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Abstract The influence of arbuscular mycorrhiza (AM) and
drought stress on aquaporin (AQP) gene expression, water
status, and photosynthesis was investigated in black locust
(Robinia pseudoacacia L.). Seedlings were grown in potted
soil inoculated without or with the AM fungus Rhizophagus
irregularis, under well-watered and drought stress conditions.
Six full-length AQP complementary DNAs (cDNAs) were
isolated from Robinia pseudoacacia, named RpTIP1;1,
RpTIP1;3, RpTIP2;1, RpPIP1;1, RpPIP1;3, and RpPIP2;1.
A phylogenetic analysis of deduced amino acid sequences
demonstrated that putative proteins coded by these RpAQP
genes belong to the water channel protein family. Expression
analysis revealed higher RpPIP expression in roots while
RpTIP expression was higher in leaves, except for RpTIP1;3.
AM symbiosis regulated host plant AQPs, and the expression
of RpAQP genes in mycorrhizal plants depended on soil water
condition and plant tissue. Positive effects were observed for
plant physiological parameters in AM plants, which had
higher dry mass and lower water saturation deficit and elec-
trolyte leakage than non-AM plants. Rhizophagus irregularis
inoculation also slightly increased leaf net photosynthetic rate
and stomatal conductance under well-watered and drought

stress conditions. These findings suggest that AM symbiosis
can enhance the drought tolerance in Robinia pseudoacacia
plants by regulating the expression of RpAQP genes, and by
improving plant biomass, tissue water status, and leaf photo-
synthesis in host seedlings.
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Abbreviations
AM Arbuscular mycorrhiza
NM Non-mycorrhizal plants
AQP Aquaporin
RpAQP Robinia pseudoacacia aquaporin gene
PIPs Plasma membrane intrinsic proteins
TIPs Tonoplast intrinsic proteins
NIPs NOD26-like MIPs or NOD26-like intrinsic

proteins
SIPs Small basic intrinsic proteins
XIPs Newly identified X (or uncategorized) intrinsic

proteins
WW Well-watered
DS Drought stress
WSD Water saturation deficit
EL Electrolyte leakage
EC Electrical conductivity
Pn Net photosynthetic rate
Gs Stomatal conductance
Tr Transpiration rate
Ci Intercellular CO2 concentration
WUE Water use efficiency
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Introduction

Black locust (Robinia pseudoacacia L.) is a fast-growing
woody legume originating in southeastern USA, and it has
been planted ubiquitously in temperate terrestrial ecosystems
(Barrett et al. 1990). Robinia pseudoacacia has great econom-
ic value: The leaves are important source of livestock feed, the
flowers are available for wild honey production, and the wood
is often used for lumber, buildings, and vehicles (Dickerson
2002). Robinia pseudoacacia shows high resistance to water
deficit (Mantovani et al. 2014), and it is one of themost widely
distributed forest trees in the world (Garlock et al. 2012). It has
been widely planted to prevent soil erosion and desertification
in the Loess Plateau, located in western China, for the past
three decades (Jin et al. 2011). Therefore, it is most important
to improve the growth and increase the drought tolerance of
Robinia pseudoacacia seedlings in arid and semi-arid regions.

Water is the vital regulator of plant growth, and drought
hampers water uptake (Ouziad et al. 2006). Under drought
stress, plants undergo a series of physiological, physical, and
morphological changes for long-term adaptations and short-
term effects. Such changes are ultimately regulated by aqua-
porins (AQPs) (Luu and Maurel 2005), a class of membrane
intrinsic proteins (MIPs) that mediate water transport across
membranes following an osmotic gradient (Li et al. 2014).
Plant AQPs comprise multiple homologous genes, with sev-
eral tens of members in different species, such as rice (Nguyen
et al. 2013), Arabidopsis (Maurel et al. 2008), and Populus
trichocarpa (Gupta and Sankararamakrishnan 2009). Accord-
ing to amino acid sequence similarities, plant AQPs are divid-
ed into five subfamilies: plasma membrane intrinsic proteins
(PIPs), tonoplast intrinsic proteins (TIPs), NOD26-like MIPs
or NOD26-like intrinsic proteins (NIPs), small basic intrinsic
proteins (SIPs), and the newly identified X (or uncategorized)
intrinsic proteins (XIPs). TIPs and PIPs are the most abundant
AQPs in plant vacuolar and plasma membranes, respectively
(Laur and Hacke 2014).

Plant AQPs have been shown to be associated with
various physiological processes, and their sophisticated
mechanisms for functional regulation have been exten-
sively researched over the past decade. AQPs participate
in plant responses to various environmental stresses, in-
cluding drought, salinity, and heavy metals (Ligaba et al.
2011; Sreedharan et al. 2013). They are water-selective
channels involved in plant tolerance to drought and have
been used in bioengineering studies to improve crop re-
sistance and yield (Zhang et al. 2008). However, in some
cases, the overexpression of an AQP gene is not beneficial
to plant growth and can even exert a deleterious effect by
accelerating plant wilting under drought stress (Aharon
et al. 2003; Wang et al. 2011). Plants may limit their
symplastic water transport via AQPs, and hence their tran-
spiration rate as a defensive mechanism to prevent faster

wilting under water stress (Aharon et al. 2003). However,
the roles of plant AQPs in water transport under drought
stress and favorable growth conditions, which may be
mediated by plant species, growth conditions, and growth
stage, remain a matter of debate (Aharon et al. 2003; Guo
et al. 2006; Sreedharan et al. 2013; Wang et al. 2011;
Zhang et al. 2008), and further studies are needed to elu-
cidate specific functions of AQP proteins in plant cells.

The symbiotic relationship between arbuscular mycorrhi-
zal (AM) fungi and higher plants is widely established in
almost all terrestrial ecosystems (Yang et al. 2014). Plants
obtain nutrients and water via this symbiosis to survive under
adverse conditions (Smith and Read 2008). AM symbiosis
can enhance plant resistance to drought, for example in
Phaseolus vulgaris (Aroca et al. 2007), Zea mays (Bárzana
et al. 2012), Helianthus annuus (Gholamhoseini et al. 2013),
and Robinia pseudoacacia (Yang et al. 2014). Plant root cells
undergo extensive morphological alterations to accommodate
the presence of the AM fungal symbiont, and most of the
changes occur in vacuolar or cytoplasmic membrane systems
(Bárzana et al. 2014). Therefore, changes in the expression
patterns of genes encoding membrane-associated proteins
such as AQPs can be expected in AM plants (Aroca et al.
2007; Bárzana et al. 2014; Krajinski et al. 2000).

