution of AMT genes were highly 
conserved in chili pepper, potato, tomato, and eggplant, 
suggesting that the functions of AMT genes required for 
NH4

+ acquisition and metabolism are conserved among 
solanaceous plants. Two highly conserved domains were 
detected in different species, which is consistent with 
findings in other plant species, such as P. pinaster, Picea 
glauca, and Populus trichocarpa [3]. The conservation 
of gene function might be associated with the conserva-
tion of gene structure. In Populus and Lotus japonicus, 
most AMT1 genes have only one exon, with the excep-
tion of LjAMT1;1 and PtAMT1;7, which have one intron 

[34, 41]. The structure of chili pepper AMT genes is also 
highly conserved; for example, among CaAMT1 genes, 
CaAMT1;1 is the only gene with an intron, as CaAMT1;2 
and CaAMT1;3 lack introns. Von Wittgenstein et al. 
(2010, 2012) showed that AMT1 genes in plants were 
inherited vertically from a common ancient ancestor, and 
the divergence of these genes predated the split between 
bryophytes and embryophytes but occurred after the 
separation of land plants and green algae [41, 42].

Although the numbers of introns in AMT2 genes 
ranged from 0 to 4, some exons (285  bp) are shared 
among AMT2 homologs in Solanaceae, Gramineae, and 
Leguminosae. Synteny analysis among different genomes 
is important for clarifying the rapid evolution of gene 
families. Collinearity analysis revealed 36 homolo-
gous gene pairs among AMT genes from chili pepper, S. 
bicolor, rice, tomato, eggplant, soybean, and Medicago 
at the genome-wide scale (Fig. 2), and these genes were 
classified into four groups with high sequence similar-
ity. The CaAMT3;1 gene in group IV was the most highly 
conserved. Synteny analysis of CaAMT genes between 
chili pepper and each of the six other plant species 
revealed that the number of collinear gene pairs of AMT 
genes was highest in Solanaceae, and the lowest number 
of collinear gene pairs was observed in Gramineae. These 

Fig. 5  Effects of the mycorrhizal pathway on chili pepper NH4
+ uptake. (a) A diagram representing the compartmented growth systems; (b) 15 N signal in 

chili pepper shoots and roots grown with or without AM fungi. (c, d) Total P (c) and N (d) content of chili pepper plants. RFC: plant chamber, HC: hyphal 
chamber. Error bars indicate SE (n = 6). Student’s t-test (*P < 0.05, ***P < 0.001) was used to analysis statistical significance; ns, not significant
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findings indicate that duplication of CaAMT genes might 
have occurred following the divergence between Solana-
ceae and Gramineae.

AM symbiosis plays a key role in mediating the uptake 
of mineral nutrients in many land plants. Although the 
mechanism of N uptake and transport via AM fungi has 

received less attention compared with that of Pi, the key 
role of AM symbiosis in N accumulation in plants has 
been demonstrated in several plant species [43–45]. In 
the soil, the ERM of AM fungi can absorb both organic 
and inorganic N, such as NH4

+, NO3
−, and AAs [15, 46, 

47]. AM fungi-inoculated maize plants have been shown 

Fig. 6  Transcriptional regulation of the chili pepper and tomato AMT genes in response to AM fungal colonization. AM, mycorrhizal plants; NM, nonmy-
corrhizal plants. Values are means ± SE of three biological replicates (n = 3). The asterisks indicate significant differences. *P < 0.05, ***P < 0.001
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to absorb 10 times as much 15 N from NH4
+ than NO3

− 
in a two-compartment growth system [48]. Wang et al. 
(2020) showed that AM fungi-inoculated rice receives 
more than 40% of its N via AM pathways [17]. We found 
that AM symbiosis could promote the growth of chili 
pepper under the 0.2 mM, 1 mM, and 2 mM NH4

+ treat-
ments, but not for the 5 mM NH4

+ treatment. The tox-
icity associated with an excess NH4

+ supply is the main 
factor underlying the inhibition of plant growth and the 
AM colonization rate (Fig.  3a, b). N accumulation was 
higher in the shoots and roots of AM fungi-inoculated 
plants than in AM fungi-uninoculated plants in all treat-
ments, with the exception of the 5 mM NH4

+ treatment. 
Recently, Hui et al. (2022) identified a mycorrhizal-spe-
cific AMT gene, ZmAMT3;1, that mediates N transfer 
from mycorrhizal fungi to maize plants under pot-cul-
ture and field-grown conditions [49]. In this study, the 
mycorrhizal pathway was also shown to be essential for 
N acquisition in chili pepper in a compartmentalized cul-
ture system (Fig. 5).

