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Abstract
Alanine aminotransferase (AlaAT, E.C. 2.6.1.2), is a pyridoxal-5’-phosphate-dependent

(PLP) enzyme that catalyzes the reversible transfer of an amino group from alanine to 2-

oxoglutarate to produce glutamate and pyruvate, or vice versa. It has been well documented

in both greenhouse and field studies that tissue-specific over-expression of AlaAT from bar-

ley (Hordeum vulgare, HvAlaAT) results in a significant increase in plant NUE in both canola

and rice. While the physical phenotypes associated with over-expression of HvAlaAT have

been well characterized, the role this enzyme plays in vivo to create a more N efficient plant

remains unknown. Furthermore, the importance of HvAlaAT, in contrast to other AlaAT en-

zyme homologues in creating this phenotype has not yet been explored. To address the

role of AlaAT in NUE, AlaAT variants from diverse sources and different subcellular loca-

tions, were expressed in the wild-type Arabidopsis thaliana Col-0 background and alaat1;2
(alaat1-1;alaat2-1) knockout background in various N environments. The analysis and com-

parison of both the physical and physiological properties of AlaAT over-expressing trans-

genic plants demonstrated significant differences between plants expressing the different

AlaAT enzymes under different external conditions. This analysis indicates that the over-ex-

pression of AlaAT variants other than HvAlaAT in crop plants could further increase the

NUE phenotype(s) previously observed.

Introduction
As sessile organisms, the growth and development of plants is highly reliant on their ability to
rapidly sense and adjust to changes in their environment. Response patterns to internal and ex-
ternal signals can have both immediate and long lasting effects, affecting current and overall
growth and development of the plant [1–6]. Nitrogen (N) availability and form (organic or in-
organic) is known to strongly impact plant physiology, including N metabolism, carbon (C)
metabolism and plant signalling [7–10]. Plants that more effectively uptake, allocate or remobi-
lize available N are said to have increased nitrogen use efficiency (NUE) [11,12]. While many
different definitions of NUE have been developed over time, depending on the physiological
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process being studied, all measurements are based on analyzing three identifiers: 1) total bio-
mass (increases or decreases), 2) grain weight or 3) N taken up from the soil (for a more de-
tailed review see Good et al. [11]).

Interest in increasing the NUE of crop plants is of importance for several reasons. Firstly,
quantitatively N is the major nutrient effecting plant growth and development [13]. While tra-
ditional plant breeding practices have increased crop yields significantly, and, concomitantly
increased the NUE of the crops, there is still a gap between actual yields and attainable yields
and between attainable yields and the yield potential of particular crops [12]. Secondly, only
approximately 30–50% of the N applied in agricultural systems is taken up by plants [14,15],
with the excess lost to run-off [16], utilized by microbial systems [17] and contributing to algal
blooms and greenhouse gas emissions, respectively. Finally, total N fertilizer consumption, esti-
mated to be 105.3 million tonnes in 2011, is estimated to increase to 112.9 million tonnes in
2015, due to increases in the output of major cereal crops, including rice and wheat [18,19]. Ac-
cordingly, much focus has been given to the investigation of NUE phenotypes and generation
of NUE cereal crops. To date, alterations in very few of the genes involved in primary N metab-
olism in plant systems have shown to result in increased NUE, determined through various
methods including quantitative trait loci analysis as well as gene knockout and over-expression
studies (for a review see McAllister, et al. [20]).

While AlaAT is not regarded as a primary nitrogen assimilation enzyme in plant systems
[21], it is involved in both C and N metabolism. AlaAT catalyzes a reversible reaction convert-
ing alanine (Ala) and 2-oxoglutarate to glutamate (Glu) and pyruvate, and vice versa, in the
presence of the coenzyme pyridoxal-5’-phosphate (PLP) and is conserved between Archaea,
Eubacteria and Eukarya [22–25]. AlaAT is known to be involved in a number of cellular pro-
cesses in plants including gluconeogenesis, glycolysis, amino acid metabolism [23,26], photo-
respiration, C4 photosynthesis [26–29] and NUE [30–32]. Previous research has shown that
over-expression of barley AlaAT (HvAlaAT) driven by a tissue-specific root promoter, btg26 or
OsAnt1, in canola and rice respectively, results in an NUE phenotype, including increases in
root biomass [31,32]. However, the question of particular interest is “why does HvAlaAT, spe-
cifically, produce this phenotype?”Moreover, do AlaAT enzymes from diverse sources also
produce an NUE phenotype when expressed in crop plants?

It was hypothesized that, if AlaAT enzymes behave significantly differently in vivo, as they
do in vitro [24], this may then manifest as quantifiable alterations in physical or physiological
growth and development, as well as increases or decreases in the NUE of the plant. In order to
assess the importance of AlaAT variants in producing the NUE phenotype seen in the previous
studies, AlaAT genes from a variety of organisms were transformed into A. thaliana (var. Col-
0, also termed wild-type background) and a double knockout line (alaat1;2, var. Col-0, also
termed null background) and assessed under different N conditions. Previous analysis of the
kinetic properties of AlaAT enzymes in E. coli as well as the primary enzyme structure of the
variants was used to determine which genes should be transformed into Arabidopsis
[24,25,31–34]. The AlaAT genes chosen for expression in planta were from: barley (HvAlaAT),
mouse (Mus muscus), both cytoplasmic (MmAlaAT1) and mitochondrial (MmAlaAT2) iso-
forms and the archaeon Pyrococcus furiosus (PfAlaAT). The results presented here show differ-
ences not only between control and transgenic plants, but also between plants expressing
different AlaAT enzymes. We demonstrate that plant responses to N as well as C can be altered
significantly by over-expressing AlaAT in A. thaliana, and that these NUE responses can also
be significantly influenced by over-expression of a particular AlaAT enzyme variant. These re-
sults emphasize the importance of studying enzyme variants in relation to alterations in com-
plex metabolic plant pathways.
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Methods

Vector construction and Arabidopsis thaliana transformation
Hordeum vulgare AlaAT (GenBank accession no. Z26322) (HvAlaAT) cDNA, as well as the
pCAMBIA 1300 vector containingHvAlaAT driven by an OsAnt1 promoter (OsAnt1:HvA-
laAT) and OsAnt1 promoter driving ß-glucuronidase (GUS) were obtained from Ashok Shra-
wat, University of Alberta [31]. Mouse (Mus muscus) AlaAT1 (MmAlaAT1) (GenBank
accession no. NP_877957) and AlaAT2 (MmAlaAT2) (GenBank accession no. NP_776291)
were both obtained from Rong ze Yang, University of Maryland. Pyrococcus furiosus AlaAT
(PfAlaAT) (GenBank accession no. NP_579226) was amplified from ATCC gDNA (DSM
3638) [35]. Restriction enzyme cut sites for Asc1 and Pac1 were added to the 5’ and 3’ ends,
respectively, of the AlaATs using PCR: 5’-ATTATTAAggcgcgccATGATAAGGG-3’ and
5’-GCTATTCAGATCCTCTTCTGAGATGA-3’. A His/Myc tag was added to the 3’ end of
PfAlaAT using a second reverse primer in a successive PCR reaction (5’-CTAAAttaattaaT
CAATGGTGGTGATGATGATGGTCGACGGCGCTATTCAGATCCTCTTC-3’). AlaAT
cDNAs were subcloned into the binary vector pMDC32 [36] behind a 2X CaMV 35S promoter
using restriction enzymes Asc1 and Pac1.

Binary vectors were transformed into Agrobacterium tumefaciens strain GV3101 and select-
ed for using 50 μM kanamycin (Kan(50)). Two separate Arabidopsis thaliana Col-0 back-
grounds were transformed using floral dip: a wild-type background and an alaat1;2 knockout.
The double knockout was created using two separate single mutant seed lines; alaat1-1
(At1g17290, Salk_l 07662) and alaat2-1 (At1g72330, R366K resulted in the loss of a BseRI rec-
ognition site) [37]. The alaat1-1 line is a T-DNA insertion mutation [38] in the cytosolic iso-
zyme obtained from the Arabidopsis Biological Resource Centre (http://www.biosci.ohiostate.
edu/_plantbio/Facilities/abrc/abrchome.htm). The alaat2-1 line is a point mutation in the
open reading frame of alaat2 (the mitochondrial isozyme) interrupting a BseR1 cut site, identi-
fied by TILLING [37].

Transformed plants were selected by sowing seeds on 25 μM hygromycin (Hyg(25)) using a
protocol from Harrison et al., [39], with these modifications; plants were left covered at 4°C for
four days and at room temperature for three days. PCR was carried out on all primary trans-
genic lines with primers specific to the AlaAT insert:: for HvAlaAT, 5’-GAGGTTCTTGCC
CTTTGTGA-3’ and 5’-TTCAGCTCGTTGCAAGTAA-3’; forMmAlaAT1, 5’-CCAGAG
GATGCCAAGAGAAG-3’ and 5’-GCTCCGTGAGTTTAGCCTTG-3’; forMmAlaAT2,
5’-GCAGGCTTGTGGTGGAAA-3’ and 5’-GCACTTTCTTAAAGGAGTGGAATC-3’; for
PfAlaAT, 5’-GCGCTCTACGACAAAAAGACACTTGA-3’ and 5’-CGTTAGTCCTGCTA
TAGCTGCGAATT-3’. T2 seed was used to test for multiple insertions in designated homozy-
gous transgenic lines by testing for hygromycin resistance. T3 seed was sown on Hyg(25) media
to select for homozygous lines; PCR was used to verify the presences of the specific AlaAT in-
sertions. Three independent Arabidopsis insertion lines for each AlaAT construct, in both
Col-0 and alaat1;2 backgrounds, were selected and used for future analyses. All lines in the
Col-0 background are denoted here as 1, 2 and 3 with lines in the alaat1;2 background denoted
4, 5 and 6.

Growth conditions
Plate assays were conducted on modified 0.5 MS media (0.5% (w/v) sucrose and 0.7% (w/v)
agar, pH 5.8), at 21°C, 60% humidity, light intensity of*170 μE�m-2�sec-1, and a lighting cycle
of 16 light/8 dark unless otherwise specified. In all cases, except initial testing for homozygou-
sity, all plants were grown vertically. For all plate assays, T4 or T5 seed was utilized. Sterilized
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seeds were stratified in 0.15% (w/v) agar for*48 hrs; sterilized seeds were sown onto square
100 X 100 X 15 mm petri plates containing 0.5 MS media with modified sources and concen-
trations of N as outlined below. Plants were sown horizontally across square petri plates ap-
proximately 2 cm from the top of each plate; six plants were sown per plate. Control plants and
transgenics were sown on the same plates in an alternating fashion. Three independent inser-
tion lines for each AlaAT variant were assayed in quadruplicate along with control plants.
Chambers were blocked for variations in lighting conditions, resulting in four blocks, with final
lighting blocks containing a maximum difference of 20% across a single block with an average
light intensity of*170 μE�m-2�sec-1. All genotypes were assessed in every lighting block.
Changes in vertical tap root length were measured (cm) during a variety of time periods. The
number of lateral roots per plant was counted at both 8 and 11 days after sowing (DAS).