Since AM symbiosis has a remarkable capacity to alter the
hydraulic properties of plant roots, it is not surprising that AM
fungi can regulate plant AQP gene expression (Aroca et al.
2007; Bárzana et al. 2014) and that the significance of AQPs
for nutrient and water exchanges during symbiosis between
plants and mycorrhizal fungi is discussed (Maurel and
Plassard 2011). Thus far, AQPs have been isolated and char-
acterized in several plant species, including rice (Nguyen et al.
2013), Arabidopsis (Maurel et al. 2008), and Populus
trichocarpa (Gupta and Sankararamakrishnan 2009). Howev-
er, no AQP gene sequences of Robinia pseudoacacia are
available, and the effect of AM fungi on the expression of
Robinia pseudoacacia AQP genes (RpAQPs) has not been
examined under drought stress.

AM fungi colonize many plant species, including key
model plants such as Populus trichocarpa, Lotus
japonicas, and Medicago truncatula (Smith and Read
2008). Rhizophagus irregularis is among the most studied
of AM fungi and is the prime ingredient in several com-
mercially available inocula (Hart et al. 2015). Moreover,
Rhizophagus irregularis is the only AM fungal species for
which spores are available commercially in pure form in
large quantities (Tisserant et al. 2012). In the present
study, the effect of Rhizophagus irregularis on AQP gene
expression, water status, drought resistance, and photo-
synthesis in Robinia pseudoacacia seedlings was evaluat-
ed under different soil water conditions. Results provide
new insights into the role of AM in alleviating drought
stress to Robinia pseudoacacia.
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Materials and Methods

Plants, growth substrate, and AM fungal inoculum

Seeds of Robinia pseudoacacia L. were purchased from a
local market (Yangling, China). Seeds were surface-
sterilized in 10 % NaClO for 10 min and washed with sterile
water eight times, before pre-germination on wet filter paper
in petri dishes at 25 °C. Ten-day-old seedlings were
transplanted into plastic pots, with three plants per pot. After
15 days, one seedling of uniform growth was kept in each pot.

The plant growth substrate contained sand and soil (1:1,
v/v). The soil was collected from the top soil layer (5–
25 cm) on the Northwest A&F University campus (Yangling,
China) and passed through a 2-mm sieve. Soil available phos-
phorus was extracted with 0.5 M sodium bicarbonate
(NaHCO3; pH 8.5) for 30 min and determined colorimetrical-
ly with a spectrophotometer (Hitachi, UV2300, Japan) at
660 nm (Page 1982). Available nitrogen was estimated by a
micro-diffusion technique after alkaline hydrolysis (Page
1982). Available potassium was extracted with 1 M ammoni-
um acetate (CH3COONH4; pH 7) and determined using a
Perkin-Elmer flame photometer (Perkin-Elmer Corp., USA)
(Bao 2000). Soil organic matter content was assayed by di-
chromate oxidation and titration with ferrous sulfate (Nelson
and Sommers 1982). Soil pH was determined with a digital
pHmeter (Leici PHS-3D, Shanghai, China) by using a 1:5 (w/
v) soil/water suspension (Bao 2000). The basic soil physico-
chemical properties were as follows: available phosphorus
13.78 mg kg−1, available nitrogen 33.98 mg kg−1, available
potassium 152.54 mg kg−1, organic matter 16.21 g kg−1, and
pH 7.59. Sand was collected fromWei River near the campus
and washed ten times with tap water. The sand/soil mixture
was autoclaved at 121 °C for 2 h.

The AM inoculum of Rhizophagus irregularis (Bank of
Glomales in China, No. BGC BJ09) was provided by Beijing
Academy of Agriculture and Forestry Sciences (Beijing, Chi-
na). The inoculum consisted of spores (∼50 spores per gram),
hyphae, colonized root fragments, and sand.

Experimental design

Pot experiments were conducted at Northwest A&F Univer-
sity from March to June 2014. Seedlings were planted in pots
(top diameter 170 mm; depth 160 mm) filled with 1.5 kg of
sand/soil substrate and grown in a greenhouse at 12–35 °C
with a 14-h light/10-h dark cycle. The experimental layout had
two factors: inoculation status (Rhizophagus irregularis inoc-
ulation, AM; no Rhizophagus irregularis inoculation, NM)
and water status (well-watered, WW; drought stress, DS).
Forty pots were inoculated with 10 g of AM fungal inoculum
each, and another forty pots received 10 g of sterilized AM
inoculum (autoclaved at 121 °C for 2 h) with 10 mL of

inoculum filtrate (<20 μm) to provide a normal microbial
population free of AM propagules (Porcel et al. 2006).

Pots were arranged in a completely randomized block de-
sign. Volumetric soil moisture was determined using a ML2
ThetaProbe (Delta-T Devices Ltd., Cambridge, UK). Field
capacity (14.5 % volumetric soil moisture) was measured by
using a pressure plate apparatus to apply one third the atmo-
spheric pressure for 48 h and followed by determination of
volumetric soil moisture (Porcel and Ruiz-Lozano 2004). In
total, eighty pots were initially well-watered and kept at 75–
80 % of field capacity (10.7–11.4 % of volumetric soil mois-
ture) for 75 days. Next, half of the inoculated and non-
inoculated pots (20 each) were drought-stressed and kept at
35–40 % of field capacity (5–5.7 % of volumetric soil mois-
ture) for 14 days. Meanwhile, the remaining half of the inoc-
ulated and non-inoculated pots (20 each) were well-watered
(controls) and kept at 75–80 % of field capacity for 14 days.
Water was supplied to each pot daily at 17:00 to maintain field
capacity in the designated range throughout the experimental
period. At the end of the experiment, three plants were har-
vested and stored in liquid nitrogen at −80 °C before gene
cloning and expression analysis. Five plants were randomly
selected to determine AM fungal colonization, electrolyte
leakage, dry mass, water saturation deficit, and gas-
exchange parameters.

AM fungal colonization

AM fungal colonization was measured using the method of
Phillips and Hayman (1970) with minor modifications. Fresh
roots were collected immediately after the seedlings were har-
vested. The roots were gently washed with running tap water
and cut into 1-cm pieces, before clearing with 10 % KOH at
90 °C for 30 min, bleaching with alkalized H2O2 for 20 min,
acidifying with 1 % HCl at room temperature for 30 min,
staining with trypan blue solution (450 mL water, 500 mL
glycerol, 50 mL 1 % HCl, and 0.05 % trypan blue) at 90 °C
for 5 min, and finally destaining with lactic acid–glycerin (1:1,
v/v) at room temperature. AM fungal colonization was esti-
mated by using the grid line intersection method under a light
microscope (Giovannetti and Mosse 1980).