The high availability of mineral nutrients in rhizosphere 
soil, especially the high Pi concentrations, has a strong 
negative effect on AM colonization [20, 25]. The effi-
ciency of AM symbiosis of tomato and Lycium barbarum 
is enhanced by K+ application; however, in M. truncatula, 
the availability of K has no effect on AM colonization [16, 
50, 51]. Our findings indicate that a sufficient supply of 
N is essential for maintaining the functions of AM sym-
biosis. The AM colonization rate of Petunia hybrida is 
higher under 5 mM NO3

− treatment than under 1.9 mM 
NO3

− treatment, but the AM colonization rate is signifi-
cantly reduced when the NO3

− supply increases (19 mM 

Fig. 8  CaAMT2;2 mediates the N uptake in transgenic tomato plants. 
(a, b) Growth performance of the wild-type (WT) plants and CaAMT2;2-
overexpressing transgenic lines under deficient (0.25 mM NH4

+) and 
NH4

+-sufficient (2.5 mM NH4
+) conditions. Two-week-old seedings were 

grown in the full nutrient solution for 2 weeks, and then transferred to 
different NH4

+ solutions for 2 weeks. (c, d) Shoot and root biomass (fresh 
weight, FW) of tomato plants. (e, f ) Total N content in the shoots and the 
roots. Values are means ± SE of six biological replicates (n = 6). Different let-
ters indicate significant differences, P < 0.05

 

Fig. 7  Expression analysis of CaAMT2;1 and CaAMT2;2 in response to AM symbiosis. (a) Quantification of AM colonization at different sampling time 
points. Wpi, Weeks post-inoculation. (b-c) Time-course expression patterns analysis for CaAMT2;1 and CaAMT2;2. (d) The correlation analysis of AM colo-
nization and CaAMT2;1/CaAMT2;2 expression level. (e, h) No GUS staining was detected in the roots expressing pCaAMT2;1::GUS and pCaAMT2;2::GUS in 
the absence of inoculation. (f, i) Blue GUS staining directed by CaAMT2;1 and CaAMT2;2 promoter in tomato mycorrhizal roots. (g, j) Co-localization of GUS 
activity (indicated by the purple color, from the overlay of the Magenta-GUS and Trypan Blue stains). Blue arrows indicate arbuscules
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NO3
−) [21]. In rice and sorghum, a significant decrease 

in the AM colonization rate and the expression of AM-
specific marker genes under low NO3

− treatment indi-
cates that N plays a key role in AM symbiosis-induced 
host metabolic changes [13, 17]. Recently, Wang et al. 
found that the mycorrhizal colonization rate was higher 
under 1.0 mM NH4

+ conditions than under 0.05 mM and 
0.5 mM NH4

+ conditions in Lotus japonicus [18]. In this 
study, we observed a significant increase in AM colo-
nization when the NH4

+ supply was sufficient, and AM 
colonization was reduced in the high ammonium (5 mM 
NH4

+) treatment (Fig. 4). In Lactuca sativa and cowpea 
plants, excessive NH4

+ concentrations have been shown 
to inhibit primary root growth and have direct deleteri-
ous effects on the ERM [52, 53].

AM colonization has been shown to induce the 
expression of AMT genes, such as MtAMT2;3/2;4/2;5, 
SbAMT3;1/4, and OsAMT3;1, in Medicago, S. bicolor, 
and rice, respectively [22, 25, 54]. In our study, expression 
analysis of eight CaAMT genes revealed that the expres-
sion of three AMT2 genes, CaAMT2;1, CaAMT2;2, 
and CaAMT2;3, was strongly induced by AM coloniza-
tion. The expression of three tomato AMT paralogs, 
SlAMT2;1, SlAMT2;2, and SlAMT2;3, was also induced 
by AM colonization (Fig.  6). These results indicated 
that AM symbiosis plays an important role in regulating 
AMT expression. Chili pepper and tomato plants con-
tain a relatively high proportion of AM-activated AMT2 
genes, which suggests that some of the AMT2 gene 
family members within the family Solanaceae are func-
tionally redundant. Furthermore, nearly all AM fungi-
induced AMT genes were in Group II, with the exception 
of GmAMT1.4, which suggests that the duplication 
events underlying the origin of AM fungi-induced AMT2 
genes in Solanaceae, Leguminosae, and Gramineae pre-
dated the monocot–dicot split. The AA sequences of 
AMT genes from Group II differed from those in Group 
I, which reflects their distinct evolutionary origins (Table 
S2). McDonald et al. (2012) found that AMT2 genes in 
land plants are sister to a group of AMT2 genes in lichen-
ized Ascomycota and argued that the AMT2 genes of 
land plants might have arisen through ancient indepen-
dent horizontal gene transfer events from Archaea and 
gamma proteobacteria [41]. This indicates that AMT2 
genes have played an important role in AM symbiosis 
during the evolution of land plants.

Structures of AM fungi that develop from highly differ-
entiated fungal hyphae are the site of nutrient and signal 
molecule exchange between plants and fungi. Multiple 
genes have been shown to be involved in the transport 
of nutrients, especially in P nutrient, and these genes are 
specifically expressed in root cells hosting arbuscules and 
play a key role in regulating AM symbiosis [55–57]. In 
our study, strong GUS activity driven by the CaAMT2;1 

and CaAMT2;2 promoter regions (pCaAMT2;1− 1112 
and pCaAMT2;2− 1400, respectively) was detected in 
arbuscule-containing cells (Fig.  7f, h). Multiple genes 
involved in nutrient transport, including the transport 
Pi, NH4

+/NO3
−, and K have been characterized in pre-

vious studies, and these studies have shown that these 
genes are specifically expressed in arbuscules-containing 
root cells and play a crucial role in nutrient absorption 
or in modulating AM symbiosis [16, 55, 58, 59]. Recently, 
overexpression of a mycorrhizal-induced ammonium 
transporter gene, LjAMT2;2 has been shown to signifi-
cantly increase plant growth and N uptake under both 
NH4

+-deficient and NH4
+-sufficient conditions [18].