Seeds from both control lines, Col-0 and alaat1;2, as well as three independent insertion
lines each of OsAnt1:HvAlaAT, 35S:HvAlaAT and 35S:MmAlaAT1, 35S:MmAlaAT2 and 35S:
PfAlaAT, in both a Col-0 and an alaat1;2 knockout background, were used for analysis on 2
mM and 0.25 mM KNO3 plates. Transgenic plants containing OsAnt1:HvAlaAT, 35S:PfAlaAT
and 35S:MmAlaAT1, in both Col-0 and alaat1;2 knockout backgrounds, were used for analysis
on 2.5 mM glutamate, 2.5 mM alanine and 0.5 MS with: 1) regular light (170 μE�m-2�sec-1)
with 0% sucrose and 1 mMNO3

- (regular light, no added C, sufficient N), 2) low light
(100 μE�m-2�sec-1) with 0% sucrose and 1 mMNO3

- (low light, no added C, sufficient N) and
3) low light (100 μE�m-2�sec-1) with 0.2% sucrose and 0.25 mMNO3

- (low light, added C, limit-
ing N). Plating, blocking and data collection, as well as chamber conditions for the growth of
plants on these plates, was as outlined above.

Plants grown in soilless medium were grown at 21°C, 60% humidity, light intensity of
*120 μE�m-2�sec-1, and a light cycle of either 16 hrs light/8 hrs dark or 12 hrs light/12 hrs dark
(short days). Sterilized seeds were stratified in 0.15% (w/v) agar for*48 hrs. After stratifica-
tion 3–4 seeds from each line were transferred to 3” deep, separated plastic cells containing
150 mL of sterile sand and fine vermiculite (1:1). The bottom of each cell contained*1–2 cm
of potting mix to inhibit run off of the sand/vermiculite mixture into the tray. Eighteen cells
were allowed per tray and all lines were grown in triplicate (or more), with control plants
grown alongside transgenics in each tray. Trays were blocked for variations in lighting condi-
tions, with two lighting blocks per tray, with final lighting blocks containing a maximum differ-
ence of 20%. Plants were fertilized with a modified Hoagland’s solution (adapted from [40,41])
once a week by a bottom fed method and watered one additional time per week for the lifecycle
of the plants (50 mL per plant). After cotyledon emergence, plants in individual cells were
thinned to a single plant and 400μL of 1% Helix was added to the top of each pot.

GUS staining
T2 seeds were plated on 0.5 MS + Hyg(25) and selected using the protocol modified from Harri-
son et al. [39]; as described previously. Eight days after sowing, selected transformants were
moved to new 0.5 MS + Hyg(25) plates, with Col-0 and alaat1;2 plants grown on 0.5 MS for
24 days. At the end of 24 days, 1–2 plants from each independent insertion line, Col-0 and
alaat1;2 knockout backgrounds, as well as control plants, were placed in 1 mL of fresh GUS
staining buffer (2 mM 5-bromo-4-chloro-3-indolyl-β-D-glucuronic acid (X-gluc), 50 mM
NaHPO4, pH 7.2, 5 mM ferricyanide, 5 mM ferrocyanide and 0.2% Triton X-100) and placed
in darkness at 37°C for 2 hrs. Chlorophyll was removed from tissues using a series of ethanol
dilutions. Plants were then transferred to a series of glycerin solutions for 30 min time periods.
Plants were stored at 4°C until photographed.
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qRT-PCR analysis
Three plates, with 6 plants each, of the controls (Col-0 and alaat1;2) and transgenic lines, were
grown vertically for two weeks on 0.5 MS media for RNA extraction. At the end of two weeks,
three biological replicates of three plants each were harvested and flash frozen in liquid nitro-
gen. Root and shoot tissues were harvested together. A Retsch Mixer Mill MM301 was used
along with 3 mm tungsten beads (Qiagen) to grind tissues for 30 sec. RNA was extracted from
50 mg of tissue using an RNeasy Plant Mini Kit (Qiagen) and an RNase-Free DNase Set (Qia-
gen) RNA quantity and quality was assessed via a UV-VIS spectrophotometer (NanoDrop)
and visualized by electrophoresis on a 1% agarose gel.

cDNA synthesis from the RNA was carried out using both oligo-(dT)s and random hexam-
ers. A. thaliana Ubiquitin 6 (UBQ6) was used as a control transcript. RevertAid HMinus Re-
verse Transcriptase (Fisher Scientific) was used for cDNA production, and SYBR Green (Life
Technologies) was used to detect PCR product for quantification. Primers (synthesized by
IDT) for RT-PCR detection were as follows:HvAlaAT (5`- TCCTGGCACATGGCACTTC—3`
and 5`- TGACTGCCGGGATCTTATCC—3`), PfAlaAT (5’—TAGAGGTGGGACCGTGGAA
GAA—3’ and 5’—AGTGGCCTGCACCATACTCTCC—3’),MmAlaAT1 (5’—AAGAAGGT
GCTCACGGAGATGG—3’ and 5’—CACTCGCCCATCTAGCCCTTAG—3’), andUBQ6
(5’- GGYCTCACCTACGTTTACCAGA—3’ and 5’- ATCCACAACATCCAAAAACAAC—3’).
The fold change in expression of AlaAT transgenes relative to control plants was quantified using
the 2(-ΔΔCt) method [42].

Protein extraction and AlaAT activity assays
Transgenic lines were sown on 0.5 MS plates, six plants and one genotype per plate, after seed
sterilization and*48 hr cold induction. Plants were harvested between 14–17 days. In order
to obtain sufficient amounts of material for analysis, four biological replicates from each line
were harvested, each containing four seedlings. Root and shoot tissue was harvested together.
The harvested biological replicates were immediately weighed and ground with a mortar and
pestle, on ice, with a pinch of sand and PVPP and extraction buffer (50 mM Tris-HCl pH 8, 5
mMMgCl2, 20 mM cysteine 1 mM DTT and 0.1 mM PMSF) at a ratio of 3:1 to fresh tissue
weight (modified from Ismond et al. [43]).

Ground tissues were centrifuged at 4°C and 15.7 rcf for 15 min. The supernatants from two
biological replicates each was then transferred to an Amicon Filter Concentrator Column and
spun in a swinging rotor bucket centrifuge at 2900 g for*50 min, or until the protein-contain-
ing supernatant fraction was reduced in volume to 200 μl. The protein samples (two per line in
most cases) were stored on ice for use in AlaAT activity assays.

Concentrated protein was diluted 1/5 for all samples. AlaAT activity was assayed using a
continuous coupled reaction catalyzed by AlaAT and lactate dehydrogenase (LDH, Sigma) re-
spectively, with the change in absorbance associated with generation of NAD+ from NADH
monitored at 340 nm, as described by Miyashita et al. [23]. Assays were carried out in biologi-
cal duplicate and experimental triplicate at room temperature in a 96 well plate (Corning) over
a five minute time period with readings every 11 sec, and were read using a SpectraMax Plus
absorbance plate reader (Molecular Devices, Sunnyvale, CA). Control plants, Col-0 or alaat1;2,
were also assayed for AlaAT activity.

WinRHIZO and Soluble sugars analysis
Five plants from each independent insertion line, as well as controls, were grown for 41 days
(light cycle of 16 hrs light/8 hrs dark) at which point all rosette leaves>1 cm were harvested
from a single plant, weighed and flash frozen in liquid nitrogen. Samples were collected in
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triplicate from each of the three independent insertion lines for each AlaAT transgenic, as well
as the controls. Samples were stored at-80°C. Plants were harvested approximately 5 days after
the first plants bolted. Pictures of each line were taken at the time of harvest. WinRHIZO Ara-
bidopsis 2013d software (Regent Instruments Inc.) was used to measure the total leaf area of
each of the transgenic lines (n = 5).

Soluble sugars were extracted from frozen tissues using a modified methanol/chloroform
extraction protocol for non-lyophilized cells [44]. Frozen tissues were ground using a Retsch
Mixer Mill MM301 along with 3 mm tungsten beads (Qiagen cat. no. 69997). 50 mg ground
frozen tissue from each sample was used for the metabolite extraction. An additional 2 ml of
ddH2O was added to each extraction, above that used in the protocol referenced. The recovered
polar phase from each extraction was then left in an oven at 80°C to evaporate and the residue
was resuspended in 0.5 ml ddH2O and used for soluble sugar analysis of glucose, fructose and
sucrose. A Glucose (HK) Assay Kit (Sigma), Fructose Assay Kit (Sigma) and Sucrose Assay Kit
(Sigma) were utilized for the indirect quantification of all three sugars in 100 μl of the resus-
pended sugar solution. All sugars were indirectly detected via multiple enzyme reactions (as
outlined by the manufacturer). A spectrophotometer (SpectraMax Plus absorbance plate read-
er, Molecular Devices, Sunnyvale, CA) was used to measure the final concentration of NADH
in solution (A340).

Protoplast preparation and uptake of 3H-tritium and 14C-alanine
Plants for mesophyll cell protoplast isolation were grown in soilless medium for five weeks, as
outlined above with the exception of day length; plants were grown in a shortened photoperiod,
with 12 hrs light/12 hrs dark. Prior to harvest, total leaf area of all transgenic and Col-0 plants
was determined using WinRHIZO Arabidopsis 2013d software.

Protoplast isolation was slightly modified from the protocol described previously by Yoo
et al. [45]. Approximately 40–50 rosette leaves from*18 individual plants per transgenic line
were used to obtain tissue for protoplast preparation. Three separate transgenic lines per
AlaAT insert were analyzed. Rosette leaves that were discoloured or undergoing senescence
were not used.

Protoplasts were diluted to a final concentration of 2 X 105 cells ml-1 for uptake. Protoplasts
were labelled with a combination of both 14C-alanine (Alanine, L-[14C(U)], Perkin Elmer) and
3H-leucine (Leucine, L-[3,4,5-3H(N)], Perkin Elmer). 14C-alanine was added at 0.5 μCi�ml-1

and 3H-leucine was added at 4.4 μCi�ml-1. Zero time points were taken for solutions containing
protoplasts without radiolabel as well as solutions containing only radiolabel.

Three separate experimental replicates of 1 ml protoplast/isotope label solution were ana-
lyzed per transgenic line per time point. Protoplast uptake of both 14C-alanine and 3H-leucine
was analyzed at 10 min, 45 min, and 2 hrs. At the end of each time point, protoplast solutions
were centrifuged for 1.5 min at 187 g and 50 μl of supernatant removed and placed in a scintil-
lation vial (Fisher Scientific) for analysis in the liquid scintillation counter (Beckman, LS
6000TA). Once all time points had been completed, 1 ml of bleach was added to each scintilla-
tion vial. Samples were gently swirled overnight at room temperature in the dark.

After approximately 13 hours, samples were removed from the shaker and placed in a fume-
hood, lids removed, for>3 hrs, then 5 ml hionic fluor (Perkin Elmer, 6013311) was added to
each scintillation vial, and lids were replaced. Samples were left undisturbed in the scintillation
counter for 60 hours, after which samples were counted for both 3H and 14C emissions using a
liquid scintillation counter, recorded in decays per minute (dpm).
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Statistical analysis
Phenotypic similarity between individual plant lines expressing the same AlaAT construct in
all plate assay conditions was assessed via one-way ANOVA (α = 0.05, P< 0.05). Independent
insertion lines did not show significant, consistent variation in either background in any of the
conditions assayed and therefore data from all three insertion lines for a given AlaAT was
pooled. Final tap root lengths of control plants and transgenic lines were compared using two-
way ANOVA (α = 0.05, P< 0.05), analyzing the genotype of plants and the lighting block
plants were grown in. Two-way ANOVA (α = 0.05, P< 0.05) and Bonferroni post-tests were
used to compare mean tap root length and genotype respectively, between both controls and
transgenics and between different transgenic lines. Statistical significance indicated in all fig-
ures is the difference between the controls and transgenics at that time point or in that block
and does not denote if the overall genotype is significant. A two-way ANOVA and Bonferroni
post-tests (α = 0.05, P< 0.05), were also used to compare dpm counts between transgenic and
control lines (n = 3), taking into account both differences in genotype and time point.