Plant growth and hydraulic parameters

A precision straight edge was used to measure plant
height. For water saturation deficit (WSD) determina-
tion, and the fresh mass (FM) of root, stem, and leaf,
samples were measured immediately after collection.
The turgid mass (TM) was estimated by soaking the
samples in distilled water for 24 h, and then dry mass
(DM), including root dry mass (RDM), stem dry mass
(SDM), and leaf dry mass (LDM), was estimated by
drying in a hot air oven (80 °C) to constant weight.
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WSD (Farissi et al. 2013), aboveground dry mass, and
total dry mass were calculated as follows:

WSD %ð Þ ¼ TM−FMð Þ= TM−DMð Þ½ � � 100

Aboveground dry mass g per potð Þ ¼ SDM þ LDM

Total dry mass g per potð Þ ¼ SDM þ LDM þ RDM

To measure electrolyte leakage (EL), ten fresh young leaf
discs (6 mm in diameter) were cut before harvest from the
uppermost fully expanded leaves for each treatment and thor-
oughly rinsed five times with deionized water. The clean leaf
discs were placed in closed vials containing 10 mL of deion-
ized water and incubated at 25 °C for 24 h on a rotary shaker
(100 rpm) before determination of the initial electrical conduc-
tivity (EC0). Samples were then autoclaved at 121 °C for
20min and the final electrical conductivity (ECt) was obtained
after attaining equilibrium at 25 °C. EL was calculated with
the following formula (Nedjimi 2014):

EL %ð Þ ¼ EC0=ECt½ � � 100

Leaf physiological parameters

Net photosynthetic rate (Pn), stomatal conductance (Gs), tran-
spiration rate (Tr), and intercellular CO2 concentration (Ci) were
measured before harvest using a LI-6400 portable open flow
gas-exchange system (LI-COR Inc., Lincoln, NE, USA). Mea-
surements (n=5) were made on the fifth youngest leaf of each
seedling from 08:30 to 11:30 a.m. (Zhu et al. 2014). Prior to the
measurement, the instrument was warmed up for 30 min and
calibrated in the ZERO IRGA mode. Two steps of calibration
were taken: initial zeroing for the built-in flow meter and sec-
ond zeroing for the infrared gas analyzer (Jaafar et al. 2012).
Automatic measurements were made under optimal conditions:
1000 μmol m−2 s−1 photosynthetically active irradiation, 60 %
relative humidity, 0.5 dm3 min−1 air flow rate, 25 °C leaf tem-
perature, and 400 μmol mol−1 CO2 concentration in the sample
chamber. Data were stored in the LI-6400 console and analyzed
by the Photosyn Assistant software (Version 3, Lincoln Inc.,
USA). Water use efficiency (WUE) was calculated as

WUE ¼ Pn=Tr

RNA isolation and cDNA synthesis

Frozen root samples of Robinia pseudoacacia were homoge-
nized in liquid nitrogen. Total RNA was extracted with the
Trizol RNA isolation kit (Sangon, Shanghai, China) according
to the manufacturer’s protocol. RNA integrity was checked by
electrophoresis in 1.0 % agarose gels, and quantitative deter-
mination was carried out by spectrophotometric analysis with
a Nano Drop 2000 (Thermo scientific, Pittsburgh, PA, USA).

RNA purity was estimated by calculating the A260/A280 ra-
tio. RNA was reverse-transcribed to complementary DNA
(cDNA) using a PrimeScriptTM RT reagent kit with gDNA
Eraser (TaKaRa, Dalian, China).

RpAQP gene cloning and sequence analysis

The cDNA obtained from Robinia pseudoacacia root RNA
was used as template in PCR reactions. Degenerate primers
were designed according to the conserved regions from a
ClustalX (version 1.8 software package, available at http://
www-igmbc.u-strasbrg.fr/BioInfo/clustalx,ftp://ftp-igmbc.u-
strasbrg.fr) alignment of published AQP sequences from M.
truncatula, Phaseolus vulgaris, Glycine max, Lotus japonicus
(http://www.ncbi.nlm.nih.gov/protein) (Supplementary
Table S1). Six pairs of degenerate primers (Supplementary
Table S2), designed in Primer Premier 5.0 (Premier Biosoft
International, Palo Alto, CA, USA), were used to clone and
screen the putative conservative fragment from the AQP fam-
ily. cDNA sequences were amplified with a C1000
thermocycler (BioRad Laboratories, Hercules, CA, USA) in
a 20-μL reaction containing 0.5 μL of each primer, 1 μL
cDNA, 8 μL ddH2O, and 10 μL Premix Taq® Version 2.0.
PCR conditions included an initial denaturation for 3 min at
95 °C, followed by 25 cycles of 95 °C denaturation for 30 s,
56 °C annealing for 30 s, 72 °C elongation for 1 min, and a
final 72 °C extension for 10 min (Navarro-Ródenas et al.
2013).

PCR products were purified and cloned into the pMD 18-T
vector and then transformed into competent Escherichia coli
DH5α. The transformants were selected on LB agar plates
containing ampicillin (50 μg mL−1), X-Gal (0.002 %), and
IPTG (0.2 mM). Ten randomly chosen clones with inserts
were sequenced by GenScript USA Inc. (Nanjing, China).
The sequences obtained were blasted on NCBI (www.ncbi.
nlm.nih.gov), translated into amino acid sequences using the
ExPASy Translate Tool (http://www.expasy.org/tools/dna.
html), and subjected to a BLASTp search (http://blast.ncbi.
nlm.nih.gov/Blast.cgi) against the NCBI GenBank database
(www.ncbi.nlm.nih.gov/genbank/).

The conservative fragment sequences identified above
were used to design gene-specific primers (Supplementary
Table S2) for amplifying the 5′ and 3′ end sequences. PCR
amplification was performed using rapid amplification of
cDNA ends (RACE) with the SMARTerTM RACE cDNA
Amplification Kit (Clontech Laboratories Inc., Mountain,
CA, USA). Amplicons were purified, cloned, sequenced,
and blasted against the GenBank database as described above.
AutoAssembler (Perkin Elmer) was applied to assemble the
conservative fragment with 5′ and 3′ end sequences to acquire
the complete sequences. Specific primers (Supplementary
Table S2) were then designed based on the obtained complete
sequences to amplify the full-length DNA of six RpAQP
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genes. PCR reactions were prepared and PCR products were
purified, cloned, and sequenced as previously described
(Navarro-Ródenas et al. 2013). The deduced amino acid se-
quences were deposited in GenBank and accession numbers
are listed in Table 4.