Conclusion
This is the most comprehensive study to date of the 
AMT gene family in chili pepper. We characterized the 
phylogenetic relationships among AMT genes, as well 
as their exon/intron structures, conserved domains, and 
AM-specific transcriptional profiles. The expression of 
CaAMT2;1 and CaAMT2;2 was highly up-regulated in 
response to AM colonization, and GUS activity analysis 
revealed that these two genes were specifically expressed 
in AM fungi-colonized root cells. We also studied the 
effect of NH4

+ levels on the efficiency of AM symbiosis 
in chili pepper plants, and demonstrated that CaAMT2;2 
could mediate NH4

+ uptake in tomato plants. Our find-
ings provide new insights into the evolution of AMT2 
genes under AM symbiosis. The two key candidates 
AMT2 genes identified in our study could potentially 
represent transporter genes activated by AM symbiosis. 
Additional studies of the functional complementation of 
yeast AMT mutants and the physiological phenotypes of 
mutants containing these AMT2 genes in chili pepper are 
needed.

Methods
Plant material and growth conditions
The seeds of chili pepper plants (Capsicum annuum L. 
cv. Zunla-1. from the Zunyi Academy of Agricultural Sci-
ences) were first surface-sterilized with 10% hypochlo-
rous acid, followed by three washes in sterile water. The 
plants were germinated in sterilized quartz sand until 
cotyledons fully emerged. The seedlings were grown for 
15 d on full-strength nutrient solution with the follow-
ing components: 1 mM NH4

+, 4 mM NO3
−, 2 mM K+, 

1 mM Pi, 0.75 mM Ca2+, 0.5 mM Mg2+, 0.25 mM Cl−, 
0.5 mM SO4

2−, 20 µM Fe2+, 9 µM Mn2+, 46 µM BO3
3−, 

8µM Zn2+, 3 µM Cu2+, and 0.03 µM MoO4
2−. For hydro-

ponic experiments, the seedlings were grown in chamber 
programmed for 16  h of light at 28  °C and 8  h of dark 
at 20  °C, and supplied with nutrient solution including 
either 0.25 mM NH4

+ or 2.5 mM NH4
+ treatment.
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For pot culture, three plantlets were transplanted to 
3-dm3 pots filled with a 4:1 sand: soil mixture (the soil 
contained 90  mg kg− 1 available K, 1.5  mg kg− 1 NH4

+, 
3.1  mg kg− 1 NO3

−, and 2.1  mg kg− 1 available Pi). A 
sand-based substrate containing Rhizophagus irregula-
ris was used for AM inoculation. The irrigating solution 
contained 50  μm Pi to ensure a high AM colonization 
rate; 0.2 mM, 1 mM, 2 mM, or 5 mM NH4

+; and other 
essential nutrients. The plants were harvested at 30 d 
post-inoculation for evaluation of the colonization rate, 
determination of the concentrations of N and P, and gene 
expression analysis.

A compartmentalized culture experiment was per-
formed to evaluate mycorrhizal N uptake in chili pep-
per. The structure of the compartment culture system 
was designed as described by Liu et al. [16]. The seed-
lings were grown in root/fungal compartment and inoc-
ulated or non-inoculated with AM fungi. Two hyphal 
compartments contained a 4:1 sand: soil mixture with 
15 N-labeled NH4

+. The soil contained 90 mg kg− 1 avail-
able K, 1.5 mg kg− 1 NH4

+, 3.1 mg kg− 1 NO3
−, and 2.1 mg 

kg− 1 available Pi. The plants were irrigated with nutri-
ent solution containing 2 mM NH4

+, and 2 mM 15NH4
+ 

(ammonium sulfate-15 N) were added to two hyphal com-
partments. After 5 weeks since inoculation, all the chili 
pepper plants were harvested and dried for 48 h at 70 °C; 
the methods for determining the 15 N content described 
by Wang [17] were used.

Identification of CaAMT genes in chili pepper plants
The genome sequences of chili pepper were down-
loaded from NCBI (https://www.ncbi.nlm.nih.gov/
genome/10896) [39]. The amino acid (AA) sequences of 
Arabidopsis and tomato AMTs were used as a query in 
BLASTP searches against the chili pepper genome with 
an E-value of 1.0E-10 to identify AMT genes. Hidden 
Markov model (HMM) profiles of the Pfam AMT domain 
(PF00909) were acquired from the Pfam database (http://
pfam.sanger.ac.uk/family/PF00909) and used to search all 
chili pepper proteins with the Simple HMM Search tool 
in TBtools software [60]. The molecular weight (MW), 
number of AAs, and isoelectric point (pI) of each AMT 
protein were determined using the ExPasy online tool 
website (http://web.expasy.org/protparam/). WEBLOGO 
(http://weblogo.berkeley.edu/logo.cgi) was used to iden-
tify the conserved domains of the AMT subfamily.

Phylogenetic relationships, chromosomal distribution, and 
synteny analysis of CaAMT genes
AMT protein sequences were aligned using ClustalX 
software with default gap penalties. An un-rooted phy-
logenetic tree was built using MEGA (version 7.0) soft-
ware with the neighbor-joining (N-J) method based 
on the results of the multiple sequence alignment [61]. 

Bootstrap analysis was conducted with 1,000 replicates. 
The sequence data used in this study are provided in 
Supplemental Figure S1. The location of CaAMT genes 
on the chromosomes was determined from the genome 
annotation file using TBtools. The syntenic relationships 
of the AMT orthologs from chili pepper and other spe-
cies were determined by constructing dual synteny plots 
using the MCScanX tool in TBtools software [60]. The 
nonsynonymous substitution ratios (Ka) and synony-
mous substitution ratios (Ks) of syntenic gene pairs were 
calculated using TBtools software.