Mann-Whitney U-tests (P< 0.05) were used to analyze differences in AlaAT activity be-
tween transgenic and control plants (n = 3–6), as well as compare all lines to Col-0 for the solu-
ble sugar analysis (α = 0.05, P< 0.05). (The majority of lines for the soluble sugar analysis were
analyzed in biological triplicate, with a few lines analyzed in duplicate.) Differences in shoot
area (cm2) between transgenics and Col-0 were also determined using a Mann-Whitney U-test
(α = 0.05, P< 0.05). In all cases, for all statistical tests, α = 0.05 and P< 0.05, unless otherwise
specified. All statistical analysis was conducted using GraphPad Prism v. 5.03.

Results and Discussion

GUS expression in A. thaliana using a riceOsAnt1 promoter
OsAnt1, a root-specific promoter from the rice aldehyde dehydrogenase 1 gene, had previously
been chosen to drive AlaAT expression in NUE rice; however, to our knowledge, it had never
been used to drive gene expression in A. thaliana. OsAnt1 driving GUS was transformed into
Arabidopsis plants, both Col-0 and alaat1;2 knockout backgrounds, and analyzed for tissue-
specific expression (Fig. 1). Like expression of this promoter in rice [31], genes driven by
OsAnt1 in Arabidopsis are highly expressed in roots and root tips of seedlings, as well as
throughout the vasculature of the plant. No GUS expression was detected in control plants
(data not shown). Phenotypic results were consistent between independent insertion lines for
both backgrounds.

AlaAT transgenics show expression of the transgene in A. thaliana
Three independent homozygous insertion lines for each AlaAT gene (OsAnt1:HvAlaAT, 35S:
HvAlaAT, 35S:MmAlaAT1, 35S:MmAlaAT2 and 35S:PfAlaAT) in each of two backgrounds,
Col-0 and alaat1;2, were generated and used for RT-PCR. S1A and S1B Fig. demonstrate fold
alterations in expression of the AlaAT genes in transgenic lines relative to the respective control
backgrounds. Expression of the transgene was observed in all over-expressing lines (Col-0
background and alaat1;2 background) with the exception of 35S:MmAlaAT1–5 (S1 Fig.). No
expression of any of the transgenes was detected in control lines. No significant difference in
the relative expression level of the control transcript, UBQ6, was observed between control and
transgenic plants (S2 Fig.), verifying the fold alterations observed in the expression of the trans-
genes relative to the Col-0 and alaat1;2 backgrounds. A large amount of variation between
transgenic lines expressing the same construct was observed. Differences in expression levels
between transgenic lines carrying the same construct DNA are not uncommon, as the site of
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integration and other genetic factors can have a significant impact on the overall expression of
the inserted gene, even resulting in silencing [46–49]. Plant genes driven by the CaMV35S pro-
moter in particular, as they are here, are known to have fluctuating, bimodal, expression pat-
terns [48]. These results demonstrate that the AlaAT transgenes are being transcribed in the
majority of transgenic plants and that independent insertion lines containing the same vector
are expressing these genes at distinctly different levels.

Target-P software was used to determine if MmAlaAT2, which localizes to the mitochon-
dria in mouse, would also be targeted to this organelle in A. thaliana. Analysis indicated that,
in planta, theMmAlaAT2mitochondrial target sequence, which was maintained in the cDNA
construct, would allow this gene to be potentially targeted for subcellular expression in the mi-
tochondria (mTP = 0.885, reliability class = 2). The other four genes (OsAnt1:HvAlaAT, 35S:
HvAlaAT, 35S:MmAlaAT1 and 35S:PfAlaAT) did not contain subcellular localization se-
quences, and were expected to express cytoplasmically.

Transgenic AlaAT over-expressing plants show increased AlaAT
enzyme activity
To further validate the expression of the transgenes as well as production of introduced pro-
tein, AlaAT enzyme activity assays were conducted. Transgenics in both the Col-0 and alaat1;2
backgrounds displayed activity from protein fractions that was similar to or significantly great-
er than that from control plants (Fig. 2 and S3 Fig.). Lines which showed significant increases
in AlaAT enzyme activity include: OsAnt1:HvAlaAT-1 and-3, 35S:MmAlaAT1–1, -2 and-3,

Fig 1. OsAnt1:GUS expression in A. thaliana. Four-week-old transgenic A. thaliana plants grown on 0.5
MS expressing GUS via anOsAnt1 tissue-specific rice promoter. Plants were stained for two hours then de-
stained using ethanol to remove chlorophyll. a)OsAnt1:GUS in Col-0 background; b)OsAnt1:GUS in
alaat1;2 background.

doi:10.1371/journal.pone.0121830.g001
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35S:MmAlaAT2–1, -2 and 35S:PfAlaAT-2 and-3 (P< 0.05) (Fig. 2). Notably, all three 35S:
MmAlaAT1-expressing lines showed significant increases in AlaAT activity when compared to
Col-0. All of the Col-0 background over-expressing lines showed significant increases in activi-
ty when compared to the alaat1;2 knockout line (Fig. 2). All null background transgenic lines
showed increased AlaAT activity relative to the knockout line (which had a measured activity
close to zero), with nearly all of the transgenic lines showing significant increases in activity
(P< 0.05) (S3 Fig.). Only two lines did not show significant increases in activity: OsAnt1:HvA-
laAT-1 and 35S:HvAlaAT-2. The majority of transgenic lines in the alaat1;2 background,
while showing higher activity than the knockout line, still had activity levels significantly below
that of the Col-0 control, as observed previously by Miyashita et al. [23].

From these results, and the observation that AlaAT activity did not significantly decrease in
any of the transgenic lines relative to the controls, several assumptions can be made: 1) the
AlaAT activity in the alaat1;2 knockout line is close to zero [37], and the addition of a foreign
AlaAT enzyme increases activity in all cases (Fig. 2),2) expression or over-expression of the
transgenic AlaAT enzyme(s) does not interfere with the native AlaAT enzyme(s) activity (S3
Fig.), 3) the foreign AlaAT protein is being made and is active in vivo and, 4) mRNA levels de-
termined through RT-PCR do not always correlate with activity levels in full-protein fractions.

Fig 2. AlaAT activity in Col-0 background Arabidopsis thaliana over-expressing various AlaAT enzymes. AlaAT activity from total protein fractions
from various AlaAT over-expressing transgenic A. thaliana lines. a)OsAnt1:HvAlaAT, b) 35S:HvAlaAT, c) 35S:MmAlaAT1 d) 35S:MmAlaAT2 and e) 35S:
PfAlaAT. All transgenic lines were compared to controls using a two-tailed Mann-Whitney U-test (P< 0.05), n = 3–6. ‘A’ indicates significance in relation to
Col-0; ‘B’ indicates significance in relation to alaat1;2. Error bars indicate SEM.

doi:10.1371/journal.pone.0121830.g002
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This last point is particularly interesting in the case of 35S:MmAlaAT1–5, which did not show
MmAlaAT1 transcript but did show significantly increased activity levels relative to the knock-
out line (S3 Fig.). However, in Arabidopsis, it has been reported that only 27–46% of tested
proteins will correlate in abundance with that of the mRNA [50]. Therefore these findings, that
many of the AlaATmRNA levels do not correlate with protein activity levels, are not surprising
and instead give support that transgenic AlaAT mRNA is being converted to active protein in
vivo.

AlaAT over-expression results in increased tap root length in A. thaliana
at non-limiting and limiting NO3

- concentrations
Changes in tap root length when plants were grown in non-limiting N conditions (2 mM
NO3

-)were assessed at 5 and 8 DAS and changes in root growth between time points were com-
pared between transgenics and controls (Fig. 3). For all null background AlaAT over-express-
ing lines, significant increases in tap root growth relative to the null control were observed
between 0–5 DAS (P< 0.005) and 5–8 DAS (P< 0.05) (one-way ANOVA, α = 0.05, P< 0.05);
(Fig. 3A-E). These results indicate that the native AlaAT enzyme may be indirectly involved in
initial N sensing and/or assimilation. However, over-expressing transgenic plants in the Col-0
background did not mimic this phenotype. From 0–5 DAS Col-0 background transgenic lines
containing OsAnt1:HvAlaAT, 35S:MmAlaAT1 and 35S:MmAlaAT2 showed significantly great-
er changes in tap root length compared to controls (P< 0.05); from 5–8 DAS only lines ex-
pressingMmAlaAT1,MmAlaAT2 and PfAlaAT showed significant increases in the average
change in tap root length relative to Col-0 (P< 0.05) (Fig. 3F-J). Overall, genotype was deter-
mined to be significant throughout these two time periods for all lines (both Col-0 and alaat1;2
backgrounds) with the exception of 35S:HvAlaAT (in Col-0).

Final tap root lengths were assessed at 16 DAS for plants grown at 2 mM NO3
-; at this time

point roots had begun to reach the plate boundary. In the alaat1;2 background, genotype was
determined to be highly significant using a two-way ANOVA (α = 0.05, P< 0.05) (grouping
data from independent insertion); statistical analysis indicated that only lines containing
OsAnt1:HvAlaAT, 35S:MmAlaAT1 and 35S:PfAlaAT had significantly longer tap root lengths
compared to alaat1;2 at 16 DAS (P< 0.05) (S4A Fig.). At 16 DAS, none of the transgenic lines
in the Col-0 background were shown to be significantly different from Col-0 (two-way
ANOVA, α = 0.05, P< 0.05) (S4B Fig.).

When plants were grown in N-limiting conditions (0.25 mMNO3
-), significant differences

in the growth and development of the transgenic plants relative to controls was observed, both
in the Col-0 and alaat1;2 backgrounds (S5 Fig.). Plant tap roots were assessed at 5, 8 and 12
DAS. The expression of AlaAT in the alaat1;2 background resulted in a significant increase in
tap root growth compared to the control line at all time points, and for all lines with one excep-
tion (one-way ANOVA, α = 0.05, P< 0.05) (S5 Fig.). From 8–12 DAS 35S:HvAlaAT in the
alaat1;2 background did not show significant tap root growth relative to the knockout line. A
two-way ANOVA (α = 0.05, P< 0.05) indicated that throughout these three time points, the
genotype of the plant played a significant role in the rate of tap root growth for all null back-
ground AlaAT over-expressing lines.

Unlike AlaATs expressed in the knockout background, those expressed in the Col-0 back-
ground did not show significant increases in rate of tap root growth at all of the time points
measured (S5 Fig.) (one-way ANOVA, α = 0.05, P< 0.05). From 0–5 DAS, significant in-
creases in tap root growth were only observed for 35S:HvAlaAT, 35S:MmAlaAT1 and 35S:PfA-
laAT-expressing lines (P< 0.0001). OsAnt1:HvAlaAT and 35S:MmAlaAT2 transgenic lines did
not show significant differences. From 5–8 DAS, onlyMmAlaAT-expressing plants showed
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significant increases in tap root length (S5H and S5I Fig.) (P< 0.005). Two-way ANOVA (α =
0.05, P< 0.05) indicated that in the Col-0 background, the genotype of the transgenic plants
played a significant role in the rate of tap root growth, at these three time points (0–5, 5–8 and
8–12 DAS), for only those lines containing 35S:HvAlaAT, 35S:MmAlaAT1 and 35S:PfAlaAT
(P< 0.01).MmAlaAT1-expressing plants (Col-0 background) were the only lines to show in-
creased rate of tap root growth in both limiting and non-limiting N conditions between 0–5
and 5–8 DAS (Fig. 3H and S5H Fig.).