Bioinformatics and phylogenetic analysis of full-length
RpAQP genes

Molecular weight (kDa) and isoelectric point were analyzed
by the PROTPARAM program (Gasteiger et al. 2005). Probable
subcellular localization was predicted using the TARGETP pro-
gram (Emanuelsson et al. 2000) with the default parameters.
Sequences were aligned using the MultAlin program (http://
multalin.toulouse.inra.fr/multalin/multalin.html). Protein
sequence alignments and phylogenetic tree construction
were performed using MEGA 5.0 (Tamura et al. 2011).

Expression analysis of six RpAQP genes in different tissues
and treatments

Total RNAwas extracted from roots, stems, andmatureRobinia
pseudoacacia leaves as described above. First-strand cDNA
was synthesized using the PrimeScriptTM RT reagent Kit with
gDNAEraser (TaKaRa). Primer Premier 5.0 was used to design
primer pairs for quantitative real-time PCR (qRT-PCR) analysis
(Supplementary Table S2). The qRT-PCR reaction contained
12.5 μL of SYBR Premix Ex Taq II (TaKaRa), 0.4 μL of each
primer, 2 μL of diluted cDNA template, and 9.7 μL ddH2O.
qRT-PCR reactions were performed using the CFX96 Real-
Time PCR Detection System (Bio-Rad Laboratories) with the
following amplification procedure: initial denaturation for
3 min at 95 °C, followed by 20 cycles at 95 °C for 30 s,
59 °C for 20 s, and 72 °C for 20 s, and a final extension step
at 72 °C for 5 min (Navarro-Ródenas et al. 2013).

PCR contamination was not detected in negative controls
for each analysis. The experiment was replicated three times
(biological replicates) with three technical replications for
each gene. Relative quantification was assessed using the
2−ΔΔCT method (Livak and Schmittgen 2001), and the expres-
sion levels of all genes were normalized to that of the 18S
rRNA gene (Chen et al. 2013).

Statistical analysis

Data are means±standard deviation. The physiological data
were analyzed on five biological replicates. Gene expression
was analyzed on three biological replicates. SPSS 17.0 (IBM
SPSS Statistics, Chicago, IL, USA) was used for two-way
ANOVAs and Duncan’s test (P=0.05).

Results

AM fungal colonization and plant growth

Rhizophagus irregularis colonization of Robinia
pseudoacacia seedling roots was significantly (P≤0.001) in-
fluenced by AM fungal inoculation, DS, and their interactions
(Table 1). No AM fungal colonization was detected in the NM
plants. Rhizophagus irregularis-inoculated plants showed
77 % root colonization under WW, while water deficit under
DS provoked a slight reduction in root colonization (70 %).

Plant height of AM plants was higher than that of NM
plants under WW (68.1 %) and DS (69.3 %) conditions. DS
caused a large reduction in aboveground (63.9 and 80.8 %),
belowground (70.0 and 89.1 %), and the total dry mass (64.9
and 82.4 %) of AM and NM seedlings, respectively. All the
three parameters were higher in AM plants than in NM plants
under different soil water conditions, although the differences
in aboveground and belowground dry mass were not signifi-
cant between AM and NM plants under DS condition
(Table 1).

DS influenced WSD of roots, stems, and leaves as well as
EL of Robinia pseudoacacia seedlings (Table 2). AM and DS
showed an interaction on WSD of roots and EL of seedlings.
Under WW, Rhizophagus irregularis inoculation brought a
significant reduction in root (43.7 %) and leaf (32.5 %)
WSD (P≤0.05). Under DS, AM plants had lower root and
leaf WSD, and EL than NM plants (P≤0.05), although DS
markedly increased stem and leaf WSD, and EL in both NM
and AM seedlings.

Photosynthetic and hydraulic parameters

AM formation andDS significantly (P≤0.05) influencedPn,Gs,
Tr, Ci, and WUE of Robinia pseudoacacia seedlings (Table 3).
DS led to a decrease in Pn (43.5 and 42.5 %), Gs (14.8 and
11.1 %), Tr (25.6 and 26.8 %), and WUE (25.0 and 22.2 %)
inAMandNM seedlings, respectively, but an increase inCi (7.0
and 24.4 %). Rhizophagus irregularis inoculation improved Pn,
Gs, Tr, and WUE under different soil water conditions. The
differences were significant between AM and NM plants except
for WUE under DS.

RpAQP gene isolation and identification

Six RpAQP genes were successfully cloned and sequenced.
The deduced amino acid sequences have been deposited in
GenBank, and their accession numbers are listed in Table 4.
A neighbor-joining tree was constructed based on amino acid
sequences of AQP proteins from M. truncatula, Arabidopsis
thaliana, Z. mays and those deduced from the cloned Robinia
pseudoacacia genes (Fig. 1). BLAST searches showed that
the identity between the full-length sequences of six RpAQP
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genes and the reference sequences retrieved from GenBank
database is 77–97 %. RpAQP genes (RpTIP1;1, RpTIP1;3,
RpTIP2;1, RpPIP1;1, RpPIP1;3, and RpPIP2;1) share the
highest sequence identity (91, 92, 90, 95, 97, and 89 %) with
M. truncatula genes.

The full-length sequences of the RpAQPs genes are 825–
1201 bp, with 750–870-bp open reading frame encoding 251–
289 amino acids. The predicted protein molecular weights are
between 25.37 and 31.06 kDa, and the isoelectric points are in
the range of 5.09–8.96. Subcellular localization prediction in-
dicates that RpAQPs are probably localized in the tonoplast
(RpTIP1;1, RpTIP1;3, and RpTIP2;1) or plasma membrane
(RpPIP1;1, RpPIP1;3, and RpPIP2;1) (Table 4). The com-
plete amino acid sequences contained typical conserved resi-
dues, including NPA motifs and Ar/R (aromatic/arginine) se-
lectivity filter (H2, H5, LE1, and LE2) and Froger’s position
(P1–P5) (Supplementary Fig. S1). All RpAQPs contain the
MIP family signature sequence SGXHXNPAVT, and three

RpPIPs contain the signal region (XGGA NXXXX GY and
TGXNPARSXGAAXIXN) of plasma membrane.

Tissue expression profiles of RpAQP genes

The RpAQP genes were differentially expressed in roots,
stems, and mature leaves of Robinia pseudoacacia seedlings
(Fig. 2). Generally, roots showed higher transcription levels of
RpAQPs. Four genes, RpTIP1;3, RpPIP1;1, RpPIP1;3, and
RpPIP2;1, were highly expressed in roots; however, the re-
maining two genes, RpTIP1;1 and RpTIP2;1, were more
abundant in leaves. RpAQP mRNA levels were lower in
stems, except for RpTIP1;3.