Histochemical β-glucuronidase (GUS) staining and 
detection of AM colonization
Histochemical staining of chili pepper roots to esti-
mate GUS activity was performed following a previously 
described procedure [59]. The structure of mycorrhizae 
was characterized via co-localization of Magenta-GUS 
and trypan blue stains. Chili pepper roots stained with 
Magenta-GUS were treated with 10% KOH solution 
heated to 90  °C for 1  h; they were then counterstained 
with 0.3% trypan blue solution for 2  h at 90  °C. Excess 
stain from the stained materials was removed prior to 
photography by washing with 50% glycerol.

The magnified line-intersection method was used to 
quantify the degree of AM colonization. To determine 
the level of AM colonization, the percent root length col-
onization and the extent of AM colonization were deter-
mined at 10 randomly chosen spots on 10 stained 1-cm 
root segments using a microscope. At least three differ-
ent root systems were examined in each treatment.

Determination of the N and P concentration
Concentrations of N and P were measured from sam-
ples of chili pepper plants under different NH4

+ levels. 
Briefly, dried samples were digested with 98% H2SO4 
and 30% H2O2 following a previously described method 
[58]. The total N concentration in chili pepper plants was 
determined using the Kjeldahl method [62]. The total P 
concentration was determined via the molybdate-blue 
method following a method described by Chen et al. [58].

Preparation of cDNA and quantitative real-time PCR 
(RT-PCR)
Total RNA of root and leaf samples was extracted using 
the Trizol reagent (Invitrogen); RNA samples were then 
treated with DNase I (Thermo Scientific™) to clear them 
of genomic DNA contamination. First-strand cDNA of 
each sample was generated using a reverse transcription 
kit (Thermo Scientific TM); the cDNA was then diluted 
threefold prior to RT-PCR reactions. All primers used for 
RT-PCR are listed in Table S3.

RT-PCR reactions were conducted in a total volume of 
20 µL containing 10 µL of 2× One-Step SYBR Green Mix, 

https://www.ncbi.nlm.nih.gov/genome/10896
https://www.ncbi.nlm.nih.gov/genome/10896
http://pfam.sanger.ac.uk/family/PF00909
http://pfam.sanger.ac.uk/family/PF00909
http://web.expasy.org/protparam/
http://weblogo.berkeley.edu/logo.cgi
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2 µL of cDNA, 0.4 µL of each primer, 0.4 µL of 50× ROX 
Reference Dye 1, and 6.8 µL of RNase-free ddH2O using 
an Applied Biosystems Plus RT-PCR System. Three tech-
nical replicates were performed for all RT-PCR reactions. 
The Actin gene was used to normalize the expression 
levels of each target gene[63]. The expression levels of 
AMT genes were calculated using the following formula: 
Y = 10–(ΔCt/3) (ΔCt is the difference of the Ct between the 
CaAMTs/SlAMTs and the control CaActin/SlActin prod-
ucts) [64, 65].

Binary vector construction and tomato transformation
To construct vectors with the promoters of CaAMT 
genes, a 1,112-bp promoter fragment of CaAMT2;1 and 
a 1400-bp promoter fragment of CaAMT2;2 immediately 
upstream of the ATG translation initiation codon were 
amplified using PCR. HindIII and KpnI restriction sites 
were then introduced at the end of the 5′ and 3′ regions. 
The construct with the promoter of the CaAMT2;1 gene 
was referred to as pCaAMT2;1− 1112; the construct with 
the promoter of the CaAMT2;2 gene was referred to as 
pCaAMT2;2− 1400. Agrobacterium tumefaciens strain 
EHA105-mediated transformation of tomato (Solanum 
lycopersicum cv. Micro-Tom, from the Weizmann Insti-
tute of Science, Rehovot, Israel) was conducted following 
a previously described procedure [66].

Statistical analysis
The data means and standard errors (SE) were deter-
mined using Microsoft Excel 2019. Statistical significance 
between different plant genotypes and treatments was 
analyzed by One-Way ANOVA (IBM SPSS Statistics 25.0, 
Chicago, IL, USA) followed by a Turkey’s test (P < 0.05).

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12864-023-09226-3.

Additional file 1: Table S2. Proteins sequence similarity matrix between 
members of CaAMT genes.

Additional file 2: Table S3. List of primers used in this study.

Additional file 3: Table S1. Detailed information about the CaAMT genes.

Additional file 4: Figure S1. Phylogenetic tree analysis of AMT family 
genes from pepper, eggplant, rice, tomato, Arabidopsis, potato, and 
Medicago. Figure S2. The predicted transmembrane domains of CaAMT 
proteins. Figure S3. Chromosomal location analysis of pepper AMT genes. 
The eight AMT genes were mapped to five different chromosomes using 
TBtools software. Figure S4. Effects of overexpression of CaAMT2.2 on 
tomato N accumulation under different NH4+ supply conditions.

Acknowledgements
Not applicable.

Author Contribution
J.J.L and L.F planned and designed the research; Data curation, J.J.L and L.F; 
Formal analysis, M.M.W; Investigation, J.J.L and L.F; Methodology, M.M.W; 
Software, J.R.Z; Visualization, J.J.L; Writing - original draft, J.J.L; Writing - review 

& editing, J.J.L and W.J.F. All authors have read and agreed to the published 
version of the manuscript.

