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Abstract: Annexins are a family of calcium- and membrane-binding proteins that are important
for plant tolerance to adverse environmental conditions. Annexins function to
counteract oxidative stress, maintain cell redox homeostasis, and enhance drought
tolerance. In the present study, an endogenous annexin, STANN1, was overexpressed
to determine whether crop yields could be improved in potato (Solanum tuberosum L.)
during drought. Nine potential potato annexins were identified and their expression
characterized in response to drought treatment. STANN1 mRNA was constitutively
expressed at a high level and drought treatment strongly increased transcription levels.
Therefore, STANN1 was selected for overexpression analysis. Under drought
conditions, transgenic potato plants ectopically expressing STANN1 were more
tolerant to water deficit in the root zone, preserved more water in green tissues,
maintained chloroplast functions, and had higher accumulation of chlorophyll b and
xanthophylls (especially zeaxanthine) than wild type (WT). Drought-induced reductions
in the maximum efficiency and the electron transport rate of photosystem II (PSII), as
well as the quantum yield of photosynthesis, were less pronounced in transgenic plants
overexpressing STANN1 than in the WT. This conferred more efficient non-
photochemical energy dissipation in the outer antennae of PSII and probably more
efficient protection of reaction centers against photooxidative damage in transgenic
plants under drought conditions. Consequently, these plants were able to maintain
effective photosynthesis during drought, which resulted in greater productivity than
WTplants despite water scarcity. Although the mechanisms underlying this stress
protection are not yet clear, annexin-mediated photoprotection is probably linked to
protection against light-induced oxidative stress.
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Subject: revised manuscript PONE-D-14-57182
Dear Reviewer,
We greatly appreciate your help and careful review of our manuscript “Potato STANN1
Promotes Drought Tolerance and Mitigates Light Stress in Transgenic Solanum
tuberosum L. Plants”. Presently, we are submitting a revised clear copy- and track -
versions. Our responses to the Reviewer comments in a point-by-point manner are
listed below
Sincerely yours
Dorota Konopka-Postupolska

Responses to the Reviewer #1:
1.“They present interesting data on metabolites of the CK pathway, which could have
been developed more.”
The enormous diversity of cytokinins makes their measurements difficult but
interpretation is even more complicated. Additionally, to our knowledge it is the very
first paper showing connection between annexins and hormonal homeostasis in potato
and comparative data are lacking. Hence we analyzed only this aspect of obtained
data that was connected with drought tolerance and high light stress. We are planning
to perform further analysis and then hopefully be able to develop this issue more.
2.“The connection between ABA biosynthesis and the xanthophyll cycle remains as
cloudy as in the first submission, however.
Pointing to a study in which a low ascorbate mutant was used as evidence for the
importance of ascorbate recycling to the xanthophyll cycle was odd.”
We apologize and did our best to make this point clear. In a new version of manuscript
a new paragraph dedicated to considerations of redox poise effect on NPQ and ABA
biosynthesis has been added (Discussion).

3.“There is still way too much elementary plant biochemistry in the Introduction. Why
not focus the Introduction on the annexins and what is known about them, rather than
explain what we know already?”
According to Reviewer’s suggestion the elementary biochemical considerations has
been substantially shortened and rewritten in order to clarify our idea that protective
effect of annexin STANN1 on potato plants rely on increasing of antioxidant pool or
efficiency. Paragraph describing plant annexin function has been deepen
(Introduction).
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by the Reviewer. We carefully considered the suggestions and accordingly appropriate 
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biochemistry in the Introduction and add a new paragraph for clarifying the connection 
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clear copy- and track - versions. Besides, our responses to the Reviewer comments in a point-
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Abbreviations: 

ABA abscisic acid 

ATANN1 annexin 1 from Arabidopsis thaliana L. 

Car carotenoids 

Chla, Chlb chlorophyll a, chlorophyll b 

CK cytokinins 

EAE excess absorbed energy 

Fv/Fm the maximum quantum efficiency of photosynthesis 

HSR heat stress response 

MeV methyl viologen, paraquat 

NPQ non-photochemical quenching 

pcd programmed cell death 

PETC photodynthetic electron transport chain 

PPFD photosynthetic photon flux density [mol m
-2

 s
-1

] 

PSI, PSII photosystem I, photosystem II 

PSIIAS antennae system of photosystems II 

PSBS 22-kD photosystem II subunit  

STANN1 annexin 1 from Solanum tuberosum L. 

SA salicylic acid 

Viol violaxanthine 

ViolDE violaxanthin de-epoxidase 

Y(II) effective quantum yield of PSII 

XCar xanthophylls 

Zea zeaxanthine 

ZEP zeaxanthine epoxidase 



 

 

Abstract 

Annexins are a family of calcium- and membrane-binding proteins that are 

important for plant tolerance to adverse environmental conditions. Certain annexins 

are able to counteract oxidative stress, affect cell redox homeostasis, and enhance 

drought tolerance. In the present study, an endogenous annexin, STANN1, was 

overexpressed to determine whether yields could be improved in a crop plant, potato 

(Solanum tuberosum L.), during drought. Nine potential potato annexins were 

identified and their expression characterized in response to drought treatment. 

STANN1 mRNA was constitutively expressed at a high level and transcription was 

strongly increased during drought, and this gene was therefore selected for 

overexpression. Under drought conditions, transgenic potato plants ectopically 

expressing STANN1 were more tolerant to water deficit in the root zone and 

preserved more water in green tissues than wild-type plants. Despite the drought 

stress, chloroplast functions were maintained in transgenic plants and accumulation 

of chlorophyll b and xanthophylls (especially zeaxanthine) increased compared to the 

wild type. Furthermore, drought-induced reductions in the maximum efficiency of 

PSII, the quantum yield of photosynthesis, and the electron transport rate were less 

pronounced in transgenic plants than in the wild type. This resulted in more efficient 

non-photochemical energy dissipation in the outer antennae of PSII and provided for 

more efficient protection of reaction centers against photooxidative damage in the 

transgenic plants. Consequently, these plants were able to maintain effective 

photosynthesis during drought, which resulted in their overall better productivity 

despite the period of water scarcity. Although the mechanisms underlying this stress 

protection are not yet clear, annexin-mediated photoprotection is probably linked to 

the ability of annexin to counteract light-induced oxidative stress. 



 

 

Introduction 

Plants have developed concurrent passive and active strategies to survive shorter 

or longer episodes of water deficit [1]. Several stress-response genes have already 

been used for bioengineering with the aim of improving plant resilience to water 

deficit [2]. However, ectopic expression of stress-inducible genes often results in 

developmental aberrations (e.g., stunted growth and irregular leaves) or impeded 

yield under non-stress conditions as the result of unspecific induction of programmed 

cell death (pcd) and/or premature senescence [3]. New approaches utilizing different 

mechanisms are needed to achieve sustainable improvements in crop biomass 

production. 

Environmental stresses such as drought, salinity, and low and high temperature 

primarily affect chloroplast metabolism and trigger imbalances in the chloroplast 

redox homeostasis [4 - 6]. Thus, the ability of a plant to withstand stress and recover 

afterwards is strongly related to the capability to support photosynthesis and protect 

chloroplast structures and functions despite unfavorable conditions. In the plant cell, 

reactive oxygen species (ROS) are continuously formed as by-products during 

photosynthesis under normal conditions. The steady-state level of ROS is tightly 

regulated by several enzymatic and low-molecular weight antioxidant systems [7]. 

However, under adverse environmental conditions the capacity of antioxidant 

systems can be exceeded, and this leads to redox imbalance. 

The two main sources of ROS in the chloroplast are the light-driven 

photosynthetic electron transport chains (PETC) of photosystem I (PSI) and 

photosystem II (PSII). PSII and PSI work sequentially to transport electrons released 

from a photo-excited primary electron donor (chlorophyll, Chl) on the lumenal 

thylakoid side of PSII to the terminal acceptor, ferrodoxin, on the stromal side in PSI. 

PSII catalyzes water oxidation and hence provides electrons for all further 

photosynthetic reactions. PSII efficiency is therefore crucial for the efficiency of 

photosynthesis as a whole. PSII is a highly spatially organized structure that consists 

of core complexes (PSIICC) associated with the peripheral antennae system 

(PSIIAS) [8]. PSIIAS has two main functions. First, sunlight energy is captured and 

transferred to PSIICC, where primary photochemical reaction occurs. Second, 

PSIIAS protects the whole PS against photooxidative damage. PSII is the most 

highly vulnerable structure of the entire photosynthetic apparatus and this mediates 



 

 

plant adaptation to environmental conditions. When light intensity exceeds that 

which a plant can utilize in photosynthesis, over-reduction of PETC results in 

generation of highly reactive and low-diffusible singlet oxygen (
1
O2), which 

subsequently oxidizes PSII constituents in situ [9 - 11]. Although singlet oxygen 

cannot itself function as a signaling molecule, experimental data showed that it 

activates cellular signaling pathways of surprising complexity [11]. Peroxidation of 

different PSIIAS components gives rise to a plethora of compounds that act as 

secondary messengers, including products of fatty acid peroxidation, reactive 

electrophile species (RES), and volatile derivatives of -carotene oxidation (e.g., -

cyclocitral and dihydroactinidiolide) [12 - 14]. In addition, the release of intrinsic 

chloroplast proteins after stress induction resembles similar leakage of mitochondrial 

proteins into the cytosol [15]. These processes collectively trigger the activation of 

nuclear genes involved in the molecular defense against photooxidative stress. 

PSIIRC is protected against oxidation via non-photochemical quenching (NPQ), 

a heterologous phenomenon that allows the excess absorbed energy (EAE) from 

PSIIAS to dissipate before it reaches the reaction center [16 - 17]. Several NPQ 

components have been distinguished based on the time scale of formation and 

relaxation, including qE, qT, qZ, and qI [18]. qE (energy-dependent quenching) is 

triggered by the formation of a pH gradient across the thylakoid membrane, can be 

detected as heat emission within microseconds, and relaxes in minutes [19]. Two 

essential factors are involved in its related NPQ: zeaxanthine (Zea) and a 22-kD PSII 

subunit protein (PSBS) [20 - 21]. Acidification of the thylakoid lumen activates the 

xanthophyll cycle and produces violaxanthine de-epoxidase (ViolDe), which 

converts violaxanthin (Viol) into Zea. Arabidopsis thaliana (Arabidopsis) plants with 

higher levels of epoxidated Car derivatives - xanthophylls (XCar), as a result of 

overexpression of -carotene hydroxylase, were more tolerant to high light and high 

temperature [22]. In npq2, another Zea-overaccumulating mutant, the kinetics of 

induction and relaxation of NPQ, but not its extent, were affected [17]. Zea modes of 

action are complex and include direct antioxidant activity [23], allosteric modulation 

of membrane function in PSII, and enhancement of proton binding activity [24]. In 

turn, PSBS affects membrane rigidity [25 - 26] and senses pH changes [27], but its 

precise role in energy dissipation remains unclear [28]. Arabidopsis npq4-1 mutants 

that lacked PSBS and had a normal XCar cycle were deficient in qE [29 - 30]. It was 



 

 

therefore suggested that PSBS functioned as a kinetic modulator of NPQ in the 

PSIIAS [31]. 

The second major source of ROS in the chloroplast is PETC of PSI. Stomatal 

closure and diminished CO2 supply reduces the rate of Calvin cycle reactions and 

leads to inefficient regeneration of NADP+. Uncontrolled electrons flow from 

ferredoxin to O2, leading to generation of the superoxide anion O2
•−

 via the Mehler 

reaction (photochemical quenching) [4, 32]. Once formed, O2
•−

 is subsequently 

converted into H2O2 or initiates chain reactions that give rise to other more reactive 

ROS molecules. The intensity of the Mehler reaction increases with deepening water 

stress. Within 0.5 s of inactivation of the chloroplast enzymatic scavenging systems, 

CO2 fixation was reduced by half and 10 μM hydrogen peroxide accumulated [4]. 

H2O2 is very stable, with a half-life of ~1 ms, and can pass through biological 

membranes. H2O2 leaking induces an oxidative burst in the cytosol. The origin of this 

burst is poorly understood, but it likely has a complex nature consisting of both 

chloroplast and cytosol components. It was also showed that chloroplast-derived 

ROS are indispensable for intercellular ROS signaling [33]. 

During prolonged stress, additional sources of ROS appear in the cell. Limited 

CO2 availability activates oxygenation of RUBISCO instead of carboxylation and 

this induces photorespiration. Neutralization of toxic products occurs in peroxisomes 

and is accompanied by H2O2 production. Photorespiratory H2O2 was shown to 

participate in the execution of pcd [34]. 

Plant tolerance to adverse environmental conditions is also mediated by the 

collective action of different hormones. Abscisic acid (ABA) and cytokinins (CK) 

are the most intimately involved in the plant response to decreased soil humidity. 

These hormones mediate mostly antagonistic effects. ABA is considered as a “stress-

hormone” since it activates and coordinates different stress responses such as rapid 

stomatal closing and metabolic reprograming [35 - 36]. In turn, CK assists in 

recovery after stress by activating cell division, chloroplast development, synthesis 

of chloroplast proteins/photosynthetic pigments, and formation of membrane 

components of PETC [37]. Artificial maintenance of CK biosynthesis during 

conditions of stress was found to be beneficial for plant survival. Accordingly, 

overexpression of a CK biosynthetic enzyme, isopentynyltransferase, enhanced plant 

tolerance to a wide range of abiotic factors [38 - 41]. Thus, strategies to enhance 



 

 

agriculture via improved protection of chloroplast structure and function under stress 

conditions are promising. 

The role of salicylic acid (SA) in the regulation of plant interactions with the 

environment has been recognized in recent years and SA has emerged as an 

important factor involved in acclimation to certain abiotic stressors [42 - 45]. Singlet 

oxygen accumulation in the chloroplast was shown to induce rapid accumulation of 

SA [46]. At high concentrations, in cooperation with other signals, SA strongly 

promoted 
1
O2-induced pcd [47 - 48]. Although their role in pcd is not clear, 

functional chloroplasts are necessary for the hypersensitive response [49 - 51]. 

Previously, we demonstrated that overexpression of endogenous annexin 1 

(ATANN1), improved the tolerance of the model plant Arabidopsis Col-0 to drought 

[52 - 53] and that ATANN1 undergoes S-glutathionylation upon ABA induction. The 

objective of the present study was to verify if a similar improvement in drought 

tolerance could also be achieved by overexpression of annexin in the potato 

(Solanum tuberosum L.). Thus, transgenic plants with elevated levels of endogenous 

annexin STANN1 were created and tolerance to a transient soil water deficit was 

assessed. Our results showed that annexin overexpression during drought improved 

NPQ and alleviated photo-oxidative stress and thereby protected chloroplast 

function.



 

 

Materials and Methods 

Generation of transgenic plants, transformation and growth 

conditions 

S. tuberosum cultivar Sante (WT), medium-tolerant to drought, was used for 

transformation (http://www.europotato.org). cDNA sequence for STANN1 without the stop 

codon (957 bp; Acc. No. PGSC0003DMG400017714) was fused at the 3′ end to a 6×His-

tag sequence and inserted into the XbaI restriction site of pROK2 [54] between cauliflower 

mosaic virus 35S promoter and nopaline synthase (Nos) terminator sequences (Figure S1A 

in File S1Figures). The obtained clone was used for Agrobacterium tumefaciens-mediated 

transformation of WT potato plants according to [55]. Regenerated transgenic plants were 

transplanted into separate glass tubes filled with 10 mL of Murashige & Skoog solid 

medium supplemented with 50 g mL
-1

 kanamycin. The presence of the transgene cassette 

was verified with genomic PCR (data not shown). Expression of recombinant 

STANN1_6×His protein was confirmed by purification from leaves of WT and F1 

transgenic plants (lines S-2, S-3, S-7, S-83, S91, S-97, and S-123) by Ni-NTA 

chromatography and detection with anti-HisTag primary antibody (Sigma-Aldrich). 

Recombinant ATANN1_6×His protein produced by bacterial overexpression was used as a 

positive control (WT protein extract) (Figure S1B in File S1Figures). 

Potato WT plants or WT-derived transgenic lines (S-2 and S-7) were used for further 

experiments. Plants were cultivated in a growth chamber (or an air-conditioned greenhouse 

when indicated) under standard conditions (21±2°C; 16 h/8 h day/night; light intensity 110 

to 130 PPFD (photosynthetic photon flux densities); 60–80% relative humidity. 

Water stress 

S. tuberosum plantlets sprouted from tubers were grown in plastic pots filled with 

1 kg of sterilized soil (mixture of peat and sand, pH 5.5; prepared by the Plant 

Breeding and Acclimatization Institute) for ~160–170 days. The field capacity (FC) 

was determined gravimetrically (g of water per g of soil). Pots were weighed every 

2–3 days and the volume of water necessary to maintain the indicated FC was 

calculated individually for each plant. For well-watered control plants, FC was 

maintained at 65% (−0.8 MPa) for the whole experiment. Experimental drought was 

imposed after 8–10 weeks of growth (tuber initiation) (Figure S2A in File 

S1Figures). Irrigation was decreased over 10 days to gradually reduce the FC to 

http://www.europotato.org/


 

 

~25% FC (−2.0 MPa) and was then maintained at this level until the end of the water 

deficit period. Irrigation was subsequently resumed with full soil saturation 

(rewatering). To estimate the impact of drought on potato productivity, plants were 

cultivated for an additional 11–12 weeks after rewatering (FC 65%) until 

physiological maturity. An exemplary schedule of FC changes is shown in Figure 

S2B in File S1Figures. Samples were collected at the beginning of the water deficit 

period (D0), and (depending on experiment) at different days of drought, i.e. 3
rd

 

(D3), 4
th

 (D4), 6
 th

 (D6), 10
 th

 (D10), and 14
 th

 (D14), and at the first (RW1) and third 

(RW3) days after rewatering. 

Identification of potato annexins 

Annexins were identified in silico by searching for the endonexin domain (PFAM 

definition, PF00191, 66 aa) within six translation frames of the potato genome 

(heterozygous diploid breeding line, S. tuberosum L. group Tuberosum RH89-039-16 

genome) using the HMMSearch program from the HMMER3 package. According to 

PFAM, >93% of proteins from this family contained at least three consecutive repeats of 

the endonexin domain. By searching with a single repeat, the probability of missing a 

complete protein due to below-threshold partial hits or incorrectly defined intron-exon 

boundaries was minimized. Only hits with an E-value ≤0.001 were considered. To verify 

the presence and sequence of the predicted annexins in WT potato, genome primer sets 

were designed that corresponded to the 5′ (F) and 3′ (R) ends of the predicted ORFs (Table 

S1 in File S1Figures). Expression of putative annexin genes was verified using RT-PCR. 

Briefly, total RNA was isolated from WT leaves and reverse transcribed using RevertAid 

Reverse Transcriptase (Thermo Scientific) with poly(T)12-18 primer. Annexins were 

amplified from cDNA using Phusion High-Fidelity DNA Polymerase (Thermo Scientific). 

PCR products were cloned with pJET Cloning Kit (Thermo Scientific) and their 

compliance with the predicted sequences was verified. 

Semi-quantitative expression of annexins and stress-

regulated genes 

Gene expression was profiled over 14 days of drought in WT potatoes grown as 

described above. Samples were taken from the first fully-developed composite leaf at the 

top of the plant. For each time point, single leaf discs from four independent plants were 

collected, flash-frozen in liquid nitrogen, and kept at −80°C until use. Total RNA was 

isolated with Trizol (Invitrogen). Reverse transcription was performed as described above. 

http://www.thermoscientificbio.com/pcr-enzymes-master-mixes-and-reagents/phusion-high-fidelity-dna-polymerase/


 

 

Taq DNA Polymerase (Thermo Scientific) was used to amplify specific sequences from 

cDNA. Genes for semi-quantitative analysis were selected from 

PGSC_DM_v3.4_pep_fasta, which contains a database of potato virtual translation 

products predicted according to similarity to annotated Arabidopsis genes. Specific primer 

sets for expression analysis were designed using PrimerSelect, Laser Gene10.0 DNASTAR 

(USA) (Table S2 in File S2Tables). The obtained sq-RT-PCR products were separated by 

agarose gel electrophoresis, stained with ethidium bromide, and quantitated by 

densitometry using MultiGaugeV3.0 (Fuji) software. Expression was normalized against 

the expression of potato elongation factor 1 alpha mRNA (EF1a; 

PGSC0003DMT400050664;[56]). Each single experiment included four biological 

replicates that were quantitated in three technical replicates. Experiments were repeated 

three times for each primer set and template. 

Relative water content 

RWC was determined according to [57] with the exception that for full saturation 

(turgor weight, TW) leaves were incubated in distilled water for 4 hours instead of 

overnight. Experiments were performed three times on at least five biological replicates for 

each genotype. 

Extraction and determination of plant hormones 

Leaf samples of ~0.5 g (without the main vein) from 8–10-week plants subjected to 

drought (as described above) were collected, immediately frozen in liquid nitrogen, and 

kept at −80°C until use. Samples were taken from the first fully-developed composite leaf 

at the top of the plant at the indicated time points. Sampling was performed four hours 

after switching on the light. Three independent biological replicates were examined. 

Purification and analysis were performed according to [58, 59]. Briefly, leaf samples were 

homogenized and extracted with methanol/water/formic acid (15/4/1, v/v/v) and the 

following labelled internal standards (10 pmol per sample) were added: 
2
H6-ABA, 

2
H5-

transZ, 
2
H5-transZR, 

2
H5-transZ7G, 

2
H5-transZ9G, 

2
H5-transZOG, 

2
H5-transZROG, 

2
H5-

transZRMP, 
2
H3-DHZ, 

2
H3-DHZR, 

2
H3-DHZ9G, 

2
H6-iP, 

2
H6-iPR, 

2
H6-iP7G, 

2
H6-iP9G, 

and 
2
H6-iPRMP (Olchemim). Extracts were purified using a SPE-C18 column (SepPak-

C18, Waters), and separated on a reverse phase-cation exchange SPE column (Oasis-MCX, 

Waters). The first hormone fraction (containing ABA) was eluted with methanol and the 

second fraction (containing CK metabolites) was eluted with 0.35 M NH4OH in 70% 

methanol. Both fractions were separated by HPLC (Ultimate 3000, Dionex) and the 



 

 

hormones were quantified using a hybrid triple quadruple/linear ion trap mass spectrometer 

(3200 Q TRAP, Applied Biosystems). 

Gas exchange and chlorophyll fluorescence measurements 

Gas exchange and net photosynthesis were analyzed with a Portable Handheld 

Photosynthesis System CID 340 device (CID Inc., USA) according to the 

manufacturer’s instructions. The maximum quantum efficiency of photosynthesis 

(Fv/Fm) and the effective quantum yield of PSII (Y(II)) were determined with CID 

340 (CID Inc., USA) with a CI-510CF Chl fluorescence module and a CI-310LA 

light attachment providing actinic light. Measurements were performed 5 h after 

turning on the light, if not indicated otherwise, on the upper 4–5 fully-expanded 

unwrinkled leaves. Five plants were analyzed per time point. For maximal 

fluorescence (Fm) determination, plants were dark-adapted for 30 minutes (so all 

PSII reaction centers were closed) and then stimulated with saturating pulses of light 

(0.8 sec., 3000 PPFD). The minimal fluorescence (Fo) with all PSII reaction centers 

opened was measured with modulated light of 0.25 PPFD. Fv was calculated from 

the equation Fv= Fm-Fo. Y(II) was calculated using the equation Y(II) = (Fms-

Fs)/Fms. For determination of Fms (maximal fluorescence under light), plants were 

adapted to light for 20 minutes and the steady-state of Chl was measured (Fs). Next, 

a saturating pulse (0.8 sec, 3000 PPFD) was applied and Fms was determined.  

Gross NPQ was estimated with a Dual Pulse Amplitude Modulation device, 

PAM-100 (Walz, Germany). For a single time point, six composite leaves from 3–5 

control plants were analyzed. NPQ was calculated as (Fm − Fms)/Fms, where Fm 

represents the fluorescence of a dark-adapted sample and Fms represents a 

fluorescence of the illuminated sample. Plants were dark-adapted (~20 min) and 

kinetics were measured after repeated light pulses of 94 PPFD for 300 sec. Leaves 

were subsequently relaxed in darkness for 240 seconds and fluorescence was 

documented throughout. 

Extraction of non-polar lipids and carotenoids/chlorophyll 

determination 

Plant material was collected from 8–10 week-old plants exposed to drought. 

Samples were collected 4 hours after switching on the light at D0, D6, D14, and 

RW3. One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth 

fully-expanded composite leaves and total six discs were combined as a single 



 

 

sample. Non-polar lipids were extracted at 4°C and subjected to analysis using the 

ACQUITY UPLC system (Waters, USA). Shredded plant material was transferred to 

a 15 mL Pyrex tube. After the addition of 3 mL acetone-methanol (8:2 v/v), the 

sample was perfused with argon and mixed vigorously by vortexing for 2 min. For 

the first and third extractions, hexane (9 mL) was added and the sample was again 

perfused with argon before capping and shaking in a reciprocating shaker (PROMAX 

2020, Heidolph, Germany) for 30 min in the dark. After shaking, the sample was 

incubated without agitation for 5 min to allow phase separation. The upper hexane 

phase was collected by aspiration and transferred to an Erlenmeyer flask, perfused 

with argon, capped and stored in the dark. In the second extraction stage, 2 mL of 

propanol was used in addition to hexane, and perfusion, shaking and phase collection 

were repeated as before. After removal of hexane, the polar phase was centrifuged 

for 15 min at 4500 rpm. The supernatant was combined with the two hexane phases, 

perfused with argon, and filtered through a syringe filter Milipore millex-CV13 Filter 

Unit (0.22 µm). The joined phases were then transferred to room temperature, 

evaporated to dryness under argon, and dissolved in 1 mL methanol-propanol-hexane 

6:1:3 (v/v/v). Dissolved samples were transferred to 2 mL glass vials, perfused with 

argon, capped, and stored at −80°C. Samples (5 L) were injected onto an 

ACQUITY UPLC HSS T3 1.0×150 mm 1.8 µm column and eluted with a gradient of 

solvents: A, water and methanol (1:9, v/v); and B, methanol:isopropanol:hexane 

(2:1:1, v/v/v) (210 min from A to B). Separation was monitored in the 300–750 nm 

range with a photodiode array detector. A single chromatogram at 436 nm was 

extracted, exported in ASCII format, and used for peak area integration analysis with 

GRAMS/AI software (Thermo Electro Corp.). 

Chla and Chlb contents were estimated by recording the absorbance of the 

aforementioned extract at 663, 652, and 645 nm (Cary 50 Bio UV/VIS 

spectrophotometer, Varian, Australia) according to [60]. 

Measurement of ROS levels and quantification of lipid 

peroxidation in high light stress 

One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully-

expanded leaves of potato plants and a total of six discs were combined as a single 

sample. Immediately after harvesting, samples were vacuum-infiltrated with methyl 

viologen (MeV) at the indicated concentrations and then incubated in the dark for 1 



 

 

hour under normal irradiance (150 PPFD). Images were obtained after 30 hours of 

incubation.  

A similar procedure was used for ROS quantification, with the exception that a 

single MeV concentration (50 M) was used and samples were exposed to high 

irradiance (850 PPFD). Samples were collected at the indicated time points. 

Superoxide anion (O2
•−

) content was determined using a colorimetric nitro blue 

tertrazolium (NBT) assay as described [61]. Hydrogen peroxide (H2O2), was detected 

with diaminobenzidine tetrahydrochloride (DAB) and quantified by pixel counts on 

scanned images using ImageJ software [62]. Lipid peroxidation was estimated 

spectrophotometrically with thiobarbituric acid (TBA) according to [63]. 

Transient expression of STANN1_GFP in Nicotiana 

benthamiana 

The STANN1 sequence (without the stop codon) was introduced between NcoI and BcuI 

restriction sites at the 5′-end of the monomeric GFP (mGFP) coding sequence in 

pCAMBIA1302. Intact N. benthamiana leaves were infiltrated with A. tumefaciens 

GV3101 transformed with empty pCAMBIA1302 expressing mGFP or pCAMBIA1302 

expressing STANN1_mGFP as described [64]. After 3 days, 1 cm diameter leaf discs were 

excised and incubated with 50 M MeV for 1 hour in darkness then 4 hours in high light 

(850 PPFD). Fluorescence was immediately observed using a Nikon Eclipse TE2000-E 

inverted C1 confocal laser scanning microscope equipped with a 40× Plan Fluore oil 

immersion objective lens (numerical aperture, 1.30). mGFP and chloroplast 

autofluorescence were excited with a solid-state Coherent Sapphire 488 nm laser and 

detected using 515/30 band pass and 610 long pass emission filters, respectively. All 

samples were analyzed in triplicate. Three independent experiments were performed. 

Statistical analyses 

Data were analyzed using two-way ANOVA with Duncan’s Multiple Range Test 

(DMRT) (for yield) and MANOVA regression models (for other experiments). 

Multiple comparisons between means were performed with a HSD Tukey test with a 

confidence limit of 95%. 



 

 

Results 

Identification of annexin genes 

Genome-wide examination of the potato sequence database for annexins revealed 

the presence of 11 DNA segments encoding putative proteins displaying substantial 

similarity to already known plant annexins. Two of these sequences were classified 

as pseudogenes due to a lack of continuity in any of the six open reading frames and 

several genetic disablements. The remaining nine genes were located on 

chromosomes I, IV, V, and X and each encoded 5–6 exons (Figure 1A). The 

positions and phases of introns in the putative potato annexin genes were consistent 

with those reported for rice annexins [65] (Figure 1B). The putative annexin 

sequences in the S. tuberosum genome were verified using genomic PCR (Figure 1C) 

and the lengths of the amplified genomic products were as expected (Table S1 in File 

S2Tables). The degree of nucleotide sequence identity between the putative potato 

annexins was in the range of 41–92%. Sequences identified by bioinformatics 

approaches were confirmed experimentally. Reverse transcription polymerase chain 

reaction indicated that all nine genes were expressed in different potato organs (data 

not shown). 

A multiple alignment of the putative potato annexin amino acid sequences with 

Arabidopsis annexins revealed that all except of one the potato annexins had 

Arabidopsis homologs (data not shown). The newly-identified potato genes were 

therefore named accordingly as STANN1, STANN2, STANN3.1, STANN3.2, 

STANN3.3, STANN4, STANN5, STANN8, and STANN9 (data not shown). The potato 

annexins constituted a functionally diverse family of proteins that was differentially 

expressed in different plant organs (data not shown). The most striking genomic 

feature of the potato annexin family was triplication of the annexin 3 gene on 

chromosome 1 (Figure 1D). In addition, in an arrangement resembling that in 

Arabidopsis, potato STANN3.1 and STANN4 were localized adjacent to one another 

and were transcribed divergently, possibly from a shared promoter. The Inparanoid 

database groups all annexins in the same in-paralog cluster; however, we suspect that 

the three variants of annexin 3 (STANN3.1, STANN3.2, and STANN3.3) are within-

species out-paralogs. Two duplications (ancestral gene → STANN3.1 and the 

ancestor of STANN3.2; then the ancestor of STANN3.2 → STANN3.2 and STANN3.3) 

seem to have occurred prior to speciation of potato and tomato, as S. lycopersicum 



 

 

contains three orthologs of the respective annexins. In turn, STANN4 and STANN3.1–

3.3 are out-paralogs, as STANN4 is moderately related to all STANN3 variants but 

shares high sequence similarity with other annexins from S. lycopersicum or 

Arabidopsis. Multiplication of DNA segments within this region of chromosome 1 

during Solanaceae evolution apparently took place independently at least twice. In 

tomato chromosome 1, the entire dyad of SLANN3/SLANN4 was duplicated [66] and 

gave rise to a tetrad located within a short segment of DNA (21145 bp) that was not 

interspersed with other genes. Collectively, this region of chromosome 1 represents a 

“hot-spot” in the Solanaceae family where duplications of a single gene or gene 

cluster occurred. 

Characteristic of potato annexin proteins 

Newly identified potato annexins had similar predicted molecular masses of 34–

37 kDa and diverse isoelectric points (5.21–9.02). The overall tertiary structures 

(four endonexin domains containing calcium binding sites) were well preserved 

(Figure S3 in File S1Figures, Table S3 in File S2Tables). However, the primary 

amino acid sequences were quite divergent, with the lowest amino acid identity 

between STANN4 and STANN5 (20.9%). Conversely, groups with higher 

similarities (STANN3.1, STANN3.2, and STANN3.3) were also apparent. Annexins 

3.2 and 3.3 were the most closely related, and had amino acid identities of 90.5% and 

70.1% with STANN3.1, respectively. STANN3.2 and 3.3 differed in length (302 and 

317 aa, respectively) due to lack of the 14-3-3 like domain on the C-terminus of 

STANN3.2. Similarly, the N-terminal end of STANN3.2 and STANN3.3, but not 

STANN3.1, contained a putative myristoylation motif (MG). To date, a 

myristoylation-mediating membrane localization has been confirmed only for 

mammalian AnxA13b. With respect to plant annexins, a myristoylation motif was 

found in poplar annexin EEE95606.1, but the functionality of this motif was not 

experimentally verified. In summary, despite extensive similarities, there were 

substantial differences between members of the STANN3 sub-family. This suggested 

that the family might be unique to Solanaceae and that evolution towards distinct 

cellular functions for each of the annexins has occurred. 

The potato annexins contained canonical type II calcium binding sites G-X-GTD-

{30-40}D/E solely in the first and occasionally fourth endonexin domains (Figure S3 

in File S1Figures). STANN4 and STANN8 appear to have lost calcium 



 

 

responsiveness as a result of substantial mutations (substitutions and insertions) in 

these regions. In STANN5, the site in the fourth repeat was probably the only one to 

be preserved. Tryptophan residues within the first endonexin repeat (G-W-GT) were 

conserved in potato annexins 1, 2, 8, and 9, but were replaced with phenylalanine 

(STANN5) or lysine (STANN3.1-3.3 and STANN4) in other annexins (Figure S3 in 

File S1Figures). This phenylalanine modification is not predicted to interfere with 

calcium binding as phenylalanine and tryptophan residues are both hydrophobic and 

possess aromatic rings. By contrast, the lysine modification may impede membrane 

translocation of annexin since introducing a positive charge into the calcium 

coordination site has the potential to disrupt calcium binding. Other amino acids or 

motifs important for the tertiary structure of plant annexins were preserved in the 

potato proteins, such as histidine 40 (except in STANN3.2 and STANN4), cysteine 

111 (except in STANN4), and cysteine 239 (except in STANN1). 

Expression of potato annexins during drought 

Only five of the annexin genes (STANN1, STANN4, STANN5, STANN9, and 

STANN2) were expressed in the leaves of well-watered control WT plants (Figure 2). 

At the onset of drought (D0) the STANN1 mRNA remained the most abundantly-

expressed annexin transcript (relative to the EF1a mRNA). Over time, the level of 

STANN1 mRNA increased whereas STANN4, STANN5, STANN9, and STANN2 

mRNA levels remained unchanged. The resulting difference in the accumulation of 

STANN1 mRNA from D0 to D14 was statistically significant (Figure 2). 

Concurrently, the expression of additional annexins that were not detected in control 

conditions was induced. The levels of STANN3.1 and STANN3.2 mRNA (relative to 

EF1a) increased on D6 and remained elevated until the end of the drought period. 

The level of STANN8 mRNA increased continuously during the whole period of 

water deficit (Figure 2). However, these induced annexins were expressed at levels at 

least ten-fold lower than annexin 1. This strongly suggested that STANN1 was the 

key annexin involved in the plant cell response to drought. 

Tolerance to soil water deficit 

Transgenic plants looked normal and did not display any discernible 

abnormalities and/or growth aberrations under well-watered conditions (both in 

growth chamber and in the greenhouse). Leaf turgidity was similar between 

transgenic and WT plants, which indicated that the leaf water status of WT and 



 

 

transgenic lines was comparable (Figure 3A, upper panel; Figure S4A in File 

S1Figures). During soil water deficit, the overexpression of STANN1 resulted in 

sustained turgor maintenance. In WT plants, leaf wilting was clearly visible on D8 

(Figure 3A, middle panel). By D9, the drought effect was more apparent and leaves 

began to shrivel, roll, and curl up. Younger leaves near to the top the of the plant 

were the most severely affected (Figure 3A, lower panel). Leaves of the transgenic 

lines S-2 and S-7 preserved stiffness and did not show signs of dehydration. 

Rewatering resulted in restoration of leaf turgor and normal growth resumed within 1 

day for transgenic plants and 3 days for WT (Figure 3B). After 2 weeks of drought, 

S-2 and S-7 leaves were less damaged then those of WT. Experiments were repeated 

four times in succeeding years, under greenhouse and growth chamber conditions, 

and in all cases similar results were obtained (Figure S4 in File S1Figures). The exact 

number of irreversibly damaged leaves varied between experiments depending on the 

drought severity (intensity and length). Damage was consistently significantly lower 

in transgenic lines than in WT. For example, survival rates after a 3-week drought 

were 12% and 82% for WT and S-7, respectively. 

The ability to preserve turgor in leaves is closely related to drought tolerance. 

Therefore, to further characterize the drought response of transgenic plants, changes 

to RWC under water deficit were analyzed. Under control conditions, RWC was 

comparable in WT and transgenic plants. Drought resulted in the continuous decline 

of RWC both in WT and in transgenic plants. However, differences between lines 

became apparent with increasing drought severity and this became statistically 

significant at D12 after drought onset (Figure 4A). Both in WT and in transgenic 

plants rewatering after 2 weeks of drought resulted in restoration of control RWC 

values. 

Overexpression of STANN1 also improved plant yield both in terms of the total 

tuber mass (Figure S5A in File S1Figures) and consistency of the tuber size (Figure 

S5B–C in File S1Figures). The net productivity of well-irrigated WT and transgenic 

S-7 and S-2 lines was almost identical but tuber quality (size and uniformity) was 

enhanced in the transgenic lines. A 14-day drought decreased the tuber yield of the 

WT plants by half, whereas yield loss for S-2 and S-7 lines was statistically less 

significant. In addition, the tuber quality in the transgenic lines was less impaired 

after drought compared to WT. 



 

 

Plant photosynthetic activity 

Several plant-vigor-related physiological parameters were analyzed to assess the 

effect of STANN1 overexpression. These included stomatal conductance (a measure 

of water and carbon dioxide vapor through the leaf stomata) (Figure 4B), net 

photosynthesis (Pnet, associated with plant vitality and biomass production) (Figure 

5A), maximum efficiency of PSII in the dark-adapted state (a measure of the 

organization and vitality of PSII) (Figure 5B), and effective quantum yield of PSII in 

illuminated samples (Figure 5C). Under control conditions STANN1 overexpression 

did not influence any of these parameters. By contrast, almost all the photosynthetic 

functions were disturbed during drought, and changes in the two overexpression lines 

were consistent. The effect of drought on gas exchange was apparent by the third day 

after watering reduction, but the difference between WT and transgenic lines was 

statistically insignificant (Figure 4B). Conductance remained low during the whole 

period of water deficit and returned to control levels only partially, on the third day 

after resumption of watering.  

Pnet (Figure 5A) in WT declined virtually to zero by D3. Pnet subsequently (D6, 

D10) dropped to negative values, which suggested that alternative electron 

consumption processes were activated. In transgenic plants, Pnet remained positive 

until D10. After rewatering, Pnet increased in all three lines (Figure 5A). 

Under control conditions, Fv/Fm values (Figure 5B) were similar in the three 

plant lines (~0.79). Under normal conditions, Fv/Fm in most investigated plant 

species is ~0.79–0.84 conditions; this value declines with plant stress. Likewise, 

drought negatively affected Fv/Fm in our experiments; while this was noticeable by 

D3 in WT, in transgenic plants the effect only became apparent on D6. In all three 

lines, Fv/Fm recovered to baseline within 3 days of rewatering. Measurements were 

performed on upper non-wrinkled leaves, indicating that apical shoot meristems were 

not irreversibly damaged by dehydration.Y(II) (Figure 5C) in both WT and 

transgenic plants declined steadily from the onset of drought but the reduction 

appeared only on D6 in transgenic plants and the effect was significantly reduced 

compared to WT. Moreover, Y(II) fully recovered in S-2 and S-7 but, even on the 

third day after soil resaturation, remained reduced in WT. This showed that 

impairment of PSII in transgenic plants was fully reversible. 

Photosynthetic pigments content in transgenic plants 



 

 

Photosynthetic pigment contents were determined to better understand the effect 

of STANN1 on the cellular photosynthetic machinery. 

Chla and Chlb accumulation 

In WT and transgenic lines under well-watered conditions both the total Chl 

content (11.2±0.01 and 10.6±2.29 mg mL
-1

, respectively) and the ratio of Chla to 

Chlb were similar. Accumulation of Chla (Figure 6A) and Chlb (Figure 6B) did not 

change during drought in WT. After rewatering, the level of Chla increased to 180% 

of the control value at D0. During water deficit in S-7 the level of Chla was stable; 

however, accumulation of Chlb increased and reached 168% at D14 compared to D0. 

As a consequence, the Chla/b ratio rose to 2.0. After rewatering, the level of Chla 

doubled and Chlb remained stable. 

XCar accumulation 

In non-stress conditions the elevated expression of STANN1 did not significantly 

change the total Car level; however, the XCar content was increased (Zea - 188%, 

Viol - 144%) in comparison to levels in WT plants (Figs. 6C–D). Since samples were 

collected at the same time, these differences were not related to the possible diurnal 

fluctuation induced by light. During drought in WT, Zea content increased 

progressively and reached a similar level as in S-7 plants only after rewatering 

(0.35±0.01 pmol g
-1

 FW). In S-7 plants, the Zea level remained largely stable and 

fluctuated in the range 0.31–0.34 g
-1

 FW. Viol declined significantly during the 

drought in both plant lines. The most significant reduction was observed during the 

first 6 days of drought and was more noticeable in S-7 than in WT (57% and 10.5% 

reduction, respectively). At subsequent time points the difference between lines 

disappeared and Viol remained at a stable level after rewatering (0.45±0.01 g
-1

 FW in 

WT and 0.44±0.06 g
-1

 FW in S-7). 

Annexin overexpression affects hormonal homeostasis in 

plants subjected to drought 

The drought phenotype of transgenic potato plants resembled that of plants 

overproducing CK. We therefore assessed stress-hormone levels (ABA, CK, and SA) 

in leaves of WT and S-7 plants subjected to drought. In well-watered conditions the 

level of biologically active ABA in transgenic plants was significantly lower than in 

WT (Figure 7A). However, this difference was lost by D6 after initiation of drought. 

This suggested that biosynthesis of ABA in transgenic plants during the first week of 



 

 

drought was more intense than in WT. This is in accordance with a more pronounced 

decrease in Viol (ABA precursor) levels in transgenic plants compared to WT 

(Figure 6D). In the second week of water deficit, only a slight increase in ABA level 

was observed and maximum levels on D14 were similar between WT and S-7 

(3.21±264.01 and 3.02±101.59 nmol g
-1

 FW, respectively) (Figure 7A). As expected, 

ABA levels decreased to control values on resumption of watering. 

Under control conditions, annexin overexpression had no significant effect on 

CK levels (Figure 7B; Table S4 in File S1Figures). The contents of active and total 

CK were similar and amounted to 6.35 and 6.90 pmol g
-1

 FW, and 506.34 and 542.08 

pmol g
-1

 FW, in WT and S-7 plants, respectively. Drought stress was associated with 

down-regulation of trans-zeatin (tZ), the most physiologically active CK involved in 

the stimulation of cell division. At the early stage of drought progression (RWC 

~85%, only minor difference from control conditions), the level of active CK in WT 

increased, especially compared to the less active isopentenyladenosine (iPR). Active 

CK decreased under severe drought conditions, with the exception of cis-zeatin (cZ) 

and its riboside (cZR), both of which were CK species associated with stress 

responses. After rewatering, active CK content strongly increased, especially of 

trans-zeatin (tZ). Levels of cZ and cZR substantially decreased. High levels of active 

CK (including high levels of cZ) were maintained in S-7 even under severe drought 

conditions. These levels were substantially higher than in parental plants. After 

rewatering, active CK elevation was much more pronounced in S-7 than in WT. The 

level of storage compounds (CK O-glucosides) was generally low. By contrast, 

levels of deactivation products (CK N-glucosides) substantially increased during 

drought, probably as a result of the enhanced deactivation of CK (data not shown). 

Overexpression of STANN1 had no effect on SA levels under well-watered 

conditions. SA accumulation in WT and S-7 did not change significantly under 

moderate drought (D6). During the second week of water limitation, the SA level 

increased in both lines and the level of accumulation in S-7 was about twice that in 

WT (Figure 7C). SA accumulated further after rewatering in WT but declined in S-7, 

albeit to a higher level than at D0. These data indicated that ROS modulating systems 

were activated more rapidly and to a higher extent in transgenic plants than in WT. 

In summary, genetic modification did not influence ABA synthesis (and, 

therefore, ABA-dependent responses). The changes in CK metabolism (significant 

elevation upon rewatering) were in line with phenotypic observations. SA levels 



 

 

increased rapidly but the elevation was transient. This suggested that SA-mediated 

activation of antioxidant systems was faster in transgenic than WT plants but that 

longer-lasting effects (like pcd) might be alleviated. 

PSII antennae complexes functions in transgenic plants 

Overexpression of annexin resulted in an increase of Zea content, which is 

essential for the harmless dissipation of excess excitation energy as heat (NPQ). In 

addition, expression of another key NPQ factor (PSBS) was reduced during drought 

(Figure S6A in File S1Figures). These data strongly suggested the XCar cycle might 

be more efficient in transgenic than in WT plants. Gross NPQ performance in 

transgenic plants was therefore analyzed directly in attached leaves of control, well-

watered WT and transgenic plants (Figure 8). As expected, NPQ of S-7 and WT 

differed. Maximal NPQ occurred later after initiation of light stimulation in S-7 than 

in WT plants, and NPQ amplitude in S-7 was ~25% higher than that of WT plants. 

Similarly, the steady-state level of NPQ was elevated and saturation was delayed in 

S-7 compared with WT. Overall, these results showed that protection of PSII against 

photooxidative damage was more effective in S-7 than in WT as a result of improved 

NPQ. 

Experience of stress in transgenic plants 

Activation of the heat stress response (HSR) is a consequence of drought stress in 

nature. However, experimental plants are usually cultivated in controlled constant 

temperatures. Despite this limitation, activation of HSR was observed in both WT 

and transgenic plants. Stomatal closing due to water deficiency in the root zone was 

sufficient to induce expression of heat shock proteins (HSP). Thus, to characterize 

the effect of overexpression of annexin on potato plants, the accumulation of 

chloroplast-specific (HSP100) and cytosol-targeted (HSP40) mRNAs were analyzed 

during drought. In WT, water deficit resulted in an increased accumulation of both 

HSP mRNAs (compared to the EF1a normalization control) that peaked during the 

second week of drought. In transgenic plants, HSP100 expression was induced but 

HSP40 expression was not stimulated (Figs. S6C–D). 

Annexin-mediated protection of chloroplast 

Leaf disc senescence assay 

To assess whether STANN1 overexpression directly alleviated photooxidative 

stress, leaf discs from WT and transgenic S-2 and S-7 plants were exposed to normal 



 

 

light (150 PPFD) in the presence of two concentrations (10 and 50 M) of a 

photosensitizer, methyl viologen (MeV). MeV induces oxidative burst by accepting 

electrons from PSI and transferring them to molecular oxygen, resulting in 

chloroplast damage. The damage caused by MeV was visualized by the degree of 

bleaching of leaf tissues. In the absence of MeV, exposure to light for up to 30 hours 

had almost no effect on leaf discs. By contrast, exposure to both light and MeV 

induced bleaching that increased according to MeV concentration (Figure S7 in File 

S1Figures). Transgenic plants S-2 and S-7 showed higher tolerance to MeV, as 

demonstrated by a reduction in leaf disc bleached margins.  

Quantification of ROS and lipid peroxidation 

To further analyze STANN1-mediated protection against light stress, leaf discs 

from WT and S-7 plants were subjected to the combined action of high light (850 

PPDF) and MeV (50 M) as described above. The levels of superoxide anion, 

hydrogen peroxide, and malonyldialdehyde (MDA) were quantified at the indicated 

time points (Figure 9). 

Exposure of WT induced biphasic accumulation of superoxide anions, with an 

initial peak seen 30 min after induction and a second, more substantial and long-

lasting, peak beginning 9 hours after induction. In S-7, an initial increase in 

superoxide level was noticeable but was not statistically significantly different to 

WT. The maximum level of O2
-
 was the same in WT and S-7, but the kinetics of the 

second peak differed (Figure 9A). In WT, the level of superoxide increased steadily 

from 6 to12 h. By contrast, accumulation occurred in S-7 between 6 and 9 h, 

reaching a similar maximal level as in WT, and the level of superoxide then 

remained unchanged until 12 h after induction. 

In WT, light-induced changes in H2O2 level followed the biphasic pattern of 

accumulation with a second higher and sustained peak (Figure 9B). The first peak 

occurred at 30 min and the second occurred at 12h after induction. In S-7, the first 

peak was observed and this had a similar magnitude as in WT. After several hours, 

no further accumulation of H2O2 was observed in S-7 and overall levels were 

significantly lower than in WT.  

Lipid peroxidation, measured as an MDA equivalent, was apparent in WT only 

after 30 min and 12 hours. No statistically significant changes in the lipid 

peroxidation state were observed under high light stress in S-7 (Figure 9C). 

http://en.wikipedia.org/wiki/Photosystem_I


 

 

Annexin 1 attenuates cell death when exposed to oxidative 

stress 

A transient mGFP expression assay was performed to confirm that the 

aforementioned tolerance to photooxidative stress was indeed due to elevated 

STANN1 levels. In this experiment, STANN1 was produced as an in-frame C-

terminal fusion with mGFP. N. benthamiana leaf discs were transformed with 

STANN1_mGFP or mGFP-alone constructs. The leaf discs were then subjected to 

high light or to the combined action of high light and MeV, as described above. For 

analysis, leaves with similar fluorescent protein expression levels were used. 

Exposure to high light alone had no effect on cell structure, regardless of the 

construct used (mGFP-alone, Figure 10A–D; STANN1_mGFP, Figure 10E–H). High 

light plus MeV induced cytosol condensation and chloroplast damage (as determined 

by a decrease in chloroplast autofluorescence) in mGFP-expressing cells (Figure 

10I–L). Overexpression of annexin 1 attenuated both these effects and the cells 

resembled those from control samples (Figure 10M–P). The intensity of chloroplast 

fluorescence was quantified and, while there was no significant difference in mGFP 

fluorescence between plants transiently expressing STANN1_mGFP and mGFP-

only, the difference in chloroplast red autofluorescence between the mGFP-only and 

STANN1_mGFP expressing leaves was statistically significant. This strongly 

suggested that chloroplast structure was maintained in the presence of STANN1 

protein. 



 

 

Discussion 

The experiments presented here clearly demonstrate that overexpression of 

endogenous annexin 1 can be successfully employed to improve crop tolerance to 

water deficit. In potato, a reduction in the photosynthetic rate in response to water 

deficit is usually attributed to damage of the lipids, pigments, and proteins in the 

photosynthetic apparatus. Elevation of STANN1 produced an increased tolerance to 

the photooxidative damage that accompanied drought. When plants were grown 

under optimal conditions, genetic modification had no negative effects on plant 

phenotype, growth, or productivity. We therefore propose that annexin 

overexpression is a valuable new approach for crop improvement that focuses not on 

intensification and/or more rapid induction of ABA-mediated stress responses, but 

rather on delay and/or attenuation of leaf senescence and maintenance of 

physiological processes when plants are exposed to challenging environmental 

conditions. 

The selection of annexin 

As has been observed in other plant species, annexins in potato form a multigene 

family that encodes proteins with similar overall tertiary structure but different 

primary amino acid similarities. Despite some extensive similarities, the individual 

annexins displayed unique expression patterns in the different plant organs (data not 

shown) and in response to drought. This suggests the specialization of individual 

family members towards unique roles in growth/development and adaptation to 

environmental conditions. For example, although no specialized function could be 

inferred from primary amino acid sequence, functional knock-out of annexin 5 

(At1g68090) was lethal in Arabidopsis. Recently [67, 68] showed that expression of 

this protein took place only during microsporogenesis and that lethality was due to 

impairment in pollen development. 

Expression of several potato annexins was induced during drought. However, only 

STANN1 was constitutively expressed and the level of its mRNA during water deficit 

was several-fold higher than other annexins. This strongly suggested that STANN1 

was the primary annexin involved in the response to stress. The constitutive 

overexpression of STANN1 minimized the risk of developmental aberrations 

resulting from ectopic expression of protein during development. We therefore 

selected STANN1 as a drought tolerance candidate in potato. 



 

 

Hormonal stress response of transgenic plants 

Our results showed that steady-state ABA levels were reduced in transgenic 

compared to WT. Despite this, the drought-induced accumulation of ABA had 

similar kinetics in transgenic and WT plants, and levels similar to those in WT were 

eventually achieved. This suggested that, despite some modifications, ABA synthesis 

was fully functional in transgenic plants. ABA is of key importance in the abiotic 

stress response and it was therefore of utmost importance that ABA content, and 

hence the ABA-dependent stress signaling pathways, were activated equally in WT 

and transgenic plants. Other signaling pathways were modified. Concurrent sustained 

CK biosynthesis and higher accumulation of SA might delay senescence and 

improve plant photosynthetic performance. Elevated CK content resulted in 

maintenance of substantial photosynthetic activity under drought in tobacco [69]. 

Exogenous salicylate (SA, aspirin, benzoic acid) affected gas exchange rates and 

processes related to the PETC due to enhancement of NPQ (Janda et al. 2014). SA is 

also able to exert a protective effect in plants against a wide range of different abiotic 

factors via its ability to modulate antioxidant systems and affect ASA-GSH 

homeostasis [70, 71]. Elevated SA in transgenic plants may therefore alleviate photo 

oxidative stress. In this study, we found that an elevated level of STANN1 protein 

alleviated oxidative stress and affected the biphasic response of H2O2, O2
•−

, and lipid 

peroxidation induced by high light. Moreover, stress levels in transgenic plants was 

reduced. Accumulation of cytosolic HSP40 mRNA during drought in the transgenic 

plants was substantially reduced, suggesting that the HSR developed more slowly 

and was less pronounced in transgenic lines than in WT. This is in accordance with 

data presented by [57] for Solanum andigeanum. In S. andigeanum, the degree of 

stress (estimated by the level of respective HSP mRNAs) experienced during drought 

by a less tolerant landrace was higher than for a more resistant race. One of the 

consequences of delayed stress detection could be more efficient protection of the 

chloroplast, resulting in sustained efficient functioning of photosynthetic apparatus. 

Improved NPQ in transgenic plants 

In control conditions, NPQ in the leaves of transgenic plants was improved. 

During water scarcity the relative content of Zea in the total Car pool steadily 

increased relative to WT. In addition, the drought-induced decrease of PSBS mRNA 

was delayed. Collectively, these data suggested that transgenic plants possessed an 



 

 

improved ability to dissipate the EAE (produced by high light and stomatal closure) 

that could not be used for photosynthetic purposes. In several plant species, Viol to 

Zea reconversion is essential for pH-dependent qE, a major and quickly reversible 

component of NPQ [10, 17, 72]. PSBS was shown to be essential for qE [73]. Zea 

accumulation in turn correlates with the second, sustained, and slowly reversible 

component of NPQ: photoinhibition (qI) [74]. Under prolonged light stress, qI 

replaces qE [75]. The efficiency of Viol pool reconstitution is therefore also essential 

for effective NPQ. 

The PSIIAS dissipates excess energy more efficiently in transgenic 

plants  

Chlorophyll content 

In higher plants PSIIAS contains chlorophyll a (Chla) and b (Chlb) and accessory 

pigments (oxygenated Car derivatives, XCar). Transgenic potato plants with elevated 

STANN1 preserved a higher Chlb content and increased their Chl a/b ratio during 

water stress. This indicated that fine-tuning of photosynthetic complexes in response 

to light stress was altered in the transgenic plants. A similar protective effect of 

annexin overexpression on the total Chl level was noted in different plant species. 