RpAQP expression responses to AM and water regime

Root, stem, and leaf expression of the six RpAQPs was mea-
sured in mycorrhizal and non-mycorrhizal Robinia

Table 1 Root colonization of
Rhizophagus irregularis and its
effects on plant height and
aboveground, belowground, and
total dry mass of Robinia
pseudoacacia seedlings under
different soil water conditions

Treatment AM colonization (%) Plant height (cm) Dry mass (g pot−1)

Aboveground Belowground Total

WW NM 0c 9.30±0.80b 2.41±0.65b 0.40±0.09b 2.82±0.71b

AM 77±2.1a 15.63±1.19a 5.42±0.32a 1.29±0.04a 6.70±0.36a

DS NM 0c 8.99±0.71b 0.87±0.01c 0.12±0.01c 0.99±0.01d

AM 70±1.0b 15.22±1.19a 1.04±0.07c 0.14±0.01c 1.18±0.06c

AM *** *** *** *** ***

DS *** NS *** *** ***

AM × DS *** NS *** *** ***

Data are means ± SD (n=5). Different lowercase letters (a to d) within a column indicate significant difference at
P≤0.05
WW well-watered, DS drought stress, NM non-mycorrhizal plants, AM Rhizophagus irregularis-inoculated
plants, NS not significant

*Significant at P≤0.05; **significant at 0.01≤P<0.05; ***significant at P≤0.001

Table 2 Effects of inoculation
with Rhizophagus irregularis on
water saturation deficit (WSD) of
roots, stems, and leaves and
electrolyte leakage (EL) of
Robinia pseudoacacia seedlings
under different soil water
conditions

Treatment Water saturation deficit (%) Electrolyte leakage (%)

Roots Stems Leaves

WW NM 27.0±1.4ab 8.9±1.1b 15.1±1.8b 61.5±0.3c

AM 15.2±0.5c 8.2±0.4b 10.2±0.7c 60.4±0.3c

DS NM 30.0±2.0a 17.2±0.3a 17.8±1.4a 88.9±0.3a

AM 24.8±2.3b 16.4±0.3a 15.1±1.1b 81.8±1.3b

AM *** NS *** ***

DS *** *** *** ***

AM × DS ** NS NS ***

Data are means ± SD (n=5). Different lowercase letters (a to c) within a column indicate significant difference at
P≤0.05
WW well-watered, DS drought stress, NM non-mycorrhizal plants, AM Rhizophagus irregularis-inoculated
plants, NS not significant

*Significant at P≤0.05; **significant at 0.01≤P<0.05; ***significant at P≤0.001
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pseudoacacia seedlings (Fig. 3a–c and Supplementary
Table S3). Under well-watered condition (WW), root and
stem expression of RpTIP1;1, RpTIP2;1, and RpPIP2;1 was
induced by AM, whereas the expression of RpTIP1;3 and
RpPIP1;3 was downregulated in response to AM. Under
drought stress condition (DS), root expression of RpTIP1;1
and RpPIP1;3 was downregulated by AM; however, no sig-
nificant differences were observed in root expression of
RpTIP1;3/RpPIP1;1 between NM and AM plants. In contrast,
the expression levels of RpTIP2;1 and RpPIP2;1 in AM were
1.3- and 1.8-fold those in NM plants. There was no difference
in stem expression of RpTIP1;3 between AM and NM plants
under DS. Nonetheless, stem expression levels of RpTIP1;1,
RpTIP2;1, and RpPIP2;1 were 1.2-, 1.8-, and 1.2-fold, while
RpPIP1;1 and RpPIP1;3 expression levels were 37.0 and
85.5 % lower in AM than those in NM plants under DS.

Under WW, no difference was found in leaf expression of
RpTIP1;1, RpTIP2;1, or RpPIP2;1 between AM and NM
plants. Nonetheless, leaf expression of RpPIP1;1 in AM was
increased by 46.3 % compared with NM plants under WW.
Under DS, leaf expression levels of RpTIP2;1 and RpPIP2;1
were 1.4- and 1.6-fold in AM than those in NM plants. The

opposite trend was found in the response of leaf expression of
RpTIP1;3 and RpPIP1;3 to AM under DS. The differences in
leaf expression of RpTIP1;1 and RpPIP1;1 were not signifi-
cant between NM and AM seedlings under DS.

Compared with WW, DS led to an elevation in leaf expres-
sion of RpTIP1;3, RpTIP2;1, and RpPIP1;3 and root expres-
sion of RpTIP1;1 in both AM and NM plants. The opposite
trend was observed in root and stem expression of RpTIP2;1,
RpPIP1;1, and RpPIP2;1, and leaf expression of RpTIP1;1
and RpPIP1;1 in NM and AM seedlings. Generally, both
AM and NM plants responded in the same way to drought
stress in the root, stem, and leaf expression of RpTIP1;1,
RpTIP2;1, and RpPIP1;1. The exceptions were RpTIP1;3,
RpPIP1;3, and RpPIP2;1 that responded differently to
drought stress, to some extent, depending on AM fungal in-
oculation (Fig. 3a–c and Supplementary Table S3).

Consequently, both AM and DS markedly affected root,
stem, and leaf expression of RpTIP1;1, RpTIP1;3, RpTIP2;1,
RpPIP1;3, and RpPIP2;1 in the plants (P≤0.05). The interac-
tion between AM and DS was significant for root, stem, and
leaf expression of RpPIP1;1 and RpPIP1;3 (P≤0.001)
(Supplementary Table S3).