Funding
This work was supported by grants from the National Natural Science 
Foundation of China (32002123). University Natural Science Research Project 
of Anhui Province (KJ2021A0892).

Data Availability
The genome sequence information of the eleven selected species were 
obtained from the National Center for Biotechnology Information websites. 
The data sets supporting the conclusions of this study are included within the 
article and its additional files.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Statement
All methods were carried out in accordance with relevant guidelines and 
regulations.

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

Received: 22 October 2022 / Accepted: 6 March 2023

References
1.	 Gazzarrini S, Lejay L, Gojon A, Ninnemann O, Frommer WB, von Wiren N. 

Three functional transporters for constitutive, diurnally regulated, and 
starvation-induced uptake of ammonium into Arabidopsis roots. Plant Cell. 
1999;11(5):937–48.

2.	 von Wittgenstein NJ, Le CH, Hawkins BJ, Ehlting J. Evolutionary classification 
of ammonium, nitrate, and peptide transporters in land plants. BMC Evol Biol. 
2014;14:11.

3.	 Castro-Rodriguez V, Assaf-Casals I, Perez-Tienda J, Fan X, Avila C, Miller A, 
Canovas FM. Deciphering the molecular basis of ammonium uptake and 
transport in maritime pine. Plant Cell Environ. 2016;39(8):1669–82.

4.	 Masclaux-Daubresse C, Daniel-Vedele F, Dechorgnat J, Chardon F, Gau-
fichon L, Suzuki A. Nitrogen uptake, assimilation and remobilization in 
plants: challenges for sustainable and productive agriculture. Ann Bot. 
2010;105(7):1141–57.

5.	 Bloom AJ, Sukrapanna SS, Warner RL. Root respiration associated with 
ammonium and nitrate absorption and assimilation by barley. Plant Physiol. 
1992;99(4):1294–301.

6.	 von Wiren N, Lauter FR, Ninnemann O, Gillissen B, Walch-Liu P, Engels C, 
Jost W, Frommer WB. Differential regulation of three functional ammonium 
transporter genes by nitrogen in root hairs and by light in leaves of tomato. 
Plant J. 2000;21(2):167–75.

7.	 Masumoto C, Miyazawa S-I, Ohkawa H, Fukuda T, Taniguchi Y, Murayama S, 
Kusano M, Saito K, Fukayama H, Miyao M. Phosphoenolpyruvate carboxylase 
intrinsically located in the chloroplast of rice plays a crucial role in ammo-
nium assimilation. Proc Natl Acad Sci U S A. 2010;107(11):5226–31.

8.	 Sonoda Y, Ikeda A, Saiki S, von Wiren N, Yamaya T, Yamaguchi J. Distinct 
expression and function of three ammonium transporter genes (OsAMT1;1–
1;3) in rice. Plant Cell Physiol. 2003;44(7):726–34.

9.	 Nacry P, Bouguyon E, Gojon A. Nitrogen acquisition by roots: physiological 
and developmental mechanisms ensuring plant adaptation to a fluctuating 
resource. Plant Soil. 2013;370(1–2):1–29.

10.	 Sun YC, Sheng S, Fan TF, Liu L, Ke J, Wang DB, Hua JP, Liu LH, Cao FQ. Molecu-
lar identification and functional characterization of GhAMT1.3 in ammonium 

http://dx.doi.org/10.1186/s12864-023-09226-3
http://dx.doi.org/10.1186/s12864-023-09226-3


Page 14 of 15Fang et al. BMC Genomics          (2023) 24:158 

transport with a high affinity from cotton (Gossypium hirsutum L). Physiol 
Plant. 2019;167(2):217–31.

11.	 Remy W, Taylor TN, Hass H, Kerp H. Four hundred-million-year-old vesicular 
arbuscular mycorrhizae. Proc Natl Acad Sci U S A. 1994;91(25):11841–3.

12.	 Wang W, Shi J, Xie Q, Jiang Y, Yu N, Wang E. Nutrient Exchange and Regulation 
in Arbuscular Mycorrhizal Symbiosis. Mol Plant. 2017;10(9):1147–58.

13.	 Xie K, Ren Y, Chen A, Yang C, Zheng Q, Chen J, Wang D, Li Y, Hu S, Xu G. Plant 
nitrogen nutrition: the roles of arbuscular mycorrhizal fungi. J Plant Physiol. 
2022;269:153591.

14.	 Smith SE, Smith FA, Jakobsen I. Mycorrhizal fungi can dominate phos-
phate supply to plants irrespective of growth responses. Plant Physiol. 
2003;133(1):16–20.

15.	 Govindarajulu M, Pfeffer PE, Jin H, Abubaker J, Douds DD, Allen JW, Bucking 
H, Lammers PJ, Shachar-Hill Y. Nitrogen transfer in the arbuscular mycorrhizal 
symbiosis. Nature. 2005;435(7043):819–23.

16.	 Liu J, Liu J, Liu J, Cui M, Huang Y, Tian Y, Chen A, Xu G. The Potassium Trans-
porter SlHAK10 is involved in Mycorrhizal Potassium Uptake. Plant Physiol. 
2019;180(1):465–79.