However, in contrast to other papers [76 - 78] we analyzed physiological changes in 

attached leaves of intact plants that were experiencing gradually progressing drought 

and quantitated different chlorophylls separately. Upon drought, biosynthesis of Chlb 

was induced in transgenic plants, while in WT plants it did not change, even after 

rewatering. Chla and Chlb are differently distributed in the thylakoid membranes, 

with Chlb being restricted to the peripheral PSIIAS. An Arabidopsis mutant that did 

not synthesize Chlb (chlorine 1, ch1) due to disruption of chlorophyllide-a 

oxygenase (CAO) gene lacked AS and lost the ability to dissipate the excess energy 

in NPQ [79]. This loss resulted in increased plant photosensitivity due to an 

augmented release of 
1
O2 from PSII [80]. Correspondingly, overexpression of CAO 

resulted in a decrease in the Chl a/b ratio and led to transcriptional reprogramming 

and retardation of senescence [81]. The ability to support Chlb synthesis during 

drought probably helps to improve NPQ and preserves PSII integrity during stress in 

transgenic plants. 

XCar content 



 

 

During drought stress, transgenic plants suffered less from depression of 

photosynthetic efficiency (photoinhibition) resulting at least partially from 

overaccumulation of Zea and, to a lesser extent, Viol. However, the mechanisms 

underlying the annexin-mediated changes to the XCar pool are unclear. Zea and Viol 

are produced in chloroplasts as intermediates in the Car biosynthetic pathway that 

ultimately leads to ABA synthesis. The relative contents of both XCars changes daily 

and is strongly dependent on environmental conditions (primarily light). In darkness 

or under sub-saturating irradiance, Zea is epoxidated into Viol in a two-step reaction 

by zeaxanthin epoxidase (ZEP), resulting in a Viol level approximately ten-fold 

higher than that of the Zea precursor [82]. However, under specific conditions, this 

epoxidation step is reversible. When light absorption exceeds the ability of a plant to 

assimilate CO2, due to excessive sun radiation or to other environmental factors, 

preexisting Viol can be re-converted into Zea by ViolDE [83]. In our experiments, 

samples were collected at the same time to avoid fluctuations in the level of 

epoxidated and non-epoxidated XCars. The persistent overaccumulation of Zea 

affected the kinetics of induction and relaxation but not the extent of NPQ. This 

overaccumulation also led to permanent down-regulation of PSII activity both under 

experimental conditions and in the field [84, 85]. In turn, overaccumulation of Viol 

and inability to reconvert to Zea resulted in increased photosensitivity and bleaching 

as a consequence of the reduction in NPQ [17]. Thus, ZEP/ViolDE activities must be 

strictly regulated to optimize the efficiency of photosynthesis in a varying 

environment without increasing the overall XCar pool size. ViolDE is activated 

when the lumen pH falls below 6.2. ZEP activity requires higher pH (~7.4), 

molecular oxygen as a second substrate, and NADPH as a cofactor. Optimal activity 

of ViolDE also relies on lipid bilayer membrane fluidity and requires the presence of 

phospholipids favoring the formation of a reversed hexagonal structure, 

monogalactosyldiacylglycerol [86]. Independent of stress durability and severity, 20–

50% of Viol remains unconverted. Suggested mechanisms include feed-back 

inhibition of ViolDE by Zea [87] or curvature membrane stress elicited on the lipid 

bilayer by Zea [88]. Alternatively, since Viol is also a precursor of the side-branch 

synthetic pathway leading eventually to ABA synthesis [89] it cannot be excluded 

that some enantiomer of Viol is inaccessible for ViolDE [87].  

At constant light intensity, moderate water deficit leads to an increase in Zea 

level. Increasing amounts of Viol are needed as water deficit progresses as it is both 



 

 

re-converted into Zea and used to synthesize ABA. The presence of spatially (shoot 

versus root) or metabolically (e.g., stereoisomers, 9-cis, and 9-trans) separate pools 

of Viol were postulated, as these would support the continued functions of 

xanthophyll cycle or ABA synthesis, respectively (reviewed in [90]). However, the 

factors determining the functional partitioning of Viol into different pools remain 

largely unknown. 

Finally, the lower steady-state level of ABA and concomitant increased Zea level 

in transgenic plants may be simply due to the lower levels of oxidative stress in the 

chloroplasts of those plants. Light-stress-dependent ABA biosynthesis results from 

inefficient reduction of ascorbic acid (AA) under these conditions. Protonated AA is 

an essential cofactor for ViolDE and synthesis of Zea in the thylakoid lumen [91]. 

The XCar cycle cannot function properly when ascorbate recycling is inefficient and 

Viol accumulates. This can result in ABA synthesis. The ABA increased by 60% in 

leaves of ascorbate-deficient vte1 Arabidopsis plants [92]. Hence, improved NPQ 

may accelerate ascorbate recycling and therefore support Zea synthesis. 

How does annexin affect chloroplast-localized processes? 

Although annexins contain no specific signaling sequences that target them to the 

chloroplast, annexins were found in the chloroplast proteome of some plant species 

(reviewed in [93]). For example, a mustard (Sinapsis alba L.) annexin was found to 

be a component of a multi-subunit chloroplast RNA polymerase A complex [94]; 

however, these results were not confirmed in a subsequent study [95]). Recently, 

ATANN1 was detected in the hydrogen peroxide-sensitive chloroplast proteome 

[96]. These chloroplast localizations remain exceptions. The question then remains 

as to how annexins can affect the processes within the chloroplast? 

It is probable that annexin-mediated protection of the chloroplast and 

photosynthesis could be an indirect effect of the ability of annexin to counteract 

photooxidative stress. Chloroplasts are one of the major sources of ROS during stress 

in plant cells [11]. ROS derived from electron leakage from overloaded PETC can be 

released to the cytosol where they pose a threat to cellular macromolecules and 

structures and also participate in retrograde chloroplast-to-nucleus signaling [97] and 

pcd induction [33], [98]. Annexin STANN1 was able to attenuate both phases of 

chloroplast-derived oxidative stress. In transgenic plants, the expression of nucleus-

encoded PSII proteins (Figs. S6A–B) and HSPs was modified correspondingly (Figs. 



 

 

S6C–D), which strongly suggested that annexins were able to modulate retrograde 

oxidative signaling. The mechanisms underlying this activity are unclear. Annexins 

were proposed to undergo thiol-disulphide cycles in a similar manner to the low-

molecular-weight antioxidant glutathione or thioredoxins [99]. The presence of 

redox-sensitive cysteines has been shown for mammalian AnxA2 [100] and the 

ability of AnxA2 to regulate cellular redox homeostasis by participation in reversible 

cycles of oxidation and reduction of their cysteines was recently confirmed in vivo 

[100, 101]. Since annexins are abundant (it is estimated that in the plant cell they can 

constitute up to 2% of the total soluble proteins) they could participate significantly 

in the cellular protein thiol pool. In our previous study [52], we showed that 

Arabidopsis annexin 1 (ATANN1) contains two cysteines (111 and 239) that are not 

involved in formation of intramolecular disulfide bridge but can undergo 

S-gluthathionylation upon ABA treatment. [96] recently showed that Arabidopsis 

ATANN1 participated in the cellular thiol pool. ATANN1 was one of 24 proteins 

that were oxidized in vivo in Arabidopsis plants after MeV-induced photooxidative 

stress. However, only the first cysteine is preserved in potato annexin STANN1 

(Figure S3 in File S1Figures). STANN1 nevertheless exerts a protective effect, 

which suggests that a different mechanism is involved. 



 

 

Conclusions 

The results obtained in this study clearly indicate that annexin overexpression is 

of potential utility in developing drought-tolerant crop plants. Enhanced drought 

tolerance is connected to the ability of transgenic potato plants to better deal with 

light stress induced by stomatal closure and diminished CO2 supply. The attenuated 

ROS accumulation improved chloroplast function and genetically modified plants 

were able to maintain efficient PSII under stress conditions. Maintenance of a high 

photosynthetic yield even under sub-optimal conditions had a beneficial effect on 

final plant yields. Thus, annexins are a promising target for manipulation of plant 

tolerance to environmental conditions. 
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Figure legends.Figure 1. Annexin genes in 

potato genome. 
(A) Localization of annexin genes on potato chromosomes. The Roman numerals at the top 

denote the chromosome, digits in brackets indicate chromosome size. 

(B) Intron-exon organization of potato annexin genes. 

(C) Genomic PCR confirming the presence of predicted annexin genes in WT potato. 

Specific primers anneal to the 5’- and 3’- ends of coding sequence of certain annexin gene, 

hence the length of the resulting PCR product is a sum of the respective coding sequence 

with introns. 

(D) Schematic arrangement of STANN3.1, STANN3.2, STANN3.3 and STANN4 on 

chromosome I. 

Figure 2. Profiling of annexin expression in WT 

potato leaves during drought. 
Potato WT plants grew in the walk-in growth chamber under controlled conditions. After 

8-10 weeks irrigation was gradually reduced to decrease the field capacity (FC) to 25% 

(which took approximately 10 days) and then maintained at this level till 14
th

 day. Samples 

were collected from the first fully developed composite leaf from the top at indicated time 

points (D0 – beginning of drought, D6 – sixth day of drought, and D14 – fourteenth day of 

drought). RNA was isolated with Trizol and sq-RT-PCR was performed with primer sets 

specific for certain annexins. The level of expression was normalized against EF1a 

mRNA. Results are means ±SE (n≤4). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 

Figure 3. Drought tolerant phenotype of transgenic 

plants. 
Potato WT plants and transgenic lines (S-2, S-7) was subjected to drought as described 

above in Fig. 2. (A) Drought stress phenotype of WT (left column), S-2 (middle column) 

and S-7 (right column) plants. Photographs were taken on the beginning (D0), on eighth 

(D-8) and ninth (D-9) day of drought. Experiments were repeated twice in greenhouse and 

twice in growth chamber and gave similar results. 

(B) Regeneration of potato plants after prolonged drought. The procedure of drought 

imposition was the same as described above but the FC was maintained at 25% until the 



 

 

twenty first day of drought (D21). On D22 plants were rewatered and after draining of 

gravitationally bound water FC was kept up at 65%. Photograph was taken on the third day 

after rewatering. Left side - two WT plants; middle – two S-2 plants, and right – two S-7 

plants. Experiments were repeated four times and similar results were obtained both in 

greenhouse and in growth chamber. 

Figure 4. Examination of leaf water status. 
Potato WT plants (white bars) and transgenic lines: S-2 (gray bars) and S-7 (black bars) 

were subjected to 14-day drought as described in Fig. 2. (A) Relative water content (RWC) 

analysis. Samples from the first fully developed undamaged leaf from the top of plant were 

collected at D0, D4, D7, D12 and 3 days after rewatering (RW3) and relative water content 

(RWC) was determined. Results are means ±SE (n=3). (B) Stomatal conductance were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the 

leaf surface was wrinkled to such an extent that further analysis was  impossible. 

Measurements were done with a CI-510CF Chl fluorescence module, actinic light was 

provided by a CI-310LA light attachment. Results are means ±SE (n=10). Experiment was 

performed three times and gave comparable results. 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). 

Experiment was repeated 3 times and gave comparable results. 

Figure 5. Netto photosynthesis and photosynthetic 

performance of PSII in potato plants during 

drought. 
Potato WT (white bars) and transgenic lines: S-2 (grey bars) and S-7 (black bars) were 

subjected to drought as described in Fig. 2. (A) Netto photosynthesis, (B) maximum 

quantum yield of photosystem II (Fv/Fm) and (C) effective quantum yield of photosystem 

II,Y(II) were measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. 

After D10 the leaf surface was wrinkled to such an extent that further analysis was  

impossible. Measurements were done with a CI-510CF Chl fluorescence module, actinic 

light was provided by a CI-310LA light attachment. Results are means ±SE (n=10). 

Experiment was performed three times and gave comparable results. Homogenic groups 

are determined by Tukey HSD (Honestly Significant Differences) test. The same letters 



 

 

designate values which are not significantly different at p<0.05 and belong to the same 

homogenic group. 

Figure 6. Photosynthetic pigment content during 

drought. 
WT (white bars) and transgenic line S-7 (black bars) were exposed to drought as described 

in Fig. 2. Samples were collected at the same time during the day at D0, D6, D14 and RW3 

from third, fourth and fifth fully expanded leaves from top at 4 hours after turning the light. 

The level (A) chlorophyll  a; (B) chlorophyll b; (C) zeaxanthine; and (D) violaxanthine 

were determined Non-polar lipids were separated on an ACQUITY UPLC system (Waters) 

and peaks were integrated at 436 nm. The level of xanthophylls is expressed as percent of 

the total carotenoids. The level of chlorophyll is expressed as mg mL
-1

.
-
Results are means 

±SE (n=3). Homogenic groups are determined by Tukey HSD (Honestly Significant 

Differences) test. The same letters designate values belong to the same homogenic group 

(p<0.05). 

Figure 7. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh 

leaf tissue without the midrib) were collected from the first fully developed, undamaged 

leaf from the top of plant at 4 hours after turning the light. Labeled internal standards were 

added to the leaf samples before homogenization. Hormones were then extracted, purified 

using a SPE-C18 column and separated on a reverse phase-cation exchange SPE column. 

Hormones were quantified using a hybrid triple quadruple/linear ion trap mass 

spectrometer. The level of ABA and SA is expressed as nmol g
-1

 of fresh weight; the levels 

of cytokinins – as pmol g
-1

 of fresh weight. Results are means ±SE (n=3). Homogenic 

groups are determined by Tukey HSD (Honestly Significant Differences) test. The same 

letters designate values belong to the same homogenic group (p<0.05). 

Figure 8. NPQ assayed in leaf of well-watered 

potato plants. 



 

 

Potato WT (dashed line) and transgenic S-7 (solid line) grew in the walk-in growth 

chamber under controlled conditions and were watered to maintained FC at 65%. 

Performance of gross non-photochemical quenching (NPQ) were assayed on the first fully 

developed composite leaf from the top of plant at 4 hours after turning the light with Dual 

PAM-100. For measurement plants were adapted to dark for 20 minutes and then 

stimulated with repeated light pulses of actinic light (94 PPFD) for 5 minutes and once 

again subjected to dark for 6 minutes. Each point represents the mean ±SD (n=3-4). 

Experiment was repeated three times and gave comparable results. 

Figure 9. Accumulation of ROS (hydrogen 

peroxide and superoxide anion) and lipid 

peroxidation. 
Potato WT (white bars) and transgenic line S-7 (black bars) grew in walk-in growth 

chamber under controlled conditions. Leaf discs were expunged from the third, fourth and 

fifth upper fully expanded leaves and immediately vacuum infiltrated with methyl viologen 

(50 M). After 1 hour incubation in dark discs were exposed to high light irradiance (850 

PPFD) for indicated times (0.5 – 24 hours). Superoxide anion was determined 

colorimetrically with nitro blue tetrazolium chloride 9NBT). Hydrogen peroxide was 

stained in tissue with diaminobenzidine tetrahydrochloride (DAB) and quantified using the 

ImageJ. Lipid peroxidation was estimated spectrophotometrically with thiobarbituric acid 

(TBA). Results are means ±SE (n=5). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 

Figure 10. STANN1 attenuated MeV-induced 

photooxidative stress. 
Confocal laser scanning image of the leaf epidermis of tobacco plant transiently 

expressing GFP (A-D and I-L) or STANN1_GFP (E-H and M-P). 3 days after 

infiltration leaf discs were excised and subjected to high light (850 PPFD) (A-H) or 

the combine treatment of high light (850 PPFD) and 50 M MeV (G-L). The 

fluorescence was monitored with Nikon TE-2000E EZ-C1 exc. 488 nm and emission 

515/30 and 605/75 for GFP and chloroplast, respectively. First column represent 

single focal plane, second – chloroplast autofluorescence acquired with the same 

excitation parameter for each construction to visualized the difference between 



 

 

responses to the same treatment, third – overlay of green and red fluorescence 

channels with GFP enhanced to visualized cells; right column – stack obtained with 

Volume Render program EZ-C1 combined with chloroplasts. Scale bar is 20 m. 

Experiment was performed 3 times. 



 

 

Supporting information legends: 

File S1. 

Figure S1. Construction of transgenic plants. 

A) Structure of the T-DNA region from pROK2 carrying STANN1_His6x that 

was used for Agrobacterium ‐mediated transformation. LB – left border; RB – 

right border; NPTII – neomycin phosphotransferase II, CaMV – cauliflower 

mosaic virus 35S promoter; NOS – nopaline synthase terminator;  

(B) Expression of STANN1_His6x protein in F1 transgenic potato lines. Proteins 

were isolated from leaves of WT and F1 transgenic lines S-2, S-3, S-7, S-83, S-

91,  S-97 and S-123 grown in vitro. His-tagged proteins were purified with Ni-

NTA agarose, subjected to SDS_PAGE and blotting followed by detection with 

anti-His primary Ab. The band detected in WT represents Arabidopsis annexin 

ATANN1_His6x (molecular weight ca 36 kD) produced in Escherichia coli that 

was added before purification to the ground protein to STANN1_His6x easily 

dimerized hence the two bands were detected, the lower with molecular weight 

corresponding to monomer and the upper corresponding to dimer.  

Figure S2. Characteristics of experimental drought. 

(A) Potato WT and S-7 plants after 8 week of growth at the phase of experimental 

drought implementation. Transgenesis has no impact on tuber development. 

Formation of stolon hooks and stolon swelling as well as first tubers are visible.  

(B) Field capacity (FC) was normalized at the beginning of experiment and 

maintained at constant level (app. 65%); for control (well-irrigated plants) FC was 

maintained at this level throughout the whole experiment. For experimental 

drought FC was gradually lowered to 20% and kept at this level un till the end of 

drought. Rewatering was applied by full water saturation of the soil and after 

gravity draining of excess water FC was kept at the 65% untill the end of 

experiment.  

Figure S3. Multiple alignment of amino acid sequences of 

putative annexins from potato and selected annexins from 

human, Arabidopsis and cotton. 



 

 

The alignment was done with Cobalt (Constrain-based Multiple Alignment Tool). 

Gene Bank Acc Nos of employed sequences are as follows: human AnxA5 

(NP_001145.1), Gossypium hirsutum GHANN1 (1N00), Arabidopsis thaliana 

ATANN1 (2Q4C) and for potato annexins: STANN1 

PGSC0003DMG4000177114, STANN2, STANN3.1 

PGSC0003DMG4000221817, STANN3.2 PGSC0003DMG401019427, 

STANN3.3 PGSC0003DMG402019427, STANN4 PGSC0003DMG400019446, 

STANN5 PGSC0003DMG400007966, STANN8 PGSC0003DMG400007482 and 

STANN9 PGSC0003DMG40001879.  

The boundaries of endonexin repeats were marked on the basis of crystal 

structures obtained for GHANN1 (Hofmann et al., 2003) and ATANN1 (Levin et 

al., 2007) and are, respectively:  

- 1st endonexin domain: 14-80 and 13-81;  

- 2nd endonexin domain: 83-153 and 84-154;  

- 3rd endonexin domain: 164-239 and 165-241  

- 4th endonexin domain: 241-309 and 244-3111 respectively for cotton and 

Arabidopsis annexin.  

Conserved histidine 40 is in red; methionine and cysteines from C3 cluster are in 

blue and underlined.  

Calcium binding motifs G-X-GTD-{38-40}-D/E are marked by black boxes; 

potential N-terminal acylation motif is in bold; potential actin-binding domains 

IRI are in bold and italic;  

C-terminal peptide similar to 14-3-3 proteins is marked by pale-green rectangle. 

Amino acid residues of high conservation are shown in red, medium - in blue. 

Figure S4. Drought tolerant phenotype of transgenic S-7 

potato plants. 

Each image depicts two WT plants (left side) and two transgenic S-7 plants (right 

side) subjected to experimental drought. Drought was started on D0 and lasted 21 

days. During that time watering was gradually reduced so as to lower the FC to 

20%. After reaching that level it was maintained until 21 days after onset of 

experiment. The soil was than fully saturated with water (rewatering) and FC was 

maintained at 65% until the end of experiment. 



 

 

D10 - irrigation withheld for 10 days, D14 - irrigation withheld for 14 days, D21 - 

irrigation withheld for 21 days, RW5 – rewatered for 5 days. 

Experiments were repeated  four times and similar results were obtained both in 

greenhouse and in growth chamber. 

In WT symptoms of wilting clearly appeared after 10 days of drought; in S-7 they 

were apparent only after 2 weeks. On the 21
st
 day WT were severely affected with 

damaged stems and dry leaves. At the same time in S-7 plants the upper leaves 

still maintained turgor. After rewatering only a few leaves in WT regenerated; 

instead, new shoots developed from below-ground parts after at least a week of 

regular irrigation. In contrast, the S-7 plants preserved their upper leaves and after 

rewatering returned to a normal healthy look within hours. The exact number of 

irreversibly damaged leaves varied between experiments, but it was always 

significantly lower than in WT.  

Figure S5. Potato yield during drought. 

(A) Irrigated Water Use Efficiency (IWUE) is a quotient of crop produced per 

unit per amount of water supplied (IWUE = Y / W [g/pot/mL of water])  

(B) An exemplary tuber yield per plant. Potato plants WT, S-2, and S-7 were 

grown in a greenhouse. After 8-10 weeks of growth plants were subjected to 

drought stress by restricting irrigation to achieve 20% FC and kept at this level 

until 14
th

 day. After that time plants were rewatered and cultivated in optimal 

conditions for additional 10 weeks until physiological maturity. Tubers were lifted 

immediately after withering of haulms. The weight of all fresh tubers from single 

plant was determined immediately after harvesting. Experiments were repeated 

twice and gave similar results.  

(C) Quantification of tuber yield experiments. Results are shown as mean ±SD 

(n=10) 

Figure S6. Expression of genes coding for PSII proteins 

and HSPs. 

Relative quantification of PSBS (A), LHCB4 (B) HSP100 (C) and HSP40 (D) 

mRNAs in leaves of WT (white bars) and transgenic S-7 (black bars) potato 

plants during three-week drought and after rewatering. The data represents the 

mean ±SE from at least four measurements. Homogenic groups are determined by 

Tukey HSD (Honestly Significant Differences) test, the same letters designate 



 

 

days which are not significantly different at P < 0.05 and belong to the same 

homogenic group. 

Figure S7. The effect of photooxidative stress on potato 

leaves. 

Leaf discs (F ~ 1 cm) were excised from leaves of WT or transgenic plants S-2 

and S-7 and immediately infiltrated with (A) 50 mM Tris-Cl, pH 7.5 (B)10 mm 

MeV or (C) 50 mM MeV in 50 mM Tris-Cl, pH 7.5. Subsequently, leaf discs 

were exposed to light of 150 PPFD for 30 h. 

File S2. 

Table S1. Primer pairs used for identification of potato 

annexins. 

Primer pairs corresponding to the predicted 5’ (F) and 3’ (R) ends of the particular 

annexin genes were designed on the basis of published potato genome sequence. 

Gene length refers to the total length of exons and introns. Individual primer pairs 

(F - forward, R - reverse) were designed with PrimerSelect, Laser Gene10.0 

DNASTAR (USA). 

Table S2. Primer pairs used for sq-RT-PCR. 

Primers for semi-quantitative analysis of expression of annexins and other genes 

in potato. Individual primer pairs (F- forward, R- reverse) were designed with 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) to span intron–exon boundaries 

to exclude interference from genomic DNA contamination. Amplified fragments 

were between 300 and 500 base pairs. The genes were selected from 

PGSC_DM_v3.4_pep_fasta containing database of potato virtual translation 

products on the basis of their homology to annotated Arabidopsis genes. Analyzed 

genes were as follows: annexins: STANN1-9; HSP100 (heat shock protein 100 

kDa); HSP40 (heat shock protein 40kDa, DNAJ); PSBS (chlorophyll a/b- binding 

photosystem II 22kD subunit S); LHCB4 (light-harvesting complex binding 

protein 4). As a reference the housekeeping gene for Elongation Factor a1 (EF1a) 

was used. 

Table S3. Characterization of putative potato annexin 

proteins. 



 

 

chlo – chloroplast; cyto – cytoplasm; cyto_ER – cytoplasm/membrane of 

endoplasmatic reticulum; cysk – cytoskeleton; ER – endoplasmatic reticulum; extr 

– extracellular; mito – mitochondria; nucl – nucleus; plas – plastids; vacu – 

vacuole 

Table S4. Cytokinins in leaves of WT and S-7 potato 

plants under drought. 

S. tuberosum WT and transgenic S-7 plants were subjected to 2-week drought or 

well-watered. At time points indicated 0.5 g of tissue (without the main vein) was 

collected 4 hours after beginning of the day from fully expanded leaves. Hormone 

levels were analyzed by LC-MS as described in Materials and Methods (n=3). 

Data are shown as pmol g-1 FW. 

Abbreviations: tZR, trans-zeatine riboside; tZ, trans-zeatin; iPR, isopentenyl 

adenosine riboside; iP, isopentenyl adenine; cZR, cis-zeatin riboside; cZ, cis-

zeatin. 
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Abbreviations: 

ABA abscisic acid 

ATANN1 annexin 1 from Arabidopsis thaliana L. 

Car carotenoids 

Chla, Chlb chlorophyll a, chlorophyll b 

CK cytokinins 

EAE excess absorbed energy 

Fv/Fm the maximum quantum efficiency of photosynthesis 

HSR heat stress response 

MeV methyl viologen, paraquat 

NPQ non-photochemical quenching 

pcdPCD programmed cell death 

PETC photodynthetic electron transport chain 

PPFD photosynthetic photon flux density [mol m-2 s-1] 

PSI, PSII photosystem I, photosystem II 

PSIIAS antennae system of photosystems II 

PSBS 22-kD photosystem II subunit  

STANN1 annexin 1 from Solanum tuberosum L. 

SA salicylic acid 

Viol violaxanthine 

ViolDE violaxanthin de-epoxidase 

Y(II) effective quantum yield of PSII 

XCar xanthophylls 

Zea zeaxanthine 

ZEP zeaxanthine epoxidase 



 

 

Abstract 

Annexins are a family of calcium- and membrane-binding proteins that are 

important for plant tolerance to adverse environmental conditions. Certain aAnnexins 

are ablefunction to counteract oxidative stress, affect maintain cell redox 

homeostasis, and enhance drought tolerance. In the present study, an endogenous 

annexin, STANN1, was overexpressed to determine whether crop yields could be 

improved in a crop plant, potato (Solanum tuberosum L.), during drought. Nine 

potential potato annexins were identified and their expression characterized in 

response to drought treatment. STANN1 mRNA was constitutively expressed at a 

high level and drought treatment transcription was strongly increased during 

droughttranscription levels., and this gene was tTherefore, STANN1 was selected for 

overexpression analysis. Under drought conditions, transgenic potato plants 

ectopically expressing STANN1 were more tolerant to water deficit in the root zone, 

and preserved more water in green tissues, than wild-type plants. Despite the drought 

stress, chloroplast functions were maintained chloroplast functions, and had higher in 

transgenic plants and accumulation of chlorophyll b and xanthophylls (especially 

zeaxanthine) increased compared to the than wild type. Furthermore, dDrought-

induced reductions in the maximum efficiency of PSII (PSII), the quantum yield of 

photosynthesis, and the electron transport rate were less pronounced in transgenic 

plantsoverexpressing STANN1 than in the wild type. This resulted inconferred more 

efficient non-photochemical energy dissipation in the outer antennae of PSII and 

provided for probably more efficient protection of reaction centers against 

photooxidative damage in the transgenic plants under drought conditions. 

Consequently, these plants were able to maintain effective photosynthesis during 

drought, which resulted in their overall bettergreater productivity than wild-type 



 

 

plants despite  the period of water scarcity. Although the mechanisms underlying this 

stress protection are not yet clear, annexin-mediated photoprotection is probably 

linked to the ability of annexin to counteract protection against light-induced 

oxidative stress. 



 

 

Introduction 

Plants have developed concurrent passive and active strategies to survive 

environmental stresses such as drought, salinity, chilling, heat shock, heavy metals, 

UV radiation, ozone, mechanical stress, nutrient deficiency, hypoxia, and biotic 

stress shorter or longer episodes of water deficit [1]. Several stress-response genes 

have already been used targets for bioengineering with the aim of improving plant 

resilience to water deficit studies to improve plant stress tolerance [2]. However, 

ectopic expression of stress-inducible genes often results in developmental 

aberrations (e.g., stunted growth and irregular leaves) or impeded reduced crop 

yields under non-stress conditions as the result of unsdue to non-specific induction of 

programmed cell death (pcdPCD) and/or premature senescence [3]. Current 

knowledge of stress-responsive pathways is based primarily on results obtained by 

imposing each stress individually, whereas plants in natural settings are generally 

challenged with multiple concurrent stresses, and the resultant signaling pathways 

may be superimposed and/or induce/antagonize each another [4-6]. New approaches 

utilizing different mechanisms to bioengineering stress tolerance in crop plants are 

needed to achieve sustainable improvements in crop biomass production [2]. 

Environmental stresses such as drought, salinity, and low and high temperature 

primarily affect chloroplast metabolism and trigger imbalances in the chloroplast 

redox homeostasis [4 - 6]. Thus, the ability of a plant to withstand stress and recover 

afterwards is strongly related to the capability to support photosynthesis and protect 

chloroplast structures and functions despite unfavorable conditions. In the plant cell, 

reactive oxygen species (ROS) are continuously formed as by-products during 

photosynthesis under normal conditions. The steady-state level of ROS is tightly 

regulated by several enzymatic and low-molecular weight antioxidant systems [7]. 



 

 

However, under adverse environmental conditions the capacity of antioxidant 

systems can be exceeded, and this leads to redox imbalance. 

The two main sources of ROS in the chloroplast are the light-driven photosynthetic 

electron transport chains (PETC) of photosystem I (PSI) and photosystem II (PSII). 

PSII and PSI work sequentially to transport electrons released from a photo-excited 

primary electron donor (chlorophyll, Chl) on the lumenal thylakoid side of PSII to 

the terminal acceptor, ferrodoxin, on the stromal side in PSI. PSII catalyzes water 

oxidation and hence provides electrons for all further photosynthetic reactions. PSII 

efficiency is therefore crucial for the efficiency of photosynthesis as a whole. PSII is 

a highly spatially organized structure that consists of core complexes (PSIICC) 

associated with the peripheral antennae system (PSIIAS) [8]. PSIIAS has two main 

functions. First, sunlight energy is captured and transferred to PSIICC, where 

primary photochemical reaction occurs. Second, PSIIAS protects the whole PS 

against photooxidative damage. PSII is the most highly vulnerable structure of the 

entire photosynthetic apparatus and this mediates plant adaptation to environmental 

conditions. When light intensity exceeds that which a plant can utilize in 

photosynthesis, over-reduction of PETC results in generation of highly reactive and 

low-diffusible singlet oxygen (1O2), which subsequently oxidizes PSII constituents in 

situ [9 - 11]. Although singlet oxygen cannot itself function as a signaling molecule, 

experimental data showed that it activates cellular signaling pathways of surprising 

complexity [11]. Peroxidation of different PSIIAS components gives rise to a 

plethora of compounds that act as secondary messengers, including products of fatty 

acid peroxidation, reactive electrophile species (RES), and volatile derivatives of -

carotene oxidation (e.g., -cyclocitral and dihydroactinidiolide) [12 - 14]. In 

addition, the release of intrinsic chloroplast proteins after stress induction resembles 



 

 

similar leakage of mitochondrial proteins into the cytosol [15]. These processes 

collectively trigger the activation of nuclear genes involved in the molecular defense 

against photooxidative stress. 

PSIIRC is protected against oxidation via non-photochemical quenching (NPQ), a 

heterologous phenomenon that allows the excess absorbed energy (EAE) from 

PSIIAS to dissipate before it reaches the reaction center [16 - 17]. Several NPQ 

components have been distinguished based on the time scale of formation and 

relaxation, including qE, qT, qZ, and qI [18]. qE (energy-dependent quenching) is 

triggered by the formation of a pH gradient across the thylakoid membrane, can be 

detected as heat emission within microseconds, and relaxes in minutes [19]. Two 

essential factors are involved in its related NPQ: zeaxanthine (Zea) and a 22-kD PSII 

subunit protein (PSBS) [20 - 21]. Acidification of the thylakoid lumen activates the 

xanthophyll cycle and produces violaxanthine de-epoxidase (ViolDe), which 

converts violaxanthin (Viol) into Zea. Arabidopsis thaliana (Arabidopsis) plants with 

higher levels of epoxidated Car derivatives - xanthophylls (XCar), as a result of 

overexpression of -carotene hydroxylase, were more tolerant to high light and high 

temperature [22]. In npq2, another Zea-overaccumulating mutant, the kinetics of 

induction and relaxation of NPQ, but not its extent, were affected [17]. Zea modes of 

action are complex and include direct antioxidant activity [23], allosteric modulation 

of membrane function in PSII, and enhancement of proton binding activity [24]. In 

turn, PSBS affects membrane rigidity [25 - 26] and senses pH changes [27], but its 

precise role in energy dissipation remains unclear [28]. Arabidopsis npq4-1 mutants 

that lacked PSBS and had a normal XCar cycle were deficient in qE [29 - 30]. It was 

therefore suggested that PSBS functioned as a kinetic modulator of NPQ in the 

PSIIAS [31]. 



 

 

The second major source of ROS in the chloroplast is PETC of PSI. Stomatal closure 

and diminished CO2 supply reduces the rate of Calvin cycle reactions and leads to 

inefficient regeneration of NADP+. Uncontrolled electrons flow from ferredoxin to 

O2, leading to generation of the superoxide anion O2
•− via the Mehler reaction 

(photochemical quenching) [4, 32]. Once formed, O2
•− is subsequently converted into 

H2O2 or initiates chain reactions that give rise to other more reactive ROS molecules. 

The intensity of the Mehler reaction increases with deepening water stress. Within 

0.5 s of inactivation of the chloroplast enzymatic scavenging systems, CO2 fixation 

was reduced by half and 10 μM hydrogen peroxide accumulated [4]. H2O2 is very 

stable, with a half-life of ~1 ms, and can pass through biological membranes. H2O2 

leaking induces an oxidative burst in the cytosol. The origin of this burst is poorly 

understood, but it likely has a complex nature consisting of both chloroplast and 

cytosol components. It was also showed that chloroplast-derived ROS are 

indispensable for intercellular ROS signaling [33]. 

During prolonged stress, additional sources of ROS appear in the cell. Limited CO2 

availability activates oxygenation of RUBISCO instead of carboxylation and this 

induces photorespiration. Neutralization of toxic products occurs in peroxisomes and 

is accompanied by H2O2 production. Photorespiratory H2O2 was shown to participate 

in the execution of pcd [34]. 

Plant tolerance to adverse environmental conditions is also mediated by the 

collective action of different hormones. Abscisic acid (ABA) and cytokinins (CK) 

are the most intimately involved in the plant response to decreased soil humidity. 

These hormones mediate mostly antagonistic effects. ABA is considered as a “stress-

hormone” since it activates and coordinates different stress responses such as rapid 

stomatal closing and metabolic reprograming [35 - 36]. In turn, CK assists in 



 

 

recovery after stress by activating cell division, chloroplast development, synthesis 

of chloroplast proteins/photosynthetic pigments, and formation of membrane 

components of PETC [37]. Artificial maintenance of CK biosynthesis during 

conditions of stress was found to be beneficial for plant survival. Accordingly, 

overexpression of a CK biosynthetic enzyme, isopentynyltransferase, enhanced plant 

tolerance to a wide range of abiotic factors [38 - 41]. Thus, strategies to enhance 

agriculture via improved protection of chloroplast structure and function under stress 

conditions are promising. 

The role of salicylic acid (SA) in the regulation of plant interactions with the 

environment has been recognized in recent years and SA has emerged as an 

important factor involved in acclimation to certain abiotic stressors [42 - 45]. Singlet 

oxygen accumulation in the chloroplast was shown to induce rapid accumulation of 

SA [46]. At high concentrations, in cooperation with other signals, SA strongly 

promoted 1O2-induced pcd [47 - 48]. Although their role in pcd is not clear, 

functional chloroplasts are necessary for the hypersensitive response [49 - 51]. 

Previously, we demonstrated that overexpression of endogenous annexin 1 

(ATANN1), improved the tolerance of the model plant Arabidopsis Col-0 to drought 

[52 - 53] and that ATANN1 undergoes S-glutathionylation upon ABA induction. The 

objective of the present study was to verify if a similar improvement in drought 

tolerance could also be achieved by overexpression of annexin in the potato 

(Solanum tuberosum L.). Thus, transgenic plants with elevated levels of endogenous 

annexin STANN1 were created and tolerance to a transient soil water deficit was 

assessed. Our results showed that annexin overexpression during drought improved 

NPQ and alleviated photo-oxidative stress and thereby protected chloroplast 

function. 



 

 

Recent work shows that changes in redox poise can regulate plant cell function [7-

10] by acting as cellular signals [11]. Numerous studies have investigated redox-

mediated stress responses [12-16]. Our understanding of the mechanisms that control 

production and metabolism of reactive oxygen species (ROS) in plants is incomplete. 

ROS are generated in several cellular compartments. In light, the predominant 

location of ROS production is in chloroplasts [17, 18], where ROS are continuously 

formed as photosynthetic by-products under non-stress conditions. Environmental 

stress can trigger an imbalance in redox homeostasis and affect chloroplast 

metabolism [17, 18]. The chloroplast antioxidant system has been described as 

“loosely tailored” to maintain an endogenous ROS pool [20], which enables plants to 

quickly respond to fluctuating light levels. Consequently, significantly improving 

ROS scavenging enhances protection against sustained stress, but also desensitizes 

plant light responses and impairs environmental fitness. This result suggests that a 

delicate balance has to be maintained between ROS production and the activity of 

antioxidant systems. Chloroplasts also are involved in biosynthesis of hormones, 

carotenoids (Car), amino acids, and lipids. Therefore, the protection of chloroplast 

structure and function from environmental stresses is crucial for plant stress 

resistance and recovery. 

The two main ROS sources in chloroplasts are the light-driven photosynthetic 

electron transport chains (PETCs) of photosystem I (PSI) and photosystem II (PSII). 

Abiotic stresses reduce CO2 assimilation, which results in over-reduction of the 

PETCs [21]. Under these conditions, oxygen can be utilized instead of NADP+ as an 

alternative acceptor for excess electrons [22]. Several mechanisms have evolved to 

dissipate excess excitation energy, including nonphotochemical quenching (NPQ), 

which dissipates excess electrons as heat in PSII [23] and via the water-water cycle 



 

 

in PSI [21]. The water-water cycle produces hydrogen peroxide (H2O2), which is the 

most stable small ROS that can passively and actively cross membranes [24, 25]. In 

isolated intact spinach chloroplasts and Arabidopsis thaliana (Arabidopsis) 

protoplasts, H2O2 produced under illumination can avoid neutralization by 

chloroplast antioxidant systems, and escape the organelle in a light-intensity-

dependent manner [26-28]. 

Changes in chloroplast redox poise activate secondary ROS-producing sources in 

other cellular compartments, such as membrane NADPH oxidases [respiratory burst 

oxidase homologs (RBOHs)]. Abscisic acid (ABA) induces RBOH genes expression 

in Arabidopsis leaves and guard cells [29-30], Hordeum vulgare aleurone layer [31], 

and Zea mays seedlings [32]. NADPH oxidase-mediated ROS accumulation has been 

reported in ozone-treated Arabidopsis leaf [33, 34] and salt-treated Arabidopsis root 

tips [35]. 

Prolonged drought stress results in CO2 deficiency due to stomatal closing and 

activates photorespiration. This rescue reaction dissipates excess reducing 

equivalents and energy, but generates H2O2 during salvage of the toxic byproduct 2-

phosphoglycolate in peroxisomes. Under drought conditions, photorespiration is 

estimated to generate 70% of the H2O2 produced [36]. One of the major roles of 

photorespiration was proposed to be readjustment of redox homeostasis under abiotic 

stress conditions [37]. Cytokinin (CK)-mediated stimulation of photorespiration in 

transgenic tobacco plants resulted in substantially enhanced drought resistance [38]. 

Different buffering systems in discrete subcellular compartments are involved in 

maintaining cellular redox homeostasis and redox signaling. The primary pathway of 

H2O2 scavenging is the glutathione-ascorbate cycle (GSH-As cycle), which operates 

in chloroplasts, cytosol, mitochondria, and peroxisomes [21, 39]. Each cellular 



 

 

compartment contains a specific set of H2O2 scavenging enzymes, such as 

peroxidases, catalases (CAT), dismutases, glutaredoxins (GRX), and thioredoxins 

(TRX) [40, 41]. In Arabidopsis and tobacco plants enhancing the antioxidant 

capacity of chloroplast and cytosol had a beneficial effect on photosynthesis and 

stress tolerance [42], whereas removal of any single antioxidant component reduced 

photosynthesis and stress tolerance [43-47]. There is evidence for cross-talk between 

antioxidant systems from different compartments [40, 48]. 

Annexins are a multigene, evolutionarily conserved family of calcium- and 

phospholipid-binding proteins [49]. They are present in all eukaryotes and are 

characterized by a highly conserved tertiary structure. The annexin superfamily is 

defined by the presence of approximately 70 amino acid endonexin motifs, which 

contain five -helices that are repeated four (or eight) times in the protein. The 

contribution of annexins to plant cell adaptation to adverse environmental conditions 

is well documented [49-53]. However, an understanding of the primary physiological 

functions of plant annexins remains elusive. 

Annexin 1 was identified in a genome-wide search of Arabidopsis sequences 

capable of rescuing Escherichia coli oxyR growth on high H2O2 concentrations 

[54]. Subsequent analyses confirmed that Arabidopsis annexin 1 (ATANN1), 

Brassica juncea annexins BJANN1 and BJANN3, and Nelumbo nucifera annexin 

NNANN1 ameliorated oxidative stress in homologous or heterologous cells and 

improved stress tolerance [55-61]. Transgenic tobacco plants expressing BJANN1 

were more tolerant of different abiotic stresses and exhibited enhanced resistance to 

Phytophthora parasitica var. nicotianae, possibly due to constitutively increased 

expression of several pathogenesis-related proteins [55]. NNANN1 overexpression in 

Arabidopsis conferred enhanced tolerance to heat and oxidative stress [58]. Deletion 



 

 

of functional ATANN1 reduced expression of glutathione-S-transferase Tau 1 

(GSTU1) in Arabidopsis seedlings after H2O2 treatment [62]. Under salinity 

conditions, ATANN1 mediates ROS-dependent Ca2+ signaling in roots at low (1.5 

mM) external Ca2+ concentrations [63]. These studies used seedlings or leaf discs 

subjected to short-term stress treatments (in hours). There is a lack of information 

regarding annexin function in cell physiology and metabolism during long-term 

exposure to environmental stress. 

Potato is one the most important vegetable crops. Its global annual production in 

2010 exceeded 300 million tons (FAOStat). Potato plants are highly efficient in 

terms of water usage (http://www.fao.org/potato-2008/en/potato/water.html), and 

produce more food per water unit than any other crop [64]. Therefore, potato could 

be a promising alternative to cereal crops. Modern potato cultivars are susceptible to 

drought, which is defined as a shortage of water in the root zone [65]. Water deficit 

affects nearly all stages of potato development, and negatively impacts tuber 

numbers and quality (crop yield) [66, 67]. Only a few attempts to engineer potato 

drought tolerance have been reported (reviewed in [68]). These studies had limited 

success because most transgenic plants did not exhibit good performance and 

productivity under non-stress and stress conditions. Potato annexin has not been 

considered for bioengineering applications; however, new proteomics research 

showed that STANN1 could be a candidate gene to improve stress tolerance. 

STANN1 was differentially expressed in potato tubers in response to wounding [69, 

70], bruising (personal observation; [71]), osmotic stress and salinity [72], and was 

differentially expressed in potato aerial parts in response to osmotic stress and 

salinity [73]. In this study, we overexpress potato annexin STANN1 and observe the 

effects on drought tolerance. 



 

 

First, we investigated if increased expression of ATANN1 affected potato drought 

tolerance. We used the S. tuberosum genome to identify all potato annexins, and 

analyzed potential involvement in drought responses using semi-quantitative RT-

PCT. Then, we characterized photosynthetic performance in transgenic plants 

overexpressing ATANN1 during prolonged water deficit around the root zone. We 

also investigated possible annexin functions in modulating redox signaling, and 

assessed changes in drought stress responses. Our working hypothesis was that 

annexin modulated plant stress responses by increasing the cytosolic antioxidant 

buffering capacity in transgenic plants. Studies on Arabidopsis ecotypes indicate that 

ATANN1 mRNA levels differ in ecotypes adapted to very different local climatic 

condition (TAIR and our non-published data). In potato tubers, STANN1 levels did 

not differ in proteomes from different genetic backgrounds [74]. Further experiments 

are necessary to elucidate if drought-tolerant potato landraces and cultivars could be 

generated by enhancing the level of annexin expression. 



 

 

Materials and Methods 

Generation of transgenic plants, transformation and growth 

conditions 

S. tuberosum cultivar Sante (WT), medium-tolerant to drought, was used for 

transformation experiment (http://www.europotato.orghttp://www.europotato.org).The 

STANN1 cDNA sequence for STANN1 without the stop codon (957 bp; Acc. No. 

PGSC0003DMG400017714) was fused at the 3′ end to a 6×His-tag sequence and inserted 

into the XbaI restriction site of pROK2 [7554] between cauliflower mosaic virus 35S 

promoter and nopaline synthase (Nos) terminator sequences (Fig. S1A in Supporting 

Information file S1 FiguresFigure S1A in File S1Figures). The obtained cloneThis 

construct was used for Agrobacterium tumefaciens-mediated transformation of WT potato 

plants according to a previously published method [7655]. Regenerated transgenic plants 

were transplanted into separate glass tubes filled with 10 mL of Murashige & Skoog solid 

medium supplemented with 50 g/ mL-1 kanamycin. The presence of the transgene cassette 

was verified with genomic PCR (data not shown). Expression of recombinant 

STANN1_6×His protein was confirmed by purification from leaves of WT and F1 

transgenic plants (lines S-2, S-3, S-7, S-83, S91, S-97, and S-123) by Ni-NTA 

chromatography and detection with anti-HisTag primary antibody (Sigma-Aldrich). 

Recombinant ATANN1_6×His protein produced by bacterial overexpression was used as a 

positive control (WT protein extract) (Fig. S1B in Supporting Information file 

S1FiguresFigure S1B in File S1Figures). 

Potato WT plants (S. tuberosum cv Sante) or WT-derived transgenic lines in the “Sante” 

background (S-2 and S-7) were used for further experiments. Plants were cultivated in a 

growth chamber (or an air-conditioned greenhouse when indicated) under standard 



 

 

conditions (21±2°C; 16 h/8 h day/night; light intensity 110 to 130 PPFD (photosynthetic 

photon flux densities); 60–80% relative humidity. 

 

Water stress 

S. tuberosum plantlets sprouted from tubers were grown in plastic pots filled with 1 

kg of sterilized soil (mixture of peat and sand, pH 5.5; prepared by the Plant 

Breeding and Acclimatization Institute) for ~160–170 days. The field capacity (FC) 

was determined gravimetrically (g of water per g of soil). Pots were weighed every 

2–3 days and the volume of water necessary to maintain the indicated FC was 

calculated individually for each plant. For well-watered control plants, FC was 

maintained at 65% (−0.8 MPa) for the whole experiment. Experimental drought was 

imposed after 8–10 weeks of growth (tuber initiation) (Fig. S2A in Supporting 

Information file S1FiguresFigure S2A in File S1Figures). Irrigation was decreased 

over 10 days to gradually reduce the FC to ~25% FC (−2.0 MPa) and was then 

maintained at this level until the end of the water deficit period. Irrigation was 

subsequently resumed with full soil saturation (rewatering). To estimate the impact 

of drought on potato productivity, plants were cultivated for an additional 11–12 

weeks after rewatering (FC 65%) until physiological maturity. An exemplary 

schedule of FC changes is shown in  Fig. S2B (Supporting Information file 

S1Figures)Figure S2B in File S1Figures. Samples were collected at the beginning of 

the water deficit period (D0), and (depending on experiment) at different days of 

drought, i.e. 3rd (D3), 4th (D4), 6 th (D6), 10 th (D10), and 14 th (D14), and at the 

first (RW1) and third (RW3) days after rewatering. 

 

Identification of potato annexins 



 

 

Annexins were identified in silico by searching for the endonexin domain (PFAM 

definition, PF00191, 66 aa) within six translation frames of the heterozygous potato 

genome (heterozygous diploid potato breeding line, S. tuberosum L. group Tuberosum 

RH89-039-16 genome) using the HMMSearch program from the HMMER3 package. 

According to PFAM, >93% of proteins from this family contained at least three 

consecutive repeats of the endonexin domain. By searching with a single repeat, the 

probability of missing a complete protein due to below-threshold partial hits or incorrectly 

defined intron-exon boundaries was minimized. Only hits with an E-value ≤0.001 were 

considered. To verify the presence and sequence of the predicted annexins in WT potato, 

genome primer sets were designed that corresponded to the 5′ (F) and 3′ (R) ends of the 

predicted open reading frames ORFs (ORFs , Table S1 in Supporting Information file 

S2TablesTable S1 in File S1Figures). Expression of putative annexin genes was verified 

using RT-PCR. Briefly, total RNA was isolated from WT leaves and reverse transcribed 

using RevertAid Reverse Transcriptase (Thermo Scientific, Lithuania) with poly(T)12-18 

primer. Annexins were amplified from cDNA using Phusion High-Fidelity DNA 

Polymerase (Thermo Scientific). PCR products were cloned with pJET Cloning Kit 

(Thermo Scientific) and their compliance with the predicted sequences was verified. 

 

Semi-quantitative expression of annexins and stress-

regulated genes 

Gene expression was profiled over 14 days of drought in WT potatoes grown as described 

above. Samples were taken from the first fully-developed composite leaf at the top of the 

plant. For each time point, single leaf discs from four independent plants were collected, 

flash-frozen in liquid nitrogen, and kept stored at −80°C until use. Total RNA was isolated 



 

 

with Trizol (Invitrogen, Scottland). Reverse transcription was performed as described 

above. Taq DNA Polymerase (Thermo Scientific) was used to amplify specific sequences 

from cDNA. Genes for semi-quantitative analysis were selected from 

PGSC_DM_v3.4_pep_fasta, which contains a database of potato virtual translation 

products predicted according to similarity to annotated Arabidopsis genes. Specific primer 

sets for expression analysis were designed using PrimerSelect, Laser Gene10.0 DNASTAR 

(USA) (Table S2 in Supporting Information file S2Tables Table S2 in File S2Tables). The 

obtained sq-RT-PCR products were subjectedseparated by agarose gel electrophoresis, 

stained with ethidium bromide, and quantitated by densitometry using MultiGaugeV3.0 

(Fuji) software. Expression was normalized against with respect to the expression of potato 

elongation factor 1 alpha mRNA (EF1a; PGSC0003DMT400050664;[7756]). Each single 

experiment included four biological replicates, that which were quantitated in three 

technical replicates. Experiments were repeated three times for each primer set and 

template. 

 

Relative water content 

Relative water content (RWC) was determined according toas described previously [5778] 

with the exception that slight modification. Ffor full saturation ([equivalent to turgor 

weight, (TW)] leaves were incubated in distilled water for 4 hours instead of overnight. 

Experiments were performed three times on at least five biological replicates for each 

genotype. 

 

Extraction and determination of plant hormones 



 

 

Leaf samples of ~0.5 g (without the main vein) from 8–10-week plants subjected to 

drought (as described above) were collected, immediately frozen in liquid nitrogen, and 

kept at −80°C until use. Samples were taken from the first fully-developed composite leaf 

at the top of the plant at the indicated time points. Sampling was performed four hours 

after switching on the lightthe start of daily illumination. Three independent biological 

replicates were examined. Purification and analysis were performed according to as 

described previously [58, 5979, 80]. Briefly, leaf samples were homogenized and extracted 

with methanol/water/formic acid (15/4/1, v/v/v) and the following labelled internal 

standards (10 pmol per sample) were added: 2H6-ABA, 2H5-transZ, 2H5-transZR, 2H5-

transZ7G, 2H5-transZ9G, 2H5-transZOG, 2H5-transZROG, 2H5-transZRMP, 2H3-DHZ, 

2H3-DHZR, 2H3-DHZ9G, 2H6-iP, 2H6-iPR, 2H6-iP7G, 2H6-iP9G, and 2H6-iPRMP 

(Olchemim, Czech Republic). Extracts were purified using a SPE-C18 column (SepPak-

C18, Waters), and separated on a reverse phase-cation exchange SPE column (Oasis-MCX, 

Waters). The first hormone fraction (containing ABA) was eluted with methanol and the 

second fraction (containing CK metabolites) was eluted with 0.35 M NH4OH in 70% 

methanol. Both fractions were separated by HPLC (Ultimate 3000, Dionex) and the 

hormones were quantified using a hybrid triple quadruple/linear ion trap mass spectrometer 

(3200 Q TRAP, Applied Biosystems). 

 

Gas exchange and chlorophyll fluorescence measurements 

Gas exchange and net photosynthesis were analyzed with a Portable Handheld 

Photosynthesis System CID 340 device (CID Bio-Science, Camas, WA, USACID 

Inc., USA) according to the manufacturer’s instructions. The maximum quantum 

efficiency of photosynthesis (Fv/Fm) and the effective quantum yield of PSII 

[(Y(II)]) were determined with CID 340 (CID Inc., USA) with a CI-510CF Chl 



 

 

fluorescence module and a CI-310LA light attachment (CID Bio-Science) providing 

actinic light. Measurements were performed 5 h after turning on the light, if not 

indicated otherwise, on the upper 4–5five fully-expanded unwrinkled leaves. Five 

plants were analyzed per time point. For maximal fluorescence (Fm) determination, 

plants were dark-adapted for 30 minutes (so all PSII reaction centers were closed) 

and then stimulated with saturating pulses of light (0.8 seconds., , 3,000 PPFD). The 

minimal fluorescence (Fo) with all PSII reaction centers opened was measured with 

modulated light of 0.25 PPFD. Fv was calculated from the equation Fv= Fm-Fo. 

Y(II) was calculated using the equation Y(II) = (Fms-Fs)/Fms. For determination of 

Fms (The maximal fluorescence under light (Fms), plants were was determined by 

allowing plants to adapted to light for 20 minutes and measuring the steady-state of 

chlorophyll (Chl) fluorescence was measured (Fs). Next, a saturating pulse (0.8 

seconds, 3,000 PPFD) was applied and Fms was determined.  

Gross NPQ was estimated with a Dual Pulse Amplitude Modulation device, 

PAM-100 (Walz, Germany). For a single time point, six composite leaves from three 

to five 3–5 control plants were analyzed. NPQ was calculated as (Fm − Fms)/Fms, 

where Fm represents the fluorescence of a dark-adapted sample and Fms represents a 

fluorescence of the illuminated sample. Plants were dark-adapted (for ~20 minutes) 

and kinetics were measured after repeated light pulses of 94 PPFD for 300 seconds. 

Leaves were subsequently relaxed in darkness for 240 seconds and fluorescence was 

documented throughoutwhile continuously measuring and recording fluorescence. 

 

Extraction of Nnon-polar lipids extraction and 

carotenoids/chlorophyll determination 



 

 

Plant material was collected from 8–10- week-old plants exposed to drought. 

Samples were collected 4 hours after switching on the light at D0, D6, D14, and 

RW3. One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth 

fully- expanded composite leaves, and total six discs harvested from two plants were 

combined as a single sample. Non-polar lipids were extracted at 4°C and subjected to 

analysis using the ACQUITY UPLC system (Waters, USA). Shredded pPlant 

material after shredding in cooled mortar was transferred to a 15 mL Pyrex tube. 