Final tap root lengths were assessed at 18 DAS, due to onset of plant senescence. Plant geno-
type was determined to again be highly significant in relation to tap root length in both back-
grounds (one-way ANOVA, α = 0.05, P< 0.05) (S4 Fig.). Post-hoc analysis indicated that
those lines in the null background containing 35S:HvalaAT, 35S:MmAlaAT2 and 35S:PfAlaAT

Fig 3. Changes in vertical tap root length from 0–8 DAS of plants expressing various AlaATs in both Col-0 and alaat1;2 backgrounds when grown
in non-limiting N conditions. Transgenic and control plants were sown on modified 0.5 MS with 2 mMNO3

- as the sole N source. The vertical mean growth
of tap roots between 0–5 and 5–8 DAS was measured (cm) in controls and transgenics at these time points and was compared using two-way ANOVA (α =
0.05, P< 0.05). At each time point for each line in each background n = 33–36. a-e) Transgenics are in an alaat1;2 background; f-j) transgenics are in a Col-0
background. * indicates significance in relation to control plants grown during the same time frame on the same plates. Error bars indicate SEM.

doi:10.1371/journal.pone.0121830.g003
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were significantly different from alaat1;2 (P< 0.05). Furthermore, analysis indicated that none
of the lines over-expressing AlaAT in the Col-0 background showed increased tap root growth
relative to wild-type (P< 0.05), as was observed in the non-limiting N condition.

Previously, increases in tap root length and number of primary lateral roots have been char-
acterized as “foraging” strategies, indicating N limitation in plants; conversely, inhibition of tap
root lengthening and lateral root emergence have indicated N-replete conditions [51–55]. It
has also been shown that not only the supply of N, but also the demand for N by the plant can
play a pivotal role in root architecture (nitrogen economics), resulting in increases in root
growth and lateral root emergence in N-rich conditions if the demand for N by the plant
(shoot to root signalling) is strong enough [4,52–54]. Given that the root phenotypes observed
in this study occurred under both N-depleted and N-replete conditions, it appears that the in-
creases in tap root length and rate of growth are due to increased N demand from the plants,
and not due to N foraging responses.

The rate of growth of plants over-expressing AlaAT in the Col-0 background, under N-lim-
iting conditions, indicates possible differences in NUE based on AlaAT variant and promoter.
Under N-poor conditions, early tap root growth was significantly higher only in those plants
expressing non-mitochondrial AlaAT variants with a constitutive promoter (S5 Fig.). Interest-
ingly,MmAlaAT1-expressing plants (Col-0 background) were the only lines to show increased
rate of tap root growth in both limiting and non-limiting N conditions between 0–5 and 5–8
DAS. This suggests that over-expression of this enzyme could have the most significant effect
on plant NUE. Overall, it was shown here that, initial expression of AlaAT during germination
can result in an increased NUE phenotype, depending on AlaAT variant and external N condi-
tions, indicating that to achieve maximum NUE, the AlaAT variant: promoter combination
must be tailored to the environmental N conditions.

A greater understanding of the role of AlaAT and AlaAT over-expression has benefitted
from the availability of a double knockout background (alaat1;2) in A. thaliana, which is not
currently available in rice or canola. In the Col-0 background, over-expression of any of the
AlaAT genes would result in a gain of function (GOF) but, determining if this is a gain-of-the-
same gene function or gain-of-a-different gene function is not possible. Analysis of the expres-
sion of these genes in the alaat1;2 background showed the same phenotypes (increased tap
root growth and increased lateral root number) as over-expression in the Col-0 background.
Thus, expression of AlaAT in the alaat1;2 background rescued tap root growth and lateral root
growth in the mutant, demonstrating that these phenotypes are the result of a gain-of-the-
same gene function in vivo.

AlaAT expression increases number of primary lateral roots
Arabidopsis primary lateral roots have shown to increase in proliferation when exposed to
patches of NO3

- [53]. This increase in lateral root number has been characterized as a key mor-
phological response of Arabidopsis roots colonizing N-rich zones [52,56,57]. On the other
hand, it has also been shown that high concentrations of NO3

- in plant tissues can inhibit the
activation of lateral root meristems [51–53,58]. As a result of these opposing N responses, alter-
ations in the ability to either sense external N or in the distribution of internal root NO3

- could
alter these morphological responses. In order to more accurately assess any differences in the
ability of AlaAT transgenic plants to respond to N in the environment the number of primary
lateral roots per plant was counted at two separate time points. Initially, plates containing only
Col-0 were grown and monitored to determine timing of lateral root emergence. It was deter-
mined that counting lateral roots should be carried out at both 8 and 11 DAS. In general,
AlaAT-expressing plants showed an increased number of primary lateral roots in comparison
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to control plants (Fig. 4). At 8 DAS, it was determine that genotype of the plants played a sig-
nificant role in the number of primary lateral roots. Lines over-expressing AlaAT variants in
the null background, except those containing 35S:HvAlaAT, showed significant increases in lat-
eral root number (two-way ANOVA, α = 0.05, P< 0.05) (Fig. 4A). At this same time point,
lines in the Col-0 background, with the exception of those containing PfAlaAT, also showed
significant increases in the number of lateral roots (P< 0.05) (Fig. 4B).

When the same plants were analyzed for number of lateral roots at 11 DAS, transgene was
determined to contribute significantly to lateral root number per plant regardless of the geno-
typic background it was placed (two-way ANOVA, α = 0.05, P< 0.05). All AlaAT-expressing
lines in the knockout background showed increased lateral root number in comparison to con-
trols (Fig. 4C). In the Col-0 background, four of the five transgenic lines showed significant in-
creases in number of lateral roots (P< 0.05) (Fig. 4D), with only plants expressing 35S:
MmAlaAT2 not showing significance. Clustering, defined as dense clusters of rootlets from a
parent root [59], was not observed in any of the lines or at any of the time points, with a regular

Fig 4. Average number of primary lateral roots between control and transgenic plants at 8 and 11 DAS. The average number of primary lateral roots in
each lighting block between controls and AlaAT transgenic lines was compared using two-way ANOVA (α = 0.05, P< 0.05). n = 6–9 for the number of
replicates per genotype per block. a,c) alaat1;2 background; b,d) Col-0 background. * indicates significance in relation to control plants grown in the same
lighting block. Error bars indicate SEM.

doi:10.1371/journal.pone.0121830.g004
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pattern of lateral root emergence observed along the length of the tap root. The results presented
here indicate that expression of AlaAT plays a role in the induction and emergence of primary
lateral roots inA. thaliana early in the growth and development of the plant; however AlaAT var-
iant, genotypic background and stage of growth can significantly affect this phenotype (Fig. 4).

Increased expression of AlaAT in Arabidopsis allows for increased
growth on glutamate and alanine
To analyze the ability of AlaAT over-expressing lines to utilize both Glu and Ala more effec-
tively, plants were sown onto modified 0.5 MS containing either Glu or Ala as the sole N
source. Three different AlaATs were chosen for this analysis, based on the results of the above
plate assays and a previous kinetic analysis [24]: OsAnt1:HvAlaAT, 35S:HvAlaAT and 35S:PfA-
laAT. Three DAS, transgenic plants in the Col-0 background showed increased tap root growth
compared to control plants in both amino acid conditions (Fig. 5). This phenotype was both
consistent across triplicate lines carrying the same insert and among all wild-type background
over-expressing lines, therefore only OsAnt1:HvAlaAT has been shown for brevity (Fig. 5). In-
creased tap root length was not observed in transgenic lines in the alaat1;2 background.

Plants were monitored for changes in the rate of tap root growth from 9–11 DAS and 11–15
DAS (Fig. 6). In these N environments, significant differences in tap root growth were not ob-
served by transgenics expressed in the alaat1;2 background (data not shown). Between 9–11
DAS and 11–15 DAS all transgenic lines expressed in the Col-0 background showed highly sig-
nificant increases in tap root growth (Fig. 6) (P< 0.0001) (two-way ANOVA, α = 0.05,
P< 0.05). Final tap root lengths were analyzed at 22 DAS for plants of both genotypic back-
grounds grown on both amino acids. In the alaat1;2 background, plants containingMmA-
laAT1 showed significant increases in tap root growth at 22 DAS when grown on Ala (one-way
ANOVA, α = 0.05, P< 0.05) (S6A and S6C Fig.). On Ala and Glu plates, all AlaAT variants ex-
pressed in the Col-0 background had significantly longer final tap root lengths when compared
to controls at 22 DAS (P< 0.0001) (S6B and S6D Fig.). Overall, these results are interesting
given that previous analyses of Arabidopsis, and other plants grown using either glutamate or
alanine as the sole N source have shown inhibition of root or overall plant growth, respectively
[23,60,61]. These results indicate that over-expression of this enzyme can enhance the plant’s
ability to utilize alanine as an external N source above that of the control as well as overcome,
to some extent, the previously reported tap root inhibition phenotype produced by exogenous
glutamate [60–62].

AlaAT variant has an impact on root phenotype in differing C:N
conditions
It has been demonstrated that increases in either photosynthetic photon flux intensity or medi-
um sucrose concentrations will allow for maximum tap root elongation in Arabidopsis [63].
To examine if either of these parameters are altered due to over-expression of AlaAT in Arabi-
dopsis, both the null and wild-type backgrounds, transgenics and controls, were grown under
three different C:N conditions: 1) regular light, no added C, sufficient N, 2) low light, no added
C, sufficient N and 3) low light, added C, limiting N.

At 3 DAS AlaAT over-expressing seedlings showed increased tap root length and correla-
tively earlier time of germination in all three conditions (Fig. 7). This phenotype was consistent
for all over-expressing lines tested: OsAnt1:HvAlaAT, 35S:MmAlaAT1 and 35S:PfAlaAT, there-
fore, only PfAlaAT containing lines are shown for brevity (S7 Fig.). This phenotype was most
noticeable and consistent in transgenic lines in the Col-0 background, however increased tap
root length at 3 DAS in the alaat1;2 lines expressing AlaAT was also observed (data not shown).
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To assess if this increased primary root length was maintained after initial germination of
seedlings, plants in all three C:N conditions were monitored for 15 DAS. Differences in rate of
tap root growth were assessed with two-way ANOVA (α = 0.05, P< 0.05). Genotype was de-
termined to be statistically significant for all null background AlaAT over-expressing lines in
regards to the rate of tap root growth throughout the three time points when compared to con-
trol plants, regardless of enzyme variant or external C:N conditions (Fig. 7A-C and S8 Fig.).
This result supports the previous observation that AlaAT-expressing lines (alaat1;2 back-
ground) show increased rate of root growth in N-limiting conditions (S5 Fig.).

Fig 5. OsAnt1:HvAlaAT expressing plants in Col-0 background at two different time points grownwith glutamate and alanine as the sole N source.
Over-expressing lines were plated on modified 0.5 MS with either 2.5 mM glutamate (a and c) or 2.5 mM alanine (b and d) as the sole N source. Pictures were
taken at 3 DAS (a and b) and 18 DAS (c and d). OX—transgenic over-expressing line in Col-0 background. Above plates show one independent line of
OsAnt1:HvAlaAT over-expressing plants.

doi:10.1371/journal.pone.0121830.g005
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Under regular light, no added C and sufficient N, significant increases in tap root length
were observed only in transgenics in the alaat1;2 null background (P< 0.05) (Fig. 7A-C); no
significant differences in root growth for AlaAT over-expressing lines in the Col-0 background
were detected in this condition (S9 Fig.). When lines were grown in low light with limiting C
source and limiting N all over-expressing lines (Col-0 and alaat1;2 background) showed signif-
icantly increased rates of tap root growth (P< 0.005) (S8 and S9 Figs.). Interestingly, under
low light with no added C and sufficient N, only PfAlaAT over-expressing lines in the Col-0
background showed significant increases in tap root length (Fig. 7F).