17.	 Wang S, Chen A, Xie K, Yang X, Luo Z, Chen J, Zeng D, Ren Y, Yang C, Wang L, 
et al. Functional analysis of the OsNPF4.5 nitrate transporter reveals a con-
served mycorrhizal pathway of nitrogen acquisition in plants. Proc Natl Acad 
Sci U S A. 2020;117(28):16649–59.

18.	 Wang Y, Zhou W, Wu J, Xie K, Li X. LjAMT2;2 Promotes Ammonium Nitrogen 
Transport during Arbuscular Mycorrhizal Fungi Symbiosis in Lotus japonicus.
International Journal of Molecular Sciences2022, 23(17).

19.	 Breuillin F, Schramm J, Hajirezaei M, Ahkami A, Favre P, Druege U, Hause B, 
Bucher M, Kretzschmar T, Bossolini E, et al. Phosphate systemically inhibits 
development of arbuscular mycorrhiza in Petunia hybrida and represses 
genes involved in mycorrhizal functioning. Plant J. 2010;64(6):1002–17.

20.	 Kobae Y, Ohmori Y, Saito C, Yano K, Ohtomo R, Fujiwara T. Phosphate 
treatment strongly inhibits New Arbuscule Development but not the 
maintenance of Arbuscule in Mycorrhizal Rice roots. Plant Physiol. 
2016;171(1):566–79.

21.	 Nouri E, Breuillin-Sessoms F, Feller U, Reinhardt D. Phosphorus and nitrogen 
regulate arbuscular mycorrhizal symbiosis in Petunia hybrida. PLoS ONE. 
2014;9(6):e90841.

22.	 Koegel S, Ait Lahmidi N, Arnould C, Chatagnier O, Walder F, Ineichen K, Boller 
T, Wipf D, Wiemken A, Courty PE. The family of ammonium transporters 
(AMT) in Sorghum bicolor: two AMT members are induced locally, but not 
systemically in roots colonized by arbuscular mycorrhizal fungi. New Phytol. 
2013;198(3):853–65.

23.	 Guether M, Neuhauser B, Balestrini R, Dynowski M, Ludewig U, Bonfante 
P. A mycorrhizal-specific ammonium transporter from Lotus japonicus 
acquires nitrogen released by arbuscular mycorrhizal fungi. Plant Physiol. 
2009;150(1):73–83.

24.	 Kobae Y, Tamura Y, Takai S, Banba M, Hata S. Localized expression of arbus-
cular mycorrhiza-inducible ammonium transporters in soybean. Plant Cell 
Physiol. 2010;51(9):1411–5.

25.	 Breuillin-Sessoms F, Floss DS, Gomez SK, Pumplin N, Ding Y, Levesque-
Tremblay V, Noar RD, Daniels DA, Bravo A, Eaglesham JB, et al. Suppression 
of Arbuscule Degeneration in Medicago truncatula phosphate transporter4 
mutants is dependent on the ammonium transporter 2 family protein 
AMT2;3. Plant Cell. 2015;27(4):1352–66.

26.	 Miller AJ, Cramer MDJP, Soil. Root Nitrogen Acquisition and Assimilation. 
2005;274(1–2):1–36.

27.	 Lopez-Pedrosa A, Gonzalez-Guerrero M, Valderas A, Azcon-Aguilar C, Ferrol N. 
GintAMT1 encodes a functional high-affinity ammonium transporter that is 
expressed in the extraradical mycelium of Glomus intraradices. Fungal Genet 
Biol. 2006;43(2):102–10.

28.	 Perez-Tienda J, Testillano PS, Balestrini R, Fiorilli V, Azcon-Aguilar C, Ferrol 
N. GintAMT2, a new member of the ammonium transporter family in the 
arbuscular mycorrhizal fungus Glomus intraradices. Fungal Genet Biol. 
2011;48(11):1044–55.

29.	 Calabrese S, Perez-Tienda J, Ellerbeck M, Arnould C, Chatagnier O, Boller T, 
Schussler A, Brachmann A, Wipf D, Ferrol N, et al. GintAMT3 - a Low-Affinity 
ammonium transporter of the Arbuscular Mycorrhizal Rhizophagus irregula-
ris. Front Plant Sci. 2016;7:679.

30.	 Yuan L, Loque D, Kojima S, Rauch S, Ishiyama K, Inoue E, Takahashi H, von 
Wiren N. The organization of high-affinity ammonium uptake in Arabidopsis 
roots depends on the spatial arrangement and biochemical properties of 
AMT1-type transporters. Plant Cell. 2007;19(8):2636–52.

31.	 Yuan L, Loque D, Ye F, Frommer WB, von Wiren N. Nitrogen-dependent 
posttranscriptional regulation of the ammonium transporter AtAMT1;1. Plant 
Physiol. 2007;143(2):732–44.

32.	 Wu X, Yang H, Qu C, Xu Z, Li W, Hao B, Yang C, Sun G, Liu G. Sequence 
and expression analysis of the AMT gene family in poplar. Front Plant Sci. 
2015;6:337.

33.	 Li C, Tang Z, Wei J, Qu H, Xie Y, Xu G. The OsAMT1.1 gene functions in ammo-
nium uptake and ammonium-potassium homeostasis over low and high 
ammonium concentration ranges. J Genet Genomics. 2016;43(11):639–49.

34.	 Li T, Liao K, Xu X, Gao Y, Wang Z, Zhu X, Jia B, Xuan Y. Wheat ammonium 
transporter (AMT) Gene Family: diversity and possible role in Host-Pathogen 
Interaction with Stem Rust. Front Plant Sci. 2017;8:1637.