After the addition of 3 mL acetone-methanol (8:2 v/v), the sample was perfused with 

argon and mixed vigorously by vortexing for 2 min. For the first second and third 

extractions, hexane (9 mL) was added and the sample was again perfused with argon 

before capping and shaking in a reciprocating shaker (PROMAX 2020, Heidolph, 

Germany) for 30 min in the dark. After shaking, the sample was incubated without 

agitation for 5 min to allow phase separation. The upper hexane phase was collected 

by aspiration and transferred to an a 100 mL Erlenmeyer flask, perfused with argon, 

capped and stored in the dark in 4C. In the second extraction stage, 2 mL of 

propanol was used in addition to hexane, and perfusion, shaking and phase collection 

were repeated as before. After removal of hexane, the polar phase was centrifuged 

for 15 min at 4500 rpm. The supernatant was combined with the two hexane phases, 

perfused with argon, and filtered through a Milipore syringe filter unit Milipore 

millexMillex-CV13 Filter Unit (0.22 µm). The joined combined hexan phases were 

then transferred to room temperature, evaporated to dryness under argon, and 

dissolved in 1 mL methanol-propanol-hexane 6:1:3 (v/v/v). Dissolved samples were 

transferred to 2 mL glass vials, perfused with argon, capped, and stored at −80°C. 

Non-polar lipids were analyzed by injecting 5 L of sample extract Samples (5 

L) were injected onto an ACQUITY UPLC HSS T3 1.0×150 mm 1.8 µm column 



 

 

and eluted with a gradient of solvents: A, [water and methanol (1:9, v/v)]; and 

solvent B, [methanol:isopropanol:hexane (2:1:1, v/v/v)], with a total of (210 minutes 

to transition from solvent A to B from A to B). Separation was monitored in the 300–

750 nm range with a photodiode array detector. A single chromatogram at 436 nm 

was extracted, exported in ASCII format, and used for peak area integration analysis 

with GRAMS/AI software (Thermo Electro Corp, Finland.). 

Chla and Chlb contents were estimated by recording the absorbance of the 

aforementioned extract at 663, 652, and 645 nm (Cary 50 Bio UV/VIS 

spectrophotometer, Varian, Australia) according toas described previously [6081]. 

 

Measurement of ROS levels and quantification of lipid 

peroxidation during high light stress 

One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully-

expanded leaves of potato plants, and for a total of six discs three discs were 

harvested from each of two plants were combined as a single sampleand a total of six 

discs were combined as a single sample. Immediately after harvesting, samples were 

vacuum-infiltrated with methyl viologen (MeV) at the indicated concentrations and 

then incubated in the dark for 1 hour under normal irradiance (150 PPFD). Images 

were obtained after 30 hours of incubation.  

A similar procedure was used for ROS quantification, with the exception that a 

single MeV concentration (50 M) was used and samples were exposed to high 

irradiance (850 PPFD). Samples were collected at the indicated time points. 

Superoxide anion (O2
•−) content was determined using a colorimetric nitro blue 

tertrazolium (NBT) assay as described previously [6182]. Hydrogen peroxide 



 

 

(H2O2), was detected with diaminobenzidine tetrahydrochloride (DAB) and 

quantified by counting pixels counts on scanned images using ImageJ software 

[6283]. Lipid peroxidation was estimated spectrophotometrically with thiobarbituric 

acid (TBA) according toas described previously [6384]. 

 

Transient expression of STANN1_GFP in Nicotiana 

benthamiana 

The STANN1 sequence (without the stop codon) was introduced between NcoI and BcuI 

restriction sites at the 5′-end of the monomeric GFP (mGFP) coding sequence in 

pCAMBIA1302. Intact N. benthamiana leaves were infiltrated with A. tumefaciens 

GV3101 transformed with empty pCAMBIA1302 expressing mGFP or pCAMBIA1302 

expressing STANN1_mGFP as described previously [6485]. After 3 days, 1 cm diameter 

leaf discs were excised and incubated with 50 M MeV for 1 hour in darkness, and then 

incubated for 4 hours in high light (850 PPFD). Fluorescence was immediately observed 

using a Nikon Eclipse TE2000-E inverted C1 confocal laser scanning microscope equipped 

with a 40× Plan Fluore oil immersion objective lens (numerical aperture, 1.30). mGFP and 

chloroplast autofluorescence were excited with a solid-state Coherent Sapphire 488 nm 

laser and detected using 515/30 band pass and 610 long pass emission filters, respectively. 

All samples were analyzed in triplicate. Three independent experiments were performed. 

 

Statistical analyses 

Data were analyzed using two-way ANOVA with Duncan’s Multiple Range Test 

(DMRT) (for yield) and MANOVA regression models (for other experiments). 



 

 

Multiple comparisons between means were performed with a HSD Tukey test with a 

confidence limit of 95%. 



 

 

Results 

Identification of potato annexin genes 

Genome-wide examination of the potato sequence database for annexins revealed the 

presence of 11 DNA segments encoding putative proteins displaying substantial 

similarity to already known previously characterized plant annexins. Two of these 

sequences were classified as pseudogenes due to several defects and a lack of 

continuity in any of the six open reading frames and several genetic 

disablementsORFs. The remaining nine genes were located on chromosomes I, IV, 

V, and X and each encoded 5–6 exons (Fig.ure 1A). The positions and phases of 

introns in the putative potato annexin genes were consistent with those reported for 

rice annexins [6586] (Fig.ure 1B). The putative annexin sequences in the S. 

tuberosum genome were verified using genomic PCR (Fig.ure 1C), and the lengths 

of the amplified genomic products were as expected (Table S1 in Supporting 

Information file S2TablesTable S1 in File S2Tables). The degree of nucleotide 

sequence identity between the putative potato annexins was 41–92%.The degree of 

nucleotide sequence identity between the putative potato annexins was in the range 

of 41–92%. Sequences identified by bioinformatics approaches were confirmed 

experimentally. Reverse transcription polymerase chain reaction indicated that all 

nine genes were expressed in different potato organs (data not shown). 

A mMultiple alignment of the putative potato annexin amino acid sequences with 

Arabidopsis annexins revealed that all except of but one of the potato annexins had 

Arabidopsis homologs (data not shown). The newly-identified potato genes were 

therefore named accordingly as STANN1, STANN2, STANN3.1, STANN3.2, 

STANN3.3, STANN4, STANN5, STANN8, and STANN9 (data not shown). The potato 



 

 

annexins constituted formed a functionally diverse protein family of proteins that 

was differentially expressed in different plant organs (data not shown). The most 

striking genomic feature of the potato annexin family was triplication of the annexin 

3 gene on chromosome 1 (Fig.ure 1D). In addition, in an arrangement resembling 

that in Arabidopsis, potato STANN3.1 and STANN4 were adjacently localized 

adjacent to one another and were divergently transcribed divergently, possibly from a 

shared promoter. The Inparanoid database groups all annexins in the same in-paralog 

cluster; however, we suspect that the three variants of annexin 3 variants (STANN3.1, 

STANN3.2, and STANN3.3) are within-species out-paralogs. Two duplications 

(ancestral gene → STANN3.1 and the ancestor of STANN3.2; then the ancestor of 

STANN3.2 → STANN3.2 and STANN3.3) seem appear to have occurred prior to 

speciation of potato and tomato speciation, as S. lycopersicum contains three two 

orthologs of the respective annexins STANN4 and STANN3.1s. In turn, STANN4 

and STANN3.1–3.3 are out-paralogs, as STANN4 is moderately related to all STANN3 

variants but shares high sequence similarity with other annexins from S. 

lycopersicum or Arabidopsis. Multiplication of DNA segments within this region of 

chromosome 1 during Solanaceae evolution apparently took place independently at 

least twice. In tomato chromosome 1, the entire dyad of SLANN3/SLANN4 was 

duplicated [6687] and gave rise to a tetrad located within a short segment of DNA 

(21,145 bp) that was not interspersed with other genes. Collectively, tThis region of 

chromosome 1 represents a “hot-spot” in the Solanaceae family where duplications 

of a single gene or gene cluster occurred. 

 

Characteristic of potato annexin proteins 



 

 

Newly identified potato annexins had similar predicted molecular masses of 34–37 

kDa and diverse isoelectric points (5.21–9.02). The overall tertiary structures (, 

which were defined by four endonexin domains containing calcium binding sites,) 

were well preserved (Fig. S3 in Supporting Information file S1Figures, Table S3 in 

Supporting Information file S2TablesFigure S3 in File S1Figures, Table S3 in File 

S2Tables). However, the primary amino acid sequences were quite 

divergentdiverged significantly, with the lowest amino acid identity of 20.9% 

between STANN4 and STANN5 (20.9%). Conversely, gGroups with higher 

similarities were identified  (, such as STANN3.1, STANN3.2, and STANN3.3) were 

also apparent. Annexins 3.2 and 3.3 were the most closely related, and had with 

amino acid identities of 90.5% and 70.1% with STANN3.1, respectively. STANN3.2 

and 3.3 differed in length (302 and 317 aa, respectively) due to lack of the 14-3-3 

like domain on the C-terminus of STANN3.2. Similarly, the N-terminal end of 

STANN3.2 and STANN3.3, but not STANN3.1, contained a putative myristoylation 

motif (MG). To date, a myristoylation-mediating membrane localization has been 

confirmed only for mammalian AnxA13b. With respect to plant annexins, a 

myristoylation motif was found in poplar annexin EEE95606.1, but the functionality 

of this motif was not experimentally verified. In summary, despite extensive 

similarities, there were substantial differences between members of the STANN3 

sub-family. This suggested that this the subfamily might be unique to Solanaceae, 

and that evolution towards distinct cellular functions evolved for each of the 

annexins has occurred. 

The potato annexins contained canonical type II calcium binding sites G-X-GTD-

{30-40}D/E solely in the first and occasionally fourth endonexin domains (Fig. S3 in 

Supporting Information file S1FiguresFigure S3 in File S1Figures). STANN4 and 



 

 

STANN8 appear to have lost calcium responsiveness as a result of substantial 

mutations (substitutions and insertions) in these regions. The calcium binding site in 

the fourth endonexin repeat was probably the only one preserved in STANN5.In 

STANN5, the site in the fourth repeat was probably the only one to be preserved. 

Tryptophan residues within the first endonexin repeat (G-W-GT) were conserved in 

potato annexins 1, 2, 8, and 9, but were replaced with phenylalanine (STANN5) or 

lysine (STANN3.1-3.3 and STANN4) in other annexins (Fig. S3 in Supporting 

Information file S1FiguresFigure S3 in File S1Figures). This phenylalanine 

modification is not predicted to interfere with calcium binding as because 

phenylalanine and tryptophan residues are both hydrophobic and possess aromatic 

rings. By contrast, the lysine modification may impede membrane translocation of 

annexin since because introducing a positive charge into the calcium coordination 

site has the potential to disrupt calcium binding. Other amino acids or motifs 

important for the plant annexin tertiary structure of plant annexins were preserved in 

the potato proteins, such as histidine 40 (except in STANN3.2 and STANN4), 

cysteine 111 (except in STANN4), and cysteine 239 (except in STANN1). 

 

Potato annexin gene Eexpression of potato annexins during 

drought 

To generate drought-tolerant potato, the genes whose products confer drought 

tolerance have to be identified. Potato annexins are a multigene family; therefore, we 

characterized the expression of all annexins during drought. Only five of the annexin 

genes (STANN1, STANN4, STANN5, STANN9, and STANN2) were expressed in the 

leaves of well-watered control WT plants (Fig.ure 2). At the onset of drought (D0), 



 

 

the STANN1 mRNA remained was the most abundantly-expressed annexin transcript 

(relative to the EF1a mRNA). Over time, the level of STANN1 mRNA increased 

whereas STANN4, STANN5, STANN9, and STANN2 mRNA levels remained 

unchanged. The resulting difference in the accumulation of STANN1 mRNA from D0 

to D14 was statistically significant (Fig.ure 2). Concurrently, the expression of 

additional annexins were expressed that were not detected in under control 

conditions was induced. The levels of STANN3.1 and STANN3.2 mRNA (relative to 

EF1a) increased on D6 and remained elevated until the end of the drought period. 

The level of STANN8 mRNA increased continuously during the whole period of 

water deficit (Fig.ure 2). However, these induced annexins were expressed at levels 

at least ten-fold lower than that of annexin 1. This strongly suggested that STANN1 

was the key annexin involved in the plant cell response to drought. 

 

Tolerance to soil water deficit 

Drought is one of the most devastating environmental stresses in modern agriculture; 

it reduces global crop yields in developed and developing countries [88]. Continued 

efforts are required to obtain new crop varieties that assure food security. Annexins 

were shown to be a promising target in model plants; thus we wanted to verify if they 

can be used to improve stress tolerance in crop plants. To investigate the effect of 

STANN1 on drought tolerance in potato transgenic plants overexpressing STANN1 

were generated by introducing the STANN1coding sequence under control of the 

35S promoter. Transgenic plants looked normaldisplayed normal morphology 

without and did not display any discernible abnormalities and/or growth aberrations 

under well-watered conditions (both in growth chamber and in the greenhouse). Leaf 

turgidity was similar between transgenic and WT plants, which indicated that the leaf 



 

 

water status of WT and transgenic lines was comparable (Fig. 3A, upper panel; Fig. 

S4A in Supporting Information file S1FiguresFigure 3A, upper panel; Figure S4A in 

File S1Figures). During soil water deficit, the overexpression of STANN1 

overexpression conferred resulted in sustained turgor maintenance, whereas. In WT 

plants, leaf wilting was clearly visible on D8 in WT plants (Fig.ure 3A, middle 

panel). By D9,In WT the effect of drought effect was more apparent by D9, and 

leaves began to shrivel, roll, and curl up. Younger leaves near to the top the of the 

plant were the most severely affected (Fig.ure 3A, lower panel). Leaves of the 

transgenic lines S-2 and S-7 preserved stiffnessmaintained turgor and did not show 

signs of dehydration. Rewatering resulted in restoration ofrestored leaf turgor and 

normal growth resumed within 1 day for transgenic plants and 3 days for WT 

(Fig.ure 3B). After 2 weeks of drought, S-2 and S-7 leaves were less damaged then 

those of WT. Experiments were repeated four times in succeeding years, under 

greenhouse and growth chamber conditions, and in all cases similar results were 

obtained (Fig. S4 in Supporting Information file S1FiguresFigure S4 in File 

S1Figures). The exact number of irreversibly damaged leaves varied between 

experiments depending on the drought severity (intensity and length). Damage was 

consistently significantly lower in transgenic lines than in WT. For example, survival 

rates after a 3-week drought were 12% and 82% for WT and S-7, respectively. 

The ability to preserve turgor in leaves is closely related to drought tolerance. 

Therefore, tTo further characterize the drought responses  ofin transgenic plants 

overexpressing STANN1, RWC changes to RWC under water deficit were analyzed. 

Under control conditions, RWC was comparable in WT and transgenic plants. 

Drought resulted in the continuous decline ofreduced RWC both in WT and in 

transgenic plants. However, differences between lines became apparent with 



 

 

increasing drought severity and this became statistically significant at D12 after 

drought onset (Fig.ure 4A). Both in WT and in transgenic plants rewatering 

Rewatering after 2 weeks of drought treatment resulted in restoration of restored 

control RWC values in WT and transgenic plants. The effect of drought on stomatal 

conductance (a measure of water and carbon dioxide vapor through the leaf stomata) 

was apparent by the third day after reducing watering, but the difference between 

WT and transgenic lines was statistically insignificant (Fig. 4B). Conductance 

remained low during the whole period of water deficit and only partially returned to 

control levels on the third day after the resumption of watering. 

The real goal for any genetic engineering efforts in crop plants is to improve crop 

yield. We examined the productivity of transgenic plants under control conditions 

and under drought.  Overexpression of STANN1 overexpression also improved plant 

yield both in terms of the total tuber mass (Fig. S5A in Supporting Information file 

S1FiguresFigure S5A in File S1Figures) and consistency of the tuber size (Fig. S5B–

C in Supporting Information file S1FiguresFigure S5B–C in File S1Figures). The net 

productivity of well-irrigated WT and transgenic S-7 and S-2 lines was almost 

identical but tuber quality (size and uniformity) was enhanced in the transgenic lines. 

A 14-day drought decreased the tuber yield of the WT plants by half, whereas yield 

loss for S-2 and S-7 lines under comparable conditions was statistically less 

significant. In addition, the tTuber quality in the transgenic lines was less impaired 

after drought compared withto WT. On the basis of these results, we concluded that 

increasing STANN1 levels is a promising strategy to improve drought tolerance in 

potato. 

Plant photosynthetic activity during drought 



 

 

We showed that elevation of ATANN1 levels enhanced drought tolerance in potato, 

but the mechanism of this process was unknown. There is some indication that this 

could be due to annexin-mediated modulation of redox homeostasis. During drought, 

ROS accumulation in chloroplasts leads to oxidative damage of photosystems [89, 

90]. PSII catalyzes water oxidation and provides electrons for all further 

photosynthetic reactions; thus, its efficiency is crucial for the entire pathway. The 

PSII complex is a highly vulnerable structure that is constantly photodamaged; to 

maintain activity, constant repair and reassembly of reaction centers with newly 

synthesized proteins is necessary [91]. PSII activity is involved in mediating plant 

adaptation to environmental conditions. Drought impairs photosynthetic capacity and 

reduces leaf netto carbon uptake due to increased photorespiration activity (another 

sink for the absorbed energy) [92]. To directly estimate the effect of STANN1 on 

drought-induced PSII damage, the photosynthetic performance of PSII in transgenic 

plants overexpressing STANN1 was characterized under drought conditions. Several 

physiological parameters related to plant -vigor-related physiological parameters 

were analyzed to assess the effect of STANN1 overexpression. These included 

stomatal conductance (a measure of water and carbon dioxide vapor through the leaf 

stomata) (Figure 4B), net photosynthesis (Pnet, associated with plant vitality and 

biomass production) (Fig.ure 5A), maximum efficiency of PSII in the dark-adapted 

state (a measure of the organization and vitality of PSII) (Fig.ure 5B), and effective 

quantum yield of PSII in illuminated samples (Fig.ure 5C). Under control conditions, 

STANN1 overexpression did not influence any of these parameters. By contrast, 

almost essentially all the photosynthetic functions were disturbed during drought, 

and changes in the two overexpression lines were consistent. 



 

 

 The effect of drought on gas exchange was apparent by the third day after watering 

reduction, but the difference between WT and transgenic lines was statistically 

insignificant (Figure 4B). Conductance remained low during the whole period of 

water deficit and returned to control levels only partially, on the third day after 

resumption of watering.  

Wild-type Pnet (Figure 5A) in WT declined virtually to zero by D3 (Fig. 5A). 

Pnet sSubsequently, (D6, D10)  it dropped to negative values by D3 and D10., which 

suggested that alternative electron consumption processes were activated. In the two 

transgenic plant lines, Pnet remained positive until D10. After rewatering, Pnet 

increased in all three lines (Fig.ure 5A).  

Under control conditions, Fv/Fm values (Fig.ure 5B) were similar in the all three 

plant lines (~0.79), and. Under normal conditions, Fv/Fm inwas in the same range as 

in most investigated plant species is ~0.79–0.84 conditions;.  this value declines with 

plant stress. Likewise, dDrought negatively affected Fv/Fm in our experiments; 

while this was noticeable observed by D3 in WT, but become apparent in transgenic 

plants the effect only became apparent on D6. In all three lines, Fv/Fm recovered to 

baseline within 3 days of rewatering. Measurements were performed on upper non-

wrinkled leaves, indicating that apical shoot meristems were not irreversibly 

damaged by dehydration. In WT and transgenic plants Y(II) (Fig.ure 5C) in both WT 

and transgenic plants declined steadily from the onset of drought, but the reduction 

appeared only on D6 in transgenic plants, and the effect was significantly reduced 

compared to WT. Moreover, Y(II) fully recovered in S-2 and S-7; buthowever, even 

on the third day after soil resaturation, remained reduced in WTthe physiological 

efficiency of PSII was not restored in WT. This showed suggested that impairment of 

PSII in transgenic plants was fully reversiblephotorespiration was activated later in 



 

 

STANN1 overexpressing plants then in WT. Thus, PETC was protected for a longer 

time against irreversible damage and diminished photorespiration-induced H2O2 

accumulation in cytosol. These results show that PSII impairment in transgenic 

plants was fully reversible 

 

Photosynthetic pigments content in transgenic plants 

Drought activates premature senescence in plants [93] and stimulates catabolism of 

photosynthetic pigments [94], particularly chlorophyll (Chl) and carotenoids (Car). 

We determined the photosynthetic pigment contents under drought conditions to 

better understand the effect of STANN1 on photosynthetic machinery.Photosynthetic 

pigment contents were determined to better understand the effect of STANN1 on the 

cellular photosynthetic machinery. 

 

Chla and Chlb accumulation 

In WT and transgenic lines under well-watered conditions, both the total Chl content 

(11.2±0.01 and 10.6±2.29 mg mL-1, respectively) and the ratio of Chla to Chlb were 

similar. Accumulation In WT accumulation of Chla (Fig.ure 6A) and Chlb (Fig.ure 

6B) did not change during drought in WT. A, and after rewatering, the level of Chla 

increased to 180% of the control value at D0. During water deficit in S-7 line, the 

Chla level of Chla was stable; however, accumulation of Chlb levels increased and 

reached 168% at D14 compared to D0. As a cConsequentlyce, the Chla/b ratio rose 

to 2.0. After rewatering, the level of Chla levels doubled and Chlb levels remained 

stable. 

 

XCar Xanthophyll accumulation 



 

 

The xanthophyll (XCar) cycle is essential for harmless dissipation of excess 

excitation energy in PSII as heat (NPQ). The relative XCar abundance in the total 

Car pool changes during the day depending on the incident light [95]. To exclude 

diurnal fluctuations, samples were collected at the same time (approximately 4 hours 

after the start of daily illumination). Under non-stress conditions, STANN1 

overexpression did not significantly affect the total Car level, but the XCar content 

increased [zeaxanthin (Zea), 188%; violaxanthin (Viol), 144%] compared with that 

in WT plants (Fig. 6C–D). This result indicates that the xanthophyll cycle activity 

was higher in transgenic plants than in WT plants under the same light conditions. In 

WT plants, Zea content increased progressively during drought and reached a similar 

level to that in transgenic S-7 plants only after rewatering [0.35±0.01 pmol/g fresh 

weight (FW)]. In transgenic S-7 plants, the Zea level remained largely stable and 

fluctuated in the range of 0.31–0.34 pmol/g FW. Viol declined significantly during 

drought in both plant lines. The most significant reduction was observed during the 

first 6 days of drought, and was more pronounced in S-7 than in WT (57% and 

10.5% reduction, respectively). At subsequent time points, the differences between 

lines disappeared and Viol remained at a stable level after rewatering (0.45±0.01 

pmol/g FW in WT and 0.44±0.06 g-1 FW in S-7). 

In non-stress conditions the elevated expression of STANN1 did not significantly 

change the total Car level; however, the XCar content was increased (Zea - 188%, 

Viol - 144%) in comparison to levels in WT plants (Figs. 6C–D). Since samples were 

collected at the same time, these differences were not related to the possible diurnal 

fluctuation induced by light. During drought in WT, Zea content increased 

progressively and reached a similar level as in S-7 plants only after rewatering 

(0.35±0.01 pmol g-1 FW). In S-7 plants, the Zea level remained largely stable and 

fluctuated in the range 0.31–0.34 g-1 FW. Viol declined significantly during the 

drought in both plant lines. The most significant reduction was observed during the 

first 6 days of drought and was more noticeable in S-7 than in WT (57% and 10.5% 



 

 

reduction, respectively). At subsequent time points the difference between lines 

disappeared and Viol remained at a stable level after rewatering (0.45±0.01 g-1 FW in 

WT and 0.44±0.06 g-1 FW in S-7). 

 

Nonphotochemical quenching activity 

The observed differences in XCar accumulation prompted us to analyze gross NPQ 

performance in attached leaves of control, well-watered WT, and transgenic plants 

(Fig. 7). As expected, NPQ of S-7 and WT differed. Maximal NPQ occurred in S-7 

plants after the start of daily illumination, and NPQ amplitude was ~25% higher in S-

7 than in WT. The steady-state NPQ level was elevated and saturation was delayed in 

S-7 compared with those of WT. The PSBS (another key NPQ factor) mRNA level 

during drought was higher in S-7 than in WT plants (Fig. S6A in Supporting 

Information file S1Figures). These results indicate that the NPQ capacity in 

transgenic line S-7 was greater than that of WT, which likely conferred better 

protection of PSII against photooxidative damage. Electrons were redirected to H2O2 

in transgenic plants and subsequent ROS accumulation was lower than in WT. 

 

Annexin overexpression affects hormonal homeostasis in 

plants subjected to drought 

The drought phenotype of transgenic potato plants overexpressing 

STANN1resembled that of plants overproducing CK. Compelling evidence indicates 

that the redox signaling network integrates with phytohormone-activated pathways 

[96]. ROS are positioned upstream and downstream of at least some hormone-

signaling pathways [14].We therefore assessed stress-hormone levels [(ABA, CK, 

and SA) (pro-senescing: ABA and salicylic acid (SA); anti-senescing: CK] in leaves 



 

 

of WT and S-7 plants subjected to drought. UnderIn well-watered conditions, the 

level of biologically active ABA in transgenic plants was significantly lower than in 

WT (Fig.ure 87A). However, this difference was insignificant by D6 after the 

initiation of drought lost by D6 after initiation of drought. This suggested that 

biosynthesis of ABA in transgenic plants during the first week of drought was more 

intense active than that in WT. This, which is in accordanceconsistent with a more 

pronounced decrease inreduction of Viol (ABA precursor) levels in transgenic plants 

compared to WT (Fig.ure 6D). In During the second week of water deficit, only a 

slight increase in ABA level was observed and maximum levels on D14 were similar 

between in WT and S-7 (3.21±264.01 and 3.02±101.59 nmol g-1 FW, respectively) 

(Fig.ure 87A). As expected, ABA levels decreased declined to control values on 

resumption of watering. 

Under control conditions, annexin overexpression had no significant effect on 

CK levels (Fig. 8B; Table S4 in Supporting Information file S1FiguresFigure 7B; 

Table S4 in File S1Figures). The contents of active and total CK were similar and 

amounted to 6.35 and 6.90 pmol g-1 FW, and 506.34 and 542.08 pmol g-1 FW, in WT 

and S-7 plants, respectively. Drought stress was associated with down-regulation of 

trans-zeatin (tZ), the most physiologically active CK involved in the stimulation of 

cell division. At theDuring early drought stages of drought progression (RWC ~85%, 

only minor difference from control conditions), the level of active CK in WT 

increased, especially compared to the less active isopentenyladenosine (iPR) levels. 

Active CK decreased declined under severe drought conditions, with the exception of 

cis-zeatin (cZ) and its riboside (cZR), both of which were CK species associated with 

stress responses. After rewatering, active CK content strongly increased, especially 

that of trans-zeatin (tZ),. Levels of  whereas cZ and cZR levels substantially 



 

 

decreaseddeclined. High levels of active CK (including high levels of cZ) were 

maintained in S-7 even under severe drought conditions. These levels were 

substantially higher than in parental plants. After rewatering, active CK elevation 

was much more pronounced in S-7 than in WT. The level of storage compounds (CK 

O-glucosides) was generally low. By contrast, levels of deactivation products (CK N-

glucosides) substantially increased during drought, probably as a result of the 

enhanced deactivation of CK (data not shown). 

SA accumulation was reported in response to different abiotic stresses [97]. 

Overexpression of STANN1 overexpression had no effect on SA levels under well-

watered conditions. SA accumulation in WT and S-7 did not change significantly 

under moderate drought (D6). During the second week of water limitation, the SA 

level increased in both lines, and the level ofSA accumulation in S-7 was about 

approximately twice that in WT (Fig.ure 87C). SA accumulated further after 

rewatering in WT but declined in S-7, albeit to a higher level than at D0. These data 

indicated that ROS modulating systems were activated more rapidly and to a higher 

extent in transgenic plants than in WT. The SA level declined in S-7 during recovery, 

but remained slightly higher than that observed at D0. By contrast, SA continued to 

increase in WT and exceeded the level observed in S-7. These data indicate that 

ROS-modulating systems are activated more rapidly and to a higher extent in 

transgenic plants overexpressing STANN1 than in WT plants. 

In summary, genetic modification did not influence ABA synthesis (and, 

therefore, ABA-dependent responses). The changes inelevation in CK metabolism 

(significant elevation upon rewatering) were in line was consistent with phenotypic 

observations. SA levels in S-7 increased rapidly during drought and peaked by D14 

but declined rapidly after rewateringbut the elevation was transient. This suggested 



 

 

that SA-mediated activation of antioxidant systems during drought was faster in 

STANN1 overexpressing plants. transgenic than WT plants but that longer-lasting 

effects (like pcd) might be alleviated.In WT plants, delayed SA-mediated effects 

such as induction of PCD might be induced. 

 

STANN1 mitigates drought-mediated oxidative stress in 

cytosol and chloroplasts 

Although the experimental plants were grown under constant temperature conditions, 

heat stress response (HSR) was induced in WT and transgenic plants during drought. 

In WT plants, water deficit increased the accumulation of chloroplast-specific 

HSP100 and cytosol-targeted HSP40 mRNAs (compared to the EF1a normalization 

control), which peaked during the second week of drought. In transgenic plants, only 

HSP100 expression was induced under water deficit (Fig. S6C–D). This result 

suggests that STANN1 overexpression mitigates cytosolic oxidative stress. 

 

PSII antennae complexes functions in transgenic plants 

Overexpression of annexin resulted in an increase of Zea content, which is 

essential for the harmless dissipation of excess excitation energy as heat (NPQ). In 

addition, expression of another key NPQ factor (PSBS) was reduced during drought 

(Figure S6A in File S1Figures). These data strongly suggested the XCar cycle might 

be more efficient in transgenic than in WT plants. Gross NPQ performance in 

transgenic plants was therefore analyzed directly in attached leaves of control, well-

watered WT and transgenic plants (Figure 8). As expected, NPQ of S-7 and WT 

differed. Maximal NPQ occurred later after initiation of light stimulation in S-7 than 



 

 

in WT plants, and NPQ amplitude in S-7 was ~25% higher than that of WT plants. 

Similarly, the steady-state level of NPQ was elevated and saturation was delayed in 

S-7 compared with WT. Overall, these results showed that protection of PSII against 

photooxidative damage was more effective in S-7 than in WT as a result of improved 

NPQ. 

Experience of stress in transgenic plants 

Activation of the heat stress response (HSR) is a consequence of drought stress in 

nature. However, experimental plants are usually cultivated in controlled constant 

temperatures. Despite this limitation, activation of HSR was observed in both WT 

and transgenic plants. Stomatal closing due to water deficiency in the root zone was 

sufficient to induce expression of heat shock proteins (HSP). Thus, to characterize 

the effect of overexpression of annexin on potato plants, the accumulation of 

chloroplast-specific (HSP100) and cytosol-targeted (HSP40) mRNAs were analyzed 

during drought. In WT, water deficit resulted in an increased accumulation of both 

HSP mRNAs (compared to the EF1a normalization control) that peaked during the 

second week of drought. In transgenic plants, HSP100 expression was induced but 

HSP40 expression was not stimulated (Figs. S6C–D). 

Annexin-mediated protection of chloroplast 

STANN1 mitigates photooxidative stress induced by MeV 

Enhanced stress tolerance frequently reduces plant responsiveness to light [98]. To 

verify if annexin-mediated drought tolerance influenced light stress responses, we 

analyzed the effect of the photosensitizer MeV on transgenic plants overexpressing 

STANN1. MeV induces oxidative stress, which enables studies of oxidative 

tolerance and stress cross-tolerance in plants [99]. MeV induces an oxidative burst by 

accepting electrons from PSI and transferring them to molecular oxygen, which 

http://en.wikipedia.org/wiki/Photosystem_I


 

 

results in massive H2O2 accumulation in light and generates oxidative stress in 

chloroplasts. 

Leaf disc senescence assay 

To assess whether STANN1 overexpression directly alleviated photooxidative stress, 

lLeaf discs from WT, and transgenic S-2 and S-7 plants were exposed to normal light 

(150 PPFD) in the presence of two concentrations (10 and 50 M) of a 

photosensitizer, 10 and 50 M methyl viologen (MeV). MeV induces oxidative burst 

by accepting electrons from PSI and transferring them to molecular oxygen, resulting 

in chloroplast damage. The damage caused by MeV was visualized by as the degree 

of bleaching of leaf tissues bleaching. In the absence of MeV, exposure to light for 

up to 30 hours had almost no significant effect on leaf discs. By contrast, exposure to 

both light duringand MeV treatment induced leaf tissue bleaching, which that 

increased according to MeV concentration (Fig. S7 in Supporting Information file 

S1FiguresFigure S7 in File S1Figures). Transgenic plants S-2 and S-7 hadshowed 

higher tolerance to MeV, as demonstrated by a reduction inand exhibited lower 

levels of leaf disc bleaching in lighted margins. 

  

Quantification of ROS and lipid peroxidation 

To further analyze STANN1-mediated protection against light stress, leaf discs from 

WT and S-7 plants were subjected to the combined combinationaction of relative 

excess high light (850 PPDF) and 50 M MeV (50 M) as described above. The 

levels of superoxide anion, hydrogen peroxide, and malonyldialdehyde (MDA) were 

quantified at the indicated time points (Fig.ure 9). 

Exposure of WT to excess light and high MeV concentration induced biphasic 

accumulation of superoxide anions, with an initial peak seen at 30 minutes after 



 

 

induction and a second, more substantial and long-lasting, peak beginning at 9 hours 

after induction. In S-7, an initial increase in superoxide anion level was noticeable 

observed, which but was not statistically significantly lower than that in WT.different 

to WT. The maximum level of O2
- was the same in WT and S-7, but the kinetics of 

the second peak differed (Fig.ure 9A). In WT, the level of superoxide increased 

steadily from 6 to12 h after induction. By contrast, accumulation occurred Iin S-7 

superoxide anion accumulation occurred between during 6 and -9 hours after 

induction, reaching a similar maximal level as in WT at this time point, and the level 

of superoxide level thenthen remained unchanged until 12 h after induction. 

In WT, light-induced changes in H2O2 level followed thewere biphasic, pattern of 

accumulation with a second higher and sustained peak (Fig.ure 9B). The first peak 

occurred at within 30 minutes and the second peak occurred at by 12 hours after 

induction. In S-7, the first peak was observed and this had a similar magnitude as 

into that in WT. After several hours, no further accumulation of H2O2 was observed 

in S-7, and overall levels were significantly lower than in WT.  

Lipid peroxidation, measured as an MDA equivalent, was apparent in WT only 

after 30 minutes and 12 hours. No statistically significant changes in the lipid 

peroxidation state were observed under high light stress in S-7 (Fig.ure 9C). 

Annexin 1 attenuates cell death and protects chloroplast 

structure against oxidative stresswhen exposed to oxidative 

stress 

In our experiments, the annexin STANN1 attenuated both phases of chloroplast-

derived oxidative stress. In transgenic plants overexpressing STANN1, the 

expression of nucleus-encoded PSII proteins (Fig. S6A–B) and HSPs was modified 

correspondingly (Fig. S6C–D). A transient mGFP expression assay was performed to 



 

 

confirm that the aforementioned tolerance to photooxidative stress was indeed due to 

elevated STANN1 levels. In this experiment, STANN1 was produced as an in-frame 

C-terminal fusion with mGFP. N. benthamiana leaf discs were transformed with 

STANN1_mGFP (experiment) or mGFP-alone (control) constructs. The lLeaf discs 

were then subjected to high light or to the combined combinationaction of high light 

and MeV, as described above. For analysis, lLeaves with similar fluorescent protein 

expression levels were used for analysis. Exposure to high light alone had no effect 

on cell structure, regardless of the construct used (mGFP-alone, Fig.ure 10A–D; 

STANN1_mGFP, Fig.ure 10E–H). High light plus MeV induced cytosol 

condensation and chloroplast damage (as determined by a decrease decline in 

chloroplast autofluorescence) in mGFP-expressing cells (Fig.ure 10I–L). 

Overexpression of aAnnexin 1 overexpression attenuated both of these effects, and 

the cells morphology resembled those fromthat of control samples (Fig.ure 10M–P). 

The intensity of cChloroplast fluorescence intensity was quantified and, while there 

was no significant difference in mGFP fluorescence between plants transiently 

expressing mGFP and STANN1_mGFP and mGFP-only,. the The difference in 

chloroplast red autofluorescence (red) between the mGFP-only and STANN1_mGFP 

expressing leaves was statistically significant. This strongly suggested suggests that 

the chloroplast structure was maintained in the presence of STANN1 protein. 



 

 

Discussion 

The experiments presented hereThis study clearly demonstrate that 

overexpression elevation of endogenous annexin STANN1 expression can be 

successfully employed to improve crop potato tolerance to water deficit. Under 

optimal conditions, genetic modification had no negative effects on plant phenotype, 

growth, or productivity. Reduction of the photosynthetic rate in response to water 

deficit is usually attributed to ROS-induced damage of lipids, pigments, and proteins 

in the photosynthetic apparatus. Overexpressed STANN1 relieved the negative 

effects of drought stress, such as degradation of photosynthetic pigments, reduction 

of photosynthetic activity, and loss of productivity. In transgenic plants NPQ was 

induced more rapidly and had higher capacity in STANN1-overexpressing plants, 

which contributed to increased tolerance to photooxidative stress. Exposure to MeV 

reduced ROS accumulation and membrane lipid damage, so STANN1-

overexpressing plants were not desensitized to light. Consequently, we assume that 

maintenance of photosynthesis during water deficit was due to protection against 

drought-induced oxidative stress and/or modification of redox/hormonal signaling in 

STANN1-overexpressing plants. In potato, a reduction in the photosynthetic rate in 

response to water deficit is usually attributed to damage of the lipids, pigments, and 

proteins in the photosynthetic apparatus. Elevation of STANN1 produced an 

increased tolerance to the photooxidative damage that accompanied drought. When 

plants were grown under optimal conditions, genetic modification had no negative 

effects on plant phenotype, growth, or productivity. We therefore propose that 

manipulation of annexin overexpression is a valuable new approach for crop 

improvement that focuses not on intensification and/or more rapid induction of 

ABA-mediated stress responses, but rather on delay and/or attenuation of leaf 



 

 

senescence and maintenance of physiological processes when plants are exposed to 

challenging environmental conditions. 

The selection of aAnnexin selection for transgenic 

experiment 

As has been observed in other plant species, Potato annexins in potato form a 

multigene family that encodes proteins with similar overall tertiary structures but 

different primary amino acid similarities. Despite some extensive similarities, the 

individual annexins displayed unique expression patterns in the different plant organs 

(data not shown) and in response to drought. This suggests the specialization of 

individual family members towards unique roles in growth/development and 

adaptation to environmental conditions. Recently it was shown thatFor example, 

although no specialized function could be inferred from primary amino acid 

sequence, functional knock-out of annexin 5 (At1g68090) in Arabidopsis was lethal 

male-sterile due to the abortion of pollen grains before mature pollen stage;in 

Arabidopsis however, on the basis of primary amino acid sequence, no specialized 

functions could be predicted for annexin 5. RecentlyDetailed investigations [67, 68] 

showed revealed that ATANN5 was expression expressed primarily of this protein 

took place only during microsporogenesis. and that The observed pollen lethality was 

due to impairment in pollen development [100, 101]. This suggests that the 

specialization of individual annexin family members for unique roles in 

growth/development may be reflected in specific expression patterns. This also may 

be observed for adaptation to environmental conditions. It will be necessary to test if 

ectopic expression of any other Arabidopsis annexin under the ATANN5 promoter 

restores pollen development. 



 

 

This suggests that the specialization of individual annexin family members for 

unique roles in growth/development may be reflected in specific expression patterns. 

This also may be observed for adaptation to environmental conditions. It will be 

necessary to test if ectopic expression of any other Arabidopsis annexin under the 

ATANN5 promoter restores pollen development. 

Expression of several four potato annexins was induced during drought. However, 

only STANN1 was constitutively expressed and the level of its mRNA during water 

deficitmRNA level was several-fold higher than other annexins. This strongly 

suggested that STANN1 was the primary annexin involved primarily in the stress 

responses to stress rather than complementation within the annexin family, at least at 

the transcriptional level. STANN1 is expressed in all plant organs (data not shown); 

thereforeThe constitutive overexpression of STANN1 minimized the risk of inducing 

developmental aberrations resulting fromdue to ectopic STANN1 expression of 

protein during development is minimal. We thereforeHence, we considered selected 

STANN1 as a good candidate to improve drought tolerance candidate in potato and 

possibly other crops. 

Hormonal stress response of transgenic plants 

Our results showed that steady-state ABA levels were reduced in transgenic 

compared to WT. Despite this, the drought-induced accumulation of ABA had 

similar kinetics in transgenic and WT plants, and levels similar to those in WT were 

eventually achieved. This suggested that, despite some modifications, ABA synthesis 

was fully functional in transgenic plants. ABA is of key importance in the abiotic 

stress response and it was therefore of utmost importance that ABA content, and 

hence the ABA-dependent stress signaling pathways, were activated equally in WT 

and transgenic plants. Other signaling pathways were modified. Concurrent sustained 

CK biosynthesis and higher accumulation of SA might delay senescence and 

improve plant photosynthetic performance. Elevated CK content resulted in 

maintenance of substantial photosynthetic activity under drought in tobacco [69]. 



 

 

Exogenous salicylate (SA, aspirin, benzoic acid) affected gas exchange rates and 

processes related to the PETC due to enhancement of NPQ (Janda et al. 2014). SA is 

also able to exert a protective effect in plants against a wide range of different abiotic 

factors via its ability to modulate antioxidant systems and affect ASA-GSH 

homeostasis [70, 71]. Elevated SA in transgenic plants may therefore alleviate photo 

oxidative stress. In this study, we found that an elevated level of STANN1 protein 

alleviated oxidative stress and affected the biphasic response of H2O2, O2
•−, and lipid 

peroxidation induced by high light. Moreover, stress levels in transgenic plants was 

reduced. Accumulation of cytosolic HSP40 mRNA during drought in the transgenic 

plants was substantially reduced, suggesting that the HSR developed more slowly 

and was less pronounced in transgenic lines than in WT. This is in accordance with 

data presented by [57] for Solanum andigeanum. In S. andigeanum, the degree of 

stress (estimated by the level of respective HSP mRNAs) experienced during drought 

by a less tolerant landrace was higher than for a more resistant race. One of the 

consequences of delayed stress detection could be more efficient protection of the 

chloroplast, resulting in sustained efficient functioning of photosynthetic apparatus. 

 

Improved STANN1 affects NPQ in transgenic plantsand 

mitigates chloroplast-induced oxidative stress in cytosol 

Chloroplasts are one of the major stress-induced ROS sources in plant cells. 

Disruption of chloroplast redox poise permeates throughout the cell and activates 

secondary ROS sources in other compartments. In mesophyll cells of Eupatorium 

adenophorum, tenuazonic acid (TeA) inhibits electron flow along PSI and PSII and 

induces H2O2 accumulation in chloroplasts within 1 hour. By 4 hours, H2O2 spread to 

the cell walls facing intercellular spaces [102]. We provided evidence that 

photooxidative stress in potato leaves induced a biphasic oxidative burst, with the 

first transient peak after 1 hour and the second more significant peak occurring by 12 

hours. In STANN1-overexpressing plants, both phases of ROS accumulation were 

reduced. Biphasic ROS accumulation with a similar kinetics was reported in 



 

 

response to ozone and salt stress treatments [33-35]. In Arabidopsis and tobacco, the 

first transient ROS peak occurring after O3 treatment originated in the chloroplast, 

whereas the second required NADPH oxidase activity and undisturbed functioning of 

PETC [34]. 

We assume that the first peak of ROS accumulation during photooxidative stress 

in potato is due primarily to chloroplast-generated ROS, whereas the second resulted 

from activation of secondary ROS sources. The question arises how proteins such as 

annexins that contain no specific signal sequences that target them to chloroplasts 

can modulate processes inside chloroplasts. Annexins are found occasionally in 

chloroplast proteomes of some plants (reviewed in [49]). For example, a mustard 

(Sinapis alba L.) annexin was identified as a component of a multisubunit 

chloroplast RNA polymerase A complex [103]; however, these results were not 

confirmed in a subsequent study [104]. Overall, these chloroplast localizations 

remain exceptions. We believe that annexin-mediated protection of chloroplasts and 

photosynthesis could be an indirect effect of increased redox homeostasis buffering 

in the cytosol. In Arabidopsis, the cross-talk between different ROS-scavenging 

systems in distinct cellular compartments was reported. During light stress, cytosolic 

antioxidant capacity had an essential role in protecting chloroplasts. Deletion of 

cytosolic ascorbate peroxidase APX1 induced degradation of thylakoid and 

stromal/mitochondrial APXs, a cytochrome b6f complex subunit protein, and the 

small subunit protein of Rubisco [43]. This result is in agreement with observations 

from other studies [26, 105], which reported that ROS accumulation rapidly reduced 

chloroplast antioxidant capacity due to APX inhibition. 

Manipulation of chloroplast/cytosol antioxidant capacity was successfully used to 

modulate potato tolerance to adverse conditions. Transgenic potato lines engineered 



 

 

to express cytosolic or chloroplast Cu/Zn-superoxide dismutase (SOD) from tomato 

displayed enhanced tolerance to MeV [106]. Overexpression of cytosolic Cu/Zn-

SOD from Potentilla atrosanguinea improved drought stress tolerance and enhanced 

net photosynthetic rates [107]. Co-expression of Cu/Zn-SOD and APX in 

chloroplasts enhanced potato tolerance to multiple abiotic stresses, including chilling, 

high temperature, photooxidative stress, and drought [108]. Accordingly, the lack of 

chloroplast thioredoxin CDSP32 resulted in greater susceptibility of potato plants to 

oxidative stress [109]. Taken together, these data show that elevating cytosolic 

antioxidant capacity is a promising way to enhance stress tolerance in potato. 

STANN1 overexpression improved drought tolerance and mitigated photooxidative 

stress, similarly to that observed for plants with overexpression of ROS-scavenging 

enzymes. The accumulation of mRNAs coding for cytosolic HSP40 and chloroplast 

HSP100 was entirely or partially reduced during drought, suggesting that the HSR in 

transgenic lines developed more slowly and to a lesser extent. This is in agreement 

with a previous report [78] for Solanum andigeanum, in which the expression level 

of respective HSP mRNAs during drought was higher in less tolerant lines than in 

more resistant landraces. 

In summary, chloroplasts are the site of cross-talk between basic metabolic 

pathways and stress responses, which places them in a key position with respect to 

coordination of defense responses [110]. This suggests that protection of chloroplasts 

from ROS-induced damage is of utmost importance. 

 



 

 

Cross-talk between redox signaling and phytohormone-

mediated pathways in transgenic plants overexpressing 

STANN1 

Cross-talk between ABA, SA, CK, JA and other phytohormone pathways modulates 

plant development and stress adaptation. Our results showed that increased STANN1 

expression modified drought-induced hormone accumulation. We assume that this is 

an indirect consequence of STANN1-mediated modulation of cellular redox 

homeostasis. Accumulating data indicate that multi-faceted and multi-level feedback 

interactions orchestrate hormone- and ROS-mediated signaling networks. Alterations 

in the cellular redox state were sufficient to modify hormone accumulation and 

downstream effects [96]. ROS signaling is positioned upstream and downstream of 

hormone-signaling pathways [13, 14]. Redox cues integrate with the action of 

different phytohormones such as ABA and SA in the coordination of plant growth 

and stress tolerance [111, 112]. 

Annexin elevation reduced the ABA steady-state level, but drought-induced 

ABA accumulation had similar kinetics in transgenic and WT plants, and levels 

similar to those in WT were eventually achieved in STANN1-overexpressing plants. 

Stress-dependent ABA accumulation typically results from elevated ABA synthesis 

[113]. ABA biosynthesis is induced by protonation of the thylakoid lumen and 

accumulation of oxidized ascorbic acid as a result of a reduction in PETC efficiency. 

Oxidized AA cannot function as a cofactor for violaxanthin de-epoxidase, which 

deactivates the XCar cycle in favor of ABA biosynthesis [114]. In leaves of 

ascorbate-deficient vte1 Arabidopsis plants, the ABA level increased by 60% [115]. 

In transgenic potato plants overexpressing STANN1, the ABA biosynthetic pathway 



 

 

was fully functional. ABA is a key factor in abiotic stress responses (induces 

stomatal closing and transcriptional reprograming); therefore, it is of utmost 

importance that ABA content and ABA-dependent stress signaling pathways are 

similarly activated in WT and transgenic plants. However, the reduced steady-state 

ABA level indicated that biosynthetic pathways in STANN1-overexpressing plants 

under control conditions were directed toward XCar activity at the expense of ABA 

synthesis. 

The control SA levels in transgenic plants were not significantly different than 

those in WT plants, and were similar to previously reported values for potato cv 

Desiree [116]. S. tuberosum has higher basal SA levels than Arabidopsis, maize, 

tobacco, or tomato [117]. Increases in SA levels in potato are relatively moderate 

(e.g., two-fold) after infection with Phytophthora infestans, compared with a 20-fold 

increase in Arabidopsis [118]. There is a lack of data on SA accumulation in potato 

leaves during drought, although it has been shown that SA functions as a regulatory 

signal mediating drought stress responses in several plant species [119, 120]. In our 

experiments, SA increases during water deficit in both plant lines were similar (6-

fold in WT and 5-fold in S-7 over basal level), which was in perfect agreement with 

observations in Phillyrea angustifolia [121]. However, the SA peak was observed in 

WT plants only after rewatering, whereas in transgenic potato it occurred earlier, 

even during drought. 

Recently, it became clear that SA is an important regulator of photosynthesis. In 

Arabidopsis, SA influences plant photosynthetic performance, and properly balanced 

SA levels are necessary for acclimation to changing light [122, 123]. The SA-

mediated signaling pathway in Arabidopsis is involved in optimal photosynthetic 

activity under stress conditions by modulating redox homeostasis [124]. SA enhances 



 

 

the cell antioxidant capacity during drought, although the mechanism of this process 

is unclear. Endogenous SA deficiency in potato results in ineffective induction of 

stress defense system and enhances stress sensitivity [116, 125, 126]. During plant 

response to pathogen infection, SA inhibits the ROS-scavenging enzymes CAT and 

APX [127-129] and stabilizes H2O2 levels. SA and H2O2 function as a positive-

feedback amplifying loop; if not properly balanced, this loop exerts detrimental 

effects for cell survival. In rice, reduced endogenous SA levels enhanced H2O2 

accumulation and the appearance of spontaneous necrotic lesions during senescence 

and development of oxidative damage and in response to high light intensities [130]. 

SA accumulation induces different responses depending on the timing and 

accumulation level; it induces stress-responsive defense systems such as antioxidant 

enzymes, or induces PCD in response to long-term elevations of SA levels. In WT 

plants, slow and prolonged SA accumulation despite the resumption watering may 

ultimately lead to PCD. Rapid SA accumulation in transgenic plants appears to 

indicate more efficient mobilization of SA-induced stress responses, and accounts for 

improved photosynthetic performance. 

Recent work shows that CK has an important role in plant adaptation to 

environmental stresses such as drought, cold, osmotic stress, and light stress [131-

134]. In our experiments, CK species and their levels under control conditions were 

similar to those previously reported for potato cv Desiree [135]. STANN1 

overexpression did not influence CK profiles or steady-state levels, but CK levels 

were maintained during water deficit and rapidly increased after rewatering. 

CK antagonizes many ABA-induced physiological responses to drought such as 

stomatal closure or leaf senescence [136]. Maintaining CK biosynthesis during 

drought improves stress tolerance, confers protection against photooxidative stress, 



 

 

and mitigates reductions in photosynthesis [38, 83, 137-141]. CK activity is anti-

senescent and associated with maintenance of greater antioxidant activity. In 

creeping bentgrass, elevated CK levels due to senescence-driven expression of 

isoprenyl transferase (IPT), a key enzyme in CK biosynthesis pathways, conferred 

drought resistance, increased the levels and activity of scavenging enzymes such as 

APX and CAT1, and reduced MDA accumulation [142]. Similarly, elevated CK 

levels in tobacco plant leaves and chloroplasts conferred higher physiological 

parameters than those in controls [143], and increased APX and dehydroascorbate 

reductase (DHAR) activity, which prevented over-oxidation of the chloroplastic 

ascorbate pool. CK regulates stress responses on several levels, such as inducing 

stress-inducible gene expression [144-145], including peroxidases, GRX, and 

glutathione S-transferases. Plants with reduced CK levels had lower ROS-scavenging 

capacity, exhibited more severe photodamage after high-light treatment, and had 

reduced neoxanthin and Zea levels under control conditions, which declined further 

during photooxidative stress. Similar effects were observed in scavenging enzyme 

activities, and a strong reduction in APX and SOD activities were observed under 

control conditions and in response to light stress [146]. We assume that sustained 

biosynthesis of CK during drought in transgenic potato plants overexpressing 

STANN1 remediates oxidative stress and improves photosynthetic performance. 

 

STANN1 affects redox homeostasis 

Different hypotheses have been proposed to explain the molecular basis of annexin-

mediated alleviation of oxidative stress, including innate peroxidase activity [54, 

147, 148], calcium-induced stabilization of peroxidases activity [149], and 

modulation of calcium influx [62, 150]. Based on the results of our experiments, we 

http://www.plantphysiol.org/content/164/3/1470.long#def-2
http://www.plantphysiol.org/content/164/3/1470.long#def-7
http://www.plantphysiol.org/content/164/3/1470.long#def-6


 

 

assume that annexin-mediated reduction in oxidative stress in transgenic potato 

overexpressing STANN1 results from the annexin effect on thiol-disulfide 

homeostasis. 

Downstream transmission of several environmental cues for H2O2 accumulation is 

sensed and mediated by several ROS-neutralizing systems, which are low-molecular-

weight antioxidant buffers such as ascorbate (ASC) and glutathione (GSH), and 

oxidoreductases such as GRX, TRX, and scavenging enzymes [39]. The most 

prominent ROS-scavenging and redox-signal perception system is GSH 

accumulation and GSH oxidation to disulfide (GSSG) during ascorbate regeneration 

in the glutathione-ascorbate cycle [151, 152]. This type of redox imbalance is 

transduced downstream by reversible formation of a mixed disulfide between GSH 

and a target protein (S-glutathionylation). An increased GSH:GSSG ratio was 

observed in plants exposed to chilling, heat stress, heavy metals, xenobiotics, 

drought, ozone, pathogen [153-159], and during oxidative stress resulting from 

deficiency in the H2O2-scavenging photorespiratory enzymes CAT or APX [36, 47, 

160-164]. In maize and rice, the ability to maintain higher GSH:GSSG ratios was 

associated with greater stress tolerance [164]. GSSG accumulation is a key 

determinant of cell death and growth arrest [165, 166]. 

Immunolocalization studies revealed that stress-triggered GSSG accumulation 

occurred in discrete subcellular compartments. Localization studies in Arabidopsis 

detected little or no accumulation in mitochondria, slight but significant 

accumulation in the cytosol, and prominent accumulation in vacuole and chloroplasts 

[162]. GSSG sequestration in metabolically inert vacuole is thought to initiate 

catabolism, whereas accumulation in chloroplasts could have functional 

consequences for photosynthetic efficiency. Increased GSSG level is sufficient to 



 

 

trigger protein S-glutathionylation [167], which is thought to regulate enzymatic 

protein activity [168]. A large number of unidentified targets of this posttranslational 

modification represent chloroplast proteins (e.g., RuBisCO or glucose-6-phosphate 

dehydrogenase) [167]. However, it is not clear if GSSG accumulation in chloroplast 

results from import or in situ synthesis. Isolated wheat chloroplasts can take up 

GSSG from the medium [36]. Re-engineering of compartment-specific glutathione 

synthesis pathways suggested that cytosol-to-chloroplast GSSG transport also occurs 

in vivo [169]. Specific GSSG transporters have been identified in tonoplast but not in 

the chloroplast envelope [170]. 