Table 4 Physicochemical properties and cellular localization of putative Robinia pseudoacacia aquaporins

Gene
name

cDNA clone GenBank
accession

Full length
(bp)

ORF size
(bp)

Protein
length (aa)

Molecular weight
(kDa)

Isoelectric
pointa

Subcellular
location

NPA
motifs

Ar/R
filters

RpTIP1;1 KM363235 978 756 251 25.66 5.78 T NPA HIAV

RpTIP1;3 KM363238 855 759 252 25.75 5.36 T NPA HIAV

RpTIP2;1 KM363237 825 750 249 25.37 5.09 T NPA HIGR

RpPIP1;1 KM363242 1115 861 286 30.92 8.96 PM NPA FHTR

RpPIP1;3 KM363241 994 870 289 31.06 8.83 PM NPA FHTR

RpPIP2;1 KM363239 1201 858 285 30.75 7.64 PM NPA FHTR

Gene names, accession number, length of deduced ORF, length of deduced protein, molecular weight, theoretical isoelectric point, predicted subcellular
location (T, tonoplast; PM, plasma membrane), and conserved residues (NPA motifs, Ar/R filters) are summarized

ORF open reading frame
aAs predicted by the PROTPARAM program (Gasteiger et al. 2005)

Table 3 Effects of Rhizophagus irregularis on leaf net photosynthetic rate (Pn), stomatal conductance (Gs), transpiration rate (Tr), intercellular CO2

concentration (Ci), and water use efficiency (WUE) of Robinia pseudoacacia seedlings under different soil water conditions

Treatment Pn (μmol CO2m
−2 s−1) Gs (mmol H2O m−2 s−1) Tr (mmol H2O m−2 s−1) Ci (μmol CO2mol−1) WUE (μmol CO2 mmol−1 H2O)

WW NM 7.3±0.3b 98.8±3.7b 4.1±0.1b 279.8±9.7b 1.8±0.1b

AM 8.5±0.7a 111.4±4.5a 4.3±0.1a 271.8±16.0b 2.0±0.2a

DS NM 4.2±0.3d 87.8±5.3c 3.0±0.1d 348.1±18.5a 1.4±0.1c

AM 4.8±0.7c 94.9±5.3b 3.2±0.1c 290.9±32.2b 1.5±0.2c

AM *** *** *** *** **

DS *** *** *** *** ***

AM × DS NS NS * *** NS

Data are means ± SD (n=5). Different lowercase letters (a to d) within each column indicate significant difference at P≤0.05
WW well-watered, DS drought stress, NM non-mycorrhizal plants, AM Rhizophagus irregularis-inoculated plants, NS not significant

*Significant at P≤0.05; **significant at 0.01≤P<0.05; ***significant at P≤0.001

Mycorrhiza (2016) 26:311–323 317



Correlations

Correlations were observed in AM plants between gene ex-
pression of specific RpAQPs and gas-exchange parameters
such as Pn and Gs (Table 5). Most of the correlations were

negative, indicating that the lower the Pn or Gs, the higher the
expression of certain RpAQPs. In AM plants under DS, ex-
pression of RpTIP1;3 in roots and RpPIP1;1 in stems was
negatively correlated with Pn (P≤0.05); however, RpTIP1;1
expression in leaves was positively correlated with Gs (P≤
0.05). Two correlations were observed for AM plants under
WW: Gs similarly showed a significantly negative correlation
with the expression of RpPIP1;3 in roots, while it was posi-
tively correlated with the expression of RpPIP2;1 in leaves
(P≤0.05). NM plants did not show any correlation with
RpAQP expression under different soil water conditions.

Discussion

The results from the pot experiment in this study showed that
Robinia pseudoacacia seedlings subjected to drought stress
had slightly lower Rhizophagus irregularis colonization than
well-watered plants. This is in agreement with previous re-
ports of a negative effect of drought stress on AM fungal
colonization in black locust (Robinia pseudoacacia) (Yang
et al. 2014), melon (Cucumis melo), (Huang et al. 2011) and
poplar (Populus spp.) (Liu et al. 2015). Water deficit can in-
hibit spore germination (Estaun 1990) and hyphal growth of
AM fungi in soils, or limit the spread of root colonization from
spores (Jacobson 1997).
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Fig. 2 Tissue expression levels of six Robinia pseudoacacia aquaporin
(RpAQP) genes. RpAQP transcript abundance in roots, stems, and leaves
was analyzed by quantitative real-time PCR. Relative expression levels
were assessed using the 2−ΔΔCT method and 18S rRNA as reference
gene. Data are means ± SD (n=3 biological replicates). Different lower-
case letters (a to c) within each stacked column indicate significant dif-
ferences at P≤0.05
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Fig. 1 Neighbor-joining tree
based on amino acid sequences of
six Robinia pseudoacacia
aquaporins (in bold) from the
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relatives retrieved from the
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TIP2 subfamilies. Bootstrap
values shown at nodes are for
frequencies at or above a 50 %
threshold (1000 bootstrap resam-
pling). Bar indicates 0.2 sequence
variance
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The results from the present study also confirm the benefi-
cial effect of AM fungi on host plant water status under
drought stress (Zhao et al. 2015). Rhizophagus irregularis
inoculation of Robinia pseudoacacia seedlings prevented tis-
sue dehydration as revealed by the markedly lower WSD, and
indicator of the degree of water deficit in plants (Akhter et al.
2013), in roots and leaves of AM plants compared with those
of NM plants under different soil water conditions. This pos-
itive mycorrhizal effect may be due to an increase in root
surface area for water uptake produced by the external hyphae
of AM fungi (Asrar et al. 2012), or a regulation of stomatal
behavior by Gs (Augé et al. 2015).

A positive effect of Rhizophagus irregularis was found for
the biomass of Robinia pseudoacacia under different soil wa-
ter conditions, consistent with data previously reported for this
tree species (Yang et al. 2014). Such an effect has been attrib-
uted to the improvement of water uptake (Gholamhoseini
et al. 2013) and Pn (Augé et al. 2015) in other AM plants.
Rhizophagus irregularis colonization also significantly de-
creased electrolyte leakage in leaves of Robinia pseudoacacia
under drought stress. Reduction in electrolyte leakage is an
indicator of enhanced resistance to drought and of cell mem-
brane stability (Ortiz et al. 2015).

AM plants of Robinia pseudoacacia maintained relatively
high leaf net photosynthetic rate (Pn) and stomatal conductance

(Gs) compared to NM plants under different water regimes, in
agreement with previous reports of AM-positive effect on plant
photosynthesis (Liu et al. 2015), a critical process of primary
metabolism and essential to plant growth (Pinheiro and Chaves
2011). Additionally, the results suggest that AM plants main-
tained a higher level of gas exchange in leaves by reducing
stomatal resistance and increasing the period of stomatal opening
under the experimental conditions (Zhu et al. 2012). Consequent-
ly, it is not surprising that there were significant differences inPn,
Gs, Tr, and Ci between AM and NM plants under drought stress.