35.	 Filiz E, Akbudak MA. Ammonium transporter 1 (AMT1) gene family in tomato 
(Solanum lycopersicum L.): Bioinformatics, physiological and expression 
analyses under drought and salt stresses. Genomics. 2020;112(5):3773–82.

36.	 Bosland PW, Votava EJJCB. Peppers: Vegetable and Spice Capsicums. 2000, 
2:14–39.

37.	 Hayman M, Kam PJCA, Care C. Capsaicin: A review of its pharmacology and 
clinical applications. 2008, 19(5–6):338–343.

38.	 Zhang J, Lv J, Xie J, Gan Y, Coulter JA, Yu J, Li J, Wang J, Zhang X. Nitrogen 
Source Affects the Composition of Metabolites in Pepper (Capsicum annuum 
L.) and Regulates the Synthesis of Capsaicinoids through the GOGAT-GS Path-
way.Foods2020, 9(2).

39.	 Qin C, Yu C, Shen Y, Fang X, Chen L, Min J, Cheng J, Zhao S, Xu M, Luo Y, et al. 
Whole-genome sequencing of cultivated and wild peppers provides insights 
into Capsicum domestication and specialization. Proc Natl Acad Sci U S A. 
2014;111(14):5135–40.

40.	 Bao A, Liang Z, Zhao Z, Cai H. Overexpressing of OsAMT1-3, a high Affinity 
ammonium transporter gene, modifies Rice Growth and Carbon-Nitrogen 
Metabolic Status. Int J Mol Sci. 2015;16(5):9037–63.

41.	 McDonald TR, Dietrich FS, Lutzoni F. Multiple horizontal gene transfers of 
ammonium transporters/ammonia permeases from prokaryotes to eukary-
otes: toward a new functional and evolutionary classification. Mol Biol Evol. 
2012;29(1):51–60.

42.	 McDonald SM, Plant JN, Worden AZ. The mixed lineage nature of nitrogen 
transport and assimilation in marine eukaryotic phytoplankton: a case study 
of micromonas. Mol Biol Evol. 2010;27(10):2268–83.

43.	 Johansen A, Jakobsen I, Jensen ESJB. Hyphal transport by a vesicular-arbus-
cular mycorrhizal fungus of N applied to the soil as ammonium or nitrate. 
BIOL FERT SOILS. 1993;16(1):66–70.

44.	 Hodge A, Campbell, Colin D, Fitter, Alastair, Nature HJ. An arbuscular mycor-
rhizal fungus accelerates decomposition and acquires nitrogen directly from. 
2001, 413(6853):297–297.

45.	 Chen A, Gu M, Wang S, Chen J, Xu G. Transport properties and regulatory 
roles of nitrogen in arbuscular mycorrhizal symbiosis. Semin Cell Dev Biol. 
2018;74:80–8.

46.	 Hawkins HJ, Johansen A, George E. Uptake and transport of organic and inor-
ganic nitrogen by arbuscular mycorrhizal fungi. Plant Soil. 2000;226:275–85.

47.	 Frey B, Schuepp H. Acquisition of nitrogen by external hyphae of 
arbuscular mycorrhizal fungi associated with Zea mays L. New Phytol. 
1993;124(2):221–30.

48.	 Tanaka Y, Yano KJPC, Environment. Nitrogen delivery to maize via mycorrhizal 
hyphae depends on the form of N supplied. 2010, 28(10):1247–1254.

49.	 Hui J, An X, Li Z, Neuhauser B, Ludewig U, Wu X, Schulze WX, Chen F, Feng G, 
Lambers H et al. The Mycorrhiza-Specific Ammonium Transporter ZmAMT3;1 
Mediates Mycorrhiza-dependent Nitrogen Uptake in Maize Roots.Plant 
Cell2022.

50.	 Garcia K, Chasman D, Roy S, Ane JM. Physiological responses and gene 
Co-Expression Network of Mycorrhizal roots under K(+) deprivation. Plant 
Physiol. 2017;173(3):1811–23.

51.	 Zhang H, Wei S, Hu W, Xiao L, Tang M. Arbuscular Mycorrhizal Fungus 
Rhizophagus irregularis increased potassium content and expression of 
genes encoding Potassium channels in Lycium barbarum. Front Plant Sci. 
2017;8:440.

52.	 Azcon R, Gomez M, Tobar RJ. Effects of nitrogen source on growth, nutrition, 
photosynthetic rate and nitrogen metabolism of mycorrhizal and phospho-
rus-fertilized plants of Lactuca sativa L. New Phytol. 1992;121(2):227–34.

53.	 Ngwene B, Gabriel E, George E. Influence of different mineral nitrogen 
sources (NO3(-)-N vs. NH4(+)-N) on arbuscular mycorrhiza development 
and N transfer in a Glomus intraradices-cowpea symbiosis. Mycorrhiza. 
2013;23(2):107–17.



Page 15 of 15Fang et al. BMC Genomics          (2023) 24:158 

54.	 Shi J, Zhao B, Zheng S, Zhang X, Wang X, Dong W, Xie Q, Wang G, Xiao Y, 
Chen F, et al. A phosphate starvation response-centered network regulates 
mycorrhizal symbiosis. Cell. 2021;184(22):5527–5540e5518.