The presence of redox-sensitive cysteines has been shown for mammalian 

ANXA2 [171] and ANXA1 [172]. They are located in the extended C- or N -

terminal end (Cys324 aa for ANXA1, and Cys8 and Cys334 for ANXA2), which 

confer structural diversity to proteins from this family. It cannot be easily generalized 

if other annexins contain cysteines susceptible to oxidation. ANXA2 was proposed to 

directly neutralize H2O2 with accompanying oxidation of only Cys8 [173-175]; 

subsequently, it would be reduced via the NADPH-dependent thioredoxin system 

(NTS) being thus an ultimate acceptor of electrons from NADPH. Oxidative damage 

in annexin A2-depleted cells enhanced oxidation of the ANXA2-binding proteins 

actin and transcription factor JunD. This suggests that ANXA2 can function directly 

as a protein reductase [174]. 

The presence of reactive cysteines was confirmed in Arabidopsis annexin ATANN1. 

Implicated amino acids are localized within the endonexin domains and are highly evolutionarily 

conserved [53] (Fig. S3 in Supporting Information file S1Figures). ATANN1 Cys underwent in 

planta S-nitrosylation within 20 minutes after NO treatment [176] and S-glutathionylation within 

30 minutes after ABA induction [56]. MeV treatment resulted in oxidation of both cysteines 



 

 

residues of ATANN1 (Cys111 and Cys 239), although the exact type of modification (mixed 

disulfide bonds with GSH, or intramolecular disulfide bond) has not been defined [177]. The 

closest ATANN1 homolog in Brassica rapa, BRANN1, appears to form a complex with 

peroxidase in floral buds [178]. 

STANN1 contains two cysteine residues, Cys17 and Cys111. Among potato annexins, the 

former is unique for STANN1 and STANN3.2, whereas the latter is homologous to Arabidopsis 

Cys111. This arrangement resembles that of ANXA1, with reactive Cys8 in the N-terminal 

amino acid. Elevated STANN1 levels mitigated photooxidative stress and diminished ROS 

accumulation, which suggested that STANN1 enhanced the capacity of cytosolic antioxidant 

buffer. Therefore, it appears that the evolutionarily conserved cysteine homologous to ATANN1 

Cys239 is not necessary for such activity. Plant annexins can prevent ROS over-accumulation in 

a similar way to that previously shown for ANXA2: by direct ROS neutralization and further 

regeneration by NADPH-dependent thioredoxin/glutaredoxin system. Therefore, annexin would 

function as an ultimate acceptor of excess electrons leaking from over-reduced PETC. 

Alternatively, STANN1 may be used as an acceptor for ROS diminishing thus GSSG formation 

(Fig. 11). Annexins are abundant cytosolic proteins (accounting for up to 2% of the total soluble 

proteins). They possess redox-sensitive cysteines and could participate significantly in the 

cellular protein thiol pool. In transgenic plants overexpressing STANN1, annexin levels are 

higher and the antioxidant protective effect is increased. Reduced GSSG accumulation prevents a 

decline in the GSH:GSSG ratio and over-oxidation of the cellular environment. The latter 

mechanism could explain the broad-specificity of annexin-mediated protection, which is 

functional in bacteria and photosynthetic and non-photosynthetic eukaryotic cells. Glutathione is 

one of the most abundant non-protein thiols; it is present in cyanobacteria and proteobacteria, 

and in all mitochondria- or chloroplast-containing eukaryotes [179, 180]. The mechanism of 

GSH-mediated regulation and maintenance of cellular redox status is similar in all living 



 

 

organisms. Reversible oxidative thiol modifications modulate the function of proteins involved 

in many different pathways, including gene transcription, translation, protein folding, 

metabolism, signal transduction, and apoptosis. 

 

In control conditions, NPQ in the leaves of transgenic plants was improved. 

During water scarcity the relative content of Zea in the total Car pool steadily 

increased relative to WT. In addition, the drought-induced decrease of PSBS mRNA 

was delayed. Collectively, these data suggested that transgenic plants possessed an 

improved ability to dissipate the EAE (produced by high light and stomatal closure) 

that could not be used for photosynthetic purposes. In several plant species, Viol to 

Zea reconversion is essential for pH-dependent qE, a major and quickly reversible 

component of NPQ [10, 17, 72]. PSBS was shown to be essential for qE [73]. Zea 

accumulation in turn correlates with the second, sustained, and slowly reversible 

component of NPQ: photoinhibition (qI) [74]. Under prolonged light stress, qI 

replaces qE [75]. The efficiency of Viol pool reconstitution is therefore also essential 

for effective NPQ. 

The PSIIAS dissipates excess energy more efficiently in transgenic 

plants  

Chlorophyll content 

In higher plants PSIIAS contains chlorophyll a (Chla) and b (Chlb) and accessory 

pigments (oxygenated Car derivatives, XCar). Transgenic potato plants with elevated 

STANN1 preserved a higher Chlb content and increased their Chl a/b ratio during 

water stress. This indicated that fine-tuning of photosynthetic complexes in response 

to light stress was altered in the transgenic plants. A similar protective effect of 

annexin overexpression on the total Chl level was noted in different plant species. 

However, in contrast to other papers [76 - 78] we analyzed physiological changes in 

attached leaves of intact plants that were experiencing gradually progressing drought 

and quantitated different chlorophylls separately. Upon drought, biosynthesis of Chlb 

was induced in transgenic plants, while in WT plants it did not change, even after 

rewatering. Chla and Chlb are differently distributed in the thylakoid membranes, 

with Chlb being restricted to the peripheral PSIIAS. An Arabidopsis mutant that did 

not synthesize Chlb (chlorine 1, ch1) due to disruption of chlorophyllide-a 



 

 

oxygenase (CAO) gene lacked AS and lost the ability to dissipate the excess energy 

in NPQ [79]. This loss resulted in increased plant photosensitivity due to an 

augmented release of 1O2 from PSII [80]. Correspondingly, overexpression of CAO 

resulted in a decrease in the Chl a/b ratio and led to transcriptional reprogramming 

and retardation of senescence [81]. The ability to support Chlb synthesis during 

drought probably helps to improve NPQ and preserves PSII integrity during stress in 

transgenic plants. 

XCar content 

During drought stress, transgenic plants suffered less from depression of 

photosynthetic efficiency (photoinhibition) resulting at least partially from 

overaccumulation of Zea and, to a lesser extent, Viol. However, the mechanisms 

underlying the annexin-mediated changes to the XCar pool are unclear. Zea and Viol 

are produced in chloroplasts as intermediates in the Car biosynthetic pathway that 

ultimately leads to ABA synthesis. The relative contents of both XCars changes daily 

and is strongly dependent on environmental conditions (primarily light). In darkness 

or under sub-saturating irradiance, Zea is epoxidated into Viol in a two-step reaction 

by zeaxanthin epoxidase (ZEP), resulting in a Viol level approximately ten-fold 

higher than that of the Zea precursor [82]. However, under specific conditions, this 

epoxidation step is reversible. When light absorption exceeds the ability of a plant to 

assimilate CO2, due to excessive sun radiation or to other environmental factors, 

preexisting Viol can be re-converted into Zea by ViolDE [83]. In our experiments, 

samples were collected at the same time to avoid fluctuations in the level of 

epoxidated and non-epoxidated XCars. The persistent overaccumulation of Zea 

affected the kinetics of induction and relaxation but not the extent of NPQ. This 

overaccumulation also led to permanent down-regulation of PSII activity both under 

experimental conditions and in the field [84, 85]. In turn, overaccumulation of Viol 

and inability to reconvert to Zea resulted in increased photosensitivity and bleaching 

as a consequence of the reduction in NPQ [17]. Thus, ZEP/ViolDE activities must be 

strictly regulated to optimize the efficiency of photosynthesis in a varying 

environment without increasing the overall XCar pool size. ViolDE is activated 

when the lumen pH falls below 6.2. ZEP activity requires higher pH (~7.4), 

molecular oxygen as a second substrate, and NADPH as a cofactor. Optimal activity 

of ViolDE also relies on lipid bilayer membrane fluidity and requires the presence of 

phospholipids favoring the formation of a reversed hexagonal structure, 



 

 

monogalactosyldiacylglycerol [86]. Independent of stress durability and severity, 20–

50% of Viol remains unconverted. Suggested mechanisms include feed-back 

inhibition of ViolDE by Zea [87] or curvature membrane stress elicited on the lipid 

bilayer by Zea [88]. Alternatively, since Viol is also a precursor of the side-branch 

synthetic pathway leading eventually to ABA synthesis [89] it cannot be excluded 

that some enantiomer of Viol is inaccessible for ViolDE [87].  

At constant light intensity, moderate water deficit leads to an increase in Zea 

level. Increasing amounts of Viol are needed as water deficit progresses as it is both 

re-converted into Zea and used to synthesize ABA. The presence of spatially (shoot 

versus root) or metabolically (e.g., stereoisomers, 9-cis, and 9-trans) separate pools 

of Viol were postulated, as these would support the continued functions of 

xanthophyll cycle or ABA synthesis, respectively (reviewed in [90]). However, the 

factors determining the functional partitioning of Viol into different pools remain 

largely unknown. 

Finally, the lower steady-state level of ABA and concomitant increased Zea level 

in transgenic plants may be simply due to the lower levels of oxidative stress in the 

chloroplasts of those plants. Light-stress-dependent ABA biosynthesis results from 

inefficient reduction of ascorbic acid (AA) under these conditions. Protonated AA is 

an essential cofactor for ViolDE and synthesis of Zea in the thylakoid lumen [91]. 

The XCar cycle cannot function properly when ascorbate recycling is inefficient and 

Viol accumulates. This can result in ABA synthesis. The ABA increased by 60% in 

leaves of ascorbate-deficient vte1 Arabidopsis plants [92]. Hence, improved NPQ 

may accelerate ascorbate recycling and therefore support Zea synthesis. 

How does annexin affect chloroplast-localized processes? 

Although annexins contain no specific signaling sequences that target them to the 

chloroplast, annexins were found in the chloroplast proteome of some plant species 

(reviewed in [93]). For example, a mustard (Sinapsis alba L.) annexin was found to 

be a component of a multi-subunit chloroplast RNA polymerase A complex [94]; 

however, these results were not confirmed in a subsequent study [95]). Recently, 

ATANN1 was detected in the hydrogen peroxide-sensitive chloroplast proteome 

[96]. These chloroplast localizations remain exceptions. The question then remains 

as to how annexins can affect the processes within the chloroplast? 



 

 

It is probable that annexin-mediated protection of the chloroplast and 

photosynthesis could be an indirect effect of the ability of annexin to counteract 

photooxidative stress. Chloroplasts are one of the major sources of ROS during stress 

in plant cells [11]. ROS derived from electron leakage from overloaded PETC can be 

released to the cytosol where they pose a threat to cellular macromolecules and 

structures and also participate in retrograde chloroplast-to-nucleus signaling [97] and 

pcd induction [33], [98]. Annexin STANN1 was able to attenuate both phases of 

chloroplast-derived oxidative stress. In transgenic plants, the expression of nucleus-

encoded PSII proteins (Figs. S6A–B) and HSPs was modified correspondingly (Figs. 

S6C–D), which strongly suggested that annexins were able to modulate retrograde 

oxidative signaling. The mechanisms underlying this activity are unclear. Annexins 

were proposed to undergo thiol-disulphide cycles in a similar manner to the low-

molecular-weight antioxidant glutathione or thioredoxins [99]. The presence of 

redox-sensitive cysteines has been shown for mammalian AnxA2 [100] and the 

ability of AnxA2 to regulate cellular redox homeostasis by participation in reversible 

cycles of oxidation and reduction of their cysteines was recently confirmed in vivo 

[100, 101]. Since annexins are abundant (it is estimated that in the plant cell they can 

constitute up to 2% of the total soluble proteins) they could participate significantly 

in the cellular protein thiol pool. In our previous study [52], we showed that 

Arabidopsis annexin 1 (ATANN1) contains two cysteines (111 and 239) that are not 

involved in formation of intramolecular disulfide bridge but can undergo 

S-gluthathionylation upon ABA treatment. [96] recently showed that Arabidopsis 

ATANN1 participated in the cellular thiol pool. ATANN1 was one of 24 proteins 

that were oxidized in vivo in Arabidopsis plants after MeV-induced photooxidative 

stress. However, only the first cysteine is preserved in potato annexin STANN1 

(Figure S3 in File S1Figures). STANN1 nevertheless exerts a protective effect, 

which suggests that a different mechanism is involved. 



 

 

Conclusions 

The results obtained in this study clearly indicate that annexin overexpression 

hasis of potential utility inapplication for developing drought-tolerant crop plants. 

Enhanced drought tolerance in transgenic potato plants overexpressing STANN1 

confers greater tolerance is connected to the ability of transgenic potato plants to 

better deal with to high-light stress induced by stomatal closure, and diminished CO2 

supply. The attenuated ROS accumulation was attenuated, ehich  improved 

chloroplast function ;and genetically modified plants were able to maintained 

efficient PSII under stress conditions. Maintenance of a high photosynthetic yield 

even under sub-optimal conditions had a beneficial effect on final crop plant yields 

and biomass production. Thus, aAnnexins are a promising target for manipulation of 

plant tolerance to environmental conditions. 

 

Acknowledgements 

The authors also would like to thank to M. Sc Krzysztof Floras for assistance in 

generation of transgenic plant and dr Greg Clark for critical review of the text and 

helpful discussions. 



 

 

References 

1. Mittler R, Blumwald E (2010) Genetic engineering for modern agriculture: 

challenges and perspectives. Annu Rev Plant Biol 61: 443-462. doi: 

10.1146/annurev-arplant-042809-112116 

2. Bhargava S, Sawant K (2013) Drought stress adaptation: metabolic 

adjustment and regulation of gene expression. Plant Breed. 132: 21–32. doi: 

10.1111/pbr.12004 

3. Reynolds M, Tuberosa R (2008) Translational research impacting on crop 

productivity in drought-prone environments. Curr Opin Plant Biol 11: 171–

179. doi: 10.1016/j.pbi.2008.02.005 

4. Asada K (2006) Production and scavenging of reactive oxygen species in 

chloroplasts and their functions. Plant Physiol 141: 391–396. doi: 

http://dx.doi.org/10.1104/pp.106.082040 

5. Kim C, Meskauskiene R, Apel K, Laloi C (2008). No single way to 

understand singlet oxygen signalling in plants. EMBO Rep 9: 435–439. doi: 

10.1038/embor.2008.57 

6. Pfannschmidt T, Brautigam K, Wagner R, Dietzel L, Schroter Y, Steiner S, 

Nykytenko A (2009) Potential regulation of gene expression in 

photosynthetic cells by redox and energy state: approaches towards better 

understanding. Ann Bot 103: 599–607. doi: 10.1093/aob/mcn081 

7. Foyer CH, Noctor G (2005) Redox homeostasis and antioxidant signaling: a 

metabolic interface between stress perception and physiological responses. 

Plant Cell 17: 1866-1875. doi: http:/dx.doi.org/10.1105/ 

8. Wehner A, Grasses T, Jahns P (2006) De-epoxidation of violaxanthin in the 

minor antenna proteins of photosystem II, LHCB4, LHCB5, and LHCB6. J 

Biol Chem 281: 21924–21933. doi: 10.1074/jbc.M602915200 

9. Krieger-Liszkay A, Fufezan C, Trebst A (2008) Singlet oxygen production in 

photosystem II and related protection mechanism. Photosynth Res 98: 551–

564. doi: 10.1007/s11120-008-9349-3 

10. Dall'Osto L, Holt NE, Kaligotla S, Fuciman M, Cazzaniga S, Carbonera D, 

Frank HA, Alric J, Bassi R (2012) Zeaxanthin protects plant photosynthesis 

by modulating chlorophyll triplet yield in specific light-harvesting antenna 

subunits. J Biol Chem. 287: 41820-41834. doi: 10.1074/jbc.M112.405498 

11. Fischer BB, Hideg E, Krieger-Liszkay A (2013) Production, detection, and 

signaling of singlet oxygen in photosynthetic organisms. Antioxid Redox 

Signal 18: 2145-2162. doi: 10.1089/ars.2012.5124 

12. Triantaphylides C, Krischke M, Hoeberichts FA, Ksas B, Gresser G, Havaux 

M, Van Breusegem F, Mueller MJ (2008) Singlet oxygen is the major 

reactive oxygen species involved in photooxidative damage to plants. Plant 

Physiol 148: 960–968. doi: 10.1104/pp.108.125690 

13. Ramel F, Birtic S, Ginies C, Soubigou-Taconnat L, Triantaphylides C, 

Havaux M (2012) Carotenoid oxidation products are stress signals that 

mediate gene responses to singlet oxygen in plants. Proc Natl Acad Sci USA 

109: 5535-5540. doi: 10.1073/pnas.1115982109. 

14. Shumbe L, Bott R, Havaux M (2014) Dihydroactinidiolide, a high light-

induced β-carotene derivative that can regulate gene expression and 

photoacclimation in Arabidopsis. Mol Plant 7: 1248-1251. doi: 

10.1093/mp/ssu028. 



 

 

15. Shapiguzov A, Vainonen JP, Wrzaczek M, Kangasjarvi J (2012) ROS-talk - 

how the apoplast, the chloroplast, and the nucleus get the message through. 

Front Plant Sci 3: 292. doi: 10.3389/fpls.2012.00292 

16. Niyogi KK, Bjorkman O, Grossman AR (1997) The roles of specific 

xanthophylls in photoprotection. Proc Natl Acad Sci USA 94: 14162-14167. 

17. Niyogi KK, Grossman AR, Bjorkman O (1998) Arabidopsis mutants define a 

central role for the xanthophyll cycle in regulation of photosynthetic energy 

conversion. Plant Cell 10: 1121–1134. doi: 

http://dx.doi.org/10.1105/tpc.10.7.1121 

18. Ware MA, Belgio E, Ruban AV (2014) Comparison of the protective 

effectiveness of NPQ in Arabidopsis plants deficient in PsbS protein and 

zeaxanthine. J Exp Bot in press. doi: 10.1093/jxb/eru477 

19. Mullineaux CW, Ruban AV, Horton P (1994) Prompt heat release associated 

with delta-pH dependent quenching in spinach thylakoid membranes. 

Biochim Biophys Acta, 1185: 119–123. doi: 10.1016/0005-2728(94)90202-X 

20. Li X-P, Bjorkman O, Shih C, Grossman AR, Rosenquist M, Jansson S, 

Niyogi KK (2000) A pigment-binding protein essential for regulation of 

photosynthetic light harvesting. Nature 403: 391–395. doi:10.1038/35000131 

21. Niyogi KK, Li XP, Rosenberg V, Jung HS (2005) Is PsbS the site of non-

photochemical quenching in photosynthesis? J Exp Bot 56: 375–382. doi: 

10.1093/jxb/eri056 

22. Davison PA, Hunter CN, Horton P (2002) Overexpression of beta-carotene 

hydroxylase enhances stress tolerance in Arabidopsis. Nature 418: 203-206. 

doi: 10.1038/nature00861 

23. Baroli I, Do AD, Yamane T, Niyogi KK (2003) Zeaxanthin accumulation in 

the absence of a functional xanthophyll cycle protects Chlamydomonas 

reinhardtii from photooxidative stress. Plant Cell 15: 992–1008. doi: 

http://dx.doi.org/10.1105/tpc.010405 

24. Ruban AV, Belgio E (2014) The relationship between maximum tolerated 

light intensity and photoprotective energy dissipation in the photosynthetic 

antenna: chloroplast gains and losses. Philos Trans R Soc Lond B Biol Sci 

369: 20130222. doi: 10.1098/rstb.2013.0222 

25. Goral TK, Johnson MP, Duffy CD, Brain AP, Ruban AV, Mullineaux CW 

(2012) Light-harvesting antenna composition controls the macrostructure and 

dynamics of thylakoid membranes in Arabidopsis. Plant J 69: 289–301. doi: 

10.1111/j.1365-313X.2011.04790.x 

26. Kereiche S, Kiss AZ, Kouril R, Boekema E, Horton P (2010) The PsbS 

protein controls the macro-organization of photosystem II complexes in the 

grana membranes of higher plant chloroplasts. FEBS Let 584: 754–764. doi: 

10.1016/j.febslet.2009.12.031 

27. Li XP, Gilmore AM, Caffari S, Bassi R, Golan T, Kramer D, Niyogi KK 

(2004) Regulation of light harvesting involves intrathylakoid lumen pH 

sensing by the PsbS protein. J Biol Chem 279: 22866–22874. doi: 

10.1074/jbc.M402461200 

28. Johnson MP, Ruban, AV (2010) Arabidopsis plants lacking PsbS protein 

possess photoprotective energy dissipation. Plant J 61: 283–289. doi: 

10.1111/j.1365-313X.2009.04051.x 

29. Li XP, Bjorkman O, Shih C, Grossman AR, Rosenquist M, Jansson S, Niyogi 

KK (2000) A pigment-binding protein essential for regulation of 

photosynthetic light harvesting. Nature 403, 391–395. doi: 10.1038/35000131 



 

 

30. Peterson RB, Havir EA (2001) Photosynthetic properties of an Arabidopsis 

thaliana mutant possessing a defective PsbS gene. Planta 214: 142–152. 

PMID:11762164 

31. Zia A, Johnson MP, Ruban AV (2011) Acclimation- and mutation-induced 

enhancement of PsbS levels affects the kinetics of non-photochemical 

quenching in Arabidopsis thaliana. Planta 233, 1253-1264. doi: 

10.1007/s00425-011-1380-5 

32. Schmitt FJ, Renger G, Friedrich T, Kreslavksi VD, Zharmukhadmedov SK, 

Los DA, Allakhverdiev SI (2014) Reactive oxygen species: re-evaluation of 

generation, monitoring and role in stress-signaling in phototrophic organisms. 

Biochim Biophys Acta 1837: 385–848. doi: 10.1016/j.bbabio.2014.02.005 

33. Joo H, Wang SY, Chen JG, Jones AM, Fedoroff NV (2005) Different 

signaling and cell death roles of heterotrimeric G protein a and b subunits in 

the Arabidopsis oxidative stress responsed to ozone. Plant Cell 17: 957. doi: 

http://dx.doi.org/10.1105/tpc.104.029603 

34. Montillet J-L, Chamnongpol S, Rusterucci C, Dat J, Van de Cotte B, Agnel J-

P, Battesti C, Inze D, Van Breusegem F, Triantaphylides C (2005) Fatty acid 

hydroperoxides and H2O2 in the execution of hypersensitive cell death in 

tobacco leaves. Plant Physiol 138: 1516–1526. 

http://dx.doi.org/10.1104/pp.105.059907 

35. Christmann A, Hoffmann T, Teplova I, Grill E, Muller A (2004) Generation 

of active pools of abscisic acid revealed by in vivo imaging of water-stressed 

Arabidopsis. Plant Physiol 137: 209-219. 

http://dx.doi.org/10.1104/pp.104.053082 

36. Aimar D, Calafat M, Andrade AM, Carassay L, Abdala GI , Molas ML 

(2011) Drought tolerance and stress hormones: from model organisms to 

forage crops. In Agricultural and Biological Sciences Plants and 

Environment, Hemanth KN. Vasanthaiah and Devaiah Kambiranda ed. 

Chapter 6. ISBN 978-953-307-779-6 

37. Rivero RM, Shulaev V, Blumwald E(2009) Cytokinin-dependent 

photorespiration and the protection of photosynthesis during water deficit. 

Plant Physiol 150: 1530-1540. doi: 10.1104/pp.109.139378 

38. Huynh le N, Vantoai T, Streeter J, Banowetz G (2005) Regulation of flooding 

tolerance of SAG12:ipt Arabidopsis plants by cytokinin. J Exp Bot 56: 1397-

1407. 10.1093/jxb/eri141 

39. Ghanem ME, Albacete A, Smigocki AC, Frebort I, Pospisilova H, Martinez-

Andujar C, Acosta M, Sanchez-Bravo J, Lutts S, Dodd IC, Perez-Alfocea F 

(2011) Root-synthesized cytokinins improve shoot growth and fruit yield in 

salinized tomato (Solanum lycopersicum L.) plants. J Exp Bot 62: 125-140. 

doi: 10.1093/jxb/erq266 

40. Belintani NG, Guerzoni JTS, Moreira RMP, Vieira LGE (2012) Improving 

low-temperature tolerance in sugarcane by expressing the ipt gene under a 

cold inducible promoter. Biol Plant 56: 71-77. doi: 10.1007/s10535-012-

0018-1 

41. Kuppu S, Mishra N, Mishra N, Hu RB, Sun L, Zhu XL, Shen GX, Blumwald 

E, Payton P, Zhang H (2013) Water-deficit inducible expression of a 

cytokinin biosynthetic gene IPT improves drought tolerance in cotton. PLoS 

One 8: e64190. doi: 10.1371/journal.pone.0064190 

42. Fujita M, Fujita Y, Noutoshi Y, Takahashi F, Narusaka Y, Yamaguchi-

Shinozaki K, Shinozaki K (2006) Crosstalk between abiotic and biotic stress 



 

 

responses: a current view from the points of convergence in the stress 

signaling networks. Curr Opin Plant Biol 9: 436-42. 9436. doi: 

10.1016/j.pbi.2006.05.014 

43. Yuan S, Lin HH (2008) Role of salicylic acid in plant abiotic stress. Z 

Naturforsch C. 63: 313-320. PMID:1866901 

44. Janda T, Gondor OK, Yordanova R, Szalai, Pal M (2014) Salicylic acid and 

photosynthesis: signalling and effects. Acta Physiol Plant 36: 2537-2546. doi: 

10.1007/s11738-014-1620-y 

45. Pal M, Kovacs V, Szalai G, Soos V, Ma X, Liu H, Mei H, Janda T (2014), 

Salicylic acid and abiotic stress responses in rice. J Agr Crop Sci 200: 1–11. 

doi: 10.1111/jac.12037 

46. Ochsenbein C, Przybyla D, Danon A, Landgraf F, Gobel C, Imboden A, 

Feussner I, Apel K (2006) The role of EDS1 (enhanced disease susceptibility) 

during singlet oxygen-mediated stress responses of Arabidopsis. Plant J 

47:445–456. doi: 10.1111/j.1365-313X.2006.02793.x 

47. Danon A, Miersch O, Felix G, op den Camp RG, Apel K (2005) Concurrent 

activation of cell death-regulating signaling pathways by singlet oxygen in 

Arabidopsis thaliana. Plant J 41: 68–80. doi: 10.1111/j.1365-

313X.2004.02276.x 

48. Muhlenbock P, Szechynska-Hebda M, Plaszczyca M, Baudo M, Mateo A, 

Mullineaux PM, Parker JE, Karpinska B, Karpinski S (2008) Chloroplast 

signaling and LESION SIMULATING DISEASE1 regulate crosstalk 

between light acclimation and immunity in Arabidopsis. Plant Cell 20: 2339–

2356. doi: 10.1105/tpc.108.059618 

49. Doyle SM, Diamond M, McCabe PF (2010) Chloroplast and reactive oxygen 

species involvement in apoptotic-like programmed cell death in Arabidopsis 

suspension cultures. J Exp Bot 61: 473–482. doi:10.1093/jxb/erp320 

50. Landoni M, De Francesco A, Bellatti S, Delledonne M, Ferrarini A, Venturini 

L, Pilu R, Bononi M, Tonelli C (2013) A mutation in the FZL gene of 

Arabidopsis causing alteration in chloroplast morphology results in a lesion 

mimic phenotype. J Exp Bot 64, 4313-28. doi: 10.1093/jxb/ert237. 

51. Wituszynska W, Karpinski S (2013) Programmed cell death as the response 

to high light, UV and drought stress in plants. In: Vahdati K, Leslie Ch, (eds.) 

Abiotic stress - plant responses and applications in agriculture Publisher: 

InTech, Rijeka, Croatia, pp 207-246. ISBN 980-953-307-673-2. 

52. Konopka-Postupolska D, Clark G, Goch G, Debski J, Floras K, Cantero A, 

Fijolek B, Roux S, Hennig J (2009) The role of annexin 1 in drought stress in 

Arabidopsis. Plant Physiol 150: 1394–1410. doi: 10.1104/pp.109.135228 

53. Clark G, Konopka-Postupolska D, Hennig J, Roux S (2010) Is annexin 1 a 

multifunctional protein during stress responses? Plant Signal Behav 5: 1-5. 

doi: 10.4161/psb.5.3.10835 

54. Baulcombe DC, Saunders GR, Bevan MW, Mayo MA, Harrison BD (1986) 

Expression of biologically active viral satellite RNA from the nuclear 

genome of transformed plants. Nature 321: 446-449. doi:10.1038/321446a0 

55. Mac A, Krzymowska M, Barabasz A, Hennig J (2004) Transcriptional 

regulation of the gluB promoter during plant response to infection. Cell Mol 

Biol Lett 9: 843–853.  

56. Nicot N, Hausman JF, Hoffmann L, Evers D (2005) Housekeeping gene 

selection for real-time RT-PCR normalization in potato during biotic and 

abiotic stress. J Exp Bot 56: 2907-2914. 10.1093/jxb/eri285 



 

 

57. Vasquez-Robinet C, Mane SP, Ulanov A V, Watkinson JI, Stromberg VK, 

De Koeyer D, Schafleitner R, Willmot DB, Bonierbale M, Bohnert HJ, Grene 

R (2008) Physiological and molecular adaptations to drought in Andean 

potato genotypes. J Exp Bot 59: 2109–2123. doi: 10.1093/jxb/ern073 

58. Dobrev PI, Kaminek M (2002) Fast and efficient separation of cytokinins 

from auxin and abscisic acid and their purification using mixed-mode solid-

phase extraction. J Chrom A 950: 21-29. doi: 10.1016/s0021-9673(02)00024-

9 

59. Dobrev, PI, Vankova R (2012) Quantification of abscisic acid, cytokinin, and 

auxin content in salt-stressed plant tissues. Methods Mol Biol 913: 251–261. 

doi: 10.1007/978-1-61779-986-0_17 

60. Hipkins MF, Baker N (1986) Photosynthesis energy transduction, a practical 

approach. In: Hipkins MF BN, ed. Spectroscopy. Oxford: Press, pp 51–101. 

61. Seregelyes C, Barna B, Hennig J, Konopka D, Pasternak TP, Lukacs N, Feher 

A, Horvath GV, Dudits D (2003) Phytoglobins can interfere with nitric oxide 

functions during plant growth and pathogenic responses: a transgenic 

approach. Plant Sci 165: 541–550.doi: 10.1016/S0168-9452(03)00213-9 

62. Fotopoulos V, De Tullio MC, Barnes J, Kanellis AK (2008) Altered stomatal 

dynamics in ascorbate oxidase overexpressing tobacco plants suggest a role 

for dehydroascorbate signalling. J Exp Bot 59: 729-737. doi: 

10.1093/jxb/erm359 

63. Hodges DM, Delong JM, Forney CF, Prange RK (1993) Improving the 

thiobarbituric acid-reactive-substances assay for estimating lipid peroxidation 

in plant tissues containing anthocyanin and other interfering compounds. 

Planta 207: 604 – 611. doi: 10.1007/s004250050524 

64. Hoser R, Zurczak M, Lichocka M, Zuzga S, Dadlez M, Samuel MA, Ellis 

BE, Stuttmann J, Parker JE, Hennig J, Krzymowska M (2013) 

Nucleocytoplasmic partitioning of tobacco N receptor is modulated by SGT1. 

New Phytol 200: 158-171. doi: 10.1111/nph.12347 

65. Jami SK, Clark GB, Ayele BT, Roux SJ, Kirti PB (2012) Identification and 

characterization of annexin gene family in rice. Plant Cell Rep 31: 813–825. 

doi: 10.1007/s00299-011-1201-0 

66. Lu Y, Ouyang B, Zhang J, Wang T, Lu C, Han Q, Zhao S, Ye Z, Li H (2012) 

Genomic organization, phylogenetic comparison and expression profiles of 

annexin gene family in tomato (Solanum lycopersicum). Gene 499: 14–24. 

doi: 10.1016/j.gene.2012.03.026 

67. Zhu J, Yuan S, Wei G, Qian D, Wu X, Jia H, Gui M, Liu W, An L, Xiang Y 

(2014) Annexin5 is essential for pollen development in Arabidopsis. Mol 

Plant 7: 751-754. doi: 10.1093/mp/sst171 

68. Zhu J, Wu X, Yuan S, Qian D, Nan Q, An L, Xiang Y (2014) Annexin5 plays 

a vital role in Arabidopsis pollen development via Ca2+-dependent 

membrane trafficking. PLoS One 9, e102407. doi: 

10.1371/journal.pone.0102407. 

69. Rivero RM, Kojima M, Gepstein A, Sakakibara H, Mittler R, Gepstein S, 

Blumwald E (2007) Delayed leaf senescence induces extreme drought 

tolerance in a flowering plant. Proc Natl Acad Sci USA 104: 19631–19636. 

doi: 10.1073/pnas.0709453104 

70. Horvath E, Szalai G, Janda T (2007) Induction of abiotic stress tolerance by 

salicylic acid signaling. J Plant Growth Regul 26, 290-300. 10.1007/s00344-

007-9017-4 



 

 

71. Li G, Peng X, Wei L, Kang G (2013) Salicylic acid increases the contents of 

glutathione and ascorbate and temporally regulates the related gene 

expression in salt-stressed wheat seedlings. Gene 529, 321-325. doi: 

10.1016/j.gene.2013.07.093 

72. Pinnola A, Dall'Osto L, Gerotto C, Morosinotto T, Bassi R, Alboresi A 

(2013) Zeaxanthin binds to light-harvesting complex stress-related protein to 

enhance nonphotochemical quenching in Physcomitrella patens. Plant Cell 

25: 3519-3534. doi: 10.1105/tpc.113.114538 

73. Horton P, Ruban AV (1992) Regulation of photosystem II. Photosynth Res 

34: 375–385. doi: 10.1007/BF00029812  

74. Horton P, Johnson MP, Perez-Bueno ML, Kiss AZ, Ruban AV (2008) 

Photosynthetic acclimation: does the dynamic structure and macro-

organisation of photosystem II in higher plant grana membranes regulate light 

harvesting states? FEBS J 275: 1069-1079. doi: 10.1111/j.1742-

4658.2008.06263.x. 

75. Murchie EH, Niyogi KK (2011) Manipulation of photoprotection to improve 

plant photosynthesis. Plant Physiol 155: 86–92. doi: 10.1104/pp.110.168831 

76.  Jami SK, Clark GB, Turlapati SA, Handley CA, Roux SJ, Kirti PB (2008) 

Ectopic expression of an annexin from Brassica juncea confers tolerance to 

abiotic and biotic stress treatments in transgenic tobacco. Plant Physiol 

Biochem 46, 1019–1030. doi: doi: 10.1016/j.plaphy.2008.07.006  

77. Divya K, Kirti SKJPB (2010) Constitutive expression of mustard annexin, 

AnnBj1 enhances abiotic stress tolerance and fiber quality in cotton under 

stress. Plant Mol Biol 73: 293–308. doi: 10.1007/s11103-010-9615-6 

78. Dalal A, Kumar A, Yadav D, Gudla T, Viehhauser A, Dietz KJ, Kirti PB 

(2014) Alleviation of methyl viologen-mediated oxidative stress by Brassica 

juncea annexin-3 in transgenic Arabidopsis. Plant Sci 219-220: 9-18. doi: 

10.1016/j.plantsci.2013.12.016 

79. Havaux M, Dall’Osto L, Bassi R (2007) Zeaxanthin has enhanced antioxidant 

capacity with respect to all other xanthophylls in Arabidopsis leaves and 

functions independent of binding to PSII antennae. Plant Physiol 145: 1506–

1520. http://dx.doi.org/10.1104/pp.107.108480 

80. Ramel F, Mialoindama AS, Havaux M (2013) Nonenzymic carotenoid 

oxidation and photooxidative stress signaling in plants. J Exp Bot 64: 799-

805. doi: 10.1093/jxb/ers223 

81. Sakuraba Y, Balazadeh S, Tanaka R, Mueller-Roeber B, Tanaka A (2012) 

Overproduction of chl B retards senescence through transcriptional 

reprogramming in Arabidopsis. Plant Cell Physiol 53: 505–517. doi: 

10.1093/pcp/pcs006 

82. Ruiz-Sola MA and Manuel Rodríguez-Concepcion M-R (2012) Carotenoid 

biosynthesis in Arabidopsis: a colorful pathway. Arabidopsis Book 10: 

e0158. doi: 10.1199/tab.0158. Available: http://www.arabidopsisbook.org/ 

83. Jahns P, Latowski D, Strzalka K (2009) Mechanism and regulation of the 

violaxanthin cycle: the role of antenna proteins and membrane lipids. 

Biochim Biophys Acta 1787: 3-14. doi: 10.1016/j.bbabio.2008.09.013 

84. Demmig-Adams B, Adams WW (2006) Photoprotection in an ecological 

context: the remarkable complexity of thermal energy dissipation. New 

Phytol 172: 11–21. doi: 10.1111/j.1469-8137.2006.01835.x 

85. Reinhold C, Niczyporuk S, Beran KC, Peter Jahns P (2008) Short-term 

down-regulation of zeaxanthin epoxidation in Arabidopsis thaliana in 



 

 

response to photo-oxidative stress conditions. Biochim Biophys Acta 1777: 

462–469. doi: 10.1016/j.bbabio.2008.03.002 

86. Latowski D, Akerlund H, Strzalka K (2004) Violaxanthin de-epoxidase, the 

xanthophyll cycle enzyme, requires lipid inverted hexagonal structures for its 

activity. Biochemistry 43: 15–18. doi: 10.1021/bi049652g 

87. Latowski D, Kruk J, Burda K, Skrzynecka-Jaskier M, Kostecka-Gugała A, 

Strzałka K (2002) Kinetics of violaxanthin de-epoxidation by violaxanthin 

de-epoxidase, a xanthophyll cycle enzyme, is regulated by membrane fluidity 

in model lipid bilayers. Eur J Biochem 269: 4656-4665. doi: 10.1046/j.1432-

1033.2002.03166.x 

88. Szilagyi A, Sommarin M, Akerlund H-E (2007) Membrane curvature stress 

controls the maximal conversion of violaxanthin to zeaxanthin in the 

violaxanthin cycle—influence of α-tocopherol, cetylethers, linolenic acid, and 

temperature. Biochim Biophys Acta 1768: 2310–2318. 

doi:10.1016/j.bbamem.2007.06.001 

89. Finkelstein R (2013) Abscisic acid synthesis and response. Arabidopsis Book 

(2013) 11: e0166. doi: 10.1199/tab.0166. Available: 

http://www.arabidopsisbook.org/ 

90. Seo M, Koshiba T (2002) The complex regulation of ABA biosynthesis in 

plants. Trends Plant Sci 7: 41–48. 10.1016/S1360-1385(01)02187-2 

91. Baier M, Dietz KJ (2005) Chloroplasts as source and target of cellular redox 

regulation: a discussion on chloroplast redox signals in the context of plant 

physiology. J Exp Bot 56: 1449-1462. doi: 10.1093/jxb/eri161 

92. Pastori GM, Kiddle G, Antoniw J, Bernard S, Veljovic-Jovanovic S, Verrier 

PJ, Noctor G, Foyer CH (2003) Leaf vitamin C contents modulate plant 

defense transcripts and regulate genes that control development through 

hormone signaling. Plant Cell 15: 939-951. doi: 10.1105/tpc.010538 

93. Clark GB, Morgan RO, Fernandez M, Roux SJ (2012) Evolutionary 

adaptation of plant annexins has diversified their molecular structures , 

interactions and functional roles. New Phytol 196: 695–712. doi: 

10.1111/j.1469-8137.2012.04308.x 

94. Pfannschmidt T, Ogrzewalka K, Baginsky S, Sickmann A, Meyer HE, Link 

G (2000) The multisubunit chloroplast RNA polymerase A from mustard 

(Sinapis alba L.). Integration of a prokaryotic core into a larger complex with 

organelle-specific functions. Eur J Biochem 261: 253–261. doi: 

10.1046/j.1432-1327.2000.00991.x 

95. Steiner S, Schroter Y, Pfalz J, Pfannschmidt T (2011) Identification of 

essential subunits in the plastid-encoded RNA polymerase complex reveals 

building blocks for proper plastid development. Plant Physiol 157: 1043–

1055. doi: 10.1104/pp.111.184515 

96. Muthuramalingam M, Matros A, Scheibe R, Mock H-P, Dietz K-J (2013) The 

hydrogen peroxide-sensitive proteome of the chloroplast in vitro and in vivo. 

Front Plant Sci 4: 54.doi:10.3389/fpls.2013.00054 

97. Maruta T, Noshi M, Tanouchi A, Tamoi M, Yabuta Y, Yoshimura K, 

Ishikawa T, Shigeoka S (2012) H2O2-triggered retrograde signaling from 

chloroplasts to nucleus plays specific role in response to stress. J Biol Chem 

287: 11717-21179. doi: 10.1074/jbc.M111.292847 

98. Zurbriggen MD, Carrillo N, Hajirezaei M-R (2010) ROS signaling in the 

hypersensitive response. When, where and what for? Plant Sign Behav 5: 

393–396. doi: 10.4161/psb.5.4.10793 



 

 

99. Couturier J, Chibani K, Jacquot J-P, Rouhier N (2013) Cysteine–based redox 

regulation and signaling in plants. Frontiers Plant Sci 4: 105. doi: 

10.3389/fpls.2013.00105 

100. Caplan JF, Filipenko NR, Fitzpatrick SL, Waisman DM (2004) Regulation 

of annexin A2 by reversible glutathionylation. J Biol Chem 279: 7740-7750. 

doi: 10.1074/jbc.M313049200 

101. Kwon M, Yoon C, Jeong W, Rhee S, Waisman D (2005) Annexin A2-

S100A10 heterotetramer, a novel substrate of thioredoxin. J Biol Chem 280: 

23584–23592. doi: 10.1074/jbc.M504325200 

102. Madureira PA, Hill R, Miller VA, Giacomantonio C, Lee PW, Waisman 

DM (2011) Annexin A2 is a novel cellular redox regulatory protein involved 

in tumorigenesis. Oncotarget 2: 1075-1093. PMID: 22185818 

 

1. Bhargava S, Sawant K (2013) Drought stress adaptation: metabolic 

adjustment and regulation of gene expression. Plant Breed 132: 21–32. 

2. Mittler R, Blumwald E (2010) Genetic engineering for modern agriculture: 

challenges and perspectives. Annu Rev Plant Biol 61: 443-462. 

3. Reynolds M, Tuberosa R (2008) Translational research impacting on crop 

productivity in drought-prone environments. Curr Opin Plant Biol 11: 171-

179. 

4. Rizhsky L, Liang HJ, Shuman J, Shulaev V, Davletova S, Mittler R (2004) 

When defense pathways collide. The response of Arabidopsis to a 

combination of drought and heat stress. Plant Physiol 134: 1683-1696. 

5. Mittler R (2006) Abiotic stress, the field environment and stress combination. 

Trends Plant Sci 11: 15-19. 

6. Asselbergh B, De Vieesschauwer D, Hofte M (2008) Global switches and 

fine-tuning—ABA modulates plant pathogen defense. Mol Plant Microbe Int 

21: 709-719. 

7. Tripathy BC, Oelmuller R (2012) Reactive oxygen species generation and 

signaling in plants. Plant Signal Behav 7: 1621-1633.  

8. Bykova NV, Rampitsch C (2013) Modulating protein function through 

reversible oxidation: Redox-mediated processes in plants revealed through 

proteomics. Proteomics 13: 579-596. 

9. Baxter A, Mittler R, Suzuki N (2014) ROS as key players in plant stress 

signaling. J Exp Bot 65: 1229-1240. 

10. Schmidt R, Schippers JHM (2015) ROS-mediated redox signaling during cell 

differentiation in plants. Biochim Biophys Acta 

http://dx.doi.org/10.1016/j.bbagen.2014.12.020 

11. Foyer CH, Noctor G (2013) Redox signaling in plants. Antioxid Redox 

Signal 18: 2087-2090. 

12. Foyer CH (2005) Redox homeostasis and antioxidant signaling: a metabolic 

interface between stress perception and physiological responses. Plant Cell 

17: 1866–1875. 

13. Shao H, Chu LY, Shao M, Jaleel ca, Hong-mei M (2008a) Higher plant 

antioxidants and redox signaling under environmental stresses. Comptes 

Rendus Biologies 331: 433–441. 

14. Shao HB, Chu LY, Lu ZH, Kang CM (2008b) Primary antioxidant free 

radical scavenging and redox signaling pathways in higher plant cells. Int J 

Biol Sci 4: 8-14. 



 

 

15. Suzuki N, Mittler R (2012) Reactive oxygen species-dependent wound 

responses in animals and plants. Free Rad Biol Med 53: 2269–2276. 

16. Suzuki N, Koussevitzky S, Mittler R, Miller G (2012) ROS and redox 

signalling in the response of plants to abiotic stress. Plant Cell Environ 35: 

259-70. 

17. Asada K (2006) Production and scavenging of reactive oxygen species in 

chloroplasts and their functions. Plant Physiol 141, 391-396. 

18. Fischer BB, Hideg E, Krieger-Liszkay A (2013) Production, detection, and 

signaling of singlet oxygen in photosynthetic organisms. Antioxid Redox 

Signal 18: 2145-2162. 

19. Pfannschmidt T, Brautigam K, Wagner R, Dietzel L, Schroter Y, Steiner S, 

Nykytenko A (2009) Potential regulation of gene expression in 

photosynthetic cells by redox and energy state: approaches towards better 

understanding. Ann Bot 103: 599–607. 

20. Foyer CH, Shigeoka S (2011) Understanding oxidative stress and antioxidant 

functions to enhance photosynthesis. Plant Physiol 155: 93–100. 

21. Asada K (1999) The water-water cycle in chloroplasts: scavenging of active 

oxygens and dissipation of excess photons. Ann Rev Plant Physiol Plant Mol 

Biol 50: 601–639. 

22. Sharma P, Jha AB, Dubey RS, Pessarakli M (2012) Reactive oxygen species, 

oxidative damage, and antioxidative defense mechanism in plants under 

stressful conditions. J. Bot doi:10.1155/2012/217037 

23. Foyer CH, Neukermans J, Queval G, Noctor G, Harbinson J (2012) 

Photosynthetic control of electron transport and the regulation of gene 

expression. J Exp Bot 63: 1637-1661. 

24. Petrov VD, van Breusegem F (2012) Hydrogen peroxide—a central hub for 

information flow in plant cells. AoB Plants pls014. 

25. Bienert GP, Chaumont F (2014) Aquaporin-facilitated transmembrane 

diffusion of hydrogen peroxide. Biochim Biophys Acta 1840: 1596-1604. 

26. Mano J, Ohno C, Domae Y, Asada K (2001) Chloroplastic ascorbate 

peroxidase is the primary target of methylviologen-induced photooxidative 

stress in spinach leaves: its relevance to monodehydroascorbate radical 

detected with in vivo ESR. Biochim Biophys Acta 1504: 275-287. 

27. Mubarakshina MM, Ivanov BN, Naydov IA, Hillier W, Badger MR, Krieger-

Liszkay A (2010) Production and diffusion of chloroplastic H2O2 and its 

implication to signalling. J Exp Bot 61: 3577–3587. 

28. Naydov IA, Mubarakshina MM, Ivanov BN (2012) Formation kinetics and 

H2O2 distribution in chloroplasts and protoplasts of photosynthetic leaf cells 

of higher plants under illumination. Biochemistry (Moscow) 77: 143-151. 

29. Kwak JM, Mori IC, Pei ZM, Leonhardt N, Torres MA, Dangl JL, Bloom RE, 

Bodde S, Jones JD, Schroeder JI (2003) NADPH oxidase AtrbohD and 

AtrbohF genes function in ROS-dependent ABA signaling in Arabidopsis. 

EMBO J 22: 2623-2633. 

30. Kwak JM, Nguyen V, Schroeder JI (2006) The role of reactive oxygen 

species in hormonal responses. Plant Physiol 141: 323–329. 

31. Ishibashi Y, Tawaratsumida T, Kondo K, Kasa S, Sakamoto M, Aoki N, 

Zheng SH, Yuasa T, Iwaya-Inoue M (2012) Reactive oxygen species are 

involved in gibberellin/abscisic acid signaling in barley aleurone cells. Plant 

Physiol 158: 1705–1714. 



 

 

32. Lin F, Ding H, Wang J, Zhang H, Zhang A, Zhang Y, Tan M, Dong W, Jiang 

M (2009) Positive feedback regulation of maize NADPH oxidase by 

mitogen-activated protein kinase cascade in abscisic acid signalling. J Exp 

Bot 60: 3221-3238. 

33. Schraudner M, Moeder W, Wiese C, Camp WV, Inze D, Langebartels C, 

Sandermann H Jr (1998) Ozone-induced oxidative burst in the ozone 

biomonitor plant, tobacco Bel W3. Plant J 16: 235-245. 

34. Joo JH, Wang S, Chen JG, Jones AM, Fedoroff NV (2005) Different 

signaling and cell death roles of heterotrimeric G protein alpha and beta 

subunits in the Arabidopsis oxidative stress response to ozone. Plant Cell 17: 

957–970. 

35. Xie Y-J, Xu S, Han B, Wu M-Z, Yuan X-X, Han Y, Gu Q, Xu DK, Yang Q, 

Shen WB (2011) Evidence of Arabidopsis salt acclimation induced by up-

regulation of HY1 and the regulatory role of RbohD-derived reactive oxygen 

species synthesis. Plant J 66: 280–292. 

36. Noctor G, Veljovic-Jovanovic S, Driscoll S, Novitskaya L, Foyer CH (2002) 

Drought and oxidative load in the leaves of C3 plants: a predominant role for 

photorespiration? Ann Bot 89: 841-850.  

37. Voss I, Sunil B, Scheibe R, Raghavendra AS. 2013. Emerging concept for the 

role of photorespiration as an important part of abiotic stress response. Plant 

Biol (Stuttg) 15: 713-722. 

38. Rivero RM, Shulaev V, Blumwald E (2009) Cytokinin-dependent 

photorespiration and the protection of photosynthesis during water deficit. 

Plant Physiol 150: 1530-1040. 

39. Foyer CH, Noctor G (2011) Ascorbate and glutathione: the heart of the redox 

hub. Plant Physiol 155: 2-18. 

40. Mittler R (2002) Oxidative stress, antioxidants and stress tolerance. Trends 

Plant Sci 7: 405–410. 

41. Apel K, Hirt H (2004) Reactive oxygen species: metabolism, oxidative stress, 

and signal transduction. Annu Rev Plant Biol 55: 373-399. 

42. Gill SS, Tuteja N (2010) Reactive oxygen species and antioxidant machinery 

in abiotic stress tolerance in crop plants. Plant Physiol Biochem 48: 909-930. 

43. Davletova S, Rizhsky L, Liang H, Shengqiang Z, Oliver DJ, Coutu J, Shulaev 

V, Schlauch K, Mittler R (2005) Cytosolic ascorbate peroxidase 1 is a central 

component of the reactive oxygen gene network of Arabidopsis. Plant Cell 

17: 268–281. 

44. Miller G, Suzuki N, Rizhsky L, Hegie A, Koussevitzky S, Mittler R (2007) 

Double mutants deficient in cytosolic and thylakoid ascorbate peroxidase 

reveal a complex mode of interaction between reactive oxygen species, plant 

development, and response to abiotic stresses. Plant Physiol. 144: 1777-1785. 

45. Miller G, Shulaev V, Mittler R (2008) Reactive oxygen signalling and abiotic 

stress. Physiol Plant 133: 481-489. 

46. Gao Q, Zhang L (2008) Ultraviolet-B-induced oxidative stress and 

antioxidant defense system responses in ascorbate-deficient vtc1 mutants of 

Arabidopsis thaliana. J Plant Physiol 165: 138–148. 

47. Mhamdi A, Hager J, Chaouch S, Queval G, Han Y, Taconnat L, Saindrenan 

P, Gouia H, Issakidis-Bourguet E, Renou J-P, Noctor G (2010) Arabidopsis 

GLUTATHIONE REDUCTASE1 plays a crucial role in leaf responses to 

intracellular hydrogen peroxide and in ensuring appropriate gene expression 



 

 

through both salicylic acid and jasmonic acid signaling pathways. Plant 

Physiol 153: 1144-1160. 

48. Bechtold U, Murphy DJ, Mullineaux PM (2004) Arabidopsis peptide 

methionine sulfoxide reductase2 prevents cellular oxidative damage in long 

nights. Plant Cell 16: 908-919. 

49. Clark GB, Morgan RO, Fernandez MP, Roux SJ (2012) Evolutionary 

adaptation of plant annexins has diversified their molecular structures, 

interactions and functional roles. New Phytol 196: 695-712. 

50. Mortimer JC, Laohavisit A, Macpherson N, Webb A, Brownlee C, Battey 

NH, Davies JM (2008) Annexins: multifunctional components of growth and 

adaptation. J Exp Bot 59: 533-44. 

51. Laohavisit A, Brown AT, Cicuta P, Davies JM (2010) Annexins: components 

of the calcium and reactive oxygen signaling network. Plant Physiol 152: 

1824-1829. 

52. Laohavisit A, Davies JM (2011) Annexins. New Phytol 189: 40-53. 

53. Konopka-Postupolska D, Clark G, Hofmann A. 2011. Structure, function and 

membrane interactions of plant annexins: An update. Plant Sci 181: 230–241. 

54. Gidrol X, Sabelli PA, Fern YS, Kush AK (1996) Annexin-like protein from 

Arabidopsis thaliana rescues delta oxyR mutant of Escherichia coli from 

H2O2 stress. Proc Natl Acad Sci USA 93: 11268-11273. 

55. Jami SK, Clark GB, Turlapati SA, Handley C, Roux SJ, Kirti PB (2008) 

Ectopic expression of an annexin from Brassica juncea confers tolerance to 

abiotic and biotic stress treatments in transgenic tobacco. Plant Physiol 

Biochem 46: 1019-1030. 

56. Konopka-Postupolska D, Clark G, Goch G, Debski J, Floras K, Cantero A, 

Fijolek B, Roux S, Hennig J (2009) The role of annexin 1 in drought stress in 

Arabidopsis. Plant Physiol 150: 1394-1410. 

57. Divya K, Jami SK, Kirti PB (2010) Constitutive expression of mustard 

annexin, BjAnn1 enhances abiotic stress tolerance and fiber quality in cotton 

under stress. Plant Mol Biol 73: 293-308. 

58. Chu P, Chen H, Zhou Y, Li Y, Ding Y, Jiang L, Tsang EW, Wu K, Huang S 

(2012) Proteomic and functional analyses of Nelumbo nucifera annexins 

involved in seed thermotolerance and germination vigor. Planta 235: 1271-

1288. 

59. Sareddy GR, Divya K, Kirti PB, Prakash Babu P (2013) Novel 

antiproliferative and antioxidant role of BJANN1, a mustard annexin protein 

in human glioblastoma cell lines. J Cancer Sci Ther 5: 256-263, 

60. Dalal A, Vishwakarma A, Singh NK, Gudla T, Bhattacharyya MK, 

Padmasree K, Viehhauser A, Dietz KJ, Kirti PB (2014a) Attenuation of 

hydrogen peroxide-mediated oxidative stress by Brassica juncea annexin-3 

counteracts thiol-specific antioxidant (TSA1) deficiency in Saccharomyces 

cerevisiae. FEBS Lett 588:584-93. 

61. Dalal A, Kumar A, Yadav D, Gudla T, Viehhauser A, Dietz KJ, Kirti PB 

(2014b) Alleviation of methyl viologen-mediated oxidative stress by Brassica 

juncea annexin-3 in transgenic Arabidopsis. Plant Sci 219-220: 9-18. 

62. Richards SL, Laohavisit A, Mortimer JC, Shabala L, Swarbreck SM, Shabala 

S, Davies JM (2014) Annexin 1 regulates the H2O2-induced calcium 

signature in Arabidopsis thaliana roots. Plant J 77: 136-145. 