Fig 6. The average changes in vertical tap root length from 9–15 DAS of plants expressing various AlaATs in a Col-0 background when grown with
Glu or Ala as the sole N source. Tap root lengths on plates were marked at 9, 11 and 15 DAS. The vertical mean growth of tap roots between 9–11 and 11–
15 DAS was measured (cm) and the changes in vertical root growth between controls and transgenics at these time points was compared using two-way
ANOVA (α = 0.05, P< 0.05). a-c) grown on 2.5 mMGlu, d-f) grown on 2.5 mM Ala. * indicates significance in relation to control plants grown during the same
time frame on the same plates. Error bars indicate SEM.

doi:10.1371/journal.pone.0121830.g006
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There are many studies showing that increases in the concentration of sucrose in the plate
media can offset decreases in light intensity and vice versa [52,55,64–67], while decreases in ex-
ternal sucrose (< 2%) in combination with decreases in light intensity will result in decreases
in both tap root and lateral root growth [63]. Nevertheless, when PfAlaAT was over-expressed
in plants in low light, no added C and sufficient N, significant increases in rate of tap root
growth over that of wild-type were observed (Fig. 7), demonstrating that the over-expression
of PfAlaAT in A. thaliana alters not only N metabolism, but also C metabolism significantly.

AlaAT over-expressing plants show decreases in concentration of
soluble sugars in the shoot
Soluble sugars have many roles in plants apart from acting as direct precursor molecules for
glycolysis to produce energy and reducing power [63]. Sucrose is an important source to sink C
transport molecule (via the phloem), and along with the soluble sugars glucose and fructose
acts as a signaling molecule connected with, but not limited to, the regulation of N and C

Fig 7. The average changes in vertical tap root length from 0–15 DAS of plants expressing various AlaATs in a Col-0 background when grown in
limiting C and N combinations.Over-expressing AlaAT plants (Col-0 background) were grown alongside controls in three combinations of C and N: a-c)
*170 μE�m-2�sec-1 light, 0% sucrose and 1 mMNO3

-, d-f)*100 μE�m-2�sec-1, 0% sucrose and 1 mMNO3
-, g-i)*100 μE�m-2�sec-1, 0.2% sucrose and 0.25

mM NO3
-. Tap root lengths on plates were marked at 5, 8, 12 and 15 DAS. Changes in vertical root growth between 5–8, 8–12 and 12–15 DAS between

controls and transgenics at these time points were compared using two-way ANOVA (α = 0.05, P< 0.05). At each time point for each line in each background
n = 33–36. * indicates significance in relation to control plants grown during the same time frame on the same plates. Error bars indicate SEM.

doi:10.1371/journal.pone.0121830.g007
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metabolism [68], metabolite transport [69], seed and embryo development [69], transition to
flowering [70] and plant stress responses (ie: light intensity) [71]. Under N stress it has been
shown that soluble sugars accumulate in photosynthetically active organs, and their use as N
metabolite precursors decreases [72,73]. In order to better understand the growth phenotypes
observed when C and N conditions were varied, an analysis of the soluble sugars (glucose, fruc-
tose and sucrose) was carried out. When the results of each analysis were pooled according to
transgenic lines harboring the same construct a distinct pattern was observed. For each of these
soluble sugars, transgenic plants showed slightly decreased average concentrations relative to
Col-0, however only in plants expressing OsAnt1:HvAlaAT were these decreases shown to be
significant (Mann-Whitney U-test, α = 0.05, P< 0.05). The alaat1;2 plants showed the lowest
average concentration of all three soluble sugars (S10 Fig.).

Soluble sugar skeletons can be shunted into numerous metabolic pathways including starch
synthesis (increasing plant biomass), glycolysis (aiding in plant growth) and amino acid syn-
thesis pathways (aiding in protein synthesis). In both previous studies ofHvAlaAT in rice, in-
creases in starch synthesis pathway genes and key amino acids were observed [33,34],
supporting these results. This NUE phenotype presumably results from alterations in assimila-
tion and remobilization of N in photosynthetic tissues, supporting a role for AlaAT in mobili-
zation and repartitioning of N compounds.

PfAlaAT over-expressing cells take-up external leucine and alanine
more effectively than control plants or other AlaAT over-expressing cells
Both alanine and leucine are known to be relatively small, neutral storage amino acids found in
high concentrations in the vacuole and cytoplasm [74]. While amino acid uptake in roots has
shown to play a pivotal role in N acquisition and metabolism, the ability to effectively transfer
these compounds into and out of both the xylem and the phloem as well as repartition these
compounds in shoot tissues has also shown to be critical to overall plant NUE [74–77]. Both
photosynthesizing and senescing leaves must be able to efficiently import and export amino
acids and peptides, respectively [76–78]. As a direct substrate of AlaAT, it was thought that the
ability to uptake and utilize alanine in cells over-expressing AlaAT variants may be significantly
impacted, whereas alterations in the uptake of both alanine and leucine could indicate in-
creased uptake in cells with low internal N, but not necessarily alterations in AlaAT activity.

Tritiated leucine (3H-leucine) and 14C-alanine were used to analyze the uptake of amino
acids from the external environment of AlaAT over-expressing mesophyll protoplasts (Col-0
background only) (Fig. 8 and S11 Fig.). The uptake of each radiolabel was assessed in triplicate
at three different time points, 10 min, 45 min and 2 hrs, for each independent insertion line.
Col-0 and alaat1;2mesophyll protoplasts were utilized as controls and a two-way ANOVA
(α = 0.05, P> 0.05) was used to determine if genotype or time had a significant impact on pro-
toplast uptake of either compound. Overall, it was determined that both genotype and time
had a significant effect on the uptake of both amino acids (P< 0.0001). The interaction be-
tween these two variables was also shown to be highly significant (P< 0.0001) for both amino
acids (P< 0.05). Post-hoc tests were used to compare the uptake of both radiolabels in the
transgenic AlaAT over-expressing lines with Col-0 directly. The alaat1;2 knockout line was
also compared to Col-0 using this method.

While these results are based on the uptake by the protoplasts specifically, it should be
noted that the amount of label (both 3H-leucine and 14C-alanine) left in the supernatant from
each experiment confirmed the trends observed for both radiolabels for each genotype and
time point. At the 10 min time point, neither amino acid showed any significant differences in
uptake between any of the lines analyzed (S11 Fig.). Forty-five minutes after addition of the
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label to the protoplasts, significant decreases in uptake of both amino acids were seen in two
lines, OsAnt1:HvAlaAT-2 (P< 0.01, both amino acids) and 35S:HvAlaAT-3 (P< 0.05, both
amino acids) (S11 Fig.). None of the over-expressing lines showed significant increases in

Fig 8. Uptake of 3H-leucine and 14C-alanine by AlaAT-expressing protoplasts at 2 hr time point.Mesophyll protoplast cells from plant lines over-
expressing AlaAT in Col-0 grown in soilless-medium under short days (12 hrs light/12 hrs dark). Uptake of label, a) 3H-leucine or b) 14C-alanine, was
monitored at the 2 hr time point. Protoplasts from Col-0 and alaat1;2 lines were prepared and used as controls. Two-way ANOVA (α = 0.05, P> 0.05) was
used to analyze the data, with a Bonferroni post-test to compare all transgenic lines to Col-0. * indicates significance in relation to Col-0. Error bars indicate
SEM.

doi:10.1371/journal.pone.0121830.g008
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uptake at this point. The alaat1;2 line showed the highest uptake of both radiolabelled
compounds.

At the 2 hr time point significant alterations in the uptake of the two amino acids in the dif-
ferent AlaAT over-expressing lines was observed (Fig. 8). Two lines showed significant de-
creases in the uptake of both amino acids: OsAnt1:HvAlaAT-3 (P< 0.001, both amino acids)
and OsAnt1:HvAlaAT-3 (P< 0.01, both amino acids). The line 35S:HvAlaAT-3 showed signif-
icant decreases in uptake of 14C-alanine at this time point (P< 0.05), but not 3H-leucine. None
of the lines expressing eitherMmAlaAT1 or PfAlaAT showed significant decreases in uptake.

Only one of the lines expressing HvAlaAT, OsAnt1:HvAlaAT-1, showed significant in-
creases in amino acid uptake, and this was only for leucine (P< 0.01). The line 35S:MmA-
laAT1–3 also showed significant uptake of leucine at this time point (P< 0.01). Lines that
showed significant uptake of both amino acids at the 2 hr time point included: 35S:MmA-
laAT1–2 (P< 0.05 for 3H-leucine and P< 0.001 for 14C-alanine), 35S:PfAlaAT-2 (P< 0.001
for both amino acids), 35S:PfAlaAT-3 (P< 0.001 for both amino acids), 35S:PfAlaAT-1
(P< 0.05 for 3H-leucine and P< 0.001 for 14C-alanine) and alaat1;2 (P< 0.001 for both
amino acids). Notably, all three transgenic lines carrying PfAlaAT showed significantly in-
creased uptake of both alanine and leucine; this was the only AlaAT to have all independent in-
sertion lines demonstrate significantly increased uptake of both amino acids (Fig. 8). These
results indicate that the amino acid/N concentration in PfAlaAT-expressing mesophyll cells is
significantly altered relative to Col-0 and the other transgenic lines analyzed, presumably due
to alterations in N assimilation and mobilization/remobilization within the plant.

The similarity in uptake of cells expressing both OsAnt1:HvAlaAT and 35S:HvAlaAT is also
of interest for a variety of reasons. While OsAnt1:HvAlaAT is hypothetically not expressed (or
expressed at a very low level) in mesophyll cells, cells containing both of theHvAlaAT con-
structs appeared to behave in a similar manner. This result indicates one of two things: 1) at
later stages of development in A. thaliana the OsAnt1 promoter is more highly expressed in
leaf tissues than in rice, or 2) high expression of HvAlaAT (or possibly any AlaAT) in the roots
is the main driving force for all successive alterations in plant N metabolism, regardless of ex-
pression in shoot tissues. More studies, specifically using different promoters driving AlaAT
variants in either Arabidopsis or cereal crops, are necessary to decipher between these two
possibilities.

A. thaliana plants over-expressingMmAlaAT1 andHvAlaAT constitutively
show increased leaf area
A subset of plants grown for the analysis of uptake by mesophyll protoplast cells were analysed
for alterations in rosette leaf area. Pictures of Arabidopsis plants to be used for protoplast up-
take were analyzed using WinRHIZO Arabidopsis 2013d software to determine average rosette
leaf area (cm2) between several of the lines (S12 Fig.). All transgenic lines showed increases in
rosette leaf area when compared to Col-0. However, relative to Col-0, only lines 35S:HvAlaAT-
3 and 35S:MmAlaAT1-1 showed significant increases in rosette leaf area (Mann-Whitney U-
test, α = 0.05, P< 0.05). NUE rice plants over-expressing HvAlaAT have shown increased bio-
mass and yields compared to control plants [31], validating the results observed in this study.
Even under short days, which are known to inhibit flowering and increase rosette leaf growth
[2,79], transgenic AlaAT over-expressing plants showed average increases in rosette leaf area,
regardless of AlaAT variant being expressed (S12 Fig.), with expression of both 35S:HvAlaAT
and 35S:MmAlaAT1 resulting in significant increases in leaf area under these conditions. These
results validate previous results and further support the use of Arabidopsis to study NUE.
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Conclusions
The characterization done here shows the effects of over-expressing AlaAT variants in two
backgrounds (wild-type and null) under two different promoters and indicates not only that A.
thaliana can be a useful model for the study of NUE in cereals crops, but also that there are var-
iations in the observed NUE phenotype of Arabidopsis plants expressing different AlaAT ho-
mologues. There are also variations in the NUE phenotype when the same variant is driven by
a constitutive versus tissue-specific promoter. These alterations in NUE phenotype can be ob-
served both physically (tap root growth and shoot leaf area) and physiologically (partitioning
of soluble sugars and amino acid uptake), and provide support for previous physical and meta-
bolic phenotypes observed whenHvAlaAT was over-expressed in both canola and rice. We
also show here that the in vitro kinetic differences between homologous AlaAT enzymes ob-
served in previous studies [24] can result in in vivo alterations in overall N and C metabolism.
This implies that certain AlaAT variants may be more sensitive to alterations in substrate lev-
els, and therefore regulate the reaction direction more acutely in response to environmental
changes and internal alterations in N, C or both N and C. This re-affirms the idea that the de-
sired NUE phenotype may be highly dependent not only on over-expression of AlaAT, but also
on the AlaAT variant, the promoter chosen, and the specific environmental conditions of the
plant as well as the plant species/ecotype of interest.