AQPs are channel proteins regulating plant water homeo-
stasis and the transcellular movement of various molecules
such as boron, small alcohols, and compatible solutes (Diehn
et al. 2015). Here, the gene sequences and regulation patterns
of six AQPs from Robinia pseudoacacia are reported for the
first time. The identified RpAQPs have been assigned to two
subfamilies and form four groups, reflecting the diversity and
complexity of RpAQPs. Given the large protein family of
AQPs comprising several tens of genes in plants (Bárzana
et al. 2014), a larger number of unknown AQP genes probably
exist inRobinia pseudoacacia. RpAQP expression was detect-
ed in all the tissues of Robinia pseudoacacia investigated but
seemed to be preferentially expressed in leaves and roots.
RpTIP1;1 and RpTIP2;1, for example, were more abundantly
transcribed in leaves than in roots and stems, reflecting trans-
port of substances by these tissues for leaf development, while
RpPIPs had higher expression levels in roots, signifying that
they may play a pivotal role in plant transport of water and
solutes from soil. A similar gene expression pattern has been
observed in other plant species. For instance, a PIP gene
(ZmPIP1-5b) in maize was found abundant in roots but rare
in mature and young leaves (Gaspar et al. 2003). The above
data suggest that, in water homeostasis maintenance,
R. pseudoacacia roots, stems and leaves need the coordination
of certain RpPIP and RpTIP proteins or share a relatively
redundant system (Guo et al. 2006). Some AQPs in plants
present a close relationship with stomatal closure (Moshelion
et al. 2014; Pou et al. 2013); however, the RpPIPs and
RpTIP1;3 of Robinia pseudoacacia exhibited lower expres-
sion in leaves than in roots and stems. Interestingly, RpTIP1;1
and RpTIP1;3, classified as TIP1 subclass, share similar ami-
no acid sequences, but the two genes displayed different ex-
pression patterns, indicating distinct functions.

Drought stress affected RpAQP gene expression patterns in
the tested tissues of Robinia pseudoacacia. The gene
RpTIP2;1 was downregulated in roots but highly expressed
in leaves under drought stress, irrespective of Rhizophagus
irregularis inoculation. The downregulation of this gene
may limit the loss of cellular water during water deficit. How-
ever, another TIP gene, RpTIP1;1, was markedly upregulated
in roots of both AMandNMplants during drought stress. This
may contribute to root tolerance of water deficit since elevated
osmotic and hydrostatic hydraulic conductance of roots has

a Roots

b Stems

c Leaves

WW+NM WW+AM DS+NM DS+AM

WW+NM WW+AM DS+NM DS+AM

WW+NM WW+AM DS+NM DS+AM

Fig. 3 Root (a), stem (b), and leaf (c) expression patterns of Robinia
pseudoacacia aquaporin (RpAQP) genes. WW, well-watered; DS,
drought stress; NM, non-mycorrhizal plants; AM, Rhizophagus
irregularis inoculated plants. Relative expression of RpAQPs in various
tissues was assessed after 14 days of drought stress using the 2−ΔΔCT

method and 18S rRNA as reference gene. The average values of three
biological replicates were used to produce a heat map using R software.
The intensity value bars are shown at the right edge of the heat map. Red
represents high expression and green denotes low expression
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been correlated with upregulated TIP expression during water
deficit (Bárzana et al. 2014). Although multiple AQP genes,
especially TIPs and PIPs, can be markedly upregulated by
water stress in roots (Aroca et al. 2006; Nguyen et al. 2013),
only RpTIP1;1 (AM andNM roots) and RpPIP1;3 (NM roots)
genes were upregulated by a drought condition in the present
study on Robinia pseudoacacia. The higher expression of
these two genes may mediate osmotic root hydraulic conduc-
tance and partly compensate for AQP gating that is blocked by
root zone drying (McLean et al. 2011; Yue et al. 2014).

AM symbiosis can cause substantial changes in plant aqua-
porin activity (Aroca et al. 2007; Bárzana et al. 2014; Porcel
et al. 2006), and plant AQPs may be significant for AM re-
sponses. In the present study, expression of RpPIP1;3 was
downregulated in roots, stems, and leaves of Robinia
pseudoacacia seedlings by Rhizophagus irregularis inocula-
tion, compared with NM plant tissues, under different soil
water conditions. This may contribute to a regulatory mecha-
nism to decrease membrane water permeability, limit water
loss, and allow cellular water conservation (Porcel et al.
2006). Data on WSD in various tissues of Robinia
pseudoacacia showed that AM plants had a markedly lower
root and leaf WSD than NM plants. Decrease in RpAQP ex-
pression after mycorrhization might also be associated with
lower free exuded sap flow rate and osmotic root hydraulic
conductance in AM plants (Bárzana et al. 2014). The genes
RpTIP2;1 andRpPIP2;1were, on the contrary, upregulated by

AM formation in roots, stems, and leaves of Robinia
pseudoacacia under drought stress condition, suggesting that
these RpAQP genes may play a role in the plant response to
mycorrhization by transporting various compounds of physi-
ological importance for the host plant during water deficit.

Most interesting was the downregulation (RpTIP1;3 and
RpPIP1;3) and upregulation (RpTIP2;1 and RpPIP2;1) of
RpAQP expression in leaves of AM plants compared with
NM plants under drought stress. These results suggest that
the transcriptional regulation of RpAQPs in leaves of Robinia
pseudoacacia is complicated and may be mediated by plant
transpiration. Mycorrhiza exerts a certain control over transpi-
ration (Ruiz-Lozano 2003), and upregulation ofRpTIP2;1 and
RpPIP2;1 in AM leaves may be correlated with
mycorrhization. AM fungal inoculation can promote stomata
closure and result in higher osmosis in leaves subjected to
drought stress (Ruiz-Lozano 2003). Downregulation of the
RpTIP1;3 and RpPIP1;3 genes in leaves of AM Robinia
pseudoacacia has the potential to reduce membrane perme-
ability, further preventing water loss frommesophyll cells and
improving WUE in mycorrhizal plants (Ruiz-Lozano 2003).