63. Laohavisit A, Richards SL, Shabala L, Chen C, Colaco RD, Swarbreck SM, 

Shaw E, Dark A, Shabala S, Shang Z, Davies JM (2013) Salinity-induced 



 

 

calcium signaling and root adaptation in Arabidopsis require the calcium 

regulatory protein annexin1. Plant Physiol 163: 253-262. 

64. Hoekstra AY, Hung PQ (2005) Globalisation of water resources: 

international virtual water flows in relation to crop trade. Global Environ 

Change 15: 45–56. 

65. Salekdeh GH, Reynolds M, Bennett J, Boyer J (2009) Conceptual framework 

for drought phenotyping during molecular breeding. Trends Plant Sci 14: 

488-496. 

66. Jefferies R, Mackerron D (2008) Responses of potato genotypes to drought. 

II. Leaf area index, growth and yield. Ann Appl Biol 122: 105-122. 

67. Hassanpanah D (2010) Evaluation of potato cultivars for resistance against 

water deficit stress under in vivo conditions. Potato Res 53: 383-392. 

68. Monneveux P, Ramírez DA, Pino MT. 2013. Drought tolerance in potato (S. 

tuberosum L.): Can we learn from drought tolerance research in cereals? 

Plant Sci 205-206: 76-86. 

69. Chaves I, Pinheiro C, Paiva JA, Planchon S, Sergeant K, Renaut J, Graca JA, 

Costa G, Coelho AV, Ricardo CP (2009) Proteomic evaluation of wound-

healing processes in potato (Solanum tuberosum L.) tuber tissue. Proteomics 

9: 4154-4175. 

70. Murphy JP, Kong F, Pinto DM, Wang-Pruski G (2010) Relative quantitative 

proteomic analysis reveals wound response proteins correlated with after-

cooking darkening. Proteomics 10: 4258–4269. 

71. Urbany C, Colby T, Stich B, Schmidt L, Schmidt J, Gebhardt C (2012) 

Analysis of natural variation of the potato tuber proteome reveals novel 

candidate genes for tuber bruising. J Proteome Res 11: 703-716. 

72. Folgado R, Panis B, Sergeant K, Renaut J, Swennen R, Hausman J-F (2013) 

Differential protein expression in response to abiotic stress in two potato 

species: Solanum commersonii Dun and Solanum tuberosum L. Int J Mol Sci 

14: 4912–4933. 

73. Aghaei K, Ehsanpour AA, Komatsu S (2008) Proteome analysis of potato 

under salt stress. J Proteome Res 7: 4858–4868. 

74. Lehesranta SJ, Davies HV, Shepherd LVT, Nunan N, McNicol JW, Auriola 

S, Koistinen M, Suomalainen, Harri I, Kokko K (2005) Comparison of tuber 

proteomes of potato varieties, landraces, and genetically modified lines. Plant 

Physiol 138: 1690–1699. 

75. Baulcombe DC, Saunders GR, Bevan MW, Mayo MA, Harrison BD (1986) 

Expression of biologically active viral satellite RNA from the nuclear 

genome of transformed plants. Nature 321: 446-449. 

76. Mac A, Krzymowska M, Barabasz A, Hennig J (2004) Transcriptional 

regulation of the gluB promoter during plant response to infection. Cell Mol 

Biol Lett 9: 843–853.  

77. Nicot N, Hausman JF, Hoffmann L, Evers D (2005) Housekeeping gene 

selection for real-time RT-PCR normalization in potato during biotic and 

abiotic stress. J Exp Bot 56: 2907-2914. 

78. Vasquez-Robinet C, Mane SP, Ulanov A V, Watkinson JI, Stromberg VK, 

De Koeyer D, Schafleitner R, Willmot DB, Bonierbale M, Bohnert HJ, Grene 

R (2008) Physiological and molecular adaptations to drought in Andean 

potato genotypes. J Exp Bot 59: 2109–2123. 



 

 

79. Dobrev PI, Kaminek M (2002) Fast and efficient separation of cytokinins 

from auxin and abscisic acid and their purification using mixed-mode solid-

phase extraction. J Chrom A 950: 21-29. 

80. Dobrev, PI, Vankova R (2012) Quantification of abscisic acid, cytokinin, and 

auxin content in salt-stressed plant tissues. Meth Mol Biol 913: 251–261. 

81. Hipkins MF, Baker N (1986) Photosynthesis energy transduction, a practical 

approach. In: Hipkins MF BN, ed. Spectroscopy. Oxford: Press, pp 51–101. 

82. Seregelyes C, Barna B, Hennig J, Konopka D, Pasternak TP, Lukacs N, Feher 

A, Horvath GV, Dudits D (2003) Phytoglobins can interfere with nitric oxide 

functions during plant growth and pathogenic responses: a transgenic 

approach. Plant Sci 165: 541–550. 

83. Fotopoulos V, De Tullio MC, Barnes J, Kanellis AK (2008) Altered stomatal 

dynamics in ascorbate oxidase overexpressing tobacco plants suggest a role 

for dehydroascorbate signalling. J Exp Bot 59: 729-737. 

84. Hodges DM, Delong JM, Forney CF, Prange RK (1993) Improving the 

thiobarbituric acid-reactive-substances assay for estimating lipid peroxidation 

in plant tissues containing anthocyanin and other interfering compounds. 

Planta 207: 604 – 611. 

85. Hoser R, Zurczak M, Lichocka M, Zuzga S, Dadlez M, Samuel MA, Ellis 

BE, Stuttmann J, Parker JE, Hennig J, Krzymowska M (2013) 

Nucleocytoplasmic partitioning of tobacco N receptor is modulated by SGT1. 

New Phytol 200: 158-171. 

86. Jami SK, Clark GB, Ayele BT, Roux SJ, Kirti PB (2012) Identification and 

characterization of annexin gene family in rice. Plant Cell Rep 31: 813–825. 

87. Lu Y, Ouyang B, Zhang J, Wang T, Lu C, Han Q, Zhao S, Ye Z, Li H (2012) 

Genomic organization, phylogenetic comparison and expression profiles of 

annexin gene family in tomato (Solanum lycopersicum). Gene 499: 14–24. 

88. Zingaretti SM, Inacio MC, Pereira LM, Paz TA, Franca SC (2013) Water 

stress and agriculture. In S. Akinci (Ed.), Responses of organisms to water 

stress, InTech http://dx.doi.org/10.5772/53877 

89. Carvalho MHC (2008) Drought stress and reactive oxygen species: 

Production, scavenging and signaling. Plant Signal Behav 3: 156–165. 

90. Miller G, Suzuki N, Ciftci-Yilmaz S, Mittler R (2010) Reactive oxygen 

species homeostasis and signalling during drought and salinity stresses. Plant 

Cell Environ 33: 453–467.  

91. Nishiyama Y, Suleyman I. Allakhverdiev SI, Murata N (2011) Protein 

synthesis is the primary target of reactive oxygen species in the 

photoinhibition of photosystem II. Physiol Plant 142: 35–46. 

92. Pinheiro C, Chaves MM (2011) Photosynthesis and drought: can we make 

metabolic connections from available data? J Exp Bot 62: 869–882. 

93. Rivero RM, Kojima M, Gepstein A, Sakakibara H, Mittler R, Gepstein S, 

Blumwald E (2007) Delayed leaf senescence induces extreme drought 

tolerance in a flowering plant. Proc Natl Acad Sci USA 104: 19631–19636.  

94. Hortensteiner S (2006) Chlorophyll degradation during senescence. Ann Rev 

Plant Biol 57: 55-77. 

95. Jahns P, Latowski D, Strzalka K (2009) Mechanism and regulation of the 

violaxanthin cycle: The role of antenna proteins and membrane lipids. 

Biochim Biophys Acta 1787: 3-14. 

http://dx.doi.org/10.5772/53877


 

 

96. Bartoli CG, Casalongue CA, Simontacchi M, Marquez-Garcia B, Foyer CH. 

(2013) Interactions between hormone and redox signalling pathways in the 

control of growth and cross tolerance to stress. Environ Exp Bot 94: 73–88.  

97. Yuan S, Lin HH (2008) Role of salicylic acid in plant abiotic stress. Z 

Naturforsch C.63: 313-320. 

98. Foyer CH, Lelandais M, Kunert KJ (1994) Photooxidative stress in plants. 

Physiol Plant 92: 696 - 717. 

99. Lascano R, Munoz N, Robert GN, Rodriguez M, Melchiorre M, Trippi V, 

Quero G (2012) Paraquat: an oxidative stress inducer. In: Hasaneen MN, 

editor. Herbicides—Properties, Synthesis and Control of Weeds. Rijeka, 

Croatia: InTech pp. 135-148. 

100. Zhu J, Yuan S, Wei G, Qian D, Wu X, Jia H, Gui M, Liu W, An L, Xiang Y 

(2014) Annexin5 is essential for pollen development in Arabidopsis. Mol 

Plant 7: 751-754. 

101. Zhu J, Wu X, Yuan S, Qian D, Nan Q, An L, Xiang Y (2014) Annexin5 

plays a vital role in Arabidopsis pollen development via Ca2+-dependent 

membrane trafficking. PLoS One 9, e102407. 

102. Chen S, Yin C, Qiang S, Zhou F, Dai X (2010) Chloroplastic oxidative burst 

induced by tenuazonic acid, a natural photosynthesis inhibitor, triggers cell 

necrosis in Eupatorium adenophorum Spreng. Biochim Biophys Acta – 

Bioenergetics 1797: 391–405. 

103. Pfannschmidt T, Ogrzewalka K, Baginsky S, Sickmann A, Meyer HE, Link 

G (2000) The multisubunit chloroplast RNA polymerase A from mustard 

(Sinapis alba L.). Integration of a prokaryotic core into a larger complex with 

organelle-specific functions. Eur J Biochem 261: 253–261. 

104. Steiner S, Schroter Y, Pfalz J, Pfannschmidt T (2011) Identification of 

essential subunits in the plastid-encoded RNA polymerase complex reveals 

building blocks for proper plastid development. Plant Physiol 157: 1043–

1055. 

105. Kitajima S (2008) Hydrogen peroxide-mediated inactivation of two 

chloroplastic peroxidases, ascorbate peroxidase and 2-cys peroxiredoxin. 

Photochem Photobiol 84: 1404-1409. 

106. Perl A, Treves R, Galili S, Aviv D, Shalgi E, Malkin S, E Galun E (1993) 

Enhanced oxidative-stress defense in transgenic potato expressing tomato Cu, 

Zn superoxide dismutases. Theor Appl Genet 85:568-576. 

107. Pal AK, Acharya K, Vats SK, Kumar S, Ahuja PS (2013) Over-expression 

of PaSOD in transgenic potato enhances photosynthetic performance under 

drought. Biol Plant 57: 359-364. 

108. Tang L, Kwon SY, Kim SH, Kim JS, Choi JS, Cho KY, Sung CK, Kwak 

SS, Lee HS (2006) Enhanced tolerance of transgenic potato plants expressing 

both superoxide dismutase and ascorbate peroxidase in chloroplasts against 

oxidative stress and high temperature. Plant Cell Rep 25: 1380–1386. 

109. Broin M, Rey P (2003) Potato plants lacking the CDSP32 plastidic 

thioredoxin exhibit overoxidation of the BAS1 2-cysteine peroxiredoxin and 

increased lipid peroxidation in thylakoids under photooxidative stress. Plant 

Physiol 132: 1335-1343.  

110. Schmitz G, Reinhold T, Gobel C, Feussner I, Neuhaus HE, Conrath U 

(2010) Limitation of nocturnal ATP import into chloroplasts seems to affect 

http://www.ncbi.nlm.nih.gov/pubmed/?term=Yuan%20S%5BAuthor%5D&cauthor=true&cauthor_uid=18669013
http://www.ncbi.nlm.nih.gov/pubmed/?term=Lin%20HH%5BAuthor%5D&cauthor=true&cauthor_uid=18669013


 

 

hormonal crosstalk, prime defense, and enhance disease resistance in 

Arabidopsis thaliana. Mol Plant Microbe Interact 23: 1584–1591. 

111. Xia X-J, Zhou Y-K, Shi K, Zhou J, Foyer CH, Yu J-Q (2015) Interplay 

between reactive oxygen species and hormones in the control of plant 

development and stress tolerance. J Exp Bot doi: 10.1093/jxb/erv089 

112. Kerchev PI, Karpińska B, Morris JA, Hussain A, Verrall SR, Hedley PE, 

Fenton B, Foyer CH, Hancock RD (2013) Vitamin C and the abscisic acid-

insensitive 4 transcription factor are important determinants of aphid 

resistance in Arabidopsis. Antioxid Redox Signal 18: 2091-2105. 

113. Taylor IB (1991) Genetics of ABA synthesis, in: Davies WJ, Jones HG 

(Eds) Abscisic acid: physiology and biochemistry. BiosScientific Publishers 

Ltd. UK, pp. 23–38. 

114. Baier M, Dietz KJ (2005) Chloroplasts as source and target of cellular redox 

regulation: a discussion on chloroplast redox signals in the context of plant 

physiology. J Exp Bot 56: 1449-1462. 

115. Pastori GM, Kiddle G, Antoniw J, Bernard S, Veljovic-Jovanovic S, Verrier 

PJ, Noctor G, Foyer CH (2003) Leaf vitamin C contents modulate plant 

defense transcripts and regulate genes that control development through 

hormone signaling. Plant Cell 15: 939-951. 

116. Halim VA, Eschen-Lippold L, Altmann S, Birschwilks M, Scheel D, Rosahl 

S (2007) Salicylic acid is important for basal defense of Solanum tuberosum 

against Phytophthora infestans. Mol Plant Microbe Interact 20: 1346-1352. 

117. Navarre DA, Mayo D (2004) Differential characteristics of salicylic acid-

mediated signaling in potato. Physiol Mol Plant Path 64: 179–188. 

118. Dempsey DA, Vlot CA, Mary C. Wildermuth MC, Klessig DF (2011) 

Salicylic acid biosynthesis and metabolism. Arabidopsis Book 9: e0156. doi: 

10.1199/tab.0156 

119. Aimar D, Calafat M, Andrade AM, Carassay L, Abdala GI, Molas ML 

(2011) Drought tolerance and stress hormones: from model organisms to 

forage crops. Plants and Environment, Dr. Hemanth Vasanthaiah (Ed.), 

InTech, Available from: http://www.intechopen.com/books/plants-and-

environment/drought-tolerance-and-stress-hormones-frommodel-organisms-

to-forage-cropsFrom Model Organisms to Forage Crops 

120. Miura K, Tada Y (2014) Regulation of water, salinity, and cold stress 

responses by salicylic acid. Front Plant Sci 5: 4. 

121. Munne-Bosch S, Penuelas J (2003) Photo- and antioxidative protection, and 

a role for salicylic acid during drought and recovery in field-grown Phillyrea 

angustifolia plants. Planta 217: 758–766. 

122. Xue LJ, Guo W, Yuan Y, Anino EO, Nyamdari B, Wilson MC, Frost CJ, 

Chen HY, Babst BA, Harding SA, Tsai CJ (2013) Constitutively elevated 

salicylic acid levels alter photosynthesis and oxidative state but not growth in 

transgenic populus. Plant Cell 25: 2714-2730. 

123. Janda T, Gondor OK, Yordanova R, Gabriella Szalai G, Pal M (2014) 

Salicylic acid and photosynthesis: signalling and effects. Acta Physiol Plant 

36: 2537–2546. 

124. Mateo A, Funck D, Muhlenbock P, Kular B, Mullineaux PM, Karpinski S 

(2006) Controlled levels of salicylic acid are required for optimal 

photosynthesis and redox homeostasis. J Exp Bot 57: 1795–1807. 

125. Sanchez G, Gerhardt N, Siciliano F, Vojnov A, Malcuit I, Marano MR 

(2010) Salicylic acid is involved in the Nb-mediated defense responses to 

http://www.ncbi.nlm.nih.gov/pubmed/24478784


 

 

Potato virus X in Solanum tuberosum. Mol Plant Microbe Interact 23: 394-

405. 

126. Baebler S, Stare K, Kovac M, Blejec A, Prezelj N, Stare T, Kogovsk, 

Pompe-Novak M, Rosahl S, Ravnikar M, Gruden K (2011) Dynamics of 

responses in compatible potato - potato virus y interaction are modulated by 

salicylic acid. PLoS One 6(12): e29009. 

127. Chen Z, Ricigliano J, Klessig DF (1993) Purification and characterization of 

a soluble salicylic acid-binding protein from tobacco. Proc Natl Acad Sci 

USA 90: 9533-9537. 

128. Durner J, Klessig DF (1995) Inhibition of ascorbate peroxidase by salicylic 

acid and 2,6-dichloroisonicotinic acid, two inducers of plant defense 

responses. Proc Natl Acad Sci USA 92: 11312-11316 

129. Durner J, Klessig DF (1996) Salicylic acid is a modulator of tobacco and 

mammalian catalases. J Biol Chem 271: 28492-28501. 

130. Yang Y, Qi M, Mei C (2004) Endogenous salicylic acid protects rice plants 

from oxidative damage caused by aging as well as biotic and abiotic stress. 

Plant J 40: 909-919. 

131. Argueso CT, Ferreira FJ, Kieber JJ (2009) Environmental perception 

avenues: the interaction of cytokinin and environmental response pathways. 

Plant Cell Environ 32: 1147–1160. 

132. Jeon J, Kim NY, Kim S, Kang NY, Novak O, Ku SJ, Cho C, Lee DJ, Lee 

EJ, Strnad M, Kim J (2010) A subset of cytokinin two-component signaling 

system plays a role in cold temperature stress response in Arabidopsis. J Biol 

Chem 285: 23371–23386. 

133. Ha S, Vankova R, Yamaguchi-Shinozaki K, Shinozaki K, Tran LSP (2012) 

Cytokinins: metabolism and function in plant adaptation to environmental 

stresses. Trends Plant Sci 17: 172–179. 

134. O’Brien JA, Benkova E (2013) Cytokinin cross-talking during biotic and 

abiotic stress responses. Frontiers Plant Sci 4: 451. 

135. Raspor M, Motyka V, Zizkova E., Dobrev PI, Travnickova A, Zdravkovic-

Korac S, Simonovic A, Ninkovic S, Dragicevic IC (2012) Cytokinin profiles 

of AtCKX2-overexpressing potato plants and the impact of altered cytokinin 

homeostasis on tuberization in vitro. J Plant Growth Reg 31: 460-470. 

136. Chow B, McCourt P (2004) Hormone signalling from a developmental 

context. J Exp Bot 55: 247–251.  

137. Rivero RM, Gimeno J, Van Deynze A, Walia H, Blumwald E (2010) 

Enhanced cytokinin synthesis in tobacco plants expressing pSARK ::IPT 

prevents the degradation of photosynthetic protein complexes during drought. 

Plant Cell Physiol 51: 1929–1941. 

138. Havlova M, Dobrev PI, Motyka V, Storchova H, Libus J, Dobra J, Malbeck 

J, Gaudinova A, Vankova R (2008) The role of cytokinins in responses to 

water deficit in tobacco plants over-expressing trans-zeatin O-

glucosyltransferase gene under 35S or SAG12 promoters. Plant Cell Environ 

31:341-353. 

139. Gajdosova S, Spichal L, Kaminek M, Hoyerova K, Novak O, Dobrev PI, 

Galuszka P, Klima P, Gaudinova A, Zizkova E, Hanus J, Dancak M, 

Travnicek B, Pesek B, Krupicka M, Vankova R, Strnad M, Motyka V (2011) 

Distribution, biological activities, metabolism, and the conceivable function 

of cis-zeatin-type cytokinins in plants. J Ex Bot 62: 2827–2840. 



 

 

140. Merewitz E, Gianfagna T, Huang B (2010) Effects of SAG12-ipt and 

HSP18.2-ipt. expression on cytokinin production, root growth and leaf 

senescence in creeping bentgrass exposed to drought stress. J Am Soc Hort 

Sci 135: 230–239. 

141. Mackova H, Hronkova M, Dobra J, Tureckova V, Novak O, Lubovska Z, 

Motyka V, Haisel D, Hajek T, Prasil IT, Gaudinova A, Storchova H, Ge E, 

Werner T, Schmulling T, Vankova R (2013) Enhanced drought and heat 

stress tolerance of tobacco plants with ectopically enhanced cytokinin 

oxidase/dehydrogenase gene expression. J Exp Bot 64: 2805-2815. 

142. Merewitz EB, Gianfagna T, Huang B (2011) Protein accumulation in leaves 

and roots associated with improved drought tolerance in creeping bentgrass 

expressing an ipt gene for cytokinin synthesis. J Ex Bot 62: 5311-5333. 

143. Prochazkova D, Haisel D, Wilhelmova N (2008) Antioxidant protection 

during ageing and senescence in chloroplasts of tobacco with modulated life 

span. Cell Biochem Funct 26: 582-590. 

144. Rashotte AM, Carson SDB, To JPC, Kieber JJ. (2003) Expression profiling 

of cytokinin action in Arabidopsis. Plant Physiol 132: 1998–2011. 

145. Bhargava A, Clabaugh I, To JP, Maxwell BB, Chiang YH, Schaller GE, 

Loraine A, Kieber JJ (2013) Identification of cytokinin-responsive genes 

using microarray meta-analysis and RNA-Seq in Arabidopsis. Plant Physiol 

162: 272–294. 

146. Cortleven A, Nitschke S, Klaumunzer M, Abdelgawad H, Asard H, Grimm 

B, Riefler M, Schmulling T (2014) A novel protective function for cytokinin 

in the light stress response is mediated by the ARABIDOPSIS HISTIDINE 

KINASE2 and ARABIDOPSIS HISTIDINE KINASE3 receptors. Plant 

Physiol 164: 1470-1483.  

147. Gorecka KM, Konopka-Postupolska D, Hennig J, Buchet R, Pikula S (2005) 

Peroxidase activity of annexin 1 from Arabidopsis thaliana. Biochem 

Biophys Res Commun 336: 868-875. 

148. Mortimer JC, Coxon KM, Laohavisit A, Davies JM (2009) Heme-

independent soluble and membrane-associated peroxidase activity of a Zea 

mays annexin preparation. Plant Signal Behav 4: 428-30. 

149. Plieth C, Vollbehr S (2012) Calcium promotes activity and confers heat 

stability on plant peroxidases. Plant Signal Behav 7: 650–660. 

150. Laohavisit A, Mortimer JC, Demidchik V, Coxon KM, Stancombe MA, 

Macpherson N, Brownlee C, Hofmann A, Webb AA, Miedema H, Battey 

NH, Davies JM (2009) Zea mays annexins modulate cytosolic free Ca2+ and 

generate a Ca2+-permeable conductance. Plant Cell 21: 479-493. 

151. Queval G, Thominet D, Vanacker H, Miginiac-Maslow M, Gakiere B, 

Noctor G (2009) H2O2-activated up-regulation of glutathione in Arabidopsis 

involves induction of genes encoding enzymes involved in cysteine synthesis 

in the chloroplast. Mol Plant 2: 344-356. 

152. Rahantaniaina MS, Tuzet A, Mhamdi A, Noctor G (2013) Missing links in 

understanding redox signaling via thiol/disulfide modulation: how is 

glutathione oxidized in plants? Front Plant Sci 4: 477. 

153. Bick JA, Setterdahl AT, Knaff DB, Chen Y, Pitcher LH, Zilinskas BA, 

Leustek T (2001) Regulation of the plant-type 5′-adenylyl sulfate reductase 

by oxidative stress. Biochemistry 40: 9040–9048. 



 

 

154. Gomez LD, Vanacker H, Buchner P, Noctor G, Foyer CH (2004) 

Intercellular distribution of glutathione synthesis and its response to chilling 

in maize. Plant Physiol 134: 1662–1671. 

155. Koornneef A, Leon-Reyes A, Ritsema T, Verhage A, Den Otter FC, Van 

Loon LC, Pieterse CMJ (2008) Kinetics of salicylate-mediated suppression of 

jasmonate signaling reveal a role for redox modulation. Plant Physiol 147: 

1358–1368. 

156. Hossain M, Hasanuzzaman M, Fujita M (2011). Coordinate induction of 

antioxidant defense and glyoxalase system by exogenous proline and 

glycinebetaine is correlated with salt tolerance in mung bean. Front Agric 

China 5: 1–14. 

157. Hossain MA, Mostofa MG, Fujita M (2013) Heat-shock positively 

modulates oxidative protection of salt and drought-stressed mustard (Brassica 

campestris L.) seedlings. J Plant Sci Mol Breed 2:1 –14.  

158. Labudda M, Azam FMS (2013) Glutathione-dependent responses of plants 

to drought: a review. Acta Soc Bot Pol 83: 3–12. 

159. Zechmann B (2014) Compartment-specific importance of glutathione during 

abiotic and biotic stress. Front Plant Sci 5: 566. 

160. Rizhsky L, Hallak-Herr E, Van Breusegem F, Rachmilevitch S, Barr JE, 

Rodermel S, Inze D, Mittler R (2002) Double antisense plants lacking 

ascorbate peroxidase and catalase are less sensitive to oxidative stress than 

single antisense plants lacking ascorbate peroxidase or catalase. Plant J 32: 

329–342. 

161. Queval G, Issakidis-Bourguet E, Hoeberichts FA, Vandorpe M, Gakiere B, 

Vanacker H, Miginiac-Maslow M, Van Breusegem F, Noctor G (2007) 

Conditional oxidative stress responses in the Arabidopsis photorespiratory 

mutant cat2 demonstrate that redox state is a key modulator of daylength-

dependent gene expression and define photoperiod as a crucial factor in the 

regulation of H2O2-induced cell death. Plant J 52: 640–657. 

162. Queval G, Jaillard D, Zechmann B, Noctor G (2011) Increased intracellular 

H2O2 availability preferentially drives glutathione accumulation in vacuoles 

and chloroplasts. Plant Cell Environ 34: 21-32. 

163. Mhamdi A, Queval G, Chaouch S, Vanderauwera S, Van Breusegem F, 

Noctor G (2010) Catalase function in plants: a focus on Arabidopsis mutants 

as stress-mimic models. J Exp Bot 61: 4197-4220. 

164. Zagorchev L, Seal CE, Kranner I, Odjakova M (2013) A central role for 

thiols in plant tolerance to abiotic stress. Int J Mol Sci 14: 7405–7432. 

165. Foyer CH, Noctor G (2005) Redox homeostasis and antioxidant signaling: a 

metabolic interface between stress perception and physiological responses. 

Plant Cell 17: 1866-1875. 

166. Kranner I, Birtic S, Anderson KM, Pritchard HW (2006) Glutathione half-

cell reduction potential: A universal stress marker and modulator of 

programmed cell death. Free Rad Biol Med 40: 2155–2165. 

167. Zaffagnini M, Bedhomme M, Lemaire SD, Trost P (2012) The emerging 

roles of protein glutathionylation in chloroplasts. Plant Sci 185-186: 86-96. 

168. Ito H, Iwabuchi M, Ogawa K (2003) The sugar-metabolic enzymes aldolase 

and triose-phosphate isomerase are targets of glutathionylation in Arabidopsis 

thaliana: detection using biotinylated glutathione. Plant Cell Physiol 44: 655–

660. 



 

 

169. Pasternak M, Lim B, Wirtz M, Hell R, Cobbett CS, Meyer AJ (2008) 

Restricting glutathione biosynthesis to the cytosol is sufficient for normal 

plant development. Plant J 53: 999–1012. 

170. Maughan SC, Pasternak M, Cairns N, Kiddle G, Brach T, Jarvis R, Haas F, 

Nieuwland J, Lim B, Muller C, Salcedo-Sora EKruse C, Orsel M, Hell R, 

Miller AJ, Bray P, Foyer CH, Murray JAH, Meyer AJ, Cobbett SC (2010) 

Plant homologs of the Plasmodium falciparum chloroquine-resistance 

transporter, PfCRT, are required for glutathione homeostasis and stress 

responses. Proc Natl Acad Sci USA 107: 2331–2336. 

171. Caplan JF, Filipenko NR, Fitzpatrick SL, Waisman DM (2004) Regulation 

of annexin A2 by reversible glutathionylation. J Biol Chem 279: 7740-7750.  

172. Su D, Gaffrey MJ, Guo J, Hatchell KE, Chu RK, Clauss TR, Aldrich JT, 

Wu S, Purvine S, Camp DG, Smith RD, Thrall BD, Qian WJ (2014) 

Proteomic identification and quantification of S-glutathionylation in mouse 

macrophages using resin-assisted enrichment and isobaric labeling. Free 

Radic Biol Med 67: 460-470. 

173. Kwon M, Yoon C, Jeong W, Rhee S, Waisman D (2005) Annexin A2-

S100A10 heterotetramer, a novel substrate of thioredoxin. J Biol Chem 280: 

23584–23592. 

174. Madureira PA, Hill R, Miller VA, Giacomantonio C, Lee PWK, Waisman 

DM (2011) Annexin A2 is a novel cellular redox regulatory protein involved 

in tumorigenesis. Oncotarget 2: 1075-1093. 

175. Madureira PA, Waisman DM (2013) Annexin A2: the importance of being 

redox sensitive. Int J Mol Sci 14: 3568-3594. 

176. Lindermayr C, Saalbach G, Durner J (2005) Proteomic identification of S-

nitrosylated proteins in Arabidopsis. Plant Physiol 137: 921-930. 

177. Muthuramalingam M, Matros A, Scheibe R, Mock H-P, Dietz K-J (2013) 

The hydrogen peroxide-sensitive proteome of the chloroplast in vitro and in 

vivo. Front Plant Sci 4: 54. 

178. Clark G, Konopka-Postupolska D, Hennig J, Roux S (2010) Is annexin 1 a 

multifunctional protein during stress responses? Plant Signal Behav 5: 303–

307. 

179. Sies H (1999) Glutathione and its role in cellular functions. Free Rad Biol 

Med 27: 916–921. 

180. Masip L, Veeravalli K, Georgiou G (2006) The many faces of glutathione in 

bacteria. Antioxid Redox Signal 8: 753-762. 



 

 

Figure legends.Figure 1. Annexin genes in 

potato genome. 
(A) Localization of annexin genes on potato chromosomes. The Roman numerals at the top 

denote the chromosome, digits in brackets indicate chromosome size. 

(B) Intron-exon organization of potato annexin genes. 

(C) Genomic PCR confirming the presence of predicted annexin genes in WT potato. 

Specific primers anneal to the 5’- and 3’- ends of coding sequence of certain annexin gene, 

hence the length of the resulting PCR product is a sum of the respective coding sequence 

with introns. 

(D) Schematic arrangement of STANN3.1, STANN3.2, STANN3.3 and STANN4 on 

chromosome I. 

Figure 2. Profiling of annexin expression in WT 

potato leaves during drought. 
Potato WT plants grew in the walk-in growth chamber under controlled conditions. After 

8-10 weeks irrigation was gradually reduced to decrease the field capacity (FC) to 25% 

(which took approximately 10 days) and then maintained at this level till 14th day. Samples 

were collected from the first fully developed composite leaf from the top at indicated time 

points (D0 – beginning of drought, D6 – sixth day of drought, and D14 – fourteenth day of 

drought). RNA was isolated with Trizol and sq-RT-PCR was performed with primer sets 

specific for certain annexins. The level of expression was normalized against EF1a 

mRNA. Results are means ±SE (n≤4). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 

Figure 3. Drought tolerant phenotype of transgenic 

plants. 



 

 

Potato WT plants and transgenic lines (S-2, S-7) was subjected to drought as described 

above in Fig. 2. (A) Drought stress phenotype of WT (left column), S-2 (middle column) 

and S-7 (right column) plants. Photographs were taken on the beginning (D0), on eighth 

(D-8) and ninth (D-9) day of drought. Experiments were repeated twice in greenhouse and 

twice in growth chamber and gave similar results. 

(B) Regeneration of potato plants after prolonged drought. The procedure of drought 

imposition was the same as described above but the FC was maintained at 25% until the 

twenty first day of drought (D21). On D22 plants were rewatered and after draining of 

gravitationally bound water FC was kept up at 65%. Photograph was taken on the third day 

after rewatering. Left side - two WT plants; middle – two S-2 plants, and right – two S-7 

plants. Experiments were repeated four times and similar results were obtained both in 

greenhouse and in growth chamber. 

Figure 4. Examination of leaf water status. 
Potato WT plants (white bars) and transgenic lines: S-2 (gray bars) and S-7 (black bars) 

were subjected to 14-day drought as described in Fig. 2. (A) Relative water content (RWC) 

analysis. Samples from the first fully developed undamaged leaf from the top of plant were 

collected at D0, D4, D7, D12 and 3 days after rewatering (RW3) and relative water content 

(RWC) was determined. Results are means ±SE (n=3). (B) Stomatal conductance were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the 

leaf surface was wrinkled to such an extent that further analysis was  impossible. 

Measurements were done with a CI-510CF Chl fluorescence module, actinic light was 

provided by a CI-310LA light attachment. Results are means ±SE (n=10). Experiment was 

performed three times and gave comparable results. 



 

 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). 

Experiment was repeated 3 times and gave comparable results. 

Figure 5. Netto photosynthesis and photosynthetic 

performance of PSII in potato plants during 

drought. 
Potato WT (white bars) and transgenic lines: S-2 (grey bars) and S-7 (black bars) were 

subjected to drought as described in Fig. 2. (A) Netto photosynthesis, (B) maximum 

quantum yield of photosystem II (Fv/Fm) and (C) effective quantum yield of photosystem 

II,Y(II) were measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. 

After D10 the leaf surface was wrinkled to such an extent that further analysis was  

impossible. Measurements were done with a CI-510CF Chl fluorescence module, actinic 

light was provided by a CI-310LA light attachment. Results are means ±SE (n=10). 

Experiment was performed three times and gave comparable results. Homogenic groups 

are determined by Tukey HSD (Honestly Significant Differences) test. The same letters 

designate values which are not significantly different at p<0.05 and belong to the same 

homogenic group. 

Figure 6. Photosynthetic pigment content during 

drought. 
WT (white bars) and transgenic line S-7 (black bars) were exposed to drought as described 

in Fig. 2. Samples were collected at the same time during the day at D0, D6, D14 and RW3 

from third, fourth and fifth fully expanded leaves from top at 4 hours after turning the light. 

The level (A) chlorophyll  a; (B) chlorophyll b; (C) zeaxanthine; and (D) violaxanthine 

were determined Non-polar lipids were separated on an ACQUITY UPLC system (Waters) 

and peaks were integrated at 436 nm. The level of xanthophylls is expressed as percent of 



 

 

the total carotenoids. The level of chlorophyll is expressed as mg mL-1.-Results are means 

±SE (n=3). Homogenic groups are determined by Tukey HSD (Honestly Significant 

Differences) test. The same letters designate values belong to the same homogenic group 

(p<0.05). 

Figure 7. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh 

leaf tissue without the midrib) were collected from the first fully developed, undamaged 

leaf from the top of plant at 4 hours after turning the light. Labeled internal standards were 

added to the leaf samples before homogenization. Hormones were then extracted, purified 

using a SPE-C18 column and separated on a reverse phase-cation exchange SPE column. 

Hormones were quantified using a hybrid triple quadruple/linear ion trap mass 

spectrometer. The level of ABA and SA is expressed as nmol g-1 of fresh weight; the levels 

of cytokinins – as pmol g-1 of fresh weight. Results are means ±SE (n=3). Homogenic 

groups are determined by Tukey HSD (Honestly Significant Differences) test. The same 

letters designate values belong to the same homogenic group (p<0.05). 

Figure 78. NPQ assayed in leaf of well-watered 

potato plants. 
Potato WT (dashed line) and transgenic S-7 (solid line) grew in the walk-in growth 

chamber under controlled conditions and were watered to maintained FC at 65%. 

Performance of gross non-photochemical quenching (NPQ) were assayed on the first fully 

developed composite leaf from the top of plant at 4 hours after turning the light with Dual 

PAM-100. For measurement plants were adapted to dark for 20 minutes and then 

stimulated with repeated light pulses of actinic light (94 PPFD) for 5 minutes and once 

again subjected to dark for 6 minutes. Each point represents the mean ±SD (n=3-4). 

Experiment was repeated three times and gave comparable results. 



 

 

Figure 8. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh 

leaf tissue without the midrib) were collected from the first fully developed, undamaged 

leaf from the top of plant at 4 hours after turning the light. Labeled internal standards were 

added to the leaf samples before homogenization. Hormones were then extracted, purified 

using a SPE-C18 column and separated on a reverse phase-cation exchange SPE column. 

Hormones were quantified using a hybrid triple quadruple/linear ion trap mass 

spectrometer. The level of ABA and SA is expressed as nmol g-1 of fresh weight; the levels 

of cytokinins – as pmol g-1 of fresh weight. Results are means ±SE (n=3). Homogenic 

groups are determined by Tukey HSD (Honestly Significant Differences) test. The same 

letters designate values belong to the same homogenic group (p<0.05). 

Figure 9. Accumulation of ROS (hydrogen 

peroxide and superoxide anion) and lipid 

peroxidation. 
Potato WT (white bars) and transgenic line S-7 (black bars) grew in walk-in growth 

chamber under controlled conditions. Leaf discs were expunged from the third, fourth and 

fifth upper fully expanded leaves and immediately vacuum infiltrated with methyl viologen 

(50 M). After 1 hour incubation in dark discs were exposed to high light irradiance (850 

PPFD) for indicated times (0.5 – 24 hours). Superoxide anion was determined 

colorimetrically with nitro blue tetrazolium chloride 9NBT). Hydrogen peroxide was 

stained in tissue with diaminobenzidine tetrahydrochloride (DAB) and quantified using the 

ImageJ. Lipid peroxidation was estimated spectrophotometrically with thiobarbituric acid 



 

 

(TBA). Results are means ±SE (n=5). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 

Figure 10. STANN1 attenuated MeV-induced 

photooxidative stress. 
Confocal laser scanning image of the leaf epidermis of tobacco plant transiently 

expressing GFP (A-D and I-L) or STANN1_GFP (E-H and M-P). 3 days after 

infiltration leaf discs were excised and subjected to high light (850 PPFD) (A-H) or 

the combine treatment of high light (850 PPFD) and 50 M MeV (G-L). The 

fluorescence was monitored with Nikon TE-2000E EZ-C1 exc. 488 nm and emission 

515/30 and 605/75 for GFP and chloroplast, respectively. First column represent 

single focal plane, second – chloroplast autofluorescence acquired with the same 

excitation parameter for each construction to visualized the difference between 

responses to the same treatment, third – overlay of green and red fluorescence 

channels with GFP enhanced to visualized cells; right column – stack obtained with 

Volume Render program EZ-C1 combined with chloroplasts. Scale bar is 20 m. 

Experiment was performed 3 times. 

Figure 11. A simplified scheme depicting the 

interactions between cellular redox state and 

participation in ROS scavenging mechanisms. 
Oxidative stress is an unavoidable consequence of environmental stresses. ROS 

accumulation begins in chloroplasts and then it spreads throughout the whole cell. 

Activation of a secondary ROS sources e.g. NADPH oxidase complex or 

photorespiration resulted in substantial H2O2 accumulation in cytosol. To avoid 

deleterious effects of ROS several compartment-specific mechanisms evolved, 



 

 

including accumulation of low-molecular-weight antioxidants (glutathione, 

ascorbate), scavenging enzymes (CAT, APX, SOD) and protein thiols (PRX, GRX 

and TRX) that undergoes a reversible cycles the thiol-disulphide exchange.  

The redox-sensitive proteins sense, transduce, and translate ROS signals into 

appropriate cellular responses. Thus, precise regulation of size and redox status of 

the thiol pool is of essential importance for induction of appropriate responses. In 

plant cells glutathione is present in different compartments in milimolar 

concentrations and in quiescents it maintained largely in reduced state due to activity 

of glutathione reductases (GR) at expense of NADPH. Stress-induced ROS 

accumulation stimulates oxidation of glutathione (GSSG) and in the same time de 

novo synthesis of GSH. Disturbances in GSH/GSSG ratio might non-specifically 

influence several downstream pathways, e.g. by induction of thiol-disulfide exchange 

on target proteins. Cellular redox potential depends primarily on the total 

concentration of the total glutathione and the extend of its oxidation. GSSG 

accumulation did not disturb the redox potential if it is compensated by increasing 

the total glutathione concentration. However, if size of total pool remains unchanged 

when the GSH:GSSG ratio increased the cell redox potential in the cytosol become 

more positive.  

We propose that the improved stress tolerance of annexin STANN1-

overexpressing potato plants results from amelioration of oxidative shift of the 

cytosolic glutathione redox potential. Elevation of STANN1 level had a pleiotropic 

effect on plant metabolism and physiology what suggested that not one specific but 

several downstream signaling pathways were touched. Disruption of the glutathione 

redox potential is sufficient to induce such effect; e.g., in transgenic tobacco with 

constitutive upregulation of glutathione content MAPK and SA signaling pathways 



 

 

were modified. Annexin posses oxidation-sensitive cysteines and can act as a 

reductant influencing thus the redox potential. During stress in transgenic plants the 

capacity of cytosol redox buffer was more reducing compared to WT what prevents 

oxidation of downstream targets and modulate timing as well as magnitude of stress 

response. It had a beneficial effect on cell survival, photosynthesis and delay 

senescence. Similar effects were observed in tobacco and Arabidopsis plants and 

over-expressing particular elements of antioxidant systems. 



 

 

Supporting information legends: 

File S1Figures. 

Figure S1. Construction of transgenic plants. 

A) Structure of the T-DNA region from pROK2 carrying STANN1_His6x that 

was used for Agrobacterium ‐mediated transformation. LB – left border; RB – 

right border; NPTII – neomycin phosphotransferase II, CaMV – cauliflower 

mosaic virus 35S promoter; NOS – nopaline synthase terminator;  

(B) Expression of STANN1_His6x protein in F1 transgenic potato lines. Proteins 

were isolated from leaves of WT and F1 transgenic lines S-2, S-3, S-7, S-83, S-

91,  S-97 and S-123 grown in vitro. His-tagged proteins were purified with Ni-

NTA agarose, subjected to SDS_PAGE and blotting followed by detection with 

anti-His primary Ab. The band detected in WT represents Arabidopsis annexin 

ATANN1_His6x (molecular weight ca 36 kD) produced in Escherichia coli that 

was added before purification to the ground protein to STANN1_His6x easily 

dimerized hence the two bands were detected, the lower with molecular weight 

corresponding to monomer and the upper corresponding to dimer.  

Figure S2. Characteristics of experimental drought. 

(A) Potato WT and S-7 plants after 8 week of growth at the phase of experimental 

drought implementation. Transgenesis has no impact on tuber development. 

Formation of stolon hooks and stolon swelling as well as first tubers are visible.  

(B) Field capacity (FC) was normalized at the beginning of experiment and 

maintained at constant level (app. 65%); for control (well-irrigated plants) FC was 

maintained at this level throughout the whole experiment. For experimental 

drought FC was gradually lowered to 20% and kept at this level un till the end of 

drought. Rewatering was applied by full water saturation of the soil and after 

gravity draining of excess water FC was kept at the 65% untill the end of 

experiment.  

Figure S3. Multiple alignment of amino acid sequences of 

putative annexins from potato and selected annexins from 

human, Arabidopsis and cotton. 

The alignment was done with Cobalt (Constrain-based Multiple Alignment Tool). 

Gene Bank Acc Nos of employed sequences are as follows: human AnxA5 



 

 

(NP_001145.1), Gossypium hirsutum GHANN1 (1N00), Arabidopsis thaliana 

ATANN1 (2Q4C) and for potato annexins: STANN1 

PGSC0003DMG4000177114, STANN2, STANN3.1 

PGSC0003DMG4000221817, STANN3.2 PGSC0003DMG401019427, 

STANN3.3 PGSC0003DMG402019427, STANN4 PGSC0003DMG400019446, 

STANN5 PGSC0003DMG400007966, STANN8 PGSC0003DMG400007482 and 

STANN9 PGSC0003DMG40001879.  

The boundaries of endonexin repeats were marked on the basis of crystal 

structures obtained for GHANN1 (Hofmann et al., 2003) and ATANN1 (Levin et 

al., 2007) and are, respectively:  

- 1st endonexin domain: 14-80 and 13-81;  

- 2nd endonexin domain: 83-153 and 84-154;  

- 3rd endonexin domain: 164-239 and 165-241  

- 4th endonexin domain: 241-309 and 244-3111 respectively for cotton and 

Arabidopsis annexin.  

Conserved histidine 40 is in red; methionine and cysteines from C3 cluster are in 

blue and underlined.  

Calcium binding motifs G-X-GTD-{38-40}-D/E are marked by black boxes; 

potential N-terminal acylation motif is in bold; potential actin-binding domains 

IRI are in bold and italic;  

C-terminal peptide similar to 14-3-3 proteins is marked by pale-green rectangle. 

Amino acid residues of high conservation are shown in red, medium - in blue. 

Figure S4. Drought tolerant phenotype of transgenic S-7 

potato plants. 

Each image depicts two WT plants (left side) and two transgenic S-7 plants (right 

side) subjected to experimental drought. Drought was started on D0 and lasted 21 

days. During that time watering was gradually reduced so as to lower the FC to 

20%. After reaching that level it was maintained until 21 days after onset of 

experiment. The soil was than fully saturated with water (rewatering) and FC was 

maintained at 65% until the end of experiment. 

D10 - irrigation withheld for 10 days, D14 - irrigation withheld for 14 days, D21 - 

irrigation withheld for 21 days, RW5 – rewatered for 5 days. 



 

 

Experiments were repeated  four times and similar results were obtained both in 

greenhouse and in growth chamber. 

In WT symptoms of wilting clearly appeared after 10 days of drought; in S-7 they 

were apparent only after 2 weeks. On the 21st day WT were severely affected with 

damaged stems and dry leaves. At the same time in S-7 plants the upper leaves 

still maintained turgor. After rewatering only a few leaves in WT regenerated; 

instead, new shoots developed from below-ground parts after at least a week of 

regular irrigation. In contrast, the S-7 plants preserved their upper leaves and after 

rewatering returned to a normal healthy look within hours. The exact number of 

irreversibly damaged leaves varied between experiments, but it was always 

significantly lower than in WT.  

Figure S5. Potato yield during drought. 

(A) Irrigated Water Use Efficiency (IWUE) is a quotient of crop produced per 

unit per amount of water supplied (IWUE = Y / W [g/pot/mL of water])  

(B) An exemplary tuber yield per plant. Potato plants WT, S-2, and S-7 were 

grown in a greenhouse. After 8-10 weeks of growth plants were subjected to 

drought stress by restricting irrigation to achieve 20% FC and kept at this level 

until 14th day. After that time plants were rewatered and cultivated in optimal 

conditions for additional 10 weeks until physiological maturity. Tubers were lifted 

immediately after withering of haulms. The weight of all fresh tubers from single 

plant was determined immediately after harvesting. Experiments were repeated 

twice and gave similar results.  

(C) Quantification of tuber yield experiments. Results are shown as mean ±SD 

(n=10) 

Figure S6. Expression of genes coding for PSII proteins 

and HSPs. 

Relative quantification of PSBS (A), LHCB4 (B) HSP100 (C) and HSP40 (D) 

mRNAs in leaves of WT (white bars) and transgenic S-7 (black bars) potato 

plants during three-week drought and after rewatering. The data represents the 

mean ±SE from at least four measurements. Homogenic groups are determined by 

Tukey HSD (Honestly Significant Differences) test, the same letters designate 

days which are not significantly different at P < 0.05 and belong to the same 

homogenic group. 



 

 

Figure S7. The effect of photooxidative stress on potato 

leaves. 

Leaf discs (F ~ 1 cm) were excised from leaves of WT or transgenic plants S-2 

and S-7 and immediately infiltrated with (A) 50 mM Tris-Cl, pH 7.5 (B)10 mm 

MeV or (C) 50 mM MeV in 50 mM Tris-Cl, pH 7.5. Subsequently, leaf discs 

were exposed to light of 150 PPFD for 30 h. 

File S2Tables. 

Table S1. Primer pairs used for identification of potato 

annexins. 

Primer pairs corresponding to the predicted 5’ (F) and 3’ (R) ends of the particular 

annexin genes were designed on the basis of published potato genome sequence. 

Gene length refers to the total length of exons and introns. Individual primer pairs 

(F - forward, R - reverse) were designed with PrimerSelect, Laser Gene10.0 

DNASTAR (USA). 

Table S2. Primer pairs used for sq-RT-PCR. 

Primers for semi-quantitative analysis of expression of annexins and other genes 

in potato. Individual primer pairs (F- forward, R- reverse) were designed with 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) to span intron–exon boundaries 

to exclude interference from genomic DNA contamination. Amplified fragments 

were between 300 and 500 base pairs. The genes were selected from 

PGSC_DM_v3.4_pep_fasta containing database of potato virtual translation 

products on the basis of their homology to annotated Arabidopsis genes. Analyzed 

genes were as follows: annexins: STANN1-9; HSP100 (heat shock protein 100 

kDa); HSP40 (heat shock protein 40kDa, DNAJ); PSBS (chlorophyll a/b- binding 

photosystem II 22kD subunit S); LHCB4 (light-harvesting complex binding 

protein 4). As a reference the housekeeping gene for Elongation Factor a1 (EF1a) 

was used. 

Table S3. Characterization of putative potato annexin 

proteins. 

chlo – chloroplast; cyto – cytoplasm; cyto_ER – cytoplasm/membrane of 

endoplasmatic reticulum; cysk – cytoskeleton; ER – endoplasmatic reticulum; extr 



 

 

– extracellular; mito – mitochondria; nucl – nucleus; plas – plastids; vacu – 

vacuole 

Table S4. Cytokinins in leaves of WT and S-7 potato 

plants under drought. 

S. tuberosum WT and transgenic S-7 plants were subjected to 2-week drought or 

well-watered. At time points indicated 0.5 g of tissue (without the main vein) was 

collected 4 hours after beginning of the day from fully expanded leaves. Hormone 

levels were analyzed by LC-MS as described in Materials and Methods (n=3). 

Data are shown as pmol g-1 FW. 

Abbreviations: tZR, trans-zeatine riboside; tZ, trans-zeatin; iPR, isopentenyl 

adenosine riboside; iP, isopentenyl adenine; cZR, cis-zeatin riboside; cZ, cis-

zeatin. 
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Abbreviations: 

ABA abscisic acid 

ATANN1 annexin 1 from Arabidopsis thaliana L. 

Car carotenoids 

Chla, Chlb chlorophyll a, chlorophyll b 

CK cytokinins 

Fv/Fm the maximum quantum efficiency of photosynthesis 

MeV methyl viologen, paraquat 

NPQ non-photochemical quenching 

PCD programmed cell death 

PETC photosynthetic electron transport chain 

PPFD photosynthetic photon flux density [mol m-2 s-1] 

PSI, PSII photosystem I, photosystem II 

PSBS 22-kD photosystem II subunit  

STANN1 annexin 1 from Solanum tuberosum L. 

SA salicylic acid 

Viol violaxanthine 

Y(II) effective quantum yield of PSII 

XCar xanthophylls 

Zea zeaxanthine 



 

 

Abstract 

Annexins are a family of calcium- and membrane-binding proteins that are 

important for plant tolerance to adverse environmental conditions. Annexins function 

to counteract oxidative stress, maintain cell redox homeostasis, and enhance drought 

tolerance. In the present study, an endogenous annexin, STANN1, was 

overexpressed to determine whether crop yields could be improved in potato 

(Solanum tuberosum L.) during drought. Nine potential potato annexins were 

identified and their expression characterized in response to drought treatment. 

STANN1 mRNA was constitutively expressed at a high level and drought treatment 

strongly increased transcription levels. Therefore, STANN1 was selected for 

overexpression analysis. Under drought conditions, transgenic potato plants 

ectopically expressing STANN1 were more tolerant to water deficit in the root zone, 

preserved more water in green tissues, maintained chloroplast functions, and had 

higher accumulation of chlorophyll b and xanthophylls (especially zeaxanthine) than 

wild type. Drought-induced reductions in the maximum efficiency of PSII, the 

quantum yield of photosynthesis, and the electron transport rate were less 

pronounced in transgenic plants overexpressing STANN1 than in the wild type. This 

conferred more efficient non-photochemical energy dissipation in the outer antennae 

of PSII and probably more efficient protection of reaction centers against 

photooxidative damage in transgenic plants under drought conditions. Consequently, 

these plants were able to maintain effective photosynthesis during drought, which 

resulted in greater productivity than wild-type plants despite water scarcity. Although 

the mechanisms underlying this stress protection are not yet clear, annexin-mediated 

photoprotection is probably linked to protection against light-induced oxidative 

stress. 



 

 

Introduction 

Plants have developed passive and active strategies to survive environmental stresses 

such as drought, salinity, chilling, heat shock, heavy metals, UV radiation, ozone, 

mechanical stress, nutrient deficiency, hypoxia, and biotic stress [1]. Several stress-

response genes have already been targets for bioengineering studies to improve plant 

stress tolerance [2]. However, ectopic expression of stress-inducible genes often 

results in developmental aberrations (e.g., stunted growth and irregular leaves) or 

reduced crop yields under non-stress conditions due to non-specific induction of 

programmed cell death (PCD) and/or premature senescence [3]. Current knowledge 

of stress-responsive pathways is based primarily on results obtained by imposing 

each stress individually, whereas plants in natural settings are generally challenged 

with multiple concurrent stresses, and the resultant signaling pathways may be 

superimposed and/or induce/antagonize each another [4-6]. New approaches to 

bioengineering stress tolerance in crop plants are needed to achieve sustainable 

improvements in crop biomass production [2]. 

Recent work shows that changes in redox poise can regulate plant cell function [7-

10] by acting as cellular signals [11]. Numerous studies have investigated redox-

mediated stress responses [12-16]. Our understanding of the mechanisms that control 

production and metabolism of reactive oxygen species (ROS) in plants is incomplete. 

ROS are generated in several cellular compartments. In light, the predominant 

location of ROS production is in chloroplasts [17, 18], where ROS are continuously 

formed as photosynthetic by-products under non-stress conditions. Environmental 

stress can trigger an imbalance in redox homeostasis and affect chloroplast 

metabolism [17, 18]. The chloroplast antioxidant system has been described as 



 

 

“loosely tailored” to maintain an endogenous ROS pool [20], which enables plants to 

quickly respond to fluctuating light levels. Consequently, significantly improving 

ROS scavenging enhances protection against sustained stress, but also desensitizes 

plant light responses and impairs environmental fitness. This result suggests that a 

delicate balance has to be maintained between ROS production and the activity of 

antioxidant systems. Chloroplasts also are involved in biosynthesis of hormones, 

carotenoids (Car), amino acids, and lipids. Therefore, the protection of chloroplast 

structure and function from environmental stresses is crucial for plant stress 

resistance and recovery. 

The two main ROS sources in chloroplasts are the light-driven photosynthetic 

electron transport chains (PETCs) of photosystem I (PSI) and photosystem II (PSII). 

Abiotic stresses reduce CO2 assimilation, which results in over-reduction of the 

PETCs [21]. Under these conditions, oxygen can be utilized instead of NADP+ as an 

alternative acceptor for excess electrons [22]. Several mechanisms have evolved to 

dissipate excess excitation energy, including nonphotochemical quenching (NPQ), 

which dissipates excess electrons as heat in PSII [23] and via the water-water cycle 

in PSI [21]. The water-water cycle produces hydrogen peroxide (H2O2), which is the 

most stable small ROS that can passively and actively cross membranes [24, 25]. In 

isolated intact spinach chloroplasts and Arabidopsis thaliana (Arabidopsis) 

protoplasts, H2O2 produced under illumination can avoid neutralization by 

chloroplast antioxidant systems, and escape the organelle in a light-intensity-

dependent manner [26-28]. 

Changes in chloroplast redox poise activate secondary ROS-producing sources in 

other cellular compartments, such as membrane NADPH oxidases [respiratory burst 

oxidase homologs (RBOHs)]. Abscisic acid (ABA) induces RBOH genes expression 



 

 

in Arabidopsis leaves and guard cells [29-30], Hordeum vulgare aleurone layer [31], 

and Zea mays seedlings [32]. NADPH oxidase-mediated ROS accumulation has been 

reported in ozone-treated Arabidopsis leaf [33, 34] and salt-treated Arabidopsis root 

tips [35]. 