Supporting Information
S1 Fig. Fold changes in the relative expression levels of a variety of AlaAT genes expressed
in two Arabidopsis thaliana backgrounds. AlaAT expressing lines were calibrated to either a)
Col-0 or b) alaat1;2 background transcription profiles using the 2(-ΔΔCT) method. In both
cases, UBQ6 was used as an endogenous control to ensure consistency of the tested samples (S1
Fig.). Error bars indicate SEM.
(TIF)

S2 Fig. RT-PCR mean CT values for control gene UBQ6 in a variety of Arabidopsis thaliana
lines expressing AlaAT homologues. UBQ6 levels measured as an endogenous control during
qRT-PCR analysis (Fig. 2). UBQ6 expression was not significantly different between samples,
determined by one-way ANOVA (P> 0.05). Error bars indicate SEM.
(TIF)

S3 Fig. AlaAT activity in alaat1;2 background A. thaliana over-expressing various AlaAT
enzymes. AlaAT activity from total protein fractions from various AlaAT-expressing transgen-
ic A. thaliana lines. a) OsAnt1:HvAlaAT lines, b) 35S:HvAlaAT lines, c) 35S:MmAlaAT1 lines
and d) 35S:PfAlaAT lines. All transgenic lines were compared to controls using a two-tailed
Mann-Whitney U-test (P< 0.05), n = 3–6. A indicates significance in relation to Col-0; B indi-
cates significance in relation to alaat1;2. Error bars indicate SEM.
(TIF)

S4 Fig. Final tap root lengths at 16 and 18 DAS of AlaAT over-expressing plants when
grown in non-N-limiting and N-limiting conditions. Transgenic and control plants were
sown on modified 0.5 MS with a-b) 2 mMNO3

- or c-d) 0.25 mMNO3
- as the sole N source.

Plants were grown vertically for 16 (a and b) or 18 (c and d) DAS. The results from lines con-
taining the same construct were grouped, and compared to alaat1;2 (a and c) or Col-0 (b and
d) control plants. Mean tap root lengths between controls and transgenics were compared
using a one-way ANOVA (α = 0.05, P< 0.05). n� 30 for the number of replicates per geno-
type. � indicates significance in relation to control plants grown in the same lighting block.
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Errors bars indicate SEM.
(TIF)

S5 Fig. Change in vertical tap root length from 0–12 DAS of plants expressing various
AlaATs in both Col-0 and alaat1;2 backgrounds, when grown in N-limiting conditions.
Transgenic and control plants were sown on modified 0.5 MS with 0.25 mMNO3

- as the sole
N source. The vertical growth of tap roots between 0–5, 5–8 and 8–12 DAS was measured (cm)
and the mean changes in vertical root growth between controls and transgenics at these time
points was compared using two-way ANOVA (α = 0.05, P< 0.05). At each time point for each
line in each background n = 33–36. a-d) transgenics in an alaat1;2 background; e-h) transgen-
ics in a Col-0 background. � indicates significance in relation to control plants grown during
the same time frame on the same plates. Error bars indicate SEM.
(TIF)

S6 Fig. Final tap root lengths at 22 DAS of control and AlaAT over-expressing plants
grown with alanine or glutamate as the sole N source. Transgenic and control plants were
sown on modified 0.5 MS with 2.5 mM a-b) Ala or c-d) Glu as the sole N source. Plants were
grown vertically for 22 DAS. The results from lines containing the same construct were
grouped, and compared to alaat1;2 (a and c) or Col-0 (b and d) control plants. Mean tap root
lengths between controls and transgenics were compared using a one-way ANOVA (α = 0.05,
P< 0.05). n� 30 for the number of replicates per genotype. � indicates significance in relation
to control plants grown in the same lighting block. Errors bars indicate SEM.
(TIF)

S7 Fig. 35S:PfAlaAT-expressing (Col-0 background) plants and controls grown in limiting
C and N conditions.Over-expressing AlaAT plants (Col-0 background) were grown alongside
controls in three combinations of C and N: a)*170 μE m-2 sec-1 light, 0% sucrose and 1 mM
NO3

-, b)*100 μE�m-2�sec-1, 0% sucrose and 1 mMNO3
-, c)*100 μE�m-2�sec-1, 0.2% sucrose

and 0.25 mMNO3
-. Pictures were taken at 3 DAS. OX—transgenic over-expressing line in Col-

0 background. Above plates show one independent line of CaMV35S:PfAlaAT over-expressing
plants, however plates are a representation of all over-expressing lines in the wildtype back-
ground in comparison to Col-0; phenotype was seen on all plates over-expressing OsAnt1:HvA-
laAT, 35S:HvAlaAT and 35S:PfAlaAT.
(TIF)

S8 Fig. The average changes in vertical tap root length from 0–15 DAS of plants expressing
various AlaATs in an alaat1;2 background when in grown limiting C and N combinations.
Over-expressing AlaAT plants (alaat1;2 background) were grown alongside controls in three
combinations of C and N: a-c)*170 μE�m-2�sec-1 light, 0% sucrose and 1 mMNO3

- d-f)
*100 μE�m-2�sec-1, 0% sucrose and 1 mMNO3

-, g-i)*100 μE�m-2�sec-1, 0.2% sucrose and
0.25 mM NO3

-. Vertical tap root lengths on plates were marked at 5, 8, 12 and 15 DAS. The
vertical mean growth of tap roots between 5–8, 8–12 and 12–15 DAS was measured (cm) and
the changes in vertical root growth between controls and transgenics at these time points was
compared using two-way ANOVA (α = 0.05, P< 0.05). At each time point for each line in
each background n = 33–36. � indicates significance in relation to control plants grown during
the same time frame on the same plates. Error bars indicate SEM.
(TIF)

S9 Fig. The average changes in vertical tap root length from 0–15 DAS of plants expressing
various AlaATs in a Col-0 background when grown in limiting C and N combinations.
Over-expressing AlaAT plants (Col-0 background) were grown alongside controls in three
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combinations of C and N: a-c)*170 μE�m-2�sec-1 light, 0% sucrose and 1 mMNO3
-, d-f)

*100 μE�m-2�sec-1, 0% sucrose and 1 mMNO3
-, g-i)*100 μE�m-2�sec-1, 0.2% sucrose and

0.25 mM NO3
-. Tap root lengths on plates were marked at 5, 8, 12 and 15 DAS. The vertical

mean growth of tap roots between 5–8, 8–12 and 12–15 DAS was measured (cm) and the
changes in vertical root growth between controls and transgenics at these time points was com-
pared using two-way ANOVA (α = 0.05, P< 0.05). At each time point for each line in each
background n = 33–36. � indicates significance in relation to control plants grown during the
same time frame on the same plates. Error bars indicate SEM.
(TIF)

S10 Fig. Indirect analysis of the soluble sugars glucose, fructose and sucrose in rosette
leaves of AlaAT over-expressing plants. Glucose (a), fructose (b) and sucrose (c) concentra-
tions were indirectly measured from 100 μl of soluble sugar extract, via the production of
NADH and the consequential increase in absorbance at 340 nm. The results from lines con-
taining the same construct were grouped, and compared to Col-0 using a Mann-Whitney U-
test (α = 0.05, P< 0.05, Col-0 and alaat1;2 n = 2–3, transgenics n = 12–14). � indicates signifi-
cance in relation to Col-0. Error bars indicate SEM.
(TIF)

S11 Fig. Uptake of 3H-leucine and 14C-alanine by AlaAT-expressing protoplasts at various
time points.Mesophyll protoplast cells from plant lines over-expressing AlaAT in Col-0
grown in soilless-medium under short days (12 hrs light/12 hrs dark). Uptake of label a, b) 3H-
leucine or c, d) 14C-alanine, was monitored at 10 min and 45 min. Protoplasts from Col-0 and
alaat1;2 lines were prepared and used as controls. Two-way ANOVA was used to analyze the
data, with a Bonferroni post-test to compare all transgenic lines to Col-0. � indicates signifi-
cance in relation to Col-0 (α = 0.05, P> 0.05). Error bars indicate SEM.
(TIF)

S12 Fig. A. thaliana grown in soilless medium under long days have increased shoot area.
a) Representative photograph of plants harvested for protoplast preparation. Plants of the
same genotype have been placed together and in order of approximate size of plant for the pho-
tograph only. Plants were grown at the same time under short days (12 hrs light/12 hours
dark), at 21°C and 60% humidity. All plants were fertilized with a modified Hoagland’s medi-
um once a week and watered one additional time per week (50 ml/plant). Figure a) i) Col-0, ii)
alaat1;2, iii) OsAnt1:HvAlaAT 2-2-3-3, iv) 35S:HvalaAT 3-2-2, v) 35S:MmAlaAT1 3-1-3 and
vi) 35S:PfAlaAT 3-2-2. b) Quantitative representation of total shoot area (cm2) per genotype
(18 plants each) produced using the above photographs and WinRHIZO Arabidopsis 2013d
software. A Mann-Whitney U-test was used to compare shoot area between transgenics (in-
cluding alaat1;2) and Col-0. � indicates significance compared to Col-0 (α = 0.05, P< 0.05).
Error bars indicate SEM.
(TIF)

Acknowledgments
We thank Rong ze Yang at the University of Maryland for theMmAlaAT1 andMmAlaAT2
cDNAs. The author responsible for distribution of materials integral to the findings presented
in this article in accordance with the policy described in the Instructions for Authors is Allen
G. Good (allen.good@ualberta.ca).

Alanine Aminotransferase Variants Conferring Diverse NUE Phenotypes

PLOS ONE | DOI:10.1371/journal.pone.0121830 April 1, 2015 23 / 27

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0121830.s010
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0121830.s011
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0121830.s012


Author Contributions
Conceived and designed the experiments: CHM AGG. Performed the experiments: CHM. An-
alyzed the data: CHM. Contributed reagents/materials/analysis tools: CHM AGG. Wrote the
paper: CHM AGG.

References
1. Malamy JE. Intrinsic and environmental response pathways that regulate root system architecture.

Plant Cell Environ. 2005; 28: 67–77. PMID: 16021787

2. Castro Marín I, Loef I, Bartetzko L, Searle I, Coupland G, Stitt M, et al. Nitrate regulates floral induction
in Arabidopsis, acting independently of light, gibberellin and autonomous pathways. Planta. 2011; 233:
539–52. doi: 10.1007/s00425-010-1316-5 PMID: 21113723

3. Keurentjes JJB, Angenent GC, Dicke M, Martins Dos Santos VAP, Molenaar J, van der PuttenWH,
et al. Redefining plant systems biology: from cell to ecosystem. Trends Plant Sci. 2011; 16: 183–190.
doi: 10.1016/j.tplants.2010.12.002 PMID: 21215676

4. Krouk G, Ruffel S, Gutiérrez RA, Gojon A, Crawford NM, Coruzzi GM, et al. A framework integrating
plant growth with hormones and nutrients. Trends Plant Sci. 12011; 6: 178–182.