The negative correlations observed with gas-exchange pa-
rameters of Robinia pseudoacacia indicate a possible control
of the expression of certain RpAQPs genes by Pn or Gs. In
other words, when Pn decreases, an increase in RpAQP ex-
pression for certain genes may be considered as a compensa-
tory mechanism. However, although leaf expression of

Table 5 Pearson’s coefficients
between net photosynthetic rate
(Pn) or stomatal conductance (Gs)
and aquaporin expression in
various tissues of Robinia
pseudoacacia seedlings
inoculated or not with
Rhizophagus irregularis, under
different soil water conditions

Tissue Gene WW + NM WW + AM DS + NM DS + AM

Pn Gs Pn Gs Pn Gs Pn Gs

Roots RpTIP1;1 0.95 −0.16 0.12 0.93 0.82 0.54 −0.92 0.46

RpTIP1;3 0.99 −0.02 −0.14 −0.94 0.23 0.59 −0.99* 0.85

RpTIP2;1 −0.32 0.89 −0.31 −0.98 0.32 0.67 −0.08 −0.57
RpPIP1;1 −0.33 0.89 0.79 −0.18 0.68 0.34 −0.65 0.98

RpPIP1;3 0.34 −0.88 −0.44 −0.99* −0.67 −0.33 0.02 0.62

RpPIP2;1 0.20 0.99 −0.35 −0.99 0.69 0.35 −0.10 −0.55
Stems RpTIP1;1 −0.50 0.78 −0.11 0.83 −0.82 −0.32 0.68 0.01

RpTIP1;3 0.67 0.84 −0.42 0.60 −0.83 −0.33 −0.33 −0.88
RpTIP2;1 0.98 −0.04 −0.97 −0.67 −0.72 0.86 −0.87 −0.97
RpPIP1;1 0.37 −0.87 −0.99 −0.58 −0.70 0.87 −0.99* −0.69
RpPIP1;3 0.77 0.74 −0.46 0.57 0.76 −0.83 −0.67 0.01

RpPIP2;1 0.59 0.89 0.68 −0.32 0.74 −0.85 −0.87 −0.98
Leaves RpTIP1;1 −0.20 0.94 0.98 0.30 0.90 −0.66 0.76 0.99*

RpTIP1;3 0.30 0.99 0.96 0.70 0.83 0.31 −0.46 −0.94
RpTIP2;1 0.36 −0.87 −0.99 −0.36 −0.56 0.95 −0.87 −0.97
RpPIP1;1 0.36 −0.87 0.07 0.91 −0.81 −0.34 −0.87 −0.98
RpPIP1;3 −0.41 −0.96 −0.61 0.42 −0.80 0.80 0.86 0.97

RpPIP2;1 −0.28 0.91 0.40 0.99* 0.84 0.30 −0.98 −0.60

WWwell-watered,DS drought stress,NM non-mycorrhizal plants, AMRhizophagus irregularis-inoculated plants

*Significant at P≤0.05
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RpTIP1;1 (treatment DS+AM) and RpPIP2;1 (treatment
WW+AM) appeared to be positively regulated by Gs in AM
plants regardless of water treatment, caution must be taken
about the correlations between leaf RpTIP1;1/RpPIP2;1 ex-
pression and Gs because the role of AQPs is not just about
facilitating water flow across cellular membranes (Wudick
et al. 2009), and they may also be involved in either osmoreg-
ulation or CO2 transport (Pou et al. 2013). For example, a TIP
(ZmTIP1;1) from maize exhibited a high capacity not only for
transporting water but also H2O2 (Bárzana et al. 2014), the
HaTIP1;1 and HaPIP2;1 genes from Helianthemum
almeriense showed divergent roles in the transport of CO2,
water and NH3 in Saccharomyces cerevisiae (Navarro-
Ródenas et al. 2013). In the absence of a clear explanation
for the positive correlations between stomatal conductance
and expression of RpAQPs genes in mycorrhizal Robinia
pseudoacacia, Augé et al. (2015) proposed that higher Gs in
AM plants is associated with higher water status and hence
more open stomata. Thus, improved Gs and water status in
AM plants might be due to the apoplastic, symplastic, and
cell-to-cell pathways for water movement at least partly
through effects on host plant AQP expression and/or activity
of the fungal symbiont (Bárzana et al. 2012; Ruiz-Lozano and
Aroca 2010).

While the exact roles of RpTIP1;1 and RpPIP2;1 in
transporting different compounds (e.g., CO2, water, and
H2O2) are unknown, the amino acid sequences of RpTIP1;1
and RpPIP2;1 contain a Val residue and conserved Arg, re-
spectively, which are generally considered important for trans-
port functions (e.g., for water or glycerol) in TIP1 and PIP
aquaporins (Forrest and Bhave 2007). In vivo expression in
Xenopus oocytes and transgenic techniques will help to eluci-
date the specific functions of AQP proteins in Robinia
pseudoacacia cells. Furthermore, more information is needed
on their cellular and membrane location for a better under-
standing of their role. For example, a location of RpTIP1;1
and RpPIP2;1 in the mesophyll could indicate a close cou-
pling between gene expression regulation of RpTIP1;1/
RpPIP2;1 and stomatal control (Pou et al. 2013).

The present study on Robinia pseudoacacia analyzed only
a few RpAQP genes within an AQP superfamily that presum-
ably contains numerous members. More RpAQPs need to be
identified for their expression and contribution to transmem-
brane water transport in Robinia pseudoacacia seedlings, as
well as AM fungal AQPs, in order to acquire a general AQP-
based interpretation of physiological parameters in AM plants.
In addition, water exchange across cell membranes may be
governed by AQPs in three ways: (1) gene expression level,
(2) cellular trafficking, and (3) channel gating (the opening or
closing of AQPs) (Heinen et al. 2009). Gene expression, as
studied here, is one of the most important ways of AQP reg-
ulation, and knowledge about their expression level is highly
relevant to a better understanding of their physiological role

(Heinen et al. 2009). Future objectives are the study of cellular
trafficking and channel gating to obtain a comprehensive un-
derstanding of the physiological functions of RpAQPs with
respect to whole plant hydraulics and responses to drought
stress and AM symbiosis in Robinia pseudoacacia.

In conclusion, regulation of the expression of RpAQP gene
in Robinia pseudoacacia seedlings by Rhizophagus
irregularis inoculation depends on soil water condition and
plant tissues. Under drought stress and well-watered condi-
tions, AM symbiosis downregulated RpPIP1;3 gene expres-
sion in roots, stems, and leaves of Robinia pseudoacacia seed-
lings, which might be a way to minimize water loss in host
tissues. During drought stress, AM symbiosis upregulated
root, stem, and leaf gene expression of RpTIP2;1 and
RpPIP2;1, which could be a way to increase water flow to
specific plant tissues important for host survival during
drought stress. AM symbiosis acts on RpAQPs in a manner
to alter Robinia pseudoacaciawater relations and physiology,
allowing the host plant to cope better with adverse environ-
mental conditions. In this respect, AM plants exhibited lower
water saturation deficit and electrolyte leakage under drought
stress. AM symbiosis also protected Robinia pseudoacacia
seedlings against drought stress by improving a series of phys-
iological parameters, including plant growth, total dry mass,
and leaf photosynthesis. Further studies are needed to eluci-
date the specific functions of each RpAQP gene regulated by
AM symbiosis, in order to reveal the exact mechanism of AM
symbiosis to alter plant adaptation under drought conditions.
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