Prolonged drought stress results in CO2 deficiency due to stomatal closing and 

activates photorespiration. This rescue reaction dissipates excess reducing 

equivalents and energy, but generates H2O2 during salvage of the toxic byproduct 

2-phosphoglycolate in peroxisomes. Under drought conditions, photorespiration is 

estimated to generate 70% of the H2O2 produced [36]. One of the major roles of 

photorespiration was proposed to be readjustment of redox homeostasis under abiotic 

stress conditions [37]. Cytokinin (CK)-mediated stimulation of photorespiration in 

transgenic tobacco plants resulted in substantially enhanced drought resistance [38]. 

Different buffering systems in discrete subcellular compartments are involved in 

maintaining cellular redox homeostasis and redox signaling. The primary pathway of 

H2O2 scavenging is the glutathione-ascorbate cycle (GSH-As cycle), which operates 

in chloroplasts, cytosol, mitochondria, and peroxisomes [21, 39]. Each cellular 

compartment contains a specific set of H2O2 scavenging enzymes, such as 

peroxidases, catalases (CAT), dismutases, glutaredoxins (GRX), and thioredoxins 

(TRX) [40, 41]. In Arabidopsis and tobacco plants enhancing the antioxidant 

capacity of chloroplast and cytosol had a beneficial effect on photosynthesis and 

stress tolerance [42], whereas removal of any single antioxidant component reduced 

photosynthesis and stress tolerance [43-47]. There is evidence for cross-talk between 

antioxidant systems from different compartments [40, 48]. 

Annexins are a multigene, evolutionarily conserved family of calcium- and 

phospholipid-binding proteins [49]. They are present in all eukaryotes and are 



 

 

characterized by a highly conserved tertiary structure. The annexin superfamily is 

defined by the presence of approximately 70 amino acid endonexin motifs, which 

contain five -helices that are repeated four (or eight) times in the protein. The 

contribution of annexins to plant cell adaptation to adverse environmental conditions 

is well documented [49-53]. However, an understanding of the primary physiological 

functions of plant annexins remains elusive. 

Annexin 1 was identified in a genome-wide search of Arabidopsis sequences 

capable of rescuing Escherichia coli oxyR growth on high H2O2 concentrations 

[54]. Subsequent analyses confirmed that Arabidopsis annexin 1 (ATANN1), 

Brassica juncea annexins BJANN1 and BJANN3, and Nelumbo nucifera annexin 

NNANN1 ameliorated oxidative stress in homologous or heterologous cells and 

improved stress tolerance [55-61]. Transgenic tobacco plants expressing BJANN1 

were more tolerant of different abiotic stresses and exhibited enhanced resistance to 

Phytophthora parasitica var. nicotianae, possibly due to constitutively increased 

expression of several pathogenesis-related proteins [55]. NNANN1 overexpression in 

Arabidopsis conferred enhanced tolerance to heat and oxidative stress [58]. Deletion 

of functional ATANN1 reduced expression of glutathione-S-transferase Tau 1 

(GSTU1) in Arabidopsis seedlings after H2O2 treatment [62]. Under salinity 

conditions, ATANN1 mediates ROS-dependent Ca2+ signaling in roots at low (1.5 

mM) external Ca2+ concentrations [63]. These studies used seedlings or leaf discs 

subjected to short-term stress treatments (in hours). There is a lack of information 

regarding annexin function in cell physiology and metabolism during long-term 

exposure to environmental stress. 

Potato is one the most important vegetable crops. Its global annual production in 

2010 exceeded 300 million tons (FAOStat). Potato plants are highly efficient in 



 

 

terms of water usage (http://www.fao.org/potato-2008/en/potato/water.html), and 

produce more food per water unit than any other crop [64]. Therefore, potato could 

be a promising alternative to cereal crops. Modern potato cultivars are susceptible to 

drought, which is defined as a shortage of water in the root zone [65]. Water deficit 

affects nearly all stages of potato development, and negatively impacts tuber 

numbers and quality (crop yield) [66, 67]. Only a few attempts to engineer potato 

drought tolerance have been reported (reviewed in [68]). These studies had limited 

success because most transgenic plants did not exhibit good performance and 

productivity under non-stress and stress conditions. Potato annexin has not been 

considered for bioengineering applications; however, new proteomics research 

showed that STANN1 could be a candidate gene to improve stress tolerance. 

STANN1 was differentially expressed in potato tubers in response to wounding [69, 

70], bruising (personal observation; [71]), osmotic stress and salinity [72], and was 

differentially expressed in potato aerial parts in response to osmotic stress and 

salinity [73]. In this study, we overexpress potato annexin STANN1 and observe the 

effects on drought tolerance. 

First, we investigated if increased expression of ATANN1 affected potato drought 

tolerance. We used the S. tuberosum genome to identify all potato annexins, and 

analyzed potential involvement in drought responses using semi-quantitative RT-

PCT. Then, we characterized photosynthetic performance in transgenic plants 

overexpressing ATANN1 during prolonged water deficit around the root zone. We 

also investigated possible annexin functions in modulating redox signaling, and 

assessed changes in drought stress responses. Our working hypothesis was that 

annexin modulated plant stress responses by increasing the cytosolic antioxidant 

buffering capacity in transgenic plants. Studies on Arabidopsis ecotypes indicate that 



 

 

ATANN1 mRNA levels differ in ecotypes adapted to very different local climatic 

condition (TAIR and our non-published data). In potato tubers, STANN1 levels did 

not differ in proteomes from different genetic backgrounds [74]. Further experiments 

are necessary to elucidate if drought-tolerant potato landraces and cultivars could be 

generated by enhancing the level of annexin expression. 



 

 

Materials and Methods 

Generation of transgenic plants, transformation and growth 

conditions 

S. tuberosum cultivar Sante (WT), medium-tolerant to drought, was used for 

transformation experiment (http://www.europotato.org).The STANN1 cDNA sequence 

without the stop codon (957 bp; Acc. No. PGSC0003DMG400017714) was fused at the 3′ 

end to a 6×His-tag sequence and inserted into the XbaI restriction site of pROK2 [75] 

between cauliflower mosaic virus 35S promoter and nopaline synthase (Nos) terminator 

sequences (Fig. S1A in Supporting Information file S1 Figures). This construct was used 

for Agrobacterium tumefaciens-mediated transformation of WT potato plants according to 

a previously published method [76]. Regenerated transgenic plants were transplanted into 

separate glass tubes filled with 10 mL of Murashige & Skoog solid medium supplemented 

with 50 g/mL kanamycin. The presence of the transgene cassette was verified with 

genomic PCR (data not shown). Expression of recombinant STANN1_6×His protein was 

confirmed by purification from leaves of WT and F1 transgenic plants (lines S-2, S-3, S-7, 

S-83, S91, S-97, and S-123) by Ni-NTA chromatography and detection with anti-HisTag 

primary antibody (Sigma-Aldrich). Recombinant ATANN1_6×His protein produced by 

bacterial overexpression was used as a positive control (WT protein extract) (Fig. S1B in 

Supporting Information file S1Figures). 

Potato WT plants (S. tuberosum cv Sante) or transgenic lines in the “Sante” background 

(S-2 and S-7) were used for further experiments. Plants were cultivated in a growth 

chamber (or an air-conditioned greenhouse when indicated) under standard conditions 

(21±2°C; 16 h/8 h day/night; light intensity 110 to 130 PPFD (photosynthetic photon flux 

densities); 60–80% relative humidity. 



 

 

Water stress 

S. tuberosum plantlets sprouted from tubers were grown in plastic pots filled with 1 

kg of sterilized soil (mixture of peat and sand, pH 5.5; prepared by the Plant 

Breeding and Acclimatization Institute) for 160–170 days. The field capacity (FC) 

was determined gravimetrically (g of water per g of soil). Pots were weighed every 

2–3 days and the volume of water necessary to maintain the indicated FC was 

calculated individually for each plant. For well-watered control plants, FC was 

maintained at 65% (−0.8 MPa) for the whole experiment. Experimental drought was 

imposed after 8–10 weeks of growth (tuber initiation) (Fig. S2A in Supporting 

Information file S1Figures). Irrigation was decreased over 10 days to gradually 

reduce the FC to ~25% FC (−2.0 MPa) and was then maintained at this level until the 

end of the water deficit period. Irrigation was subsequently resumed with full soil 

saturation (rewatering). To estimate the impact of drought on potato productivity, 

plants were cultivated for an additional 11–12 weeks after rewatering (FC 65%) until 

physiological maturity. An exemplary schedule of FC changes is shown in Fig. S2B 

(supporting Information file S1Figures). Samples were collected at the beginning of 

the water deficit period (D0), and (depending on experiment) at different days of 

drought, i.e. 3rd (D3), 4th (D4), 6th (D6), 10th (D10), and 14th (D14), and at the first 

(RW1) and third (RW3) days after rewatering. 

 

Identification of potato annexins 

Annexins were identified in silico by searching for the endonexin domain (PFAM 

definition, PF00191, 66 aa) in six translation frames of the heterozygous diploid potato 

breeding line, S. tuberosum L. group Tuberosum RH89-039-16 genome using the 

HMMSearch program from the HMMER3 package. According to PFAM, >93% of 



 

 

proteins from this family contained at least three consecutive repeats of the endonexin 

domain. By searching with a single repeat, the probability of missing a complete protein 

due to below-threshold partial hits or incorrectly defined intron-exon boundaries was 

minimized. Only hits with an E-value ≤0.001 were considered. To verify the presence and 

sequence of the predicted annexins in WT potato, genome primer sets were designed that 

corresponded to the 5′ (F) and 3′ (R) ends of the predicted open reading frames (ORFs , 

Table S1 in Supporting Information file S2Tables). Expression of putative annexin genes 

was verified using RT-PCR. Briefly, total RNA was isolated from WT leaves and reverse 

transcribed using RevertAid Reverse Transcriptase (Thermo Scientific, Lithuania) with 

poly(T)12-18 primer. Annexins were amplified from cDNA using Phusion High-Fidelity 

DNA Polymerase (Thermo Scientific). PCR products were cloned with pJET Cloning Kit 

(Thermo Scientific) and their compliance with the predicted sequences was verified. 

 

Semi-quantitative expression of annexins and stress-

regulated genes 

Gene expression was profiled over 14 days of drought in WT potatoes grown as described 

above. Samples were taken from the first fully-developed composite leaf at the top of the 

plant. For each time point, single leaf discs from four independent plants were collected, 

flash-frozen in liquid nitrogen, and stored at −80°C until use. Total RNA was isolated with 

Trizol (Invitrogen, Scottland). Reverse transcription was performed as described above. 

Taq DNA Polymerase (Thermo Scientific) was used to amplify specific sequences from 

cDNA. Genes for semi-quantitative analysis were selected from 

PGSC_DM_v3.4_pep_fasta, which contains a database of potato virtual translation 

products predicted according to similarity to annotated Arabidopsis genes. Specific primer 

sets for expression analysis were designed using PrimerSelect, Laser Gene10.0 DNASTAR 



 

 

(USA) (Table S2 in Supporting Information file S2Tables ). The obtained sq-RT-PCR 

products were subjected by agarose gel electrophoresis, stained with ethidium bromide, 

and quantitated by densitometry using MultiGaugeV3.0 (Fuji) software. Expression was 

normalized with respect to the expression of potato elongation factor 1 alpha mRNA 

(EF1a; PGSC0003DMT400050664;[77]). Each single experiment included four biological 

replicates, which were quantitated in three technical replicates. Experiments were repeated 

three times for each primer set and template. 

 

Relative water content 

Relative water content (RWC) was determined as described previously [78] with the slight 

modification. For full saturation [equivalent to turgor weight (TW)] leaves were incubated 

in distilled water for 4 hours instead of overnight. Experiments were performed three times 

on at least five biological replicates for each genotype. 

 

Extraction and determination of plant hormones 

Leaf samples of ~0.5 g (without the main vein) from 8–10-week plants subjected to 

drought (as described above) were collected, immediately frozen in liquid nitrogen, and 

kept at −80°C until use. Samples were taken from the first fully-developed composite leaf 

at the top of the plant at the indicated time points. Sampling was performed four hours 

after the start of daily illumination. Three independent biological replicates were 

examined. Purification and analysis were performed as described previously [79, 80]. 

Briefly, leaf samples were homogenized and extracted with methanol/water/formic acid 

(15/4/1, v/v/v) and the following labelled internal standards (10 pmol per sample) were 

added: 2H6-ABA, 2H5-transZ, 2H5-transZR, 2H5-transZ7G, 2H5-transZ9G, 2H5-transZOG, 

2H5-transZROG, 2H5-transZRMP, 2H3-DHZ, 2H3-DHZR, 2H3-DHZ9G, 2H6-iP, 2H6-iPR, 



 

 

2H6-iP7G, 2H6-iP9G, and 2H6-iPRMP (Olchemim, Czech Republic). Extracts were purified 

using a SPE-C18 column (SepPak-C18, Waters), and separated on a reverse phase-cation 

exchange SPE column (Oasis-MCX, Waters). The first hormone fraction (containing 

ABA) was eluted with methanol and the second fraction (containing CK metabolites) was 

eluted with 0.35 M NH4OH in 70% methanol. Both fractions were separated by HPLC 

(Ultimate 3000, Dionex) and the hormones were quantified using a hybrid triple 

quadruple/linear ion trap mass spectrometer (3200 Q TRAP, Applied Biosystems). 

 

Gas exchange and chlorophyll fluorescence measurements 

Gas exchange and net photosynthesis were analyzed with a Portable Handheld 

Photosynthesis System CID 340 device (CID Bio-Science, Camas, WA, USA) 

according to the manufacturer’s instructions. The maximum quantum efficiency of 

photosynthesis (Fv/Fm) and the effective quantum yield of PSII [Y(II)] were 

determined with CID 340 (CID Inc., USA) with a CI-510CF Chl fluorescence 

module and a CI-310LA light attachment (CID Bio-Science) providing actinic light. 

Measurements were performed 5 h after turning on the light, if not indicated 

otherwise, on the upper five fully-expanded unwrinkled leaves. Five plants were 

analyzed per time point. For maximal fluorescence (Fm) determination, plants were 

dark-adapted for 30 minutes (so all PSII reaction centers were closed) and then 

stimulated with saturating pulses of light (0.8 seconds, 3,000 PPFD). The minimal 

fluorescence (Fo) with all PSII reaction centers opened was measured with 

modulated light of 0.25 PPFD. Fv was calculated from the equation Fv= Fm-Fo. 

Y(II) was calculated using the equation Y(II) = (Fms-Fs)/Fms. The maximal 

fluorescence under light (Fms) was determined by allowing plants to adapt to light 

for 20 minutes and measuring the steady-state of chlorophyll (Chl) fluorescence (Fs). 



 

 

Next, a saturating pulse (0.8 seconds, 3,000 PPFD) was applied and Fms was 

determined.  

Gross NPQ was estimated with a Dual Pulse Amplitude Modulation device, 

PAM-100 (Walz, Germany). For a single time point, six composite leaves from three 

to five control plants were analyzed. NPQ was calculated as (Fm − Fms)/Fms, where 

Fm represents the fluorescence of a dark-adapted sample and Fms represents a 

fluorescence of the illuminated sample. Plants were dark-adapted for ~20 minutes 

and kinetics were measured after repeated light pulses of 94 PPFD for 300 seconds. 

Leaves were subsequently relaxed in darkness for 240 seconds and fluorescence 

while continuously measuring and recording fluorescence. 

 

Non-polar lipids extraction and carotenoids/chlorophyll 

determination 

Plant material was collected from 8–10-week-old plants exposed to drought. Samples 

were collected 4 hours after switching on the light at D0, D6, D14, and RW3. One 

leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully expanded 

composite leaves, and total six discs harvested from two plants were combined as a 

single sample. Non-polar lipids were extracted at 4°C. Plant material after shredding 

in cooled mortar was transferred to a 15 mL Pyrex tube. After the addition of 3 mL 

acetone-methanol (8:2 v/v), the sample was perfused with argon and mixed 

vigorously by vortexing for 2 min. For the second and third extractions, hexane (9 

mL) was added and the sample was again perfused with argon before capping and 

shaking in a reciprocating shaker (PROMAX 2020, Heidolph, Germany) for 30 min 

in the dark. After shaking, the sample was incubated without agitation for 5 min to 

allow phase separation. The upper hexane phase was collected by aspiration and 



 

 

transferred to a 100 mL Erlenmeyer flask, perfused with argon, capped and stored in 

the dark in 4C. In the second extraction stage, 2 mL of propanol was used in 

addition to hexane, and perfusion, shaking and phase collection were repeated as 

before. After removal of hexane, the polar phase was centrifuged for 15 min at 4500 

rpm. The supernatant was combined with the two hexane phases, perfused with 

argon, and filtered through a Milipore syringe filter unit Millex-CV13 Filter Unit 

(0.22 µm). The combined hexan phases were then transferred to room temperature, 

evaporated to dryness under argon, and dissolved in 1 mL methanol-propanol-hexane 

6:1:3 (v/v/v). Dissolved samples were transferred to 2 mL glass vials, perfused with 

argon, capped, and stored at −80°C. 

Non-polar lipids were analyzed by injecting 5 L of sample extract onto an 

ACQUITY UPLC HSS T3 1.0×150 mm 1.8 µm column and eluted with a gradient of 

solvent A [water and methanol (1:9, v/v)] and solvent B [methanol:isopropanol: 

hexane (2:1:1, v/v/v)], with a total of 210 minutes to transition from solvent A to B. 

Separation was monitored in the 300–750 nm range with a photodiode array detector. 

A single chromatogram at 436 nm was extracted, exported in ASCII format, and used 

for peak area integration analysis with GRAMS/AI software (Thermo Electro Corp, 

Finland). 

Chla and Chlb contents were estimated by recording the absorbance of the 

aforementioned extract at 663, 652, and 645 nm (Cary 50 Bio UV/VIS 

spectrophotometer, Varian, Australia) as described previously [81]. 

 

ROS levels and lipid peroxidation during high light stress 

One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully-

expanded leaves of potato plants, and for a total of six discs three discs were 



 

 

harvested from each of two plants were combined as a single sample. Immediately 

after harvesting, samples were vacuum-infiltrated with methyl viologen (MeV) at the 

indicated concentrations and then incubated in the dark for 1 hour under normal 

irradiance (150 PPFD). Images were obtained after 30 hours of incubation.  

A similar procedure was used for ROS quantification, with the exception that a 

single MeV concentration (50 M) was used and samples were exposed to high 

irradiance (850 PPFD). Samples were collected at the indicated time points. 

Superoxide anion (O2
•−) content was determined using a colorimetric nitro blue 

tertrazolium (NBT) assay as described previously [82]. Hydrogen peroxide (H2O2), 

was detected with diaminobenzidine tetrahydrochloride (DAB) and quantified by 

counting pixels on scanned images using ImageJ software [83]. Lipid peroxidation 

was estimated spectrophotometrically with thiobarbituric acid (TBA) [84]. 

 

Transient expression of STANN1_GFP in Nicotiana 

benthamiana 

The STANN1 sequence (without the stop codon) was introduced between NcoI and BcuI 

restriction sites at the 5′-end of the monomeric GFP (mGFP) coding sequence in 

pCAMBIA1302. Intact N. benthamiana leaves were infiltrated with A. tumefaciens 

GV3101 transformed with empty pCAMBIA1302 expressing mGFP or pCAMBIA1302 

expressing STANN1_mGFP as described previously [85]. After 3 days, 1 cm diameter leaf 

discs were excised and incubated with 50 M MeV for 1 hour in darkness, and then 

incubated for 4 hours in high light (850 PPFD). Fluorescence was immediately observed 

using a Nikon Eclipse TE2000-E inverted C1 confocal laser scanning microscope equipped 

with a 40× Plan Fluore oil immersion objective  (numerical aperture, 1.30). mGFP and 

chloroplast autofluorescence were excited with a solid-state Coherent Sapphire 488 nm 



 

 

laser and detected using 515/30 band pass and 610 long pass emission filters, respectively. 

All samples were analyzed in triplicate. Three independent experiments were performed. 

 

Statistical analyses 

Data were analyzed using two-way ANOVA with Duncan’s Multiple Range Test 

(DMRT) (for yield) and MANOVA regression models (for other experiments). 

Multiple comparisons between means were performed with a HSD Tukey test with a 

confidence limit of 95%. 



 

 

Results 

Identification of potato annexin genes 

Genome-wide examination of the potato sequence database for annexins revealed the 

presence of 11 DNA segments encoding putative proteins displaying substantial 

similarity to previously characterized plant annexins. Two of these sequences were 

classified as pseudogenes due to several defects and a lack of continuity in any of the 

six ORFs. The remaining nine genes were located on chromosomes I, IV, V, and X 

and each encoded 5–6 exons (Fig. 1A). The positions and phases of introns in the 

putative potato annexin genes were consistent with those reported for rice annexins 

[86] (Fig. 1B). The putative annexin sequences in the S. tuberosum genome were 

verified using genomic PCR (Fig. 1C), and the lengths of the amplified genomic 

products were as expected (Table S1 in Supporting Information file S2Tables). The 

degree of nucleotide sequence identity between the putative potato annexins was 41–

92%. Sequences identified by bioinformatics approaches were confirmed 

experimentally. Reverse transcription polymerase chain reaction indicated that all 

nine genes were expressed in different potato organs (data not shown). 

Multiple alignment of the putative potato annexin amino acid sequences with 

Arabidopsis annexins revealed that all but one of the potato annexins had 

Arabidopsis homologs (data not shown). The newly-identified potato genes were 

named accordingly as STANN1, STANN2, STANN3.1, STANN3.2, STANN3.3, 

STANN4, STANN5, STANN8, and STANN9 (data not shown). The potato annexins 

formed a functionally diverse protein family that was differentially expressed in 

different plant organs (data not shown). The most striking genomic feature of the 

potato annexin family was triplication of the annexin 3 gene on chromosome 1 (Fig. 



 

 

1D). In addition, in an arrangement resembling that in Arabidopsis, potato STANN3.1 

and STANN4 were adjacently localized and divergently transcribed, possibly from a 

shared promoter. The Inparanoid database groups all annexins in the same in-paralog 

cluster; however, we suspect that the annexin 3 variants (STANN3.1, STANN3.2, and 

STANN3.3) are within-species out-paralogs. Two duplications (ancestral gene → 

STANN3.1 and the ancestor of STANN3.2; then the ancestor of STANN3.2 → 

STANN3.2 and STANN3.3) appear to have occurred prior to  potato and tomato 

speciation, as S. lycopersicum contains two orthologs of the annexin STANN4 and 

STANN3.1. In turn, STANN4 and STANN3.1–3.3 are out-paralogs, as STANN4 is 

moderately related to all STANN3 variants but shares high sequence similarity with 

other annexins from S. lycopersicum or Arabidopsis. Multiplication of DNA 

segments within this region of chromosome 1 during Solanaceae evolution 

apparently took place independently at least twice. In tomato chromosome 1, the 

entire dyad of SLANN3/SLANN4 was duplicated [87] and gave rise to a tetrad located 

within a short segment of DNA (21,145 bp) that was not interspersed with other 

genes. This region of chromosome 1 represents a “hot-spot” in the Solanaceae family 

where duplications of a single gene or gene cluster occurred. 

 

Characteristic of potato annexin proteins 

Newly identified potato annexins had similar predicted molecular masses of 34–37 

kDa and diverse isoelectric points (5.21–9.02). The overall tertiary structures, which 

were defined by four endonexin domains containing calcium binding sites, were well 

preserved (Fig. S3 in Supporting Information file S1Figures, Table S3 in Supporting 

Information file S2Tables). However, the primary amino acid sequences diverged 

significantly, with the lowest amino acid identity of 20.9% between STANN4 and 



 

 

STANN5. Groups with higher similarities were identified, such as STANN3.1, 

STANN3.2, and STANN3.3. Annexins 3.2 and 3.3 were the most closely related 

with amino acid identities of 90.5% and 70.1% with STANN3.1, respectively. 

STANN3.2 and 3.3 differed in length (302 and 317 aa, respectively) due to lack of 

the 14-3-3 like domain on the C-terminus of STANN3.2. Similarly, the N-terminal 

end of STANN3.2 and STANN3.3, but not STANN3.1, contained a putative 

myristoylation motif (MG). To date, a myristoylation-mediating membrane 

localization has been confirmed only for mammalian AnxA13b. With respect to plant 

annexins, a myristoylation motif was found in poplar annexin EEE95606.1, but the 

functionality of this motif was not experimentally verified. In summary, despite 

extensive similarities, there were substantial differences between members of the 

STANN3 subfamily. This suggested that family might be unique to Solanaceae, and 

that  distinct cellular functions evolved for each of the annexins. 

The potato annexins contained canonical type II calcium binding sites G-X-GTD-

{30-40}D/E solely in the first and occasionally fourth endonexin domains (Fig. S3 in 

Supporting Information file S1Figures). STANN4 and STANN8 appear to have lost 

calcium responsiveness as a result of substantial mutations (substitutions and 

insertions) in these regions. The calcium binding site in the fourth endonexin repeat 

was probably the only one preserved in STANN5. Tryptophan residues within the 

first endonexin repeat (G-W-GT) were conserved in potato annexins 1, 2, 8, and 9, 

but were replaced with phenylalanine (STANN5) or lysine (STANN3.1-3.3 and 

STANN4) in other annexins (Fig. S3 in Supporting Information file S1Figures). This 

phenylalanine modification is not predicted to interfere with calcium binding because 

phenylalanine and tryptophan residues are both hydrophobic and possess aromatic 

rings. By contrast, the lysine modification may impede membrane translocation of 



 

 

annexin because introducing a positive charge into the calcium coordination site has 

the potential to disrupt calcium binding. Other amino acids or motifs important for 

the plant annexin tertiary structure were preserved in the potato proteins, such as 

histidine 40 (except in STANN3.2 and STANN4), cysteine 111 (except in 

STANN4), and cysteine 239 (except in STANN1). 

 

Potato annexin gene expression during drought 

To generate drought-tolerant potato, the genes whose products confer drought 

tolerance have to be identified. Potato annexins are a multigene family; therefore, we 

characterized the expression of all annexins during drought. Only five annexin genes 

(STANN1, STANN4, STANN5, STANN9, and STANN2) were expressed in the leaves 

of well-watered control WT plants (Fig. 2). At the onset of drought (D0), STANN1 

mRNA was the most abundant transcript (relative to the EF1a mRNA). Over time, 

the level of STANN1 mRNA increased whereas STANN4, STANN5, STANN9, and 

STANN2 mRNA levels remained unchanged. The difference in the accumulation of 

STANN1 mRNA from D0 to D14 was statistically significant (Fig. 2). Concurrently, 

additional annexins were expressed that were not detected under control conditions. 

The levels of STANN3.1 and STANN3.2 mRNA (relative to EF1a) increased on D6 

and remained elevated until the end of the drought period. The level of STANN8 

mRNA increased continuously during the whole period of water deficit (Fig. 2). 

However, these induced annexins were expressed at levels at least ten-fold lower 

than that of annexin 1. This strongly suggested that STANN1 was the key annexin 

involved in the plant cell response to drought. 

 

Tolerance to soil water deficit 



 

 

Drought is one of the most devastating environmental stresses in modern agriculture; 

it reduces global crop yields in developed and developing countries [88]. Continued 

efforts are required to obtain new crop varieties that assure food security. Annexins 

were shown to be a promising target in model plants; thus we wanted to verify if they 

can be used to improve stress tolerance in crop plants. To investigate the effect of 

STANN1 on drought tolerance in potato transgenic plants overexpressing STANN1 

were generated by introducing the STANN1coding sequence under control of the 

35S promoter. Transgenic plants displayed normal morphology without any 

discernible abnormalities and/or growth aberrations under well-watered conditions in 

growth chamber and in the greenhouse. Leaf turgidity was similar between 

transgenic and WT plants, which indicated that the leaf water status of WT and 

transgenic lines was comparable (Fig. 3A, upper panel; Fig. S4A in Supporting 

Information file S1Figures). During soil water deficit, STANN1 overexpression 

conferred sustained turgor maintenance, whereas leaf wilting was clearly visible on 

D8 in WT plants (Fig. 3A, middle panel). In WT the effect of drought was more 

apparent by D9, and leaves began to shrivel, roll, and curl up. Younger leaves near 

the top the of the plant were most severely affected (Fig. 3A, lower panel). Leaves of 

the transgenic lines S-2 and S-7 maintained turgor and did not show signs of 

dehydration. Rewatering restored leaf turgor and normal growth resumed within 1 

day for transgenic plants and 3 days for WT (Fig. 3B). After 2 weeks of drought, S-2 

and S-7 leaves were less damaged then those of WT. Experiments were repeated four 

times in succeeding years, under greenhouse and growth chamber conditions, and in 

all cases similar results were obtained (Fig. S4 in Supporting Information file 

S1Figures). The exact number of irreversibly damaged leaves varied between 

experiments depending on the drought severity (intensity and length). Damage was 



 

 

consistently significantly lower in transgenic lines than in WT. For example, survival 

rates after a 3-week drought were 12% and 82% for WT and S-7, respectively. 

The ability to preserve turgor in leaves is closely related to drought tolerance. To 

further characterize drought responses in transgenic plants overexpressing STANN1, 

RWC changes under water deficit were analyzed. RWC was comparable in WT and 

transgenic plants. Drought reduced RWC in WT and  transgenic plants. However, 

differences between lines became apparent with increasing drought severity and this 

became statistically significant at D12 (Fig. 4A). Rewatering after 2 weeks of 

drought treatment restored control RWC values in WT and transgenic plants. The 

effect of drought on stomatal conductance (a measure of water and carbon dioxide 

vapor through the leaf stomata) was apparent by the third day after reducing 

watering, but the difference between WT and transgenic lines was statistically 

insignificant (Fig. 4B). Conductance remained low during the whole period of water 

deficit and only partially returned to control levels on the third day after the 

resumption of watering. 

The real goal for any genetic engineering efforts in crop plants is to improve crop 

yield. We examined the productivity of transgenic plants under control conditions 

and under drought. STANN1 overexpression improved plant yield both in terms of 

the total tuber mass (Fig. S5A in Supporting Information file S1Figures) and 

consistency of the tuber size (Fig. S5B–C in Supporting Information file S1Figures). 

The net productivity of well-irrigated WT and transgenic S-7 and S-2 lines was 

almost identical but tuber quality (size and uniformity) was enhanced in the 

transgenic lines. A 14-day drought decreased the tuber yield of the WT plants by 

half, whereas yield loss for S-2 and S-7 lines under comparable conditions was 

statistically less significant. Tuber quality in the transgenic lines was less impaired 



 

 

after drought compared with WT. On the basis of these results, we concluded that 

increasing STANN1 levels is a promising strategy to improve drought tolerance in 

potato. 

 

Plant photosynthetic activity during drought 

We showed that elevation of ATANN1 levels enhanced drought tolerance in potato, 

but the mechanism of this process was unknown. There is some indication that this 

could be due to annexin-mediated modulation of redox homeostasis. During drought, 

ROS accumulation in chloroplasts leads to oxidative damage of photosystems [89, 

90]. PSII catalyzes water oxidation and provides electrons for all further 

photosynthetic reactions; thus, its efficiency is crucial for the entire pathway. The 

PSII complex is a highly vulnerable structure that is constantly photodamaged; to 

maintain activity, constant repair and reassembly of reaction centers with newly 

synthesized proteins is necessary [91]. PSII activity is involved in mediating plant 

adaptation to environmental conditions. Drought impairs photosynthetic capacity and 

reduces leaf netto carbon uptake due to increased photorespiration activity (another 

sink for the absorbed energy) [92]. To directly estimate the effect of STANN1 on 

drought-induced PSII damage, the photosynthetic performance of PSII in transgenic 

plants overexpressing STANN1 was characterized under drought conditions. Several 

physiological parameters related to plant vigor were analyzed to assess the effect of 

STANN1 overexpression. These included, net photosynthesis (Pnet, associated with 

plant vitality and biomass production) (Fig. 5A), maximum efficiency of PSII in the 

dark-adapted state (a measure of the organization and vitality of PSII) (Fig. 5B), and 

effective quantum yield of PSII in illuminated samples (Fig. 5C). Under control 

conditions, STANN1 overexpression did not influence any of these parameters. By 



 

 

contrast, essentially all photosynthetic functions were disturbed during drought, and 

changes in the two overexpression lines were consistent. 

Wild-type Pnet declined to zero by D3 (Fig. 5A). Subsequently, it dropped to 

negative values by D3 and D10. In the two transgenic plant lines, Pnet remained 

positive until D10. After rewatering, Pnet increased in all three lines (Fig. 5A). 

Under control conditions, Fv/Fm values (Fig. 5B) were similar in the all three plant 

lines (~0.79), and was in the same range as in most investigated plant species. 

Drought negatively affected Fv/Fm in our experiments; this was observed by D3 in 

WT, but become apparent in transgenic plants arent on D6. In all three lines, Fv/Fm 

recovered to baseline within 3 days of rewatering. Measurements were performed on 

upper non-wrinkled leaves, indicating that apical shoot meristems were not 

irreversibly damaged by dehydration. In WT and transgenic plants Y(II) (Fig. 5C) 

declined steadily from the onset of drought, but the reduction appeared on D6 in 

transgenic plants, and the effect was significantly reduced compared to WT. Y(II) 

fully recovered in S-2 and S-7;however, even on the third day after soil resaturation, 

the physiological efficiency of PSII was not restored in WT. This suggested that 

photorespiration was activated later in STANN1 overexpressing plants then in WT. 

Thus, PETC was protected for a longer time against irreversible damage and 

diminished photorespiration-induced H2O2 accumulation in cytosol. These results 

show that PSII impairment in transgenic plants was fully reversible 

 

Photosynthetic pigments content in transgenic plants 

Drought activates premature senescence in plants [93] and stimulates catabolism of 

photosynthetic pigments [94], particularly chlorophyll (Chl) and carotenoids (Car). 

We determined the photosynthetic pigment contents under drought conditions to 

better understand the effect of STANN1 on photosynthetic machinery. 



 

 

 

Chla and Chlb accumulation 

In WT and transgenic lines under well-watered conditions, the total Chl content 

(11.2±0.01 and 10.6±2.29 mg mL-1, respectively) and the ratio of Chla to Chlb were 

similar. In WT accumulation of Chla (Fig. 6A) and Chlb (Fig. 6B) did not change 

during drought and after rewatering, the level of Chla increased to 180% of the 

control value at D0. During water deficit in S-7 line, the Chla level was stable; 

however, Chlb levels increased and reached 168% at D14 compared to D0. 

Consequently, the Chla/b ratio rose to 2.0. After rewatering, Chla levels doubled and 

Chlb levels remained stable. 

 

Xanthophyll accumulation 

The xanthophyll (XCar) cycle is essential for harmless dissipation of excess 

excitation energy in PSII as heat (NPQ). The relative XCar abundance in the total 

Car pool changes during the day depending on the incident light [95]. To exclude 

diurnal fluctuations, samples were collected at the same time (approximately 4 hours 

after the start of daily illumination). Under non-stress conditions, STANN1 

overexpression did not significantly affect the total Car level, but the XCar content 

increased [zeaxanthin (Zea), 188%; violaxanthin (Viol), 144%] compared with that 

in WT plants (Fig. 6C–D). This result indicates that the xanthophyll cycle activity 

was higher in transgenic plants than in WT plants under the same light conditions. In 

WT plants, Zea content increased progressively during drought and reached a similar 

level to that in transgenic S-7 plants only after rewatering [0.35±0.01 pmol/g fresh 

weight (FW)]. In transgenic S-7 plants, the Zea level remained largely stable and 

fluctuated in the range of 0.31–0.34 pmol/g FW. Viol declined significantly during 

drought in both plant lines. The most significant reduction was observed during the 



 

 

first 6 days of drought, and was more pronounced in S-7 than in WT (57% and 

10.5% reduction, respectively). At subsequent time points, the differences between 

lines disappeared and Viol remained at a stable level after rewatering (0.45±0.01 

pmol/g FW in WT and 0.44±0.06 g-1 FW in S-7). 

 

Nonphotochemical quenching activity 

The observed differences in XCar accumulation prompted us to analyze gross NPQ 

performance in attached leaves of control, well-watered WT, and transgenic plants 

(Fig. 7). As expected, NPQ of S-7 and WT differed. Maximal NPQ occurred in S-7 

plants after the start of daily illumination, and NPQ amplitude was ~25% higher in S-

7 than in WT. The steady-state NPQ level was elevated and saturation was delayed in 

S-7 compared with those of WT. The PSBS (another key NPQ factor) mRNA level 

during drought was higher in S-7 than in WT plants (Fig. S6A in Supporting 

Information file S1Figures). These results indicate that the NPQ capacity in 

transgenic line S-7 was greater than that of WT, which likely conferred better 

protection of PSII against photooxidative damage. Electrons were redirected to H2O2 

in transgenic plants and subsequent ROS accumulation was lower than in WT. 

 

Annexin overexpression affects hormonal homeostasis in 

plants subjected to drought 

The drought phenotype of transgenic potato plants overexpressing 

STANN1resembled that of plants overproducing CK. Compelling evidence indicates 

that the redox signaling network integrates with phytohormone-activated pathways 

[96]. ROS are positioned upstream and downstream of at least some hormone-

signaling pathways [14].We therefore stress-hormone levels [pro-senescing: ABA 



 

 

and salicylic acid (SA); anti-senescing: CK] in leaves of WT and S-7 plants 

subjected to drought. Under well-watered conditions, the level of biologically active 

ABA in transgenic plants was significantly lower than in WT (Fig. 8A). However, 

this difference was insignificant by D6 after the initiation of drought This suggested 

that biosynthesis of ABA in transgenic plants during the first week of drought was 

more active than that in WT, which is consistent with a more pronounced reduction 

of Viol (ABA precursor) levels in transgenic plants (Fig. 6D). During the second 

week of water deficit, only a slight increase in ABA level was observed and 

maximum levels on D14 were similar WT and S-7 (3.21±264.01 and 3.02±101.59 

nmol g-1 FW, respectively) (Fig. 8A). As expected, ABA levels declined to control 

values on resumption of watering. 

Under control conditions, annexin overexpression had no significant effect on 

CK levels (Fig. 8B; Table S4 in Supporting Information file S1Figures). The 

contents of active and total CK were similar and amounted to 6.35 and 6.90 pmol g-1 

FW, and 506.34 and 542.08 pmol g-1 FW, in WT and S-7 plants, respectively. 

Drought stress was associated with down-regulation of trans-zeatin (tZ), the most 

physiologically active CK involved in the stimulation of cell division. During early 

drought stages (RWC ~85%, only minor difference from control conditions), the 

level of active CK in WT increased, especially compared to the less active 

isopentenyladenosine (iPR) levels. Active CK declined under severe drought 

conditions, with the exception of cis-zeatin (cZ) and its riboside (cZR), both of which 

were CK species associated with stress responses. After rewatering, active CK 

content strongly increased, especially that of trans-zeatin (tZ), whereas cZ and cZR 

levels substantially declined. High levels of active CK (including high levels of cZ) 

were maintained in S-7 even under severe drought conditions. These levels were 



 

 

substantially higher than in parental plants. After rewatering, active CK elevation 

was much more pronounced in S-7 than in WT. The level of storage compounds (CK 

O-glucosides) was generally low. By contrast, levels of deactivation products (CK N-

glucosides) substantially increased during drought, probably as a result of the 

enhanced deactivation of CK (data not shown). 

SA accumulation was reported in response to different abiotic stresses [97]. 

STANN1 overexpression had no effect on SA levels under well-watered conditions. 

SA accumulation in WT and S-7 did not change significantly under moderate 

drought (D6). During the second week of water limitation, the SA level increased in 

both lines, and SA accumulation in S-7 was approximately twice that in WT (Fig. 

8C). The SA level declined in S-7 during recovery, but remained slightly higher than 

that observed at D0. By contrast, SA continued to increase in WT and exceeded the 

level observed in S-7. These data indicate that ROS-modulating systems are 

activated more rapidly and to a higher extent in transgenic plants overexpressing 

STANN1 than in WT plants. 

In summary, genetic modification did not influence ABA synthesis andABA-

dependent responses. The elevation in CK metabolism upon rewatering was 

consistent with phenotypic observations. SA levels in S-7 increased rapidly during 

drought and peaked by D14 but declined rapidly after rewatering. This suggested that 

SA-mediated activation of antioxidant systems during drought was faster in 

STANN1 overexpressing plants. In WT plants, delayed SA-mediated effects such as 

induction of PCD might be induced. 

 

STANN1 mitigates drought-mediated oxidative stress in 

cytosol and chloroplasts 



 

 

Although the experimental plants were grown under constant temperature conditions, 

heat stress response (HSR) was induced in WT and transgenic plants during drought. 

In WT plants, water deficit increased the accumulation of chloroplast-specific 

HSP100 and cytosol-targeted HSP40 mRNAs (compared to the EF1a normalization 

control), which peaked during the second week of drought. In transgenic plants, only 

HSP100 expression was induced under water deficit (Fig. S6C–D). This result 

suggests that STANN1 overexpression mitigates cytosolic oxidative stress. 

 

STANN1 mitigates photooxidative stress induced by MeV 

Enhanced stress tolerance frequently reduces plant responsiveness to light [98]. To 

verify if annexin-mediated drought tolerance influenced light stress responses, we 

analyzed the effect of the photosensitizer MeV on transgenic plants overexpressing 

STANN1. MeV induces oxidative stress, which enables studies of oxidative 

tolerance and stress cross-tolerance in plants [99]. MeV induces an oxidative burst by 

accepting electrons from PSI and transferring them to molecular oxygen, which 

results in massive H2O2 accumulation in light and generates oxidative stress in 

chloroplasts. 

 

Leaf disc senescence assay 

Leaf discs from WT, S-2 and S-7 plants were exposed to normal light (150 PPFD) in 

the presence of 10 and 50 M MeV. The damage caused by MeV was visualized as 

the degree of leaf tissue bleaching. In the absence of MeV, exposure to light for up to 

30 hours had no significant effect on leaf discs. By contrast, exposure to light during 

MeV treatment induced leaf tissue bleaching, which increased according to MeV 

concentration (Fig. S7 in Supporting Information file S1Figures). Transgenic plants 
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S-2 and S-7 had higher tolerance to MeV, and exhibited lower levels of leaf disc 

bleaching in light. 

 

Quantification of ROS and lipid peroxidation 

To further analyze STANN1-mediated protection against light stress, leaf discs from 

WT and S-7 plants were subjected to the combination of relative excess light (850 

PPDF) and 50 M MeV. The levels of superoxide anion, hydrogen peroxide, and 

malonyldialdehyde (MDA) were quantified at the indicated time points (Fig. 9). 

Exposure of WT to excess light and high MeV concentration induced biphasic 

accumulation of superoxide anions, with an initial peak at 30 minutes after induction 

and a second, more substantial and long-lasting, peak beginning at 9 hours after 

induction. In S-7, an initial increase in superoxide anion level was observed, which 

was significantly lower than that in WT.. The maximum level of O2
- was the same in 

WT and S-7, but the kinetics of the second peak differed (Fig. 9A). In WT, the level 

of superoxide increased steadily from 6 to12 h after induction. In S-7 superoxide 

anion accumulation occurred during 6-9 hours after induction, reaching a similar 

maximal level as in WT at this time point, and the superoxide level then remained 

unchanged until 12 h after induction. 

In WT, light-induced changes in H2O2 level were biphasic, with a second higher 

and sustained peak (Fig. 9B). The first peak occurred within 30 minutes and the 

second peak occurred by 12 hours after induction. In S-7, the first peak had a similar 

magnitude to that in WT. After several hours, no further accumulation of H2O2 was 

observed in S-7, and overall levels were significantly lower than in WT.  



 

 

Lipid peroxidation, measured as an MDA equivalent, was apparent in WT only 

after 30 minutes and 12 hours. No statistically significant changes in the lipid 

peroxidation state were observed under high light stress in S-7 (Fig. 9C). 

 

Annexin 1 attenuates cell death and protects chloroplast 

structure against oxidative stress 

In our experiments, the annexin STANN1 attenuated both phases of chloroplast-

derived oxidative stress. In transgenic plants overexpressing STANN1, the 

expression of nucleus-encoded PSII proteins (Fig. S6A–B) and HSPs was modified 

correspondingly (Fig. S6C–D). A transient mGFP expression assay was performed to 

confirm that tolerance to photooxidative stress was due to elevated STANN1 levels. 

In this experiment, STANN1 was produced as an in-frame C-terminal fusion with 

mGFP. N. benthamiana leaf discs were transformed with STANN1_mGFP 

(experiment) or mGFP (control) constructs. Leaf discs were then subjected to high 

light or to the combination of high light and MeV as described above. Leaves with 

similar fluorescent protein expression levels were used for analysis. Exposure to high 

light alone had no effect on cell structure, regardless of the construct used (mGFP-

alone, Fig. 10A–D; STANN1_mGFP, Fig. 10E–H). High light plus MeV induced 

cytosol condensation and chloroplast damage (as determined by a decline in 

chloroplast autofluorescence) in mGFP-expressing cells (Fig. 10I–L). Annexin 1 

overexpression attenuated both of these effects, and the cell morphology resembled 

that of control samples (Fig. 10M–P). Chloroplast fluorescence intensity was 

quantified and, there was no significant difference in mGFP fluorescence between 

plants transiently expressing mGFP and STANN1_mGFP. The difference in 

chloroplast autofluorescence (red) between the mGFP and STANN1_mGFP 



 

 

expressing leaves was statistically significant. This strongly suggests that the 

chloroplast structure was maintained in the presence of STANN1 protein. 



 

 

Discussion 

This study clearly demonstrate that elevation of endogenous STANN1 

expression can be successfully employed to improve potato tolerance to water 

deficit. Under optimal conditions, genetic modification had no negative effects on 

plant phenotype, growth, or productivity. Reduction of the photosynthetic rate in 

response to water deficit is usually attributed to ROS-induced damage of lipids, 

pigments, and proteins in the photosynthetic apparatus. Overexpressed STANN1 

relieved the negative effects of drought stress, such as degradation of photosynthetic 

pigments, reduction of photosynthetic activity, and loss of productivity. In transgenic 

plants NPQ was induced more rapidly and had higher capacity in STANN1-

overexpressing plants, which contributed to increased tolerance to photooxidative 

stress. Exposure to MeV reduced ROS accumulation and membrane lipid damage, so 

STANN1-overexpressing plants were not desensitized to light. Consequently, we 

assume that maintenance of photosynthesis during water deficit was due to protection 

against drought-induced oxidative stress and/or modification of redox/hormonal 

signaling in STANN1-overexpressing plants. We propose that manipulation of 

annexin expression is a valuable new approach for crop improvement that focuses on 

delay and/or attenuation of leaf senescence and maintenance of physiological 

processes when plants are exposed to challenging environmental conditions. 

 

Annexin selection for transgenic experiment 

Potato annexins form a multigene family that encodes proteins with similar tertiary 

structures but different primary amino acid similarities. Despite some extensive 

similarities, the individual annexins displayed unique expression patterns in the 

different plant organs (data not shown) and in response to drought. This suggests the 



 

 

specialization of individual family members towards unique roles in 

growth/development and adaptation to environmental conditions. Recently it was 

shown that functional knock-out of annexin 5 (At1g68090) in Arabidopsis was male-

sterile due to the abortion of pollen grains before mature pollen stage; however, on 

the basis of primary amino acid sequence, no specialized functions could be 

predicted for annexin 5. Detailed investigations revealed that ATANN5 was 

expressed primarily during microsporogenesis. The observed pollen lethality was due 

to impairment in pollen development [100, 101]. This suggests that the specialization 

of individual annexin family members for unique roles in growth/development may 

be reflected in specific expression patterns. This also may be observed for adaptation 

to environmental conditions. It will be necessary to test if ectopic expression of any 

other Arabidopsis annexin under the ATANN5 promoter restores pollen 

development. 

This suggests that the specialization of individual annexin family members for 

unique roles in growth/development may be reflected in specific expression patterns. 

This also may be observed for adaptation to environmental conditions. It will be 

necessary to test if ectopic expression of any other Arabidopsis annexin under the 

ATANN5 promoter restores pollen development. 

Expression of four potato annexins was induced during drought. However, 

STANN1 expression was several-fold higher than other annexins. This strongly 

suggested that STANN1 was involved primarily in stress responses rather than 

complementation within the annexin family, at least at the transcriptional level. 

STANN1 is expressed in all plant organs (data not shown); therefore the risk of 

inducing developmental aberrations due to ectopic STANN1 expression during 



 

 

development is minimal. Hence, we considered STANN1 as a good candidate to 

improve drought tolerance in potato and possibly other crops. 

 

STANN1 affects NPQ and mitigates chloroplast-induced 

oxidative stress in cytosol 

Chloroplasts are one of the major stress-induced ROS sources in plant cells. 

Disruption of chloroplast redox poise permeates throughout the cell and activates 

secondary ROS sources in other compartments. In mesophyll cells of Eupatorium 

adenophorum, tenuazonic acid (TeA) inhibits electron flow along PSI and PSII and 

induces H2O2 accumulation in chloroplasts within 1 hour. By 4 hours, H2O2 spread to 

the cell walls facing intercellular spaces [102]. We provided evidence that 

photooxidative stress in potato leaves induced a biphasic oxidative burst, with the 

first transient peak after 1 hour and the second more significant peak occurring by 12 

hours. In STANN1-overexpressing plants, both phases of ROS accumulation were 

reduced. Biphasic ROS accumulation with a similar kinetics was reported in 

response to ozone and salt stress treatments [33-35]. In Arabidopsis and tobacco, the 

first transient ROS peak occurring after O3 treatment originated in the chloroplast, 

whereas the second required NADPH oxidase activity and undisturbed functioning of 

PETC [34]. 

We assume that the first peak of ROS accumulation during photooxidative stress 

in potato is due primarily to chloroplast-generated ROS, whereas the second resulted 

from activation of secondary ROS sources. The question arises how proteins such as 

annexins that contain no specific signal sequences that target them to chloroplasts 

can modulate processes inside chloroplasts. Annexins are found occasionally in 

chloroplast proteomes of some plants (reviewed in [49]). For example, a mustard 



 

 

(Sinapis alba L.) annexin was identified as a component of a multisubunit 

chloroplast RNA polymerase A complex [103]; however, these results were not 

confirmed in a subsequent study [104]. Overall, these chloroplast localizations 

remain exceptions. We believe that annexin-mediated protection of chloroplasts and 

photosynthesis could be an indirect effect of increased redox homeostasis buffering 

in the cytosol. In Arabidopsis, the cross-talk between different ROS-scavenging 

systems in distinct cellular compartments was reported. During light stress, cytosolic 

antioxidant capacity had an essential role in protecting chloroplasts. Deletion of 

cytosolic ascorbate peroxidase APX1 induced degradation of thylakoid and 

stromal/mitochondrial APXs, a cytochrome b6f complex subunit protein, and the 

small subunit protein of Rubisco [43]. This result is in agreement with observations 

from other studies [26, 105], which reported that ROS accumulation rapidly reduced 

chloroplast antioxidant capacity due to APX inhibition. 

Manipulation of chloroplast/cytosol antioxidant capacity was successfully used to 

modulate potato tolerance to adverse conditions. Transgenic potato lines engineered 

to express cytosolic or chloroplast Cu/Zn-superoxide dismutase (SOD) from tomato 

displayed enhanced tolerance to MeV [106]. Overexpression of cytosolic Cu/Zn-

SOD from Potentilla atrosanguinea improved drought stress tolerance and enhanced 

net photosynthetic rates [107]. Co-expression of Cu/Zn-SOD and APX in 

chloroplasts enhanced potato tolerance to multiple abiotic stresses, including chilling, 

high temperature, photooxidative stress, and drought [108]. Accordingly, the lack of 

chloroplast thioredoxin CDSP32 resulted in greater susceptibility of potato plants to 

oxidative stress [109]. Taken together, these data show that elevating cytosolic 

antioxidant capacity is a promising way to enhance stress tolerance in potato. 

STANN1 overexpression improved drought tolerance and mitigated photooxidative 



 

 

stress, similarly to that observed for plants with overexpression of ROS-scavenging 

enzymes. The accumulation of mRNAs coding for cytosolic HSP40 and chloroplast 

HSP100 was entirely or partially reduced during drought, suggesting that the HSR in 

transgenic lines developed more slowly and to a lesser extent. This is in agreement 

with a previous report [78] for Solanum andigeanum, in which the expression level 

of respective HSP mRNAs during drought was higher in less tolerant lines than in 

more resistant landraces. 

In summary, chloroplasts are the site of cross-talk between basic metabolic 

pathways and stress responses, which places them in a key position with respect to 

coordination of defense responses [110]. This suggests that protection of chloroplasts 

from ROS-induced damage is of utmost importance. 

 

Cross-talk between redox signaling and phytohormone-

mediated pathways in transgenic plants overexpressing 

STANN1 

Cross-talk between ABA, SA, CK, JA and other phytohormone pathways modulates 

plant development and stress adaptation. Our results showed that increased STANN1 

expression modified drought-induced hormone accumulation. We assume that this is 

an indirect consequence of STANN1-mediated modulation of cellular redox 

homeostasis. Accumulating data indicate that multi-faceted and multi-level feedback 

interactions orchestrate hormone- and ROS-mediated signaling networks. Alterations 

in the cellular redox state were sufficient to modify hormone accumulation and 

downstream effects [96]. ROS signaling is positioned upstream and downstream of 

hormone-signaling pathways [13, 14]. Redox cues integrate with the action of 



 

 

different phytohormones such as ABA and SA in the coordination of plant growth 

and stress tolerance [111, 112]. 

Annexin elevation reduced the ABA steady-state level, but drought-induced 

ABA accumulation had similar kinetics in transgenic and WT plants, and levels 

similar to those in WT were eventually achieved in STANN1-overexpressing plants. 

Stress-dependent ABA accumulation typically results from elevated ABA synthesis 

[113]. ABA biosynthesis is induced by protonation of the thylakoid lumen and 

accumulation of oxidized ascorbic acid as a result of a reduction in PETC efficiency. 

Oxidized AA cannot function as a cofactor for violaxanthin de-epoxidase, which 

deactivates the XCar cycle in favor of ABA biosynthesis [114]. In leaves of 

ascorbate-deficient vte1 Arabidopsis plants, the ABA level increased by 60% [115]. 

In transgenic potato plants overexpressing STANN1, the ABA biosynthetic pathway 

was fully functional. ABA is a key factor in abiotic stress responses (induces 

stomatal closing and transcriptional reprograming); therefore, it is of utmost 

importance that ABA content and ABA-dependent stress signaling pathways are 

similarly activated in WT and transgenic plants. However, the reduced steady-state 

ABA level indicated that biosynthetic pathways in STANN1-overexpressing plants 

under control conditions were directed toward XCar activity at the expense of ABA 

synthesis. 

The control SA levels in transgenic plants were not significantly different than 

those in WT plants, and were similar to previously reported values for potato cv 

Desiree [116]. S. tuberosum has higher basal SA levels than Arabidopsis, maize, 

tobacco, or tomato [117]. Increases in SA levels in potato are relatively moderate 

(e.g., two-fold) after infection with Phytophthora infestans, compared with a 20-fold 

increase in Arabidopsis [118]. There is a lack of data on SA accumulation in potato 



 

 

leaves during drought, although it has been shown that SA functions as a regulatory 

signal mediating drought stress responses in several plant species [119, 120]. In our 

experiments, SA increases during water deficit in both plant lines were similar (6-

fold in WT and 5-fold in S-7 over basal level), which was in perfect agreement with 

observations in Phillyrea angustifolia [121]. However, the SA peak was observed in 

WT plants only after rewatering, whereas in transgenic potato it occurred earlier, 

even during drought. 