5. Coruzzi GM, Zhou L. Carbon and nitrogen sensing and signaling in plants: emerging “matrix effects”.
Curr. Opin. Plant Biol. 2001; 4: 247–253. PMID: 11312136

6. Coruzzi G, Bush DR. Nitrogen and carbon nutrient and metabolite signaling in plants. Plant Physiol.
2001; 125: 61–64. PMID: 11154297

7. Lawlor DW. Carbon and nitrogen assimilation in relation to yield: mechanisms are the key to under-
standing production systems. J. Exp. Bot. 2002; 53: 773–787. PMID: 12125596

8. Zheng Z-L. Carbon and nitrogen nutrient balance signaling in plants. Plant Signal. Behav. 2009; 4:
584–591. PMID: 19820356

9. Gojon A, Krouk G, Perrine-Walker F, Laugier E. Nitrate transceptor(s) in plants. J. Exp. Bot. 2011; 62:
2299–2308. doi: 10.1093/jxb/erq419 PMID: 21239382

10. Kant S, Bi Y, Rothstein SJ. Understanding plant response to nitrogen limitation for the improvement of
crop nitrogen use efficiency. J. Exp. Bot. 2011; 62: 1499–1509. doi: 10.1093/jxb/erq297 PMID:
20926552

11. Good AG, Shrawat AK, Muench DG. Can less yield more? Is reducing nutrient input into the environ-
ment compatible with maintaining crop production? Trends Plant Sci. 2004; 9: 597–605. PMID:
15564127

12. Hawkesford MJ, Barraclough P. The Molecular and Physiological Basis of Nutrient Use Efficiency in
Crops. Oxford, UK: Wiley-Blackwell. 2011. pp 9–15.

13. Vitousek PM, Howarth RW. Nitrogen limitation on land and in the sea: How can it occur? Biogeochem.
1991; 13: 87–115.

14. Sylvester-Bradley R, Kindred DR. Analysing nitrogen responses of cereals to prioritize routes to the im-
provement of nitrogen use efficiency. J. Exp. Bot. 2009; 60: 1939–1951. doi: 10.1093/jxb/erp116 PMID:
19395389

15. Garnett T, Conn V, Plett D, Conn S, Zanghellini J, Mackenzie N, et al. The response of the maize nitrate
transport system to nitrogen demand and supply across the lifecycle. New Phytol. 2013; 198: 82–94.
doi: 10.1111/nph.12166 PMID: 23398565

16. Murphy DV, Macdonald AJ, Stockdale EA, Goulding KWT, Fortune S, Gaunt JL, et al. Soluble organic
nitrogen in agricultural soils. Biol. Fert. Soils. 2000; 30: 374–387.

17. Smith P, Martino D, Cai Z, Gwary D, Janzen H, Kumar P, et al. Greenhouse gas mitigation in agricul-
ture. Philos.T. Roy.Soc. B. 2008; 363: 789–813. PMID: 17827109

18. FAO. Current world fertilizer trends and outlook to 2011/12. 2008. Rome.

19. FAO. Current world fertilizer trends and outlook to 2015. 2011. Rome.

20. McAllister CH, Beatty PH, Good AG. Engineering nitrogen use efficient crop plants: the current status.
Plant Biotech. J. 2012; 10: 1011–1025.

21. Lam H-M, Coschigano KT, Oliveira IC, Melo-Oliveira R, Coruzzi GM. The molecular-genetics of nitro-
gen assimilation into amino acids in higher plants. Ann. Rev. Plant Physiol. Plant Mol. Biol. 1996; 47:
569–593. PMID: 15012301

22. Mehta PK, Hale TI, Christen P. Aminotransferases: demonstration of homology and division into evolu-
tionary subgroups. Eur. J. Biochem. 1993; 561: 549–561.

Alanine Aminotransferase Variants Conferring Diverse NUE Phenotypes

PLOS ONE | DOI:10.1371/journal.pone.0121830 April 1, 2015 24 / 27

http://www.ncbi.nlm.nih.gov/pubmed/16021787
http://dx.doi.org/10.1007/s00425-010-1316-5
http://www.ncbi.nlm.nih.gov/pubmed/21113723
http://dx.doi.org/10.1016/j.tplants.2010.12.002
http://www.ncbi.nlm.nih.gov/pubmed/21215676
http://www.ncbi.nlm.nih.gov/pubmed/11312136
http://www.ncbi.nlm.nih.gov/pubmed/11154297
http://www.ncbi.nlm.nih.gov/pubmed/12125596
http://www.ncbi.nlm.nih.gov/pubmed/19820356
http://dx.doi.org/10.1093/jxb/erq419
http://www.ncbi.nlm.nih.gov/pubmed/21239382
http://dx.doi.org/10.1093/jxb/erq297
http://www.ncbi.nlm.nih.gov/pubmed/20926552
http://www.ncbi.nlm.nih.gov/pubmed/15564127
http://dx.doi.org/10.1093/jxb/erp116
http://www.ncbi.nlm.nih.gov/pubmed/19395389
http://dx.doi.org/10.1111/nph.12166
http://www.ncbi.nlm.nih.gov/pubmed/23398565
http://www.ncbi.nlm.nih.gov/pubmed/17827109
http://www.ncbi.nlm.nih.gov/pubmed/15012301


23. Miyashita Y, Dolferus R, Ismond KP, Good AG. Alanine aminotransferase catalyses the breakdown of
alanine after hypoxia in Arabidopsis thaliana. Plant J. 2007; 49: 1108–1121. PMID: 17319845

24. McAllister CH, Facette M, Holt A, Good AG. Analysis of the enzymatic properties of a broad family of al-
anine aminotransferases. PloS One 2013; 8: e55032. doi: 10.1371/journal.pone.0055032 PMID:
23408955

25. Duff SMG, Rydel TJ, McClerren AL, ZhangW, Li JY, Sturman EJ, et al. The Enzymology of alanine ami-
notransferase (AlaAT) isoforms from Hordeum vulgare and other organisms, and the HvAlaAT crystal
structure. Arch. Biochem. Biophys. 2012; 528: 90–101. doi: 10.1016/j.abb.2012.06.006 PMID:
22750542

26. Hatch MD, Mau SL. Association of NADP- and NAD-linked malic enzyme acitivities in Zea mays: rela-
tion to C4 pathway photosynthesis. Arch. Biochem. Biophys. 1977; 179: 361–369. PMID: 15513

27. Hatch MD. C4 photosynthesis: a unique blend of modified biochemistry, anatomy and ultrastructure.
Biochim. Biophys. Acta 1987; 895: 6048–6053.

28. Liepman AH, Olsen LJ. Peroxisomal alanine:glyoxylate aminotransferase (AGT1) is a photorespiratory
enzyme with multiple substrates in Arabidopsis thaliana. Plant J. 2001; 25: 487–498. PMID: 11309139

29. Liepman AH, Olsen LH. Alanine aminotransferase homologs catalyze the glutamate : glyoxylate amino-
transferase reaction in peroxisomes of Arabidopsis. Plant Physiol. 2003; 131: 215–227. PMID:
12529529

30. Good AG, DePauwM, Kridl JC, Theodoris G, Shrawat AK. Nitrogen-efficient monocot plants. 2007. US
Patent #20070162995.

31. Shrawat AK, Carroll RT, DePauwM, Taylor GJ, Good AG. Genetic engineering of improved nitrogen
use efficiency in rice by the tissue-specific expression of alanine aminotransferase. Plant Biotech. J.
2008; 6: 722–732.

32. Good AG, Johnson SJ, De PauwM, Carroll RT, Savidov N, Vidmar J, et al. Engineering nitrogen use ef-
ficiency with alanine aminotransferase. Can. J. Bot. 2007; 85: 252–262.

33. Beatty PH, Shrawat AK, Carroll RT, Zhu T, Good AG. Transcriptome analysis of nitrogen-efficient rice
over-expressing alanine aminotransferase. Plant Biotech. J. 2009; 7: 562–576.

34. Beatty PH, Carroll RT, Shrawat AK, Guevara D, Good AG. Physiological analysis of nitrogen-efficient
rice overexpressing alanine aminotransferase under different N regimes. Botany. 2013; 91: 866–883.

35. Ward DE, Kengen SW, van Der Oost J, de VosWM. Purification and characterization of the alanine
aminotransferase from the hyperthermophilic Archaeon Pyrococcus furiosus and its role in alanine pro-
duction. J. Bacteriol. 2000; 182: 2559–2566. PMID: 10762259

36. Curtis MD, Grossniklaus U. A Gateway cloning vector set for high-throughput functional analysis of
genes in planta. Plant Physiol. 2003; 133: 462–469. PMID: 14555774

37. Miyashita Y. Plant amino acid metabolism under hypoxia and carbon starvation. Ph.D. thesis. Universi-
ty of Alberta. 2008.

38. Alonso JM, Stepanova AN, Leisse TJ, Kim CJ, Chen H, Shinn P, et al. Genome-wide insertional muta-
genesis of Arabidopsis thaliana. Science. 2003; 301: 653–657. PMID: 12893945

39. Harrison SJ, Mott EK, Parsley K, Aspinall S, Gray JC, Cottage A, et al. A rapid and robust method of
identifying transformed Arabidopsis thaliana seedlings following floral dip transformation. Plant Meth.
2006; 2: 19.

40. Li X. Arabidopsis Growing Protocol—A General Guide. bio-protocol. 2011. Available: http://www.bio-
protocol.org/wenzhang.aspx?id=126. Accessed 20 February 2013.

41. Piccini D, Azcon R. Effect of phosphate-solubilizing bacteria and vesicular-arbuscular mycorrhizal fungi
on the utilization of Bayovar rock phosphate by alfalfa plants using a sand-vermiculite medium. Plant
Soil. 1987; 101: 45–50.

42. Livak KJ, Schmittgen TD. Analysis of relative gene expression data using real-time quantitative PCR
and the 2(-Delta Delta C(T)) Method. Methods. 2001; 25: 402–408. PMID: 11846609

43. Ismond KP, Dolferus R, PauwM, Dennis ES., Good AG. Enhanced low oxygen survival in Arabidopsis
through increased metabolic flux in the fermentative pathway. Plant Physiol. 2003; 132: 1292–1302.
PMID: 12857811

44. Gromova M, Roby C. Toward Arabidopsis thaliana hydrophilic metabolome: assessment of extraction
methods and quantitative 1H NMR. Physiol. Plant. 2010; 140: 111–127. doi: 10.1111/j.1399-3054.
2010.01387.x PMID: 20522173

45. Yoo S-D, Cho Y-H, Sheen J. Arabidopsis mesophyll protoplasts: a versatile cell system for transient
gene expression analysis. Nat. Prot. 2007; 2: 1565–1572.