55.	 Xie X, Huang W, Liu F, Tang N, Liu Y, Lin H, Zhao B. Functional analysis of the 
novel mycorrhiza-specific phosphate transporter AsPT1 and PHT1 family 
from Astragalus sinicus during the arbuscular mycorrhizal symbiosis. New 
Phytol. 2013;198(3):836–52.

56.	 Yang SY, Gronlund M, Jakobsen I, Grotemeyer MS, Rentsch D, Miyao A, Hiro-
chika H, Kumar CS, Sundaresan V, Salamin N, et al. Nonredundant regulation 
of rice arbuscular mycorrhizal symbiosis by two members of the phosphate 
transporter1 gene family. Plant Cell. 2012;24(10):4236–51.

57.	 Maeda D, Ashida K, Iguchi K, Chechetka SA, Hijikata A, Okusako Y, Deguchi Y, 
Izui K, Hata S. Knockdown of an arbuscular mycorrhiza-inducible phosphate 
transporter gene of Lotus japonicus suppresses mutualistic symbiosis. Plant 
Cell Physiol. 2006;47(7):807–17.

58.	 Chen A, Hu J, Sun S, Xu G. Conservation and divergence of both phos-
phate- and mycorrhiza-regulated physiological responses and expression 
patterns of phosphate transporters in solanaceous species. New Phytol. 
2007;173(4):817–31.

59.	 Chen A, Gu M, Sun S, Zhu L, Hong S, Xu G. Identification of two con-
served cis-acting elements, MYCS and P1BS, involved in the regulation of 
mycorrhiza-activated phosphate transporters in eudicot species. New Phytol. 
2011;189(4):1157–69.

60.	 Chen C, Chen H, Zhang Y, Thomas HR, Frank MH, He Y, Xia R. TBtools: an 
integrative Toolkit developed for interactive analyses of big Biological Data. 
Mol Plant. 2020;13(8):1194–202.

61.	 Kumar S, Stecher G, Tamura K. MEGA7: Molecular Evolutionary Genetics 
Analysis Version 7.0 for bigger datasets. Mol Biol Evol. 2016;33(7):1870–4.

62.	 Tang Z, Fan X, Li Q, Feng H, Miller AJ, Shen Q, Xu G. Knockdown of a rice stelar 
nitrate transporter alters long-distance translocation but not root influx. Plant 
Physiol. 2012;160(4):2052–63.

63.	 Zhao J, Qin G, Liu X, Li J, Liu C, Zhou J, Liu J. Genome-wide identification and 
expression analysis of HAK/KUP/KT potassium transporter provides insights 
into genes involved in responding to potassium deficiency and salt stress in 
pepper (Capsicum annuum L). 3 Biotech. 2022;12(3):77.

64.	 Aiqun Chen XC, Huimin Wang D, Liao M, Gu H, Qu. Shubin Sun and Guohua 
Xu: Genome-wide investigation and expression analysis suggest diverse roles 
and genetic redundancy of Pht1 family genes in response to Pi deficiency in 
tomato. 2014.

65.	 Liao D, Chen X, Chen A, Wang H, Liu J, Liu J, Gu M, Sun S, Xu G. The character-
ization of six auxin-induced tomato GH3 genes uncovers a member, SlGH3.4, 
strongly responsive to arbuscular mycorrhizal symbiosis. Plant Cell Physiol. 
2015;56(4):674–87.

66.	 Sun HJ, Uchii S, Watanabe S, Ezura H. A highly efficient transformation proto-
col for Micro-Tom, a model cultivar for tomato functional genomics. Plant Cell 
Physiol. 2006;47(3):426–31.

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


	﻿Analysis of the AMT gene family in chili pepper and the effects of arbuscular mycorrhizal colonization on the expression patterns of ﻿CaAMT2﻿ genes
	﻿Abstract
	﻿Background
	﻿Results
	﻿Identification of AMT genes in the chili pepper genome
	﻿Chromosomal distribution of AMT genes in the chili pepper genome and AMT gene expansions in solanaceous plants
	﻿Effects of different levels of NH﻿4﻿﻿+﻿ on plant N uptake and AM colonization
	﻿Contribution of the mycorrhizal pathway to NH﻿4﻿﻿+﻿ uptake in chili pepper plants
	﻿CaAMT2 expression responds to colonization by AM fungi
	﻿﻿The promoters of ﻿﻿CaAMT2;1﻿﻿ and ﻿﻿CaAMT2;2﻿﻿ can drive the expression of AM-specific genes in the roots of AM fungi﻿
	﻿﻿Ectopic expression of ﻿﻿CaAMT2;2﻿﻿ enhances NH﻿﻿﻿4﻿﻿﻿﻿+﻿﻿﻿ uptake in tomato﻿

	﻿Discussion
	﻿Conclusion
	﻿Methods
	﻿Plant material and growth conditions
	﻿﻿Identification of ﻿﻿CaAMT﻿﻿ genes in chili pepper plants﻿
	﻿﻿Phylogenetic relationships, chromosomal distribution, and synteny analysis of ﻿﻿CaAMT﻿﻿ genes﻿
	﻿Histochemical β-glucuronidase (GUS) staining and detection of AM colonization
	﻿Determination of the N and P concentration
	﻿Preparation of cDNA and quantitative real-time PCR (RT-PCR)
	﻿Binary vector construction and tomato transformation
	﻿Statistical analysis

	﻿References