Recently, it became clear that SA is an important regulator of photosynthesis. In 

Arabidopsis, SA influences plant photosynthetic performance, and properly balanced 

SA levels are necessary for acclimation to changing light [122, 123]. The SA-

mediated signaling pathway in Arabidopsis is involved in optimal photosynthetic 

activity under stress conditions by modulating redox homeostasis [124]. SA enhances 

the cell antioxidant capacity during drought, although the mechanism of this process 

is unclear. Endogenous SA deficiency in potato results in ineffective induction of 

stress defense system and enhances stress sensitivity [116, 125, 126]. During plant 

response to pathogen infection, SA inhibits the ROS-scavenging enzymes CAT and 

APX [127-129] and stabilizes H2O2 levels. SA and H2O2 function as a positive-

feedback amplifying loop; if not properly balanced, this loop exerts detrimental 

effects for cell survival. In rice, reduced endogenous SA levels enhanced H2O2 

accumulation and the appearance of spontaneous necrotic lesions during senescence 

and development of oxidative damage and in response to high light intensities [130]. 

SA accumulation induces different responses depending on the timing and 

accumulation level; it induces stress-responsive defense systems such as antioxidant 

enzymes, or induces PCD in response to long-term elevations of SA levels. In WT 

plants, slow and prolonged SA accumulation despite the resumption watering may 



 

 

ultimately lead to PCD. Rapid SA accumulation in transgenic plants appears to 

indicate more efficient mobilization of SA-induced stress responses, and accounts for 

improved photosynthetic performance. 

Recent work shows that CK has an important role in plant adaptation to 

environmental stresses such as drought, cold, osmotic stress, and light stress [131-

134]. In our experiments, CK species and their levels under control conditions were 

similar to those previously reported for potato cv Desiree [135]. STANN1 

overexpression did not influence CK profiles or steady-state levels, but CK levels 

were maintained during water deficit and rapidly increased after rewatering. 

CK antagonizes many ABA-induced physiological responses to drought such as 

stomatal closure or leaf senescence [136]. Maintaining CK biosynthesis during 

drought improves stress tolerance, confers protection against photooxidative stress, 

and mitigates reductions in photosynthesis [38, 83, 137-141]. CK activity is anti-

senescent and associated with maintenance of greater antioxidant activity. In 

creeping bentgrass, elevated CK levels due to senescence-driven expression of 

isoprenyl transferase (IPT), a key enzyme in CK biosynthesis pathways, conferred 

drought resistance, increased the levels and activity of scavenging enzymes such as 

APX and CAT1, and reduced MDA accumulation [142]. Similarly, elevated CK 

levels in tobacco plant leaves and chloroplasts conferred higher physiological 

parameters than those in controls [143], and increased APX and dehydroascorbate 

reductase (DHAR) activity, which prevented over-oxidation of the chloroplastic 

ascorbate pool. CK regulates stress responses on several levels, such as inducing 

stress-inducible gene expression [144-145], including peroxidases, GRX, and 

glutathione S-transferases. Plants with reduced CK levels had lower ROS-scavenging 

capacity, exhibited more severe photodamage after high-light treatment, and had 

http://www.plantphysiol.org/content/164/3/1470.long#def-2


 

 

reduced neoxanthin and Zea levels under control conditions, which declined further 

during photooxidative stress. Similar effects were observed in scavenging enzyme 

activities, and a strong reduction in APX and SOD activities were observed under 

control conditions and in response to light stress [146]. We assume that sustained 

biosynthesis of CK during drought in transgenic potato plants overexpressing 

STANN1 remediates oxidative stress and improves photosynthetic performance. 

 

STANN1 affects redox homeostasis 

Different hypotheses have been proposed to explain the molecular basis of annexin-

mediated alleviation of oxidative stress, including innate peroxidase activity [54, 

147, 148], calcium-induced stabilization of peroxidases activity [149], and 

modulation of calcium influx [62, 150]. Based on the results of our experiments, we 

assume that annexin-mediated reduction in oxidative stress in transgenic potato 

overexpressing STANN1 results from the annexin effect on thiol-disulfide 

homeostasis. 

Downstream transmission of several environmental cues for H2O2 accumulation is 

sensed and mediated by several ROS-neutralizing systems, which are low-molecular-

weight antioxidant buffers such as ascorbate (ASC) and glutathione (GSH), and 

oxidoreductases such as GRX, TRX, and scavenging enzymes [39]. The most 

prominent ROS-scavenging and redox-signal perception system is GSH 

accumulation and GSH oxidation to disulfide (GSSG) during ascorbate regeneration 

in the glutathione-ascorbate cycle [151, 152]. This type of redox imbalance is 

transduced downstream by reversible formation of a mixed disulfide between GSH 

and a target protein (S-glutathionylation). An increased GSH:GSSG ratio was 

observed in plants exposed to chilling, heat stress, heavy metals, xenobiotics, 

http://www.plantphysiol.org/content/164/3/1470.long#def-7
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drought, ozone, pathogen [153-159], and during oxidative stress resulting from 

deficiency in the H2O2-scavenging photorespiratory enzymes CAT or APX [36, 47, 

160-164]. In maize and rice, the ability to maintain higher GSH:GSSG ratios was 

associated with greater stress tolerance [164]. GSSG accumulation is a key 

determinant of cell death and growth arrest [165, 166]. 

Immunolocalization studies revealed that stress-triggered GSSG accumulation 

occurred in discrete subcellular compartments. Localization studies in Arabidopsis 

detected little or no accumulation in mitochondria, slight but significant 

accumulation in the cytosol, and prominent accumulation in vacuole and chloroplasts 

[162]. GSSG sequestration in metabolically inert vacuole is thought to initiate 

catabolism, whereas accumulation in chloroplasts could have functional 

consequences for photosynthetic efficiency. Increased GSSG level is sufficient to 

trigger protein S-glutathionylation [167], which is thought to regulate enzymatic 

protein activity [168]. A large number of unidentified targets of this posttranslational 

modification represent chloroplast proteins (e.g., RuBisCO or glucose-6-phosphate 

dehydrogenase) [167]. However, it is not clear if GSSG accumulation in chloroplast 

results from import or in situ synthesis. Isolated wheat chloroplasts can take up 

GSSG from the medium [36]. Re-engineering of compartment-specific glutathione 

synthesis pathways suggested that cytosol-to-chloroplast GSSG transport also occurs 

in vivo [169]. Specific GSSG transporters have been identified in tonoplast but not in 

the chloroplast envelope [170]. 

The presence of redox-sensitive cysteines has been shown for mammalian 

ANXA2 [171] and ANXA1 [172]. They are located in the extended C- or N -

terminal end (Cys324 aa for ANXA1, and Cys8 and Cys334 for ANXA2), which 

confer structural diversity to proteins from this family. It cannot be easily generalized 



 

 

if other annexins contain cysteines susceptible to oxidation. ANXA2 was proposed to 

directly neutralize H2O2 with accompanying oxidation of only Cys8 [173-175]; 

subsequently, it would be reduced via the NADPH-dependent thioredoxin system 

(NTS) being thus an ultimate acceptor of electrons from NADPH. Oxidative damage 

in annexin A2-depleted cells enhanced oxidation of the ANXA2-binding proteins 

actin and transcription factor JunD. This suggests that ANXA2 can function directly 

as a protein reductase [174]. 

The presence of reactive cysteines was confirmed in Arabidopsis annexin ATANN1. 

Implicated amino acids are localized within the endonexin domains and are highly evolutionarily 

conserved [53] (Fig. S3 in Supporting Information file S1Figures). ATANN1 Cys underwent in 

planta S-nitrosylation within 20 minutes after NO treatment [176] and S-glutathionylation within 

30 minutes after ABA induction [56]. MeV treatment resulted in oxidation of both cysteines 

residues of ATANN1 (Cys111 and Cys 239), although the exact type of modification (mixed 

disulfide bonds with GSH, or intramolecular disulfide bond) has not been defined [177]. The 

closest ATANN1 homolog in Brassica rapa, BRANN1, appears to form a complex with 

peroxidase in floral buds [178]. 

STANN1 contains two cysteine residues, Cys17 and Cys111. Among potato annexins, the 

former is unique for STANN1 and STANN3.2, whereas the latter is homologous to Arabidopsis 

Cys111. This arrangement resembles that of ANXA1, with reactive Cys8 in the N-terminal 

amino acid. Elevated STANN1 levels mitigated photooxidative stress and diminished ROS 

accumulation, which suggested that STANN1 enhanced the capacity of cytosolic antioxidant 

buffer. Therefore, it appears that the evolutionarily conserved cysteine homologous to ATANN1 

Cys239 is not necessary for such activity. Plant annexins can prevent ROS over-accumulation in 

a similar way to that previously shown for ANXA2: by direct ROS neutralization and further 

regeneration by NADPH-dependent thioredoxin/glutaredoxin system. Therefore, annexin would 



 

 

function as an ultimate acceptor of excess electrons leaking from over-reduced PETC. 

Alternatively, STANN1 may be used as an acceptor for ROS diminishing thus GSSG formation 

(Fig. 11). Annexins are abundant cytosolic proteins (accounting for up to 2% of the total soluble 

proteins). They possess redox-sensitive cysteines and could participate significantly in the 

cellular protein thiol pool. In transgenic plants overexpressing STANN1, annexin levels are 

higher and the antioxidant protective effect is increased. Reduced GSSG accumulation prevents a 

decline in the GSH:GSSG ratio and over-oxidation of the cellular environment. The latter 

mechanism could explain the broad-specificity of annexin-mediated protection, which is 

functional in bacteria and photosynthetic and non-photosynthetic eukaryotic cells. Glutathione is 

one of the most abundant non-protein thiols; it is present in cyanobacteria and proteobacteria, 

and in all mitochondria- or chloroplast-containing eukaryotes [179, 180]. The mechanism of 

GSH-mediated regulation and maintenance of cellular redox status is similar in all living 

organisms. Reversible oxidative thiol modifications modulate the function of proteins involved 

in many different pathways, including gene transcription, translation, protein folding, 

metabolism, signal transduction, and apoptosis. 

 

Conclusions 

The results obtained in this study clearly indicate that annexin overexpression has 

potential application for developing drought-tolerant crops. Enhanced drought 

tolerance in transgenic potato overexpressing STANN1 confers greater tolerance to 

high-light stresses, stomatal closure, and diminished CO2 supply. ROS accumulation 

was attenuated, which improved chloroplast function; genetically modified plants 

maintained efficient PSII under stress conditions. Maintenance of a high 

photosynthetic yield under sub-optimal conditions had a beneficial effect on crop 



 

 

yields and biomass production. Annexins are a promising target for manipulation of 

plant tolerance to environmental conditions. 
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Figure legends.Figure 1. Annexin genes in 

potato genome. 

(A) Localization of annexin genes on potato chromosomes. The Roman numerals at the top 

denote the chromosome, digits in brackets indicate chromosome size. 

(B) Intron-exon organization of potato annexin genes. 

(C) Genomic PCR confirming the presence of predicted annexin genes in WT potato. 

Specific primers anneal to the 5’- and 3’- ends of coding sequence of certain annexin gene, 

hence the length of the resulting PCR product is a sum of the respective coding sequence 

with introns. 

(D) Schematic arrangement of STANN3.1, STANN3.2, STANN3.3 and STANN4 on 

chromosome I. 

Figure 2. Profiling of annexin expression in WT 

potato leaves during drought. 
Potato WT plants grew in the walk-in growth chamber under controlled conditions. After 

8-10 weeks irrigation was gradually reduced to decrease the field capacity (FC) to 25% 

(which took approximately 10 days) and then maintained at this level till 14th day. Samples 

were collected from the first fully developed composite leaf from the top at indicated time 

points (D0 – beginning of drought, D6 – sixth day of drought, and D14 – fourteenth day of 

drought). RNA was isolated with Trizol and sq-RT-PCR was performed with primer sets 

specific for certain annexins. The level of expression was normalized against EF1a 

mRNA. Results are means ±SE (n≤4). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 



 

 

Figure 3. Drought tolerant phenotype of transgenic 

plants. 
Potato WT plants and transgenic lines (S-2, S-7) was subjected to drought as described 

above in Fig. 2. (A) Drought stress phenotype of WT (left column), S-2 (middle column) 

and S-7 (right column) plants. Photographs were taken on the beginning (D0), on eighth 

(D-8) and ninth (D-9) day of drought. Experiments were repeated twice in greenhouse and 

twice in growth chamber and gave similar results. 

(B) Regeneration of potato plants after prolonged drought. The procedure of drought 

imposition was the same as described above but the FC was maintained at 25% until the 

twenty first day of drought (D21). On D22 plants were rewatered and after draining of 

gravitationally bound water FC was kept up at 65%. Photograph was taken on the third day 

after rewatering. Left side - two WT plants; middle – two S-2 plants, and right – two S-7 

plants. Experiments were repeated four times and similar results were obtained both in 

greenhouse and in growth chamber. 

Figure 4. Examination of leaf water status. 
Potato WT plants (white bars) and transgenic lines: S-2 (gray bars) and S-7 (black bars) 

were subjected to 14-day drought as described in Fig. 2. (A) Relative water content (RWC) 

analysis. Samples from the first fully developed undamaged leaf from the top of plant were 

collected at D0, D4, D7, D12 and 3 days after rewatering (RW3) and relative water content 

(RWC) was determined. Results are means ±SE (n=3). (B) Stomatal conductance were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the 

leaf surface was wrinkled to such an extent that further analysis was  impossible. 

Measurements were done with a CI-510CF Chl fluorescence module, actinic light was 

provided by a CI-310LA light attachment. Results are means ±SE (n=10). Experiment was 

performed three times and gave comparable results. 



 

 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). 

Experiment was repeated 3 times and gave comparable results. 

Figure 5. Netto photosynthesis and photosynthetic 

performance of PSII in potato plants during 

drought. 
Potato WT (white bars) and transgenic lines: S-2 (grey bars) and S-7 (black bars) were 

subjected to drought as described in Fig. 2. (A) Netto photosynthesis, (B) maximum 

quantum yield of photosystem II (Fv/Fm) and (C) effective quantum yield of photosystem 

II,Y(II) were measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. 

After D10 the leaf surface was wrinkled to such an extent that further analysis was  

impossible. Measurements were done with a CI-510CF Chl fluorescence module, actinic 

light was provided by a CI-310LA light attachment. Results are means ±SE (n=10). 

Experiment was performed three times and gave comparable results. Homogenic groups 

are determined by Tukey HSD (Honestly Significant Differences) test. The same letters 

designate values which are not significantly different at p<0.05 and belong to the same 

homogenic group. 

Figure 6. Photosynthetic pigment content during 

drought. 
WT (white bars) and transgenic line S-7 (black bars) were exposed to drought as described 

in Fig. 2. Samples were collected at the same time during the day at D0, D6, D14 and RW3 

from third, fourth and fifth fully expanded leaves from top at 4 hours after turning the light. 

The level (A) chlorophyll  a; (B) chlorophyll b; (C) zeaxanthine; and (D) violaxanthine 

were determined Non-polar lipids were separated on an ACQUITY UPLC system (Waters) 

and peaks were integrated at 436 nm. The level of xanthophylls is expressed as percent of 



 

 

the total carotenoids. The level of chlorophyll is expressed as mg mL-1.-Results are means 

±SE (n=3). Homogenic groups are determined by Tukey HSD (Honestly Significant 

Differences) test. The same letters designate values belong to the same homogenic group 

(p<0.05). 

Figure 7. NPQ assayed in leaf of well-watered 

potato plants. 
Potato WT (dashed line) and transgenic S-7 (solid line) grew in the walk-in growth 

chamber under controlled conditions and were watered to maintained FC at 65%. 

Performance of gross non-photochemical quenching (NPQ) were assayed on the first fully 

developed composite leaf from the top of plant at 4 hours after turning the light with Dual 

PAM-100. For measurement plants were adapted to dark for 20 minutes and then 

stimulated with repeated light pulses of actinic light (94 PPFD) for 5 minutes and once 

again subjected to dark for 6 minutes. Each point represents the mean ±SD (n=3-4). 

Experiment was repeated three times and gave comparable results. 

Figure 8. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh 

leaf tissue without the midrib) were collected from the first fully developed, undamaged 

leaf from the top of plant at 4 hours after turning the light. Labeled internal standards were 

added to the leaf samples before homogenization. Hormones were then extracted, purified 

using a SPE-C18 column and separated on a reverse phase-cation exchange SPE column. 

Hormones were quantified using a hybrid triple quadruple/linear ion trap mass 

spectrometer. The level of ABA and SA is expressed as nmol g-1 of fresh weight; the levels 

of cytokinins – as pmol g-1 of fresh weight. Results are means ±SE (n=3). Homogenic 



 

 

groups are determined by Tukey HSD (Honestly Significant Differences) test. The same 

letters designate values belong to the same homogenic group (p<0.05). 

Figure 9. Accumulation of ROS (hydrogen 

peroxide and superoxide anion) and lipid 

peroxidation. 
Potato WT (white bars) and transgenic line S-7 (black bars) grew in walk-in growth 

chamber under controlled conditions. Leaf discs were expunged from the third, fourth and 

fifth upper fully expanded leaves and immediately vacuum infiltrated with methyl viologen 

(50 M). After 1 hour incubation in dark discs were exposed to high light irradiance (850 

PPFD) for indicated times (0.5 – 24 hours). Superoxide anion was determined 

colorimetrically with nitro blue tetrazolium chloride 9NBT). Hydrogen peroxide was 

stained in tissue with diaminobenzidine tetrahydrochloride (DAB) and quantified using the 

ImageJ. Lipid peroxidation was estimated spectrophotometrically with thiobarbituric acid 

(TBA). Results are means ±SE (n=5). Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). Experiment was repeated twice. 

Figure 10. STANN1 attenuated MeV-induced 

photooxidative stress. 
Confocal laser scanning image of the leaf epidermis of tobacco plant transiently 

expressing GFP (A-D and I-L) or STANN1_GFP (E-H and M-P). 3 days after 

infiltration leaf discs were excised and subjected to high light (850 PPFD) (A-H) or 

the combine treatment of high light (850 PPFD) and 50 M MeV (G-L). The 

fluorescence was monitored with Nikon TE-2000E EZ-C1 exc. 488 nm and emission 

515/30 and 605/75 for GFP and chloroplast, respectively. First column represent 

single focal plane, second – chloroplast autofluorescence acquired with the same 



 

 

excitation parameter for each construction to visualized the difference between 

responses to the same treatment, third – overlay of green and red fluorescence 

channels with GFP enhanced to visualized cells; right column – stack obtained with 

Volume Render program EZ-C1 combined with chloroplasts. Scale bar is 20 m. 

Experiment was performed 3 times. 

Figure 11. A simplify scheme depicting the 

interactions between cellular redox state and 

participation in ROS scavenging mechanisms. 
Oxidative stress is an unavoidable consequence of environmental stresses. ROS 

accumulation begins in chloroplasts and then it spreads throughout the whole cell. 

Activation of a secondary ROS sources e.g. NADPH oxidase complex or 

photorespiration resulted in substantial H2O2 accumulation in cytosol. To avoid 

deleterious effects of ROS several compartment-specific mechanisms evolved, 

including accumulation of low-molecular-weight antioxidants (glutathione, 

ascorbate), scavenging enzymes (CAT, APX, SOD) and protein thiols (PRX, GRX 

and TRX) that undergoes a reversible cycles the thiol-disulphide exchange.  

The redox-sensitive proteins sense, transduce, and translate ROS signals into 

appropriate cellular responses. Thus, precise regulation of size and redox status of 

the thiol pool is of essential importance for induction of appropriate responses. In 

plant cells glutathione is present in different compartments in milimolar 

concentrations and in quiescents it maintained largely in reduced state due to activity 

of glutathione reductases (GR) at expense of NADPH. Stress-induced ROS 

accumulation stimulates oxidation of glutathione (GSSG) and in the same time de 

novo synthesis of GSH. Disturbances in GSH/GSSG ratio might non-specifically 

influence several downstream pathways, e.g. by induction of thiol-disulfide exchange 



 

 

on target proteins. Cellular redox potential depends primarily on the total 

concentration of the total glutathione and the extend of its oxidation. GSSG 

accumulation did not disturb the redox potential if it is compensated by increasing 

the total glutathione concentration. However, if size of total pool remains unchanged 

when the GSH:GSSG ratio increased the cell redox potential in the cytosol become 

more positive.  

We propose that the improved stress tolerance of annexin STANN1-

overexpressing potato plants results from amelioration of oxidative shift of the 

cytosolic glutathione redox potential. Elevation of STANN1 level had a pleiotropic 

effect on plant metabolism and physiology what suggested that not one specific but 

several downstream signaling pathways were touched. Disruption of the glutathione 

redox potential is sufficient to induce such effect; e.g., in transgenic tobacco with 

constitutive upregulation of glutathione content MAPK and SA signaling pathways 

were modified. Annexin posses oxidation-sensitive cysteines and can act as a 

reductant influencing thus the redox potential. During stress in transgenic plants the 

capacity of cytosol redox buffer was more reducing compared to WT what prevents 

oxidation of downstream targets and modulate timing as well as magnitude of stress 

response. It had a beneficial effect on cell survival, photosynthesis and delay 

senescence. Similar effects were observed in tobacco and Arabidopsis plants and 

over-expressing particular elements of antioxidant systems. 



 

 

Supporting information legends: 

File S1Figures. 

Figure S1. Construction of transgenic plants. 

A) Structure of the T-DNA region from pROK2 carrying STANN1_His6x that 

was used for Agrobacterium ‐mediated transformation. LB – left border; RB – 

right border; NPTII – neomycin phosphotransferase II, CaMV – cauliflower 

mosaic virus 35S promoter; NOS – nopaline synthase terminator;  

(B) Expression of STANN1_His6x protein in F1 transgenic potato lines. Proteins 

were isolated from leaves of WT and F1 transgenic lines S-2, S-3, S-7, S-83, S-

91,  S-97 and S-123 grown in vitro. His-tagged proteins were purified with Ni-

NTA agarose, subjected to SDS_PAGE and blotting followed by detection with 

anti-His primary Ab. The band detected in WT represents Arabidopsis annexin 

ATANN1_His6x (molecular weight ca 36 kD) produced in Escherichia coli that 

was added before purification to the ground protein to STANN1_His6x easily 

dimerized hence the two bands were detected, the lower with molecular weight 

corresponding to monomer and the upper corresponding to dimer.  

Figure S2. Characteristics of experimental drought. 

(A) Potato WT and S-7 plants after 8 week of growth at the phase of experimental 

drought implementation. Transgenesis has no impact on tuber development. 

Formation of stolon hooks and stolon swelling as well as first tubers are visible.  

(B) Field capacity (FC) was normalized at the beginning of experiment and 

maintained at constant level (app. 65%); for control (well-irrigated plants) FC was 

maintained at this level throughout the whole experiment. For experimental 

drought FC was gradually lowered to 20% and kept at this level un till the end of 

drought. Rewatering was applied by full water saturation of the soil and after 

gravity draining of excess water FC was kept at the 65% untill the end of 

experiment.  

Figure S3. Multiple alignment of amino acid sequences of 

putative annexins from potato and selected annexins from 

human, Arabidopsis and cotton. 



 

 

The alignment was done with Cobalt (Constrain-based Multiple Alignment Tool). 

Gene Bank Acc Nos of employed sequences are as follows: human AnxA5 

(NP_001145.1), Gossypium hirsutum GHANN1 (1N00), Arabidopsis thaliana 

ATANN1 (2Q4C) and for potato annexins: STANN1 

PGSC0003DMG4000177114, STANN2, STANN3.1 

PGSC0003DMG4000221817, STANN3.2 PGSC0003DMG401019427, 

STANN3.3 PGSC0003DMG402019427, STANN4 PGSC0003DMG400019446, 

STANN5 PGSC0003DMG400007966, STANN8 PGSC0003DMG400007482 and 

STANN9 PGSC0003DMG40001879.  

The boundaries of endonexin repeats were marked on the basis of crystal 

structures obtained for GHANN1 (Hofmann et al., 2003) and ATANN1 (Levin et 

al., 2007) and are, respectively:  

- 1st endonexin domain: 14-80 and 13-81;  

- 2nd endonexin domain: 83-153 and 84-154;  

- 3rd endonexin domain: 164-239 and 165-241  

- 4th endonexin domain: 241-309 and 244-3111 respectively for cotton and 

Arabidopsis annexin.  

Conserved histidine 40 is in red; methionine and cysteines from C3 cluster are in 

blue and underlined.  

Calcium binding motifs G-X-GTD-{38-40}-D/E are marked by black boxes; 

potential N-terminal acylation motif is in bold; potential actin-binding domains 

IRI are in bold and italic;  

C-terminal peptide similar to 14-3-3 proteins is marked by pale-green rectangle. 

Amino acid residues of high conservation are shown in red, medium - in blue. 

Figure S4. Drought tolerant phenotype of transgenic S-7 

potato plants. 

Each image depicts two WT plants (left side) and two transgenic S-7 plants (right 

side) subjected to experimental drought. Drought was started on D0 and lasted 21 

days. During that time watering was gradually reduced so as to lower the FC to 

20%. After reaching that level it was maintained until 21 days after onset of 

experiment. The soil was than fully saturated with water (rewatering) and FC was 

maintained at 65% until the end of experiment. 



 

 

D10 - irrigation withheld for 10 days, D14 - irrigation withheld for 14 days, D21 - 

irrigation withheld for 21 days, RW5 – rewatered for 5 days. 

Experiments were repeated  four times and similar results were obtained both in 

greenhouse and in growth chamber. 

In WT symptoms of wilting clearly appeared after 10 days of drought; in S-7 they 

were apparent only after 2 weeks. On the 21st day WT were severely affected with 

damaged stems and dry leaves. At the same time in S-7 plants the upper leaves 

still maintained turgor. After rewatering only a few leaves in WT regenerated; 

instead, new shoots developed from below-ground parts after at least a week of 

regular irrigation. In contrast, the S-7 plants preserved their upper leaves and after 

rewatering returned to a normal healthy look within hours. The exact number of 

irreversibly damaged leaves varied between experiments, but it was always 

significantly lower than in WT.  

Figure S5. Potato yield during drought. 

(A) Irrigated Water Use Efficiency (IWUE) is a quotient of crop produced per 

unit per amount of water supplied (IWUE = Y / W [g/pot/mL of water])  

(B) An exemplary tuber yield per plant. Potato plants WT, S-2, and S-7 were 

grown in a greenhouse. After 8-10 weeks of growth plants were subjected to 

drought stress by restricting irrigation to achieve 20% FC and kept at this level 

until 14th day. After that time plants were rewatered and cultivated in optimal 

conditions for additional 10 weeks until physiological maturity. Tubers were lifted 

immediately after withering of haulms. The weight of all fresh tubers from single 

plant was determined immediately after harvesting. Experiments were repeated 

twice and gave similar results.  

(C) Quantification of tuber yield experiments. Results are shown as mean ±SD 

(n=10) 

Figure S6. Expression of genes coding for PSII proteins 

and HSPs. 

Relative quantification of PSBS (A), LHCB4 (B) HSP100 (C) and HSP40 (D) 

mRNAs in leaves of WT (white bars) and transgenic S-7 (black bars) potato 

plants during three-week drought and after rewatering. The data represents the 

mean ±SE from at least four measurements. Homogenic groups are determined by 

Tukey HSD (Honestly Significant Differences) test, the same letters designate 



 

 

days which are not significantly different at P < 0.05 and belong to the same 

homogenic group. 

Figure S7. The effect of photooxidative stress on potato 

leaves. 

Leaf discs (F ~ 1 cm) were excised from leaves of WT or transgenic plants S-2 

and S-7 and immediately infiltrated with (A) 50 mM Tris-Cl, pH 7.5 (B)10 mm 

MeV or (C) 50 mM MeV in 50 mM Tris-Cl, pH 7.5. Subsequently, leaf discs 

were exposed to light of 150 PPFD for 30 h. 

File S2Tables. 

Table S1. Primer pairs used for identification of potato 

annexins. 

Primer pairs corresponding to the predicted 5’ (F) and 3’ (R) ends of the particular 

annexin genes were designed on the basis of published potato genome sequence. 

Gene length refers to the total length of exons and introns. Individual primer pairs 

(F - forward, R - reverse) were designed with PrimerSelect, Laser Gene10.0 

DNASTAR (USA). 

Table S2. Primer pairs used for sq-RT-PCR. 

Primers for semi-quantitative analysis of expression of annexins and other genes 

in potato. Individual primer pairs (F- forward, R- reverse) were designed with 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) to span intron–exon boundaries 

to exclude interference from genomic DNA contamination. Amplified fragments 

were between 300 and 500 base pairs. The genes were selected from 

PGSC_DM_v3.4_pep_fasta containing database of potato virtual translation 

products on the basis of their homology to annotated Arabidopsis genes. Analyzed 

genes were as follows: annexins: STANN1-9; HSP100 (heat shock protein 100 

kDa); HSP40 (heat shock protein 40kDa, DNAJ); PSBS (chlorophyll a/b- binding 

photosystem II 22kD subunit S); LHCB4 (light-harvesting complex binding 

protein 4). As a reference the housekeeping gene for Elongation Factor a1 (EF1a) 

was used. 

Table S3. Characterization of putative potato annexin 

proteins. 



 

 

chlo – chloroplast; cyto – cytoplasm; cyto_ER – cytoplasm/membrane of 

endoplasmatic reticulum; cysk – cytoskeleton; ER – endoplasmatic reticulum; extr 

– extracellular; mito – mitochondria; nucl – nucleus; plas – plastids; vacu – 

vacuole 

Table S4. Cytokinins in leaves of WT and S-7 potato 

plants under drought. 

S. tuberosum WT and transgenic S-7 plants were subjected to 2-week drought or 

well-watered. At time points indicated 0.5 g of tissue (without the main vein) was 

collected 4 hours after beginning of the day from fully expanded leaves. Hormone 

levels were analyzed by LC-MS as described in Materials and Methods (n=3). 

Data are shown as pmol g-1 FW. 

Abbreviations: tZR, trans-zeatine riboside; tZ, trans-zeatin; iPR, isopentenyl 

adenosine riboside; iP, isopentenyl adenine; cZR, cis-zeatin riboside; cZ, cis-

zeatin. 
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Abbreviations: 

ABA abscisic acid 

APX ascorbate peroxidase 

ATANN1 annexin 1 from Arabidopsis thaliana L. 

ASC ascorbate 

Car carotenoids 

Chla, Chlb chlorophyll a, chlorophyll b 

CK cytokinins 

Fv/Fm the maximum quantum efficiency of photosynthesis 

MeV methyl viologen, paraquat 

NPQ non-photochemical quenching 

PCD programmed cell death 

PETC photosynthetic electron transport chain 

PPFD photosynthetic photon flux density [mol m-2 s-1] 

PSI, PSII photosystem I, photosystem II 

PSBS 22-kD photosystem II subunit 

SOD superoxide dysmutase 

STANN1 annexin 1 from Solanum tuberosum L. 

SA salicylic acid 

Viol violaxanthin 

ViolDE violaxanthine deepoxidase 

XCar xanthophylls 

Y(II) effective quantum yield of PSII 

Zea zeaxanthin 



 

 

 

Abstract 

Annexins are a family of calcium- and membrane-binding proteins that are 

important for plant tolerance to adverse environmental conditions. Annexins function to 

counteract oxidative stress, maintain cell redox homeostasis, and enhance drought 

tolerance. In the present study, an endogenous annexin, STANN1, was overexpressed to 

determine whether crop yields could be improved in potato (Solanum tuberosum L.) 

during drought. Nine potential potato annexins were identified and their expression 

characterized in response to drought treatment. STANN1 mRNA was constitutively 

expressed at a high level and drought treatment strongly increased transcription levels. 

Therefore, STANN1 was selected for overexpression analysis. Under drought 

conditions, transgenic potato plants ectopically expressing STANN1 were more tolerant 

to water deficit in the root zone, preserved more water in green tissues, maintained 

chloroplast functions, and had higher accumulation of chlorophyll b and xanthophylls 

(especially zeaxanthine) than wild type (WT). Drought-induced reductions in the 

maximum efficiency and the electron transport rate of photosystem II (PSII), as well as 

the quantum yield of photosynthesis, were less pronounced in transgenic plants 

overexpressing STANN1 than in the WT. This conferred more efficient non-

photochemical energy dissipation in the outer antennae of PSII and probably more 

efficient protection of reaction centers against photooxidative damage in transgenic 

plants under drought conditions. Consequently, these plants were able to maintain 

effective photosynthesis during drought, which resulted in greater productivity than 

WTplants despite water scarcity. Although the mechanisms underlying this stress 



 

 

protection are not yet clear, annexin-mediated photoprotection is probably linked to 

protection against light-induced oxidative stress. 



 

 

Introduction 

Plants have developed passive and active strategies to survive environmental stresses 

such as drought, salinity, chilling, heat shock, heavy metals, UV radiation, ozone, 

mechanical stress, nutrient deficiency, hypoxia, and biotic stress [1]. Several stress-

response genes have already been targets for bioengineering studies to improve plant 

stress tolerance [2]. However, ectopic expression of stress-inducible genes often results 

in developmental aberrations (e.g., stunted growth and irregular leaves) or reduced crop 

yields under non-stress conditions due to non-specific induction of programmed cell 

death (PCD) and/or premature senescence [3]. Current knowledge of stress-responsive 

pathways is based primarily on results obtained by imposing each stress individually, 

whereas plants in natural settings are generally challenged with multiple concurrent 

stresses, and the resultant signaling pathways may be superimposed and/or 

induce/antagonize each another [4-6]. New approaches to bioengineering stress 

tolerance in crop plants are needed to achieve sustainable improvements in crop 

biomass production [2]. 

Recent work shows that changes in redox poise can regulate plant cell function [7-9] 

by acting as cellular signals [10]. In light, the predominant location of ROS production 

is in chloroplasts [11]. The two main ROS sources there are the light-driven 

photosynthetic electron transport chains (PETCs) of photosystem I (PSI) and 

photosystem II (PSII). Environmental stress can trigger an imbalance in redox 

homeostasis and affect chloroplast metabolism [12]. Abiotic stresses reduce CO2 

assimilation, which results in over-reduction of the photosynthetic electron transfer 

chain (PETC) and utilization of oxygen as an alternative acceptor for excess electrons 

[13]. Changes in chloroplast redox poise activate secondary ROS-producing sources, 



 

 

such as membrane NADPH oxidase complex [respiratory burst oxidase homologs 

(RBOHs)] [14] or photorespiration [15]. 

Annexins are a multigene, evolutionarily conserved family of calcium- and 

phospholipid-binding proteins [16] that is present in all eukaryotes. They have a highly 

conserved tertiary structure defined by the presence in the molecule of four (or eight) 

approximately 70 amino acid motifs, each consisting of five -helices. The contribution 

of annexins to plant cell adaptation to adverse environmental conditions is well 

documented [16-20]. However, an understanding of the primary physiological functions 

of plant annexins remains elusive. Initially, based on their prototypical characteristics, 

annexins were thought to participate primarily in membrane-related events, such as 

cellular transport, membrane-cytoskeleton interactions, or endo-/exocytosis [16; 20]. 

Later, it became clear that their cellular functions go far beyond this and include 

regulation of cellular redox poise and modulation of calcium transients upon stress. 

Annexin 1 was identified in a genome-wide search of Arabidopsis thaliana 

(Arabidopsis) sequences capable of rescuing Escherichia coli oxyR growth on high 

H2O2 concentrations [21]. Further experiments showed that Arabidopsis annexin 1 

(ATANN1) is an element of the ROS signaling network in Arabidopsis. Deletion of 

functional ATANN1 reduced expression of glutathione-S-transferase Tau 1 (GSTU1) in 

seedlings after H2O2 treatment [22]. It is well accepted that upon salinity stress, ROS 

trigger increases in Ca2+, and ATANN1 was proposed to mediate calcium conductance 

activated by NADPH oxidases in root epidermal cells [22]. These data suggest that 

ATANN1 can function at a cross-road of calcium and ROS signaling [23; 24]. It is still 

an open question if other proteins from this family can function in a similar way. 



 

 

Subsequent analyses confirmed that not only ATANN1, but also Brassica juncea 

annexins BJANN1 and BJANN3, and Nelumbo nucifera annexin NNANN1 ameliorated 

oxidative stress in homologous or heterologous cells and improved stress tolerance of 

tobacco, cotton, and Arabidopsis [23; 25-30]. In some cases, overexpression of annexins 

resulted in multi-stress tolerance. Transgenic tobacco plants expressing BJANN1 

exhibited enhanced resistance to different abiotic stresses and infection with 

Phytophthora parasitica var. nicotianae, the latter possibly due to constitutively 

increased expression of several pathogenesis-related proteins [25]. NNANN1 

overexpression in Arabidopsis conferred enhanced tolerance to heat and oxidative stress 

[27]. These studies generally used seedlings or leaf discs subjected to short-term stress 

treatments (in hours). There is a lack of information regarding annexin function in cell 

physiology, hormonal homeostasis, and metabolism during long-term exposure to 

environmental stress. 

Potato is one the most important vegetable crops. Its global annual production in 

2010 exceeded 300 million tons (FAOStat). Potato plants are highly efficient in terms of 

water usage (http://www.fao.org/potato-2008/en/potato/water.html), and produce more 

food per water unit than any other crop [31]. Therefore, potato could be a promising 

alternative to cereal crops. Modern potato cultivars are susceptible to drought, which is 

defined as a shortage of water in the root zone [32]. Water deficit affects nearly all 

stages of potato development, and negatively impacts tuber numbers and quality (crop 

yield) [33; 34]. Only a few attempts to engineer potato drought tolerance have been 

reported (reviewed in [35]). These studies had limited success because most transgenic 

plants did not exhibit good performance and productivity under non-stress and stress 

conditions. Potato annexin has not been considered for bioengineering applications; 



 

 

however, new proteomics research showed that STANN1 could be a candidate gene to 

improve stress tolerance. STANN1 was differentially expressed in potato tubers in 

response to wounding [36; 37], bruising (personal observation; [38]), osmotic stress and 

salinity [39], and was differentially expressed in potato aerial parts in response to 

osmotic stress and salinity [40]. We overexpressed potato annexin STANN1 and 

observed the effects on plant biochemistry and physiology during drought. 

First, we investigated if increased expression of ATANN1 affected potato drought 

tolerance. We used the S. tuberosum genome to identify all potato annexins, and 

analyzed potential involvement in drought responses using semi-quantitative RT-PCT. 

Then, we characterized photosynthetic performance in transgenic plants overexpressing 

ATANN1 during prolonged water deficit around the root zone. One of the plant 

strategies to cope with environmental stresses is premature induction of the senescence 

program [41]; therefore, we analyzed the influence of STANN1 on long-lasting changes 

in hormonal homeostasis during drought. We also investigated possible annexin 

functions in modulating redox signaling, and assessed changes in drought stress 

responses. Our working hypothesis was that annexin modulated plant stress responses 

by increasing the cytosolic antioxidant buffering capacity in transgenic plants. Studies 

on Arabidopsis ecotypes indicate that ATANN1 mRNA levels differ in ecotypes adapted 

to very different local climatic condition (TAIR and our non-published data). In potato 

tubers, STANN1 levels did not differ in proteomes from different genetic backgrounds 

[42]. Further experiments are necessary to elucidate if drought-tolerant potato landraces 

and cultivars could be generated by enhancing the level of annexin expression. 



 

 

Materials and Methods 

Generation of transgenic plants, transformation and growth 

conditions 

S. tuberosum cultivar Sante (WT), medium-tolerant to drought, was used for transformation 

experiment (http://www.europotato.org).The STANN1 cDNA sequence without the stop 

codon (957 bp; Acc. No. PGSC0003DMG400017714) was fused at the 3′ end to a 6×His-tag 

sequence and inserted into the XbaI restriction site of pROK2 [43] between cauliflower 

mosaic virus 35S promoter and nopaline synthase (Nos) terminator sequences (Fig. S1A in 

Supporting Information file S1 Figures). This construct was used for Agrobacterium 

tumefaciens-mediated transformation of WT potato plants according to a previously published 

method [44]. Regenerated transgenic plants were transplanted into separate glass tubes filled 

with 10 mL of Murashige & Skoog solid medium supplemented with 50 g/mL kanamycin. 

The presence of the transgene cassette was verified with genomic PCR (data not shown). 

Expression of recombinant STANN1_6×His protein was confirmed by purification from 

leaves of WT and F1 transgenic plants (lines S-2, S-3, S-7, S-83, S91, S-97, and S-123) by 

Ni-NTA chromatography and detection with anti-HisTag primary antibody (Sigma-Aldrich). 

Recombinant ATANN1_6×His protein produced by bacterial overexpression was used as a 

positive control (WT protein extract) (Fig. S1B in Supporting Information file S1Figures). 

Potato WT plants (S. tuberosum cv Sante) or transgenic lines in the “Sante” background 

(S-2 and S-7) were used for further experiments. Plants were cultivated in a growth chamber 

(or an air-conditioned greenhouse when indicated) under standard conditions (21±2°C; 16 h/8 

h day/night; light intensity 110 to 130 PPFD (photosynthetic photon flux densities); 60–80% 

relative humidity. 



 

 

Water stress 

S. tuberosum plantlets sprouted from tubers were grown in plastic pots filled with 1 kg 

of sterilized soil (mixture of peat and sand, pH 5.5; prepared by the Plant Breeding and 

Acclimatization Institute) for 160–170 days. The field capacity (FC) was determined 

gravimetrically (g of water per g of soil). Pots were weighed every 2–3 days and the 

volume of water necessary to maintain the indicated FC was calculated individually for 

each plant. For well-watered control plants, FC was maintained at 65% (−0.8 MPa) for 

the whole experiment. Experimental drought was imposed after 8–10 weeks of growth 

(tuber initiation) (Fig. S2A in Supporting Information file S1Figures). Irrigation was 

decreased over 10 days to gradually reduce the FC to ~25% FC (−2.0 MPa) and was 

then maintained at this level until the end of the water deficit period. Irrigation was 

subsequently resumed with full soil saturation (rewatering). To estimate the impact of 

drought on potato productivity, plants were cultivated for an additional 11–12 weeks 

after rewatering (FC 65%) until physiological maturity. An exemplary schedule of FC 

changes is shown in Fig. S2B (supporting Information file S1Figures). Samples were 

collected at the beginning of the water deficit period (D0), and (depending on 

experiment) at different days of drought, i.e. 3rd (D3), 4th (D4), 6th (D6), 10th (D10), 

and 14th (D14), and at the first (RW1) and third (RW3) days after rewatering. 

 

Identification of potato annexins 

Annexins were identified in silico by searching for the endonexin domain (PFAM definition, 

PF00191, 66 aa) in six translation frames of the heterozygous diploid potato breeding line, S. 

tuberosum L. group Tuberosum RH89-039-16 genome using the HMMSearch program from 

the HMMER3 package. According to PFAM, >93% of proteins from this family contained at 



 

 

least three consecutive repeats of the endonexin domain. By searching with a single repeat, 

the probability of missing a complete protein due to below-threshold partial hits or incorrectly 

defined intron-exon boundaries was minimized. Only hits with an E-value ≤0.001 were 

considered. To verify the presence and sequence of the predicted annexins in WT potato, 

genome primer sets were designed that corresponded to the 5′ (F) and 3′ (R) ends of the 

predicted open reading frames (ORFs, Table S1 in Supporting Information file S2Tables). 

Expression of putative annexin genes was verified using RT-PCR. Briefly, total RNA was 

isolated from WT leaves and reverse transcribed using RevertAid Reverse Transcriptase 

(Thermo Scientific, Lithuania) with poly(T)12-18 primer. Annexins were amplified from cDNA 

using Phusion High-Fidelity DNA Polymerase (Thermo Scientific). PCR products were 

cloned with pJET Cloning Kit (Thermo Scientific) and their compliance with the predicted 

sequences was verified. 

 

Semi-quantitative expression of annexins and stress-regulated 

genes 

Gene expression was profiled over 14 days of drought in WT potatoes grown as described 

above. Samples were taken from the first fully-developed composite leaf at the top of the 

plant. For each time point, single leaf discs from four independent plants were collected, 

flash-frozen in liquid nitrogen, and stored at −80°C until use. Total RNA was isolated with 

Trizol (Invitrogen, Scottland). Reverse transcription was performed as described above. Taq 

DNA Polymerase (Thermo Scientific) was used to amplify specific sequences from cDNA. 

Genes for semi-quantitative analysis were selected from PGSC_DM_v3.4_pep_fasta, which 

contains a database of potato virtual translation products predicted according to similarity to 

annotated Arabidopsis genes. Specific primer sets for expression analysis were designed using 



 

 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) (Table S2 in Supporting Information file 

S2Tables ). The obtained sq-RT-PCR products were subjected by agarose gel electrophoresis, 

stained with ethidium bromide, and quantitated by densitometry using MultiGaugeV3.0 (Fuji) 

software. Expression was normalized with respect to the expression of potato elongation 

factor 1 alpha mRNA (EF1a; PGSC0003DMT400050664; [45]). Each single experiment 

included four biological replicates, which were quantitated in three technical replicates. 

Experiments were repeated three times for each primer set and template. 

 

Relative water content 

Relative water content (RWC) was determined as described previously [46] with the slight 

modification. For full saturation [equivalent to turgor weight (TW)] leaves were incubated in 

distilled water for 4 h instead of overnight. Experiments were performed three times on at 

least five biological replicates for each genotype. 

 

Extraction and determination of plant hormones 

Leaf samples of ~0.5 g (without the main vein) from 8–10-week plants subjected to drought 

(as described above) were collected, immediately frozen in liquid nitrogen, and kept at −80°C 

until use. Samples were taken from the first fully-developed composite leaf at the top of the 

plant at the indicated time points. Sampling was performed 4 h after the start of daily 

illumination. Three independent biological replicates were examined. Purification and 

analysis were performed as described previously [47, 48]. Briefly, leaf samples were 

homogenized and extracted with methanol/water/formic acid (15/4/1, v/v/v) and the following 

labeled internal standards (10 pmol per sample) were added: 2H6-ABA, 2H5-transZ, 2H5-

transZR, 2H5-transZ7G, 2H5-transZ9G, 2H5-transZOG, 2H5-transZROG, 2H5-transZRMP, 



 

 

2H3-DHZ, 2H3-DHZR, 2H3-DHZ9G, 2H6-iP, 2H6-iPR, 2H6-iP7G, 2H6-iP9G, and 2H6-iPRMP 

(Olchemim, Czech Republic). Extracts were purified using a SPE-C18 column (SepPak-C18, 

Waters), and separated on a reverse phase-cation exchange SPE column (Oasis-MCX, 

Waters). The first hormone fraction [containing abscisic acid (ABA) and its metabolites] was 

eluted with methanol and the second fraction (containing CK metabolites)] was eluted with 

0.35 M NH4OH in 70% methanol. Both fractions were separated by HPLC (Ultimate 3000, 

Dionex) and the hormones were quantified using a hybrid triple quadruple/linear ion trap 

mass spectrometer (3200 Q TRAP, Applied Biosystems). 

 

Gas exchange and chlorophyll fluorescence measurements 

Gas exchange and net photosynthesis were analyzed with a Portable Handheld 

Photosynthesis System CID 340 device (CID Bio-Science, Camas, WA, USA) 

according to the manufacturer’s instructions. The maximum quantum efficiency of 

photosynthesis (Fv/Fm) and the effective quantum yield of PSII [Y(II)] were 

determined with CID 340 (CID Inc., USA) with a CI-510CF Chl fluorescence module 

and a CI-310LA light attachment (CID Bio-Science) providing actinic light. 

Measurements were performed 5 h after turning on the light, if not indicated otherwise, 

on the upper five fully-expanded unwrinkled leaves. Five plants were analyzed per time 

point. For maximal fluorescence (Fm) determination, plants were dark-adapted for 30 

min (so all PSII reaction centers were closed) and then stimulated with saturating pulses 

of light (0.8 sec, 3,000 PPFD). The minimal fluorescence (Fo) with all PSII reaction 

centers opened was measured with modulated light of 0.25 PPFD. Fv was calculated 

from the equation Fv= Fm-Fo. Y(II) was calculated using the equation Y(II) = (Fms-

Fs)/Fms. The maximal fluorescence under light (Fms) was determined by allowing 



 

 

plants to adapt to light for 20 min and measuring the steady-state of chlorophyll (Chl) 

fluorescence (Fs). Next, a saturating pulse (0.8 sec, 3,000 PPFD) was applied and Fms 

was determined. 

Gross non-photochemical quenching (NPQ) was estimated with a Dual Pulse 

Amplitude Modulation device, PAM-100 (Walz, Germany). For a single time point, six 

composite leaves from three to five control plants were analyzed. NPQ was calculated 

as (Fm − Fms)/Fms, where Fm represents the fluorescence of a dark-adapted sample 

and Fms represents a fluorescence of the illuminated sample. Plants were dark-adapted 

for ~20 min and kinetics were measured after repeated light pulses of 94 PPFD for 300 

sec. Leaves were subsequently relaxed in darkness for 240 sec and fluorescence while 

continuously measuring and recording fluorescence. 

 

Non-polar lipids extraction and carotenoids (Car)/Chl 

determination 

Plant material was collected from 8–10-week-old plants exposed to drought. Samples 

were collected 4 h after switching on the light at D0, D6, D14, and RW3. One leaf disc 

(11 mm diameter) was taken from the third, fourth, and fifth fully-expanded composite 

leaves, and total six discs harvested from two plants were combined as a single sample. 

Non-polar lipids were extracted at 4°C. Plant material after shredding in cooled mortar 

was transferred to a 15 mL Pyrex tube. After the addition of 3 mL acetone-methanol 

(8:2 v/v), the sample was perfused with argon and mixed vigorously by vortexing for 2 

min. For the second and third extractions, hexane (9 mL) was added and the sample was 

again perfused with argon before capping and shaking in a reciprocating shaker 

(PROMAX 2020, Heidolph, Germany) for 30 min in the dark. After shaking, the sample 



 

 

was incubated without agitation for 5 min to allow phase separation. The upper hexane 

phase was collected by aspiration and transferred to a 100 mL Erlenmeyer flask, 

perfused with argon, capped and stored in the dark in 4C. In the second extraction 

stage, 2 mL of propanol was used in addition to hexane, and perfusion, shaking and 

phase collection were repeated as before. After removal of hexane, the polar phase was 

centrifuged for 15 min at 4500 rpm. The supernatant was combined with the two hexane 

phases, perfused with argon, and filtered through a Milipore syringe filter unit Millex-

CV13 Filter Unit (0.22 µm). The combined hexan phases were then transferred to room 

temperature, evaporated to dryness under argon, and dissolved in 1 mL methanol-

propanol-hexane 6:1:3 (v/v/v). Dissolved samples were transferred to 2 mL glass vials, 

perfused with argon, capped, and stored at −80°C. 

Non-polar lipids were analyzed by injecting 5 L of sample extract onto an 

ACQUITY UPLC HSS T3 1.0×150 mm 1.8 µm column and eluted with a gradient of 

solvent A [water and methanol (1:9, v/v)] and solvent B [methanol:isopropanol: hexane 

(2:1:1, v/v/v)], with a total of 210 min to transition from solvent A to B. Separation was 

monitored in the 300–750 nm range with a photodiode array detector. A single 

chromatogram at 436 nm was extracted, exported in ASCII format, and used for peak 

area integration analysis with GRAMS/AI software (Thermo Electro Corp, Finland). 

Chla and Chlb contents were estimated by recording the absorbance of the 

aforementioned extract at 663, 652, and 645 nm (Cary 50 Bio UV/VIS 

spectrophotometer, Varian, Australia) as described previously [49]. 

 

ROS levels and lipid peroxidation during high light stress 



 

 

One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully-

expanded leaves of potato plants, and for a total of six discs three discs were harvested 

from each of two plants were combined as a single sample. Immediately after 

harvesting, samples were vacuum-infiltrated with methyl viologen (MeV) at the 

indicated concentrations and then incubated in the dark for 1 h under normal irradiance 

(150 PPFD). Images were obtained after 30 h of incubation.  

A similar procedure was used for ROS quantification, with the exception that a 

single MeV concentration (50 M) was used and samples were exposed to high 

irradiance (850 PPFD), well in excess of the levels that saturate photosynthesis in 

Arabidopsis (high light stress, HL). Samples were collected at the indicated time points. 

Superoxide anion (O2
•−) content was determined using a colorimetric nitro blue 

tertrazolium (NBT) assay as described previously [50]. Hydrogen peroxide (H2O2), was 

detected with diaminobenzidine tetrahydrochloride (DAB) and quantified by counting 

pixels on scanned images using ImageJ software [51]. Lipid peroxidation was estimated 

spectrophotometrically with thiobarbituric acid (TBA) [52]. 

 

Transient expression of STANN1_GFP in Nicotiana benthamiana 

The STANN1 sequence (without the stop codon) was introduced between NcoI and BcuI 

restriction sites at the 5′-end of the monomeric GFP (mGFP) coding sequence in 

pCAMBIA1302. Intact N. benthamiana leaves were infiltrated with A. tumefaciens GV3101 

transformed with empty pCAMBIA1302 expressing mGFP or pCAMBIA1302 expressing 

STANN1_mGFP as described previously [53]. After 3 days, 1 cm diameter leaf discs were 

excised and incubated with 50 M MeV for 1 hh in darkness, and then incubated for 4 h in 

high light (850 PPFD). Fluorescence was immediately observed using a Nikon Eclipse 



 

 

TE2000-E inverted C1 confocal laser scanning microscope equipped with a 40× Plan Fluore 

oil immersion objective  (numerical aperture, 1.30). mGFP and chloroplast autofluorescence 

were excited with a solid-state Coherent Sapphire 488 nm laser and detected using 515/30 

band pass and 610 long pass emission filters, respectively. All samples were analyzed in 

triplicate. Three independent experiments were performed. 

 

Statistical analyses 

Data were analyzed using two-way ANOVA with Duncan’s Multiple Range Test 

(DMRT) (for yield) and MANOVA regression models (for other experiments). Multiple 

comparisons between means were performed with a HSD Tukey test with a confidence 

limit of 95%. 



 

 

Results 

Identification of potato annexin genes 

Genome-wide examination of the potato sequence database for annexins revealed the 

presence of 11 DNA segments encoding putative proteins displaying substantial 

similarity to previously characterized plant annexins. Two of these sequences were 

classified as pseudogenes due to several defects and a lack of continuity in any of the 

six ORFs. The remaining nine genes were located on chromosomes I, IV, V, and X and 

each encoded 5–6 exons (Fig. 1A). The positions and phases of introns in the putative 

potato annexin genes were consistent with those reported for rice annexins [54] (Fig. 

1B). The putative annexin sequences in the S. tuberosum genome were verified using 

genomic PCR (Fig. 1C), and the lengths of the amplified genomic products were as 

expected (Table S1 in Supporting Information file S2Tables). The degree of nucleotide 

sequence identity between the putative potato annexins was 41–92%. Sequences 

identified by bioinformatics approaches were confirmed experimentally. Reverse 

transcription polymerase chain reaction indicated that all nine genes were expressed in 

different potato organs (data not shown). 

Multiple alignment of the putative potato annexin amino acid sequences with 

Arabidopsis annexins revealed that all but one of the potato annexins had Arabidopsis 

homologs (data not shown). The newly-identified potato genes were named accordingly 

as STANN1, STANN2, STANN3.1, STANN3.2, STANN3.3, STANN4, STANN5, STANN8, 

and STANN9 (data not shown). The potato annexins formed a functionally diverse 

protein family that was differentially expressed in different plant organs (data not 

shown). The most striking genomic feature of the potato annexin family was triplication 



 

 

of the annexin 3 gene on chromosome 1 (Fig. 1D). In addition, in an arrangement 

resembling that in Arabidopsis, potato STANN3.1 and STANN4 were adjacently 

localized and divergently transcribed, possibly from a shared promoter. The Inparanoid 

database groups all annexins in the same in-paralog cluster; however, we suspect that 

the annexin 3 variants (STANN3.1, STANN3.2, and STANN3.3) are within-species out-

paralogs. Two duplications (ancestral gene → STANN3.1 and the ancestor of 

STANN3.2; then the ancestor of STANN3.2 → STANN3.2 and STANN3.3) appear to 

have occurred prior to potato and tomato speciation, as S. lycopersicum contains two 

orthologs of the annexin STANN4 and STANN3.1. In turn, STANN4 and STANN3.1–

3.3 are out-paralogs, as STANN4 is moderately related to all STANN3 variants but shares 

high sequence similarity with other annexins from S. lycopersicum or Arabidopsis. 