Alanine Aminotransferase Variants Conferring Diverse NUE Phenotypes

PLOS ONE | DOI:10.1371/journal.pone.0121830 April 1, 2015 25 / 27

http://www.ncbi.nlm.nih.gov/pubmed/17319845
http://dx.doi.org/10.1371/journal.pone.0055032
http://www.ncbi.nlm.nih.gov/pubmed/23408955
http://dx.doi.org/10.1016/j.abb.2012.06.006
http://www.ncbi.nlm.nih.gov/pubmed/22750542
http://www.ncbi.nlm.nih.gov/pubmed/15513
http://www.ncbi.nlm.nih.gov/pubmed/11309139
http://www.ncbi.nlm.nih.gov/pubmed/12529529
http://www.ncbi.nlm.nih.gov/pubmed/10762259
http://www.ncbi.nlm.nih.gov/pubmed/14555774
http://www.ncbi.nlm.nih.gov/pubmed/12893945
http://www.bio-protocol.org/wenzhang.aspx?id=126
http://www.bio-protocol.org/wenzhang.aspx?id=126
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://www.ncbi.nlm.nih.gov/pubmed/12857811
http://dx.doi.org/10.1111/j.1399-3054.2010.01387.x
http://dx.doi.org/10.1111/j.1399-3054.2010.01387.x
http://www.ncbi.nlm.nih.gov/pubmed/20522173


46. Butaye KMJ, Goderis IJWM, Wouters PFJ, Pues JM-TG, Delauré SL, Broekaert WF, et al. Stable high-
level transgene expression in Arabidopsis thaliana using gene silencing mutants and matrix attachment
regions. Plant J. 2004; 39: 440–449. PMID: 15255872

47. Matzke AJ, Matzke MA. Position effects and epigenetic silencing of plant transgenes. Curr. Opin. Plant
Biol. 1998; 1: 142–148. PMID: 10066569

48. De Bolle MFC, Butaye KMJ, CouckeWJW, Goderis IJWM,Wouters PFJ, van Boxel N, et al. Analysis of
the influence of promoter elements and a matrix attachment region on the inter-individual variation of
transgene expression in populations of Arabidopsis thaliana. Plant Sci. 2003; 165: 169–179.

49. Magori S, Citovsky V. Epigenetic control of Agrobacterium T-DNA integration. Bioch. Bioph. Acta.
2011; 1809: 388–394.

50. de Sousa Abreu R, Penalva LO, Marcotte EM, Vogel C. Global signatures of protein and mRNA expres-
sion levels. Mol. bioSystems. 2009; 5: 1512–1526. doi: 10.1039/b908315d PMID: 20023718

51. Zhang H, Jennings A, Barlow PW, Forde BG. Dual pathways for regulation of root branching by nitrate.
P. Natl. Acad. Sci. USA. 1999; 96: 6529–6534. PMID: 10339622

52. Zhang H, Rong H, Pilbeam D. Signalling mechanisms underlying the morphological responses of the
root system to nitrogen in Arabidopsis thaliana. J. Exp. Bot. 2007; 58: 2329–2338. PMID: 17578866

53. Zhang H, Forde BG. Regulation of Arabidopsis root development by nitrate availability. J. Exp.Bot.
2000; 51: 51–59. PMID: 10938795

54. Ruffel S, Krouk G, Ristova D, Shasha D, Birnbaum KD, Coruzzi GM. Nitrogen economics of root forag-
ing: transitive closure of the nitrate—cytokinin relay and distinct systemic signaling for N supply vs. de-
mand. P. Natl. Acad. Sci. USA. 2011; 108: 18524–18529. doi: 10.1073/pnas.1108684108 PMID:
22025711

55. Roycewicz P, Malamy JE. Dissecting the effects of nitrate, sucrose and osmotic potential on Arabidop-
sis root and shoot system growth in laboratory assays. Philos.T. Roy.Soc. B. 2012; 367: 1489–1500.
doi: 10.1098/rstb.2011.0230 PMID: 22527391

56. Drew MC, Saker LR. Nutrient supply and the growth of the seminal root system in barley. J. Exp. Bot.
1978; 29: 435–451.

57. Drew MC, Saker LR, Ashley TW, Letcombe C. Nutrient supply and the growth of the seminal root sys-
tem in barley. J. Exp. Bot. 1973; 24: 1189–1202.

58. Remans T, Nacry P, Pervent M, Filleur S, Diatloff E, Mounier E, et al. The Arabidopsis NRT1.1 trans-
porter participates in the signaling pathway triggering root colonization of nitrate-rich patches. P. Natl.
Acad. Sci. USA 2006; 103: 19206–19211. PMID: 17148611

59. Smith S, De Smet I. Root system architecture: insights from Arabidopsis and cereal crops. Philos. T.
Roy. Soc. B. 2012; 367: 1441–1452. doi: 10.1098/rstb.2011.0234 PMID: 22527386

60. Walch-Liu P, Liu L-H, Remans T, Tester M, Forde BG. Evidence that L-glutamate can act as an exoge-
nous signal to modulate root growth and branching in Arabidopsis thaliana. Plant Cell Physiol. 2006;
47: 1045–1057. PMID: 16816406

61. Walch-Liu P, Forde BG. Nitrate signalling mediated by the NRT1.1 nitrate transporter antagonises L-
glutamate-induced changes in root architecture. Plant J. 2008; 54: 820–828. doi: 10.1111/j.1365-313X.
2008.03443.x PMID: 18266918

62. Filleur S, Walch-Liu P, Gan YFB. Nitrate and glutamate sensing by plant roots. Biochem. Soc. Trans.
2005; 33: 283–286. PMID: 15667327

63. Freixes S, Thibaud M-C, Tardieu F, Muller B. Root elongation and branching is related to local hexose
concentration in Arabidopsis thaliana seedlings. Plant Cell Environ. 2002; 25: 1357–1366.

64. Crawford NM, Glass AD. Molecular and physiological aspects of nitrate uptake in plants. Trends Plant
Sci. 1998; 3: 389–395.

65. Lejay L, Tillard P, Lepetit M, Olive FD, Filleur S, Daniel-Vedele F, et al. Molecular and functional regula-
tion of two NO3- uptake systems by N- and C-status of Arabidopsis plants. Plant J. 1999; 18: 509–519.
PMID: 10417701

66. Little DY, Rao H, Oliva S, Daniel-Vedele F, Krapp A, Malamy JE. The putative high-affinity nitrate trans-
porter NRT2.1 represses lateral root initiation in response to nutritional cues. P. Natl. Acad. Sci. USA.
2005; 102: 13693–13698. PMID: 16157886

67. Macgregor DR, Deak KI, Ingram PA, Malamy JE. Root system architecture in Arabidopsis grown in cul-
ture is regulated by sucrose uptake in the aerial tissues. Plant Cell. 2008; 20: 2643–2660. doi: 10.1105/
tpc.107.055475 PMID: 18952782

68. Salerno GL, Curatti L. Origin of sucrose metabolism in higher plants: when, how and why? Trends Plant
Sci. 2003; 8: 63–69. PMID: 12597872

Alanine Aminotransferase Variants Conferring Diverse NUE Phenotypes

PLOS ONE | DOI:10.1371/journal.pone.0121830 April 1, 2015 26 / 27

http://www.ncbi.nlm.nih.gov/pubmed/15255872
http://www.ncbi.nlm.nih.gov/pubmed/10066569
http://dx.doi.org/10.1039/b908315d
http://www.ncbi.nlm.nih.gov/pubmed/20023718
http://www.ncbi.nlm.nih.gov/pubmed/10339622
http://www.ncbi.nlm.nih.gov/pubmed/17578866
http://www.ncbi.nlm.nih.gov/pubmed/10938795
http://dx.doi.org/10.1073/pnas.1108684108
http://www.ncbi.nlm.nih.gov/pubmed/22025711
http://dx.doi.org/10.1098/rstb.2011.0230
http://www.ncbi.nlm.nih.gov/pubmed/22527391
http://www.ncbi.nlm.nih.gov/pubmed/17148611
http://dx.doi.org/10.1098/rstb.2011.0234
http://www.ncbi.nlm.nih.gov/pubmed/22527386
http://www.ncbi.nlm.nih.gov/pubmed/16816406
http://dx.doi.org/10.1111/j.1365-313X.2008.03443.x
http://dx.doi.org/10.1111/j.1365-313X.2008.03443.x
http://www.ncbi.nlm.nih.gov/pubmed/18266918
http://www.ncbi.nlm.nih.gov/pubmed/15667327
http://www.ncbi.nlm.nih.gov/pubmed/10417701
http://www.ncbi.nlm.nih.gov/pubmed/16157886
http://dx.doi.org/10.1105/tpc.107.055475
http://dx.doi.org/10.1105/tpc.107.055475
http://www.ncbi.nlm.nih.gov/pubmed/18952782
http://www.ncbi.nlm.nih.gov/pubmed/12597872


69. Price J, Laxmi A, Jang J. Global transcription profiling reveals multiple sugar signal transduction mech-
anisms in Arabidopsis. Plant Cell. 2004; 16: 2128–2150. PMID: 15273295

70. Hills MJ. Control of storage-product synthesis in seeds. Curr. Opin. Plant Biol. 2004; 7: 302–308. PMID:
15134751

71. Bernier G, Havelange A, Houssa C, Petitjean A, Lejeune P. Physiological signals that induce flowering.
Plant Cell. 1993; 5: 1147–1155. PMID: 12271018

72. Schmitz J, Heinrichs L, Scossa F, Fernie AR, Oelze M-L, Dietz K-J, et al. The essential role of sugar
metabolism in the acclimation response of Arabidopsis thaliana to high light intensities. J. Exp. Bot.
2014; 65: 1619–1636. doi: 10.1093/jxb/eru027 PMID: 24523502

73. Schmitz J, Schöttler MA, Krueger S, Geimer S, Schneider A, Kleine T, et al. Defects in leaf carbohy-
drate metabolism compromise acclimation to high light and lead to a high chlorophyll fluorescence phe-
notype in Arabidopsis thaliana. BMC Plant Biol. 2012; 12: 8. doi: 10.1186/1471-2229-12-8 PMID:
22248311

74. Dietz K, Jager R, Kaiser G, Martinoia E. Amino acid transport across the tonoplast of vacuoles isolated
from barley mesophyll protoplasts. Plant Physiol. 1990; 92: 123–129. PMID: 16667233

75. Miller AJ, Fan X, Shen Q, Smith SJ. Amino acids and nitrate as signals for the regulation of nitrogen ac-
quisition. J. Exp. Bot. 2007; 59: 111–119. PMID: 18093964

76. Tegeder M. and Rentsch D. Uptake and partitioning of amino acids and peptides. Mol. Plant. 2010; 3:
997–1011. doi: 10.1093/mp/ssq047 PMID: 21081651

77. Tegeder M. Transporters for amino acids in plant cells: some functions and many unknowns. Curr.
Opin. Plant Biol. 2012; 15: 315–321. doi: 10.1016/j.pbi.2012.02.001 PMID: 22366488

78. Fischer W, André B, Rentsch D, Krolkiewicz S, Tegeder M, Breitkreuz K, et al. Amino acid transport in
plants. Trends Plant Sci. 1998; 1385: 188–195.

79. Ratcliffe OJ, Nadzan GC, Reuber TL, Riechmann JL. Regulation of flowering in Arabidopsis by an FLC
homologue. Plant Physiol. 2001; 126: 122–132. PMID: 11351076

Alanine Aminotransferase Variants Conferring Diverse NUE Phenotypes

PLOS ONE | DOI:10.1371/journal.pone.0121830 April 1, 2015 27 / 27

http://www.ncbi.nlm.nih.gov/pubmed/15273295
http://www.ncbi.nlm.nih.gov/pubmed/15134751
http://www.ncbi.nlm.nih.gov/pubmed/12271018
http://dx.doi.org/10.1093/jxb/eru027
http://www.ncbi.nlm.nih.gov/pubmed/24523502
http://dx.doi.org/10.1186/1471-2229-12-8
http://www.ncbi.nlm.nih.gov/pubmed/22248311
http://www.ncbi.nlm.nih.gov/pubmed/16667233
http://www.ncbi.nlm.nih.gov/pubmed/18093964
http://dx.doi.org/10.1093/mp/ssq047
http://www.ncbi.nlm.nih.gov/pubmed/21081651
http://dx.doi.org/10.1016/j.pbi.2012.02.001
http://www.ncbi.nlm.nih.gov/pubmed/22366488
http://www.ncbi.nlm.nih.gov/pubmed/11351076


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