Multiplication of DNA segments within this region of chromosome 1 during 

Solanaceae evolution apparently took place independently at least twice. In tomato 

chromosome 1, the entire dyad of SLANN3/SLANN4 was duplicated [55] and gave rise 

to a tetrad located within a short segment of DNA (21,145 bp) that was not interspersed 

with other genes. This region of chromosome 1 represents a “hot-spot” in the 

Solanaceae family where duplications of a single gene or gene cluster occurred. 

 

Characteristic of potato annexin proteins 

Newly-identified potato annexins had similar predicted molecular masses of 34–37 kDa 

and diverse isoelectric points (5.21–9.02). The overall tertiary structures, which were 

defined by four endonexin domains containing calcium binding sites, were well 

preserved (Fig. S3 in Supporting Information file S1Figures, Table S3 in Supporting 

Information file S2Tables). However, the primary amino acid sequences diverged 



 

 

significantly, with the lowest amino acid identity of 20.9% between STANN4 and 

STANN5. Groups with higher similarities were identified, such as STANN3.1, 

STANN3.2, and STANN3.3. Annexins 3.2 and 3.3 were the most closely related with 

amino acid identities of 90.5% and 70.1% with STANN3.1, respectively. STANN3.2 

and 3.3 differed in length (302 and 317 aa, respectively) due to lack of the 14-3-3 like 

domain on the C-terminus of STANN3.2. Similarly, the N-terminal end of STANN3.2 

and STANN3.3, but not STANN3.1, contained a putative myristoylation motif (MG). 

To date, a myristoylation-mediating membrane localization has been confirmed only for 

mammalian AnxA13b. With respect to plant annexins, a myristoylation motif was found 

in poplar annexin EEE95606.1, but the functionality of this motif was not 

experimentally verified. In summary, despite extensive similarities, there were 

substantial differences between members of the STANN3 subfamily. This suggested 

that family might be unique to Solanaceae, and that  distinct cellular functions evolved 

for each of the annexins. 

The potato annexins contained canonical type II calcium binding sites G-X-GTD-

{30-40}D/E solely in the first and occasionally fourth endonexin domains (Fig. S3 in 

Supporting Information file S1Figures). STANN4 and STANN8 appear to have lost 

calcium responsiveness as a result of substantial mutations (substitutions and insertions) 

in these regions. The calcium binding site in the fourth endonexin repeat was probably 

the only one preserved in STANN5. Tryptophan residues within the first endonexin 

repeat (G-W-GT) were conserved in potato annexins 1, 2, 8, and 9, but were replaced 

with phenylalanine (STANN5) or lysine (STANN3.1-3.3 and STANN4) in other 

annexins (Fig. S3 in Supporting Information file S1Figures). This phenylalanine 

modification is not predicted to interfere with calcium binding because phenylalanine 



 

 

and tryptophan residues are both hydrophobic and possess aromatic rings. By contrast, 

the lysine modification may impede membrane translocation of annexin because 

introducing a positive charge into the calcium coordination site has the potential to 

disrupt calcium binding. Other amino acids or motifs important for the plant annexin 

tertiary structure were preserved in the potato proteins, such as histidine 40 (except in 

STANN3.2 and STANN4), cysteine 111 (except in STANN4), and cysteine 239 (except 

in STANN1). 

 

Potato annexin gene expression during drought 

To generate drought-tolerant potato, the genes whose products confer drought tolerance 

have to be identified. Potato annexins are a multigene family; therefore, we 

characterized the expression of all annexins during drought. Only five annexin genes 

(STANN1, STANN4, STANN5, STANN9, and STANN2) were expressed in the leaves of 

well-watered control WT plants (Fig. 2). At the onset of drought (D0), STANN1 mRNA 

was the most abundant transcript (relative to the EF1a mRNA). Over time, the level of 

STANN1 mRNA increased whereas STANN4, STANN5, STANN9, and STANN2 mRNA 

levels remained unchanged. The difference in the accumulation of STANN1 mRNA 

from D0 to D14 was statistically significant (Fig. 2). Concurrently, additional annexins 

were expressed that were not detected under control conditions. The levels of 

STANN3.1 and STANN3.2 mRNA (relative to EF1a) increased on D6 and remained 

elevated until the end of the drought period. The level of STANN8 mRNA increased 

continuously during the whole period of water deficit (Fig. 2). However, these induced 

annexins were expressed at levels at least ten-fold lower than that of annexin 1. This 



 

 

strongly suggested that STANN1 was the key annexin involved in the plant cell 

response to drought. 

 

Tolerance to soil water deficit 

Drought is one of the most devastating environmental stresses in modern agriculture; it 

reduces global crop yields in developed and developing countries [56]. Continued 

efforts are required to obtain new crop varieties that assure food security. Annexins 

were shown to be a promising target in model plants; thus we wanted to verify if they 

can be used to improve stress tolerance in crop plants. To investigate the effect of 

STANN1 on drought tolerance in potato transgenic plants overexpressing STANN1 

were generated by introducing the STANN1coding sequence under control of the 35S 

promoter. Transgenic plants displayed normal morphology without any discernible 

abnormalities and/or growth aberrations under well-watered conditions in growth 

chamber and in the greenhouse. Leaf turgidity was similar between transgenic and WT 

plants, which indicated that the leaf water status of WT and transgenic lines was 

comparable (Fig. 3A, upper panel; Fig. S4A in Supporting Information file S1Figures). 

During soil water deficit, STANN1 overexpression conferred sustained turgor 

maintenance, whereas leaf wilting was clearly visible on D8 in WT plants (Fig. 3A, 

middle panel). In WT the effect of drought was more apparent by D9, and leaves began 

to shrivel, roll, and curl up. Younger leaves near the top the of the plant were most 

severely affected (Fig. 3A, lower panel). Leaves of the transgenic lines S-2 and S-7 

maintained turgor and did not show signs of dehydration. Rewatering restored leaf 

turgor and normal growth resumed within 1 day for transgenic plants and 3 days for WT 

(Fig. 3B). After 2 weeks of drought, S-2 and S-7 leaves were less damaged then those of 



 

 

WT. Experiments were repeated four times in succeeding years, under greenhouse and 

growth chamber conditions, and in all cases similar results were obtained (Fig. S4 in 

Supporting Information file S1Figures). The exact number of irreversibly damaged 

leaves varied between experiments depending on the drought severity (intensity and 

length). Damage was consistently significantly lower in transgenic lines than in WT. 

For example, survival rates after a 3-week drought were 12% and 82% for WT and S-7, 

respectively. 

The ability to preserve turgor in leaves is closely related to drought tolerance. To 

further characterize drought responses in transgenic plants overexpressing STANN1, 

RWC changes under water deficit were analyzed. RWC was comparable in WT and 

transgenic plants. Drought reduced RWC in WT and  transgenic plants. However, 

differences between lines became apparent with increasing drought severity and this 

became statistically significant at D12 (Fig. 4A). Rewatering after 2 weeks of drought 

treatment restored control RWC values in WT and transgenic plants. The effect of 

drought on stomatal conductance (a measure of water and carbon dioxide vapor through 

the leaf stomata) was apparent by the third day after reducing watering, but the 

difference between WT and transgenic lines was statistically insignificant (Fig. 4B). 

Conductance remained low during the whole period of water deficit and only partially 

returned to control levels on the third day after the resumption of watering. 

The real goal for any genetic engineering efforts in crop plants is to improve crop 

yield. We examined the productivity of transgenic plants under control conditions and 

under drought. STANN1 overexpression improved plant yield both in terms of the total 

tuber mass (Fig. S5A in Supporting Information file S1Figures) and consistency of the 

tuber size (Fig. S5B–C in Supporting Information file S1Figures). The net productivity 



 

 

of well-irrigated WT and transgenic S-7 and S-2 lines was almost identical but tuber 

quality (size and uniformity) was enhanced in the transgenic lines. A 14-day drought 

decreased the tuber yield of the WT plants by half, whereas yield loss for S-2 and S-7 

lines under comparable conditions was statistically less significant. Tuber quality in the 

transgenic lines was less impaired after drought compared with WT. On the basis of 

these results, we concluded that increasing STANN1 levels is a promising strategy to 

improve drought tolerance in potato. 

 

Plant photosynthetic activity during drought 

We showed that elevation of ATANN1 levels enhanced drought tolerance in potato, but 

the mechanism of this process was unknown. There is some indication that this could be 

due to annexin-mediated modulation of redox homeostasis. During drought, ROS 

accumulation in chloroplasts leads to oxidative damage of photosystems 57; 58]. PSII 

catalyzes water oxidation and provides electrons for all further photosynthetic reactions; 

thus, its efficiency is crucial for the entire pathway. Drought impairs photosynthetic 

capacity and reduces leaf netto carbon uptake due to increased photorespiration activity 

(another sink for the absorbed energy) [59]. To directly estimate the effect of STANN1 

on drought-induced PSII damage, the photosynthetic performance of PSII in transgenic 

plants overexpressing STANN1 was characterized under drought conditions. Several 

physiological parameters related to plant vigor were analyzed to assess the effect of 

STANN1 overexpression. These included, net photosynthesis (Pnet, associated with 

plant vitality and biomass production) (Fig. 5A), maximum efficiency of PSII in the 

dark-adapted state (a measure of the organization and vitality of PSII) (Fig. 5B), and 

effective quantum yield of PSII in illuminated samples (Fig. 5C). Under control 



 

 

conditions, STANN1 overexpression did not influence any of these parameters. By 

contrast, essentially all photosynthetic functions were disturbed during drought, and 

changes in the two overexpression lines were consistent. 

WT Pnet declined to zero by D3 (Fig. 5A). Subsequently, it dropped to negative 

values by D3 and D10. In the two transgenic plant lines, Pnet remained positive until 

D10. After rewatering, Pnet increased in all three lines (Fig. 5A). Under control 

conditions, Fv/Fm values (Fig. 5B) were similar in the all three plant lines (~0.79), and 

was in the same range as in most investigated plant species. Drought negatively affected 

Fv/Fm in our experiments; this was observed by D3 in WT, but become apparent in 

transgenic plants arent on D6. In all three lines, Fv/Fm recovered to baseline within 3 

days of rewatering. Measurements were performed on upper non-wrinkled leaves, 

indicating that apical shoot meristems were not irreversibly damaged by dehydration. In 

WT and transgenic plants Y(II) (Fig. 5C) declined steadily from the onset of drought, 

but the reduction appeared on D6 in transgenic plants, and the effect was significantly 

reduced compared to WT. Y(II) fully recovered in S-2 and S-7; however, even on the 

third day after soil resaturation, the physiological efficiency of PSII was not restored in 

WT. This suggested that photorespiration was activated later in STANN1 

overexpressing plants then in WT. Thus, PETC was protected for a longer time against 

irreversible damage and diminished photorespiration- induced H2O2 accumulation in 

cytosol. These results show that PSII impairment in transgenic plants was fully 

reversible 

 

Photosynthetic pigments content in transgenic plants 

Drought activates premature senescence in plants [60] and stimulates catabolism of 

photosynthetic pigments [61], particularly Chl and Car. We determined the 



 

 

photosynthetic pigment contents under drought conditions to better understand the 

effect of STANN1 on photosynthetic machinery. 

 

Chla and Chlb accumulation 

In WT and transgenic lines under well-watered conditions, the total Chl content 

(11.2±0.01 and 10.6±2.29 mg mL-1, respectively) and the ratio of Chla to Chlb were 

similar. In WT accumulation of Chla (Fig. 6A) and Chlb (Fig. 6B) did not change 

during drought and after rewatering, the level of Chla increased to 180% of the control 

value at D0. During water deficit in S-7 line, the Chla level was stable; however, Chlb 

levels increased and reached 168% at D14 compared to D0. Consequently, the Chla/b 

ratio rose to 2.0. After rewatering, Chla levels doubled and Chlb levels remained stable. 

 

Xanthophyll (XCar)accumulation 

The relative XCarabundance in the total Car pool changes during the day depending on 

the incident light [62]. To exclude diurnal fluctuations, samples were collected at the 

same time (approximately 4 h after the start of daily illumination). Under non-stress 

conditions, STANN1 overexpression did not significantly affect the total Car level, but 

the XCar content increased [zeaxanthin (Zea), 188%; violaxanthin (Viol), 144%] 

compared with that in WT plants (Fig. 6C–D). This result indicates that the XCar cycle 

activity was higher in transgenic plants than in WT plants under the same light 

conditions. In WT plants, Zea content increased progressively during drought and 

reached a similar level to that in transgenic S-7 plants only after rewatering [0.35±0.01 

pmol/g fresh weight (FW)]. In transgenic S-7 plants, the Zea level remained largely 

stable and fluctuated in the range of 0.31–0.34 pmol/g FW. Viol declined significantly 

during drought in both plant lines. The most significant reduction was observed during 



 

 

the first 6 days of drought, and was more pronounced in S-7 than in WT (57% and 

10.5% reduction, respectively). At subsequent time points, the differences between lines 

disappeared and Viol remained at a stable level after rewatering (0.45±0.01 pmol/g FW 

in WT and 0.44±0.06 g-1 FW in S-7). 

 

NPQ activity 

The PSII complex is a highly vulnerable structure that undergoes constant photodamage 

even under optimal conditions and mediates plant adaptation to the dynamic light 

environment. NPQ is an effective short-term mechanism that provides protection for 

PSII against excessive irradiation and allows excess excitation energy to be harmlessly 

dissipated as heat [63]. For efficient NPQ, XCar cycle effectiveness and the level of 

PsbS protein are essential. The observed differences in XCar accumulation prompted us 

to analyze gross NPQ performance in attached leaves of control, well-watered WT, and 

transgenic plants (Fig. 7). As expected, NPQ of S-7 and WT differed. Maximal NPQ 

occurred in S-7 plants after the start of daily illumination, and NPQ amplitude was 

~25% higher in S-7 than in WT. The steady-state NPQ level was elevated and saturation 

was delayed in S-7 compared with those of WT. The PSBS (another key NPQ factor) 

mRNA level during drought was higher in S-7 than in WT plants (Fig. S6A in 

Supporting Information file S1Figures). These results indicate that the NPQ capacity in 

transgenic line S-7 was greater than that of WT, which likely conferred better protection 

of PSII against photooxidative damage. While excess absorbed electrons were 

redirected to H2O2 in WT plants, they were more efficiently dissipated as heat in 

transgenic plants, which prevented subsequent ROS accumulation. 

 



 

 

Annexin overexpression affects hormonal homeostasis in 

plants subjected to drought 

The drought phenotype of transgenic potato plants overexpressing 

STANN1resembled that of plants overproducing cytokinins (CK). Compelling evidence 

indicates that the redox signaling network integrates with phytohormone-activated 

pathways [64]. ROS are positioned upstream and downstream of at least some hormone-

signaling pathways [65]. We therefore stress-hormone levels [pro-senescing: ABA and 

salicylic acid (SA); anti-senescing: CK] in leaves of WT and S-7 plants subjected to 

drought. Under well-watered conditions, the level of biologically active ABA in 

transgenic plants was significantly lower than in WT (Fig. 8A). However, this 

difference was insignificant by D6 after the initiation of drought This suggested that 

biosynthesis of ABA in transgenic plants during the first week of drought was more 

active than that in WT, which is consistent with a more pronounced reduction of Viol 

(ABA precursor) levels in transgenic plants (Fig. 6D). During the second week of water 

deficit, only a slight increase in ABA level was observed and maximum levels on D14 

were similar WT and S-7 (3.21±264.01 and 3.02±101.59 nmol g-1 FW, respectively) 

(Fig. 8A). As expected, ABA levels declined to control values on resumption of 

watering. 

Under control conditions, annexin overexpression had no significant effect on CK 

levels (Fig. 8B; Table S4 in Supporting Information file S1Figures). The contents of 

active and total CK were similar and amounted to 6.35 and 6.90 pmol g-1 FW, and 

506.34 and 542.08 pmol g-1 FW, in WT and S-7 plants, respectively. Drought stress was 

associated with down-regulation of trans-zeatin (tZ), the most physiologically active 

CK involved in the stimulation of cell division. During early drought stages (RWC 



 

 

~85%, only minor difference from control conditions), the level of active CK in WT 

increased, especially compared to the less active isopentenyladenosine (iPR) levels. 

Active CK declined under severe drought conditions, with the exception of cis-zeatin 

(cZ) and its riboside (cZR), both of which were CK species associated with stress 

responses. After rewatering, active CK content strongly increased, especially that of 

trans-zeatin (tZ), whereas cZ and cZR levels substantially declined. High levels of 

active CK (including high levels of cZ) were maintained in S-7 even under severe 

drought conditions. These levels were substantially higher than in parental plants. After 

rewatering, active CK elevation was much more pronounced in S-7 than in WT. The 

level of storage compounds (CK O-glucosides) was generally low. By contrast, levels of 

deactivation products (CK N-glucosides) substantially increased during drought, 

probably as a result of the enhanced deactivation of CK (data not shown). 

SA accumulation was reported in response to different abiotic stresses [66]. 

STANN1 overexpression had no effect on SA levels under well-watered conditions. SA 

accumulation in WT and S-7 did not change significantly under moderate drought (D6). 

During the second week of water limitation, the SA level increased in both lines, and 

SA accumulation in S-7 was approximately twice that in WT (Fig. 8C). The SA level 

declined in S-7 during recovery, but remained slightly higher than that observed at D0. 

By contrast, SA continued to increase in WT and exceeded the level observed in S-7. 

These data indicate that ROS-modulating systems are activated more rapidly and to a 

higher extent in transgenic plants overexpressing STANN1 than in WT plants. 

In summary, genetic modification influence neither ABA synthesis no ABA-

dependent responses. The elevation in CK metabolism upon rewatering was consistent 

with phenotypic observations. SA levels in S-7 increased rapidly during drought and 



 

 

peaked by D14 but declined rapidly after rewatering. This suggested that SA-mediated 

activation of antioxidant systems during drought was faster in STANN1 overexpressing 

plants. In WT plants, delayed SA-mediated effects such as induction of PCD might be 

induced. 

 

STANN1 mitigates drought-mediated oxidative stress in 

cytosol and chloroplasts 

Although the experimental plants were grown under constant temperature conditions, 

heat stress response (HSR) was induced in WT and transgenic plants during drought. In 

WT plants, water deficit increased the accumulation of chloroplast-specific HSP100 and 

cytosol-targeted HSP40 mRNAs (compared to the EF1a normalization control), which 

peaked during the second week of drought. In transgenic plants, only HSP100 

expression was induced under water deficit (Fig. S6C–D). This result suggests that 

STANN1 overexpression mitigates cytosolic oxidative stress. 

 

STANN1 mitigates photooxidative stress induced by MeV 

Enhanced stress tolerance frequently reduces plant responsiveness to light [67]. The 

chloroplast antioxidant system is “loosely tailored” to maintain an endogenous ROS 

pool under control conditions [12], which enables plants to quickly respond to 

fluctuating light levels. Consequently, significantly improving ROS scavenging 

enhances protection against sustained stress, but also desensitizes plant light responses 

and impairs environmental fitness. To verify if annexin-mediated drought tolerance 

influenced light responses, we analyzed the effect of the photosensitizer MeV on 



 

 

transgenic plants overexpressing STANN1. MeV induces oxidative stress, which 

enables studies of oxidative tolerance and stress cross-tolerance in plants [68]. MeV 

induces an oxidative burst by accepting electrons from PSI and transferring them to 

molecular oxygen, which results in massive H2O2 accumulation in light and generates 

oxidative stress in chloroplasts. 

Leaf disc senescence assay 

Leaf discs from WT, S-2 and S-7 plants were exposed to normal light (150 PPFD) in the 

presence of 10 and 50 M MeV. The damage caused by MeV was visualized as the 

degree of leaf tissue bleaching. In the absence of MeV, exposure to light for up to 30 h 

had no significant effect on leaf discs. By contrast, exposure to light during MeV 

treatment induced leaf tissue bleaching, which increased according to MeV 

concentration (Fig. S7 in Supporting Information file S1Figures). Transgenic plants S-2 

and S-7 had higher tolerance to MeV, and exhibited lower levels of leaf disc bleaching 

in light. 

 

Quantification of ROS and lipid peroxidation 

To further analyze STANN1-mediated protection against light stress, leaf discs from 

WT and S-7 plants were subjected to the combination of relative excess light (850 

PPDF) and 50 M MeV. The levels of superoxide anion, hydrogen peroxide, and 

malonyldialdehyde (MDA) were quantified at the indicated time points (Fig. 9). 

Exposure of WT to excess light and high MeV concentration induced biphasic 

accumulation of superoxide anions, with an initial peak at 30 min after induction and a 

second, more substantial and long-lasting, peak beginning at 9 h after induction. In S-7, 

an initial increase in superoxide anion level was observed, which was significantly 
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lower than that in WT. The maximum level of O2
- was the same in WT and S-7, but the 

kinetics of the second peak differed (Fig. 9A). In WT, the level of superoxide increased 

steadily from 6 to12 h after induction. In S-7 superoxide anion accumulation occurred 

during 6–9 h after induction, reaching a similar maximal level as in WT at this time 

point, and the superoxide level then remained unchanged until 12 h after induction. 

In WT, light-induced changes in H2O2 level were biphasic, with a second higher and 

sustained peak (Fig. 9B). The first peak occurred within 30 min and the second peak 

occurred by 12 h after induction. In S-7, the first peak had a similar magnitude to that in 

WT. After several hours, no further accumulation of H2O2 was observed in S-7, and 

overall levels were significantly lower than in WT. 

Lipid peroxidation, measured as an MDA equivalent, was apparent in WT only after 

30 min and 12 h. No statistically significant changes in the lipid peroxidation state were 

observed under high light stress in S-7 (Fig. 9C). 

 

Annexin 1 attenuates cell death and protects chloroplast 

structure against oxidative stress 

In our experiments, the annexin STANN1 attenuated both phases of chloroplast-derived 

oxidative stress. In transgenic plants overexpressing STANN1, the expression of 

nucleus-encoded PSII proteins (Fig. S6A–B) and HSPs was modified correspondingly 

(Fig. S6C–D). A transient mGFP expression assay was performed to confirm that 

tolerance to photooxidative stress was due to elevated STANN1 levels. In this 

experiment, STANN1 was produced as an in-frame C-terminal fusion with mGFP. N. 

benthamiana leaf discs were transformed with STANN1_mGFP (experiment) or mGFP 

(control) constructs. Leaf discs were then subjected to high light or to the combination 



 

 

of high light and MeV as described above. Leaves with similar fluorescent protein 

expression levels were used for analysis. Exposure to high light alone had no effect on 

cell structure, regardless of the construct used (mGFP-alone, Fig. 10A–D; 

STANN1_mGFP, Fig. 10E–H). High light plus MeV induced cytosol condensation and 

chloroplast damage (as determined by a decline in chloroplast autofluorescence) in 

mGFP-expressing cells (Fig. 10I–L). Annexin 1 overexpression attenuated both of these 

effects, and the cell morphology resembled that of control samples (Fig. 10M–P). 

Chloroplast fluorescence intensity was quantified and, there was no significant 

difference in mGFP fluorescence between plants transiently expressing mGFP and 

STANN1_mGFP. The difference in chloroplast autofluorescence (red) between the 

mGFP and STANN1_mGFP expressing leaves was statistically significant. This 

strongly suggests that the chloroplast structure was maintained in the presence of 

STANN1 protein. 



 

 

Discussion 

This study clearly demonstrates that elevation of endogenous STANN1 expression 

can be successfully employed to improve potato tolerance to water deficit. Under 

optimal conditions, genetic modification had no negative effects on plant phenotype, 

growth, or productivity. Reduction of the photosynthetic rate in response to water 

deficit is usually attributed to ROS-induced damage of lipids, pigments, and proteins in 

the photosynthetic apparatus. Overexpressed STANN1 relieved the negative effects of 

drought stress, such as degradation of photosynthetic pigments, reduction of 

photosynthetic activity, and loss of productivity. In transgenic plants, NPQ was induced 

more rapidly and had higher capacity in STANN1-overexpressing plants, which 

contributed to increased tolerance to photooxidative stress. Exposure to MeV reduced 

ROS accumulation and membrane lipid damage, so STANN1-overexpressing plants 

were not desensitized to light. Consequently, we assume that maintenance of 

photosynthesis during water deficit was due to protection against drought-induced 

oxidative stress and/or modification of redox/hormonal signaling in STANN1-

overexpressing plants. We propose that manipulation of annexin expression is a 

valuable new approach for crop improvement that focuses on delay and/or attenuation 

of leaf senescence and maintenance of physiological processes when plants are exposed 

to challenging environmental conditions. 

 

Annexin selection for transgenic experiment 

Potato annexins have similar tertiary structures but display different levels of primary 

amino acid sequence similarity. Despite some extensive structural similarities, the 

individual annexins displayed unique expression patterns in the different plant organs 



 

 

(data not shown) and in response to drought. This suggests that the specialization of 

individual family members towards unique roles in growth/development or adaptation 

to environmental conditions. Indeed, recently it was shown that functional knock-out of 

annexin 5 (At1g68090) in Arabidopsis was male-sterile due to the abortion of pollen 

grains before mature pollen stage; however, on the basis of primary amino acid 

sequence, no specialized functions could be predicted for annexin 5. Detailed 

investigations revealed that ATANN5 is the most abundantly expressed annexin during 

microsporogenesis [69; 70]. It will be necessary to test if ectopic expression of any 

other Arabidopsis annexin under the ATANN5 promoter restores pollen development. 

Expression of four potato annexins was induced during drought. However, STANN1 

expression was several-fold higher than other annexins. This strongly suggested that 

STANN1 was involved primarily in stress responses and argued against 

complementation within the annexin family, at least at the transcriptional level. 

STANN1 is expressed in all plant organs (data not shown); therefore, the risk of 

inducing developmental aberrations due to ectopic STANN1 expression during 

development is minimal. Hence, we considered STANN1 as a good candidate to 

improve drought tolerance in potato and possibly other crops. 

 

STANN1 mitigates chloroplast-induced oxidative stress in 

cytosol 

In light, chloroplasts are one of the major stress-induced ROS sources in plant cells 

[11]. Abiotic stresses reduce CO2 assimilation, which results in over-reduction of the 

PETC [71]. Under these conditions, oxygen can be utilized instead of NADP+ as an 

alternative acceptor for excess electrons [13]. Disruption of chloroplast redox poise 



 

 

permeates throughout the cell and activates secondary ROS sources in other 

compartments. In mesophyll cells of Eupatorium adenophorum, tenuazonic acid (TeA) 

inhibits electron flow along PSI and PSII and induces H2O2 accumulation in 

chloroplasts within 1 h. By 4 h, H2O2 spread to the cell walls facing intercellular spaces 

[72]. The most prominent secondary ROS source is the membrane NADPH oxidase 

complex. ABA induces RBOH gene expression in Arabidopsis leaves and guard cells 

[14; 73], the Hordeum vulgare aleurone layer [74], and Zea mays seedlings [75]. 

Furthermore, NADPH oxidase-mediated ROS accumulation has been reported in ozone-

treated Arabidopsis leaves [76; 77] and salt-treated Arabidopsis root tips [78]. 

We provided evidence that photooxidative stress in potato leaves induced a biphasic 

oxidative burst, with the first transient peak after 1 h and the second more significant 

peak occurring by 12 h. In STANN1-overexpressing plants, both phases of ROS 

accumulation were reduced. Biphasic ROS accumulation with a similar kinetics was 

reported in response to ozone and salt stress treatments [76-78]. In Arabidopsis and 

tobacco, the first transient ROS peak occurring after O3 treatment originated in the 

chloroplast, whereas the second required NADPH oxidase activity and undisturbed 

functioning of PETC [77]. 

The question arises as to how annexins that contain no specific chloroplasts signal 

sequences can modulate processes inside chloroplasts and attenuate the first peak. 

Annexins are found occasionally in chloroplast proteomes of some plants (reviewed in 

[16]). For example, a mustard (Sinapis alba L.) annexin was identified as a component 

of a multisubunit chloroplast RNA polymerase A complex [79]; however, these results 

were not confirmed in a subsequent study [80]. Overall, these chloroplast localizations 

remain exceptions. We believe that annexin-mediated protection of chloroplasts and 



 

 

photosynthesis could be an indirect effect of increased redox homeostasis buffering in 

the cytosol. We proposed that the first peak of ROS accumulation during photooxidative 

stress in potato is primarily due to chloroplast-generated ROS, whereas the second peak 

results from activation of secondary ROS sources, and STANN1 overexpression 

protects chloroplasts by improving ROS-scavenging systems in the cytosol. 

In Arabidopsis, deletion of cytosolic ascorbate peroxidase 1 (APX1) resulted in 

collapse of chloroplast ROS-scavenging system; this induced degradation of thylakoid 

and stromal/mitochondrial APXs, a cytochrome b6f complex subunit protein, and the 

small subunit protein of Rubisco [81]. At the same time, chloroplast APX is one of the 

very first targets for ROS-mediated inhibition, and ROS accumulation rapidly reduced 

chloroplast antioxidant capacity [82; 83]. In Arabidopsis and tobacco plants, enhancing 

the antioxidant capacity of chloroplasts and cytosol has a beneficial effect on 

photosynthesis and stress tolerance [84], whereas removal of any single antioxidant 

component reduces photosynthesis and stress tolerance [81; 85-88]. Manipulation of 

chloroplast/cytosol antioxidant capacity was successfully used to modulate potato 

tolerance to adverse conditions. Transgenic potato lines engineered to express cytosolic 

or chloroplast Cu/Zn-superoxide dismutase (Cu/Zn-SOD) from tomato displayed 

enhanced tolerance to MeV [89]. Overexpression of cytosolic Cu/Zn-SOD from 

Potentilla atrosanguinea improved drought stress tolerance and enhanced net 

photosynthetic rates [90]. Co-expression of Cu/Zn-SOD and APX in chloroplasts 

enhanced potato tolerance to multiple abiotic stresses, including chilling, high 

temperature, photooxidative stress, and drought [91]. Accordingly, the lack of 

chloroplast thioredoxin CDSP32 resulted in greater susceptibility of potato plants to 

oxidative stress [92]. Taken together, these data show that elevating cytosolic 



 

 

antioxidant capacity is a promising way to enhance stress tolerance in potato. STANN1 

overexpression improved drought tolerance and mitigated photooxidative stress, 

similarly to that observed for plants with overexpression of ROS-scavenging enzymes. 

The accumulation of mRNAs coding for cytosolic HSP40 and chloroplast HSP100 was 

entirely or partially reduced during drought, suggesting that the HSR in transgenic lines 

developed more slowly and to a lesser extent. This is in agreement with a previous 

report [46] for Solanum andigeanum, in which the expression level of respective HSP 

mRNAs during drought was higher in less tolerant lines than in more resistant 

landraces. 

In summary, we assume that annexin-mediated protection of chloroplasts from ROS-

induced damage is of utmost importance for plant stress resistance and recovery. 

Chloroplasts host crucial biosynthesis pathways (e.g., of hormones, Car, amino acids, 

and lipids) and are the site of cross-talk between basic metabolic pathways and stress 

responses, which places them in a key position with respect to coordination of defense 

responses [93; 94]. 

 

Cross-talk between redox signaling and phytohormone-

mediated pathways in transgenic plants overexpressing 

STANN1 

Cross-talk between ABA, SA, CK, JA and other phytohormone pathways modulates 

plant development and stress adaptation. Our results showed that increased STANN1 

expression modified drought-induced hormone accumulation. We assume that this is an 

indirect consequence of STANN1-mediated modulation of cellular redox homeostasis. 



 

 

Accumulating data indicate that multi-faceted and multi- level feedback interactions 

orchestrate hormone- and ROS-mediated signaling networks. Alterations in the cellular 

redox state were sufficient to modify hormone accumulation and their downstream 

effects [64]. ROS signaling is positioned upstream and downstream of hormone-

signaling pathways [65; 95]. Redox cues integrate with the action of different 

phytohormones such as ABA and SA in the coordination of plant growth and stress 

tolerance [95; 96]. 

The control SA levels in transgenic plants were not significantly different than those 

in WT plants, and were similar to previously reported values for potato cv Desiree [97]. 

S. tuberosum has higher basal SA levels than Arabidopsis, maize, tobacco, or tomato 

[98]. Increases in SA levels in potato are relatively moderate (e.g., two-fold) after 

infection with Phytophthora infestans, compared with a 20-fold increase in Arabidopsis 

[99]. There is a lack of data on SA accumulation in potato leaves during drought, 

although it has been shown that SA functions as a regulatory signal mediating drought 

stress responses in several plant species [100; 101]. In our experiments, SA increases 

during water deficit in both plant lines were similar (6-fold in WT and 5-fold in S-7 

over basal level), which was in perfect agreement with observations in Phillyrea 

angustifolia [102]. However, the SA peak was observed in WT plants only after 

rewatering, whereas in transgenic potato it occurred earlier, even during drought. 

Recently, it became clear that SA is an important regulator of photosynthesis. In 

Arabidopsis, SA influences plant photosynthetic performance, and properly balanced 

SA levels are necessary for acclimation to changing light [103; 104]. The SA-mediated 

signaling pathway in Arabidopsis is involved in optimal photosynthetic activity under 

stress conditions by modulating redox homeostasis [105]. SA enhances the cell 



 

 

antioxidant capacity during drought, although the mechanism of this process is unclear. 

Endogenous SA deficiency in potato results in ineffective induction of stress defense 

system and enhances stress sensitivity [97; 106; 107]. During plant response to 

pathogen infection, SA inhibits the ROS-scavenging enzymes CAT and APX [108-110] 

and stabilizes H2O2 levels. SA and H2O2 function as a positive-feedback amplifying 

loop; if not properly balanced, this loop exerts detrimental effects for cell survival. In 

rice, reduced endogenous SA levels enhanced H2O2 accumulation and the appearance of 

spontaneous necrotic lesions during senescence and development of oxidative damage 

and in response to high light intensities [111]. SA accumulation induces different 

responses depending on the timing and accumulation level; it induces stress-responsive 

defense systems such as antioxidant enzymes, or induces PCD in response to long-term 

elevations of SA levels. In WT plants, slow and prolonged SA accumulation despite the 

resumption watering may ultimately lead to PCD. Rapid SA accumulation in transgenic 

plants appears to indicate more efficient mobilization of SA-induced stress responses, 

and accounts for improved photosynthetic performance. 

Recent work shows that CK has an important role in plant adaptation to 

environmental stresses such as drought, cold, osmotic stress, and light stress [112-115]. 

In our experiments, CK species and their levels under control conditions were similar to 

those previously reported for potato cv Desiree [116]. STANN1 overexpression did not 

influence CK profiles or steady-state levels, but CK levels were maintained during 

water deficit and rapidly increased after rewatering. 

CK antagonizes many ABA-induced physiological responses to drought such as 

stomatal closure or leaf senescence [117]. Maintaining CK biosynthesis during drought 

improves stress tolerance, confers protection against photooxidative stress, and 



 

 

mitigates reductions in photosynthesis [118-123]. CK activity is anti-senescent and 

associated with maintenance of greater antioxidant activity. In creeping bentgrass, 

elevated CK levels due to senescence-driven expression of isoprenyl transferase (IPT), a 

key enzyme in CK biosynthesis pathways, conferred drought resistance, increased the 

levels and activity of scavenging enzymes such as APX and CAT1, and reduced MDA 

accumulation [124]. Similarly, elevated CK levels in tobacco plant leaves and 

chloroplasts conferred higher physiological parameters than those in controls [125], and 

increased APX and dehydroascorbate reductase (DHAR) activity, which prevented 

over-oxidation of the chloroplastic ascorbate (ASC) pool. CK regulates stress responses 

on several levels, such as inducing stress-inducible gene expression [126; 127], 

including peroxidases, GRX, and glutathione S-transferases (GSTs). Plants with 

reduced CK levels had lower ROS-scavenging capacity, exhibited more severe 

photodamage after high light treatment, and had reduced neoxanthin and Zea levels 

under control conditions, which declined further during photooxidative stress [128]. 

Similar effects were observed in scavenging enzyme activities, and a strong reduction in 

APX and SOD activities were observed under control conditions and in response to 

light stress [128]. We assume that sustained biosynthesis of CK during drought in 

transgenic potato plants overexpressing STANN1 remediates oxidative stress and 

improves photosynthetic performance. 

 

STANN1 overexpression affects ABA accumulation and NPQ 

ABA is a key factor in abiotic stress responses (induces stomatal closing and 

transcriptional reprograming); therefore, it is of utmost importance that ABA content 

and ABA-dependent stress signaling pathways in WT and transgenic plants are 

http://www.plantphysiol.org/content/164/3/1470.long#def-2
http://www.plantphysiol.org/content/164/3/1470.long#def-6


 

 

similarly activated. The ABA biosynthetic pathway is a side-branch of the Car 

biosynthetic pathway, with Viol being a direct precursor [129]. Viol is synthesized 

from Zea by zeaxanthin epoxidase, which is constitutively active in darkness and sub-

saturating light; hence, under such conditions, the level of Viol far exceeds the level of 

its precursor. Instead, under saturating light (when the proton gradient produced is too 

high to be entirely consumed for CO2 assimilation), the level of Zea increases as a 

consequence of violaxanthin deepoxidase (ViolDE) activation, which requires reduced 

ASC as an electron donor. Hence, the actual level of Zea is determined mainly by the 

processivity of ViolDE [130]. Elevation of the annexin level resulted in reduced the 

ABA steady-state level and concomitantly increased the relative content of 

photoprotective Zea and Viol, which suggests that the ABA synthetic pathway was 

disabled. However, drought-induced ABA accumulation had similar kinetics, and 

similar maximal ABA levels were eventually achieved in transgenic and WT plants. 

Both in control conditions and during drought, the levels of Viol and Zea were higher 

in STANN1-overexpressing plants than in WT plants. Partitioning of Viol into 

competing biosynthetic pathways (reconversion to Zea or ABA biosynthesis) depends 

on the chloroplast ASC status. The accessibility of reduced ASC promotes ViolDE 

activity resulting in Zea accumulation, whereas depletion of reduced ASC activates 

ABA biosynthesis. In leaves of ASC-deficient vtc1 Arabidopsis plants, the ABA level 

is increased by 60% [131]. The Arabidopsis mutant npq1 with no functional ViolDE 

does not accumulate Zea in HL. This is accompanied by increased photodamage of 

photosynthetic apparatus (reduction in CO2 assimilation and elevated lipid 

peroxidation) and strongly inhibited NPQ [132]. 



 

 

Overall, the plant capacity to dissipate excess light energy in a non-photochemical 

manner is also affected by redox poise. In leaves of two Arabidopsis ASC-deficient 

lines that over-accumulate ABA, vtc1 and vtc2-2, NPQ at HL is decreased [133; 134]. 

Regeneration of the ASC pool is maintained mainly by DHAR [135] and suppression 

of DHAR in Arabidopsis results in lower induction of NPQ, while increased DHAR 

expression enlarges the size of the XCar pool [135]. For activity, DHAR requires 

glutathione as an electron donor, and in Arabidopsis pad2-1 mutants, a shortage of 

glutathione also impairs NPQ and compromises adaptation to severe drought stress 

[136]. Similarly, an increased level of another lipid-soluble antioxidant, α-tocopherol, 

restores the control level of NPQ in the Arabidopsis npq1 mutant lacking Zea [137]. 

Over-accumulation of α-tocopherol in the Chlamydomonas reinhardtii double mutant 

npq1 lor1 (lacking both Zea and lutein) restores tolerance to HL and tolerance to 

oxidative stress [138]. These results suggest that NPQ is dependent on redox 

homeostasis, probably due to the effect on the xanthophyll cycle and Zea accumulation. 

Hence, an enhanced buffering capacity in the cytosol upon overexpression of STANN1 

could result in improved NPQ. 

 

STANN1 affects redox homeostasis 

Different hypotheses have been proposed to explain the molecular basis of annexin-

mediated alleviation of oxidative stress, including innate peroxidase activity [21; 139; 

140], calcium-induced stabilization of peroxidases activity [141], and modulation of 

calcium influx [142; 143]. Based on the results of our experiments, we assume that 

annexin-mediated reduction in oxidative stress in transgenic potato overexpressing 

STANN1 results from the annexin effect on thiol-disulfide homeostasis. 



 

 

Downstream transmission of several environmental cues for H2O2 accumulation is 

sensed and mediated by several ROS-neutralizing systems, which are low-molecular-

weight antioxidant buffers such as ASC and glutathione (GSH), and oxidoreductases 

such as GRX, TRX, and scavenging enzymes [144]. The most prominent ROS-

scavenging and redox-signal perception system is GSH accumulation and GSH 

oxidation to disulfide (GSSG) during ASC regeneration in the glutathione-ASC cycle 

[145; 146]. This type of redox imbalance is transduced downstream by reversible 

formation of a mixed disulfide between GSH and a target protein (S-glutathionylation). 

An increased GSH:GSSG ratio was observed in plants exposed to chilling, heat stress, 

heavy metals, xenobiotics, drought, ozone, pathogen [147-153], and during oxidative 

stress resulting from deficiency in the H2O2-scavenging photorespiratory enzymes CAT 

or APX [88; 155-158]. In maize and rice, the ability to maintain higher GSH:GSSG 

ratios was associated with greater stress tolerance [158]. GSSG accumulation is a key 

determinant of cell death and growth arrest [159; 160]. 

Immunolocalization studies revealed that stress-triggered GSSG accumulation 

occurred in discrete subcellular compartments. Localization studies in Arabidopsis 

detected little or no accumulation in mitochondria, slight but significant accumulation in 

the cytosol, and prominent accumulation in vacuole and chloroplasts [157]. GSSG 

sequestration in metabolically inert vacuole is thought to initiate catabolism, whereas 

accumulation in chloroplasts could have functional consequences for photosynthetic 

efficiency. Increased GSSG level is sufficient to trigger protein S-glutathionylation 

[160], which is thought to regulate enzymatic protein activity [161]. A large number of 

unidentified targets of this posttranslational modification represent chloroplast proteins 

(e.g., RuBisCO or glucose-6-phosphate dehydrogenase) [161]. However, it is not clear 



 

 

if GSSG accumulation in chloroplast results from import or in situ synthesis. Isolated 

wheat chloroplasts can take up GSSG from the medium [154]. Re-engineering of 

compartment-specific glutathione synthesis pathways suggested that cytosol-to-

chloroplast GSSG transport also occurs in vivo [162]. Specific GSSG transporters have 

been identified in tonoplast but not in the chloroplast envelope [163]. 

The presence of redox-sensitive cysteines has been shown for mammalian ANXA2 

[164] and ANXA1 [165]. They are located in the extended C- or N -terminal end 

(Cys324 aa for ANXA1, and Cys8 and Cys334 for ANXA2), which confer structural 

diversity to proteins from this family. It cannot be easily generalized if other annexins 

contain cysteines susceptible to oxidation. ANXA2 was proposed to directly neutralize 

H2O2 with accompanying oxidation of only Cys8 [166; 167]; subsequently, it would be 

reduced via the NADPH-dependent thioredoxin system (NTS) being thus an ultimate 

acceptor of electrons from NADPH. Oxidative damage in annexin A2-depleted cells 

enhanced oxidation of the ANXA2-binding proteins actin and transcription factor JunD. 

This suggests that ANXA2 can function directly as a protein reductase [168]. 

The presence of reactive cysteines was confirmed in Arabidopsis annexin ATANN1. Implicated 

amino acids are localized within the endonexin domains and are highly evolutionarily conserved 

[20] (Fig. S3 in Supporting Information file S1Figures). ATANN1 Cys underwent in planta S-

nitrosylation within 20 min after NO treatment [169] and S-glutathionylation within 30 min after 

ABA induction [23]. MeV treatment resulted in oxidation of both cysteines residues of ATANN1 

(Cys111 and Cys 239), although the exact type of modification (mixed disulfide bonds with GSH, 

or intramolecular disulfide bond) has not been defined [170]. The closest ATANN1 homolog in 

Brassica rapa, BRANN1, appears to form a complex with peroxidase in floral buds [171]. 



 

 

STANN1 contains two cysteine residues, Cys17 and Cys111. Among potato annexins, the 

former is unique for STANN1 and STANN3.2, whereas the latter is homologous to Arabidopsis 

Cys111. This arrangement resembles that of ANXA1, with reactive Cys8 in the N-terminal amino 

acid. Elevated STANN1 levels mitigated photooxidative stress and diminished ROS accumulation, 

which suggested that STANN1 enhanced the capacity of cytosolic antioxidant buffer. Therefore, it 

appears that the evolutionarily conserved cysteine homologous to ATANN1 Cys239 is not 

necessary for such activity. Plant annexins can prevent ROS over-accumulation in a similar way to 

that previously shown for ANXA2: by direct ROS neutralization and further regeneration by 

NADPH-dependent thioredoxin/glutaredoxin system. Therefore, annexin would function as an 

ultimate acceptor of excess electrons leaking from over-reduced PETC. Alternatively, STANN1 

may be used as an acceptor for ROS diminishing thus GSSG formation (Fig. 11). Annexins are 

abundant cytosolic proteins (accounting for up to 2% of the total soluble proteins). They possess 

redox-sensitive cysteines and could participate significantly in the cellular protein thiol pool. In 

transgenic plants overexpressing STANN1, annexin levels are higher and the antioxidant protective 

effect is increased. Reduced GSSG accumulation prevents a decline in the GSH:GSSG ratio and 

over-oxidation of the cellular environment. The latter mechanism could explain the broad-

specificity of annexin-mediated protection, which is functional in bacteria and photosynthetic and 

non-photosynthetic eukaryotic cells. Glutathione is one of the most abundant non-protein thiols; it is 

present in cyanobacteria and proteobacteria, and in all mitochondria- or chloroplast-containing 

eukaryotes [172; 173]. The mechanism of GSH-mediated regulation and maintenance of cellular 

redox status is similar in all living organisms. Reversible oxidative thiol modifications modulate the 

function of proteins involved in many different pathways, including gene transcription, translation, 

protein folding, metabolism, signal transduction, and apoptosis. 

 



 

 

Conclusions 

The results obtained in this study clearly indicate that annexin overexpression has 

potential application for developing drought-tolerant crops. Enhanced drought tolerance 

in transgenic potato overexpressing STANN1 confers greater tolerance to high light 

stresses, stomatal closure, and diminished CO2 supply. ROS accumulation was 

attenuated, which improved chloroplast function; genetically modified plants 

maintained efficient PSII under stress conditions. Maintenance of a high photosynthetic 

yield under sub-optimal conditions had a beneficial effect on crop yields and biomass 

production. Annexins are a promising target for manipulation of plant tolerance to 

environmental conditions. 
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Figure legends.Figure 1. Annexin genes in potato 

genome. 

(A) Localization of annexin genes on potato chromosomes. The Roman numerals at the top 

denote the chromosome, digits in brackets indicate chromosome size. 

(B) Intron-exon organization of potato annexin genes. 

(C) Genomic PCR confirming the presence of predicted annexin genes in WT potato. Specific 

primers anneal to the 5’- and 3’- ends of coding sequence of certain annexin gene, hence the 

length of the resulting PCR product is a sum of the respective coding sequence with introns. 

(D) Schematic arrangement of STANN3.1, STANN3.2, STANN3.3 and STANN4 on 

chromosome I. 

Figure 2. Profiling of annexin expression in WT 

potato leaves during drought. 
Potato WT plants grew in the walk-in growth chamber under controlled conditions. After 8-10 

weeks irrigation was gradually reduced to decrease the field capacity (FC) to 25% (which 

took approximately 10 days) and then maintained at this level till 14 th day. Samples were 

collected from the first fully developed composite leaf from the top at indicated time points 

(D0 – beginning of drought, D6 – sixth day of drought, and D14 – fourteenth day of drought). 

RNA was isolated with Trizol and sq-RT-PCR was performed with primer sets specific for 

certain annexins. The level of expression was normalized against EF1a mRNA. Results are 

means ±SE (n≤4). Homogenic groups are determined by Tukey HSD (Honestly Significant 

Differences) test. The same letters designate values belong to the same homogenic group 

(p<0.05). Experiment was repeated twice. 



 

 

Figure 3. Drought tolerant phenotype of transgenic 

plants. 
Potato WT plants and transgenic lines (S-2, S-7) was subjected to drought as described above 

in Fig. 2. (A) Drought stress phenotype of WT (left column), S-2 (middle column) and S-7 

(right column) plants. Photographs were taken on the beginning (D0), on eighth (D-8) and 

ninth (D-9) day of drought. Experiments were repeated twice in greenhouse and twice in 

growth chamber and gave similar results. 

(B) Regeneration of potato plants after prolonged drought. The procedure of drought 

imposition was the same as described above but the FC was maintained at 25% until the 

twenty first day of drought (D21). On D22 plants were rewatered and after draining of 

gravitationally bound water FC was kept up at 65%. Photograph was taken on the third day 

after rewatering. Left side - two WT plants; middle – two S-2 plants, and right – two S-7 

plants. Experiments were repeated four times and similar results were obtained both in 

greenhouse and in growth chamber. 

Figure 4. Examination of leaf water status. 
Potato WT plants (white bars) and transgenic lines: S-2 (gray bars) and S-7 (black bars) were 

subjected to 14-day drought as described in Fig. 2. (A) Relative water content (RWC) 

analysis. Samples from the first fully developed undamaged leaf from the top of plant were 

collected at D0, D4, D7, D12 and 3 days after rewatering (RW3) and relative water content 

(RWC) was determined. Results are means ±SE (n=3). (B) Stomatal conductance were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the leaf 

surface was wrinkled to such an extent that further analysis was  impossible. Measurements 

were done with a CI-510CF Chl fluorescence module, actinic light was provided by a CI-



 

 

310LA light attachment. Results are means ±SE (n=10). Experiment was performed three 

times and gave comparable results. 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). Experiment 

was repeated 3 times and gave comparable results. 

Figure 5. Netto photosynthesis and photosynthetic 

performance of PSII in potato plants during 
drought. 
Potato WT (white bars) and transgenic lines: S-2 (grey bars) and S-7 (black bars) were 

subjected to drought as described in Fig. 2. (A) Netto photosynthesis, (B) maximum quantum 

yield of photosystem II (Fv/Fm) and (C) effective quantum yield of photosystem II,Y(II) were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the leaf 

surface was wrinkled to such an extent that further analysis was  impossible. Measurements 

were done with a CI-510CF Chl fluorescence module, actinic light was provided by a CI-

310LA light attachment. Results are means ±SE (n=10). Experiment was performed three 

times and gave comparable results. Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values which are not 

significantly different at p<0.05 and belong to the same homogenic group. 

Figure 6. Photosynthetic pigment content during 

drought. 
WT (white bars) and transgenic line S-7 (black bars) were exposed to drought as described in 

Fig. 2. Samples were collected at the same time during the day at D0, D6, D14 and RW3 from 

third, fourth and fifth fully expanded leaves from top at 4 hours after turning the light. The 

level (A) chlorophyll  a; (B) chlorophyll b; (C) zeaxanthine; and (D) violaxanthine were 



 

 

determined Non-polar lipids were separated on an ACQUITY UPLC system (Waters) and 

peaks were integrated at 436 nm. The level of xanthophylls is expressed as percent of the total 

carotenoids. The level of chlorophyll is expressed as mg mL-1.-Results are means ±SE (n=3). 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). 

Figure 7. NPQ assayed in leaf of well-watered potato 

plants. 
Potato WT (dashed line) and transgenic S-7 (solid line) grew in the walk-in growth chamber 

under controlled conditions and were watered to maintained FC at 65%. Performance of gross 

non-photochemical quenching (NPQ) were assayed on the first fully developed composite leaf 

from the top of plant at 4 hours after turning the light with Dual PAM-100. For measurement 

plants were adapted to dark for 20 minutes and then stimulated with repeated light pulses of 

actinic light (94 PPFD) for 5 minutes and once again subjected to dark for 6 minutes. Each 

point represents the mean ±SD (n=3-4). Experiment was repeated three times and gave 

comparable results. 

Figure 8. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh leaf 

tissue without the midrib) were collected from the first fully developed, undamaged leaf from 

the top of plant at 4 hours after turning the light. Labeled internal standards were added to the 

leaf samples before homogenization. Hormones were then extracted, purified using a SPE-

C18 column and separated on a reverse phase-cation exchange SPE column. Hormones were 

quantified using a hybrid triple quadruple/linear ion trap mass spectrometer. The level of 



 

 

ABA and SA is expressed as nmol g-1 of fresh weight; the levels of cytokinins – as pmol g-1 

of fresh weight. Results are means ±SE (n=3). Homogenic groups are determined by Tukey 

HSD (Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). 

Figure 9. Accumulation of ROS (hydrogen peroxide 
and superoxide anion) and lipid peroxidation. 
Potato WT (white bars) and transgenic line S-7 (black bars) grew in walk-in growth chamber 

under controlled conditions. Leaf discs were expunged from the third, fourth and fifth upper 

fully expanded leaves and immediately vacuum infiltrated with methyl viologen (50 M). 

After 1 hour incubation in dark discs were exposed to high light irradiance (850 PPFD) for 

indicated times (0.5 – 24 hours). Superoxide anion was determined colorimetrically with nitro 

blue tetrazolium chloride 9NBT). Hydrogen peroxide was stained in tissue with 

diaminobenzidine tetrahydrochloride (DAB) and quantified using the ImageJ. Lipid 

peroxidation was estimated spectrophotometrically with thiobarbituric acid (TBA). Results 

are means ±SE (n=5). Homogenic groups are determined by Tukey HSD (Honestly 

Significant Differences) test. The same letters designate values belong to the same homogenic 

group (p<0.05). Experiment was repeated twice. 

Figure 10. STANN1 attenuated MeV-induced 

photooxidative stress. 
Confocal laser scanning image of the leaf epidermis of tobacco plant transiently 

expressing GFP (A-D and I-L) or STANN1_GFP (E-H and M-P). 3 days after 

infiltration leaf discs were excised and subjected to high light (850 PPFD) (A-H) or the 

combine treatment of high light (850 PPFD) and 50 M MeV (G-L). The fluorescence 

was monitored with Nikon TE-2000E EZ-C1 exc. 488 nm and emission 515/30 and 



 

 

605/75 for GFP and chloroplast, respectively. First column represent single focal plane, 

second – chloroplast autofluorescence acquired with the same excitation parameter for 

each construction to visualized the difference between responses to the same treatment, 

third – overlay of green and red fluorescence channels with GFP enhanced to visualized 

cells; right column – stack obtained with Volume Render program EZ-C1 combined 

with chloroplasts. Scale bar is 20 m. Experiment was performed 3 times. 

Figure 11. A simplify scheme depicting the 
interactions between cellular redox state and 

participation in ROS scavenging mechanisms. 
Oxidative stress is an unavoidable consequence of environmental stresses. ROS 

accumulation begins in chloroplasts and then it spreads throughout the whole cell. 

Activation of a secondary ROS sources e.g. NADPH oxidase complex or 

photorespiration resulted in substantial H2O2 accumulation in cytosol. To avoid 

deleterious effects of ROS several compartment-specific mechanisms evolved, 

including accumulation of low-molecular-weight antioxidants (glutathione, ascorbate), 

scavenging enzymes (CAT, APX, SOD) and protein thiols (PRX, GRX and TRX) that 

undergoes a reversible cycles the thiol-disulphide exchange.  

The redox-sensitive proteins sense, transduce, and translate ROS signals into 

appropriate cellular responses. Thus, precise regulation of size and redox status of the 

thiol pool is of essential importance for induction of appropriate responses. In plant 

cells glutathione is present in different compartments in milimolar concentrations and in 

quiescents it maintained largely in reduced state due to activity of glutathione reductases 

(GR) at expense of NADPH. Stress-induced ROS accumulation stimulates oxidation of 

glutathione (GSSG) and in the same time de novo synthesis of GSH. Disturbances in 



 

 

GSH/GSSG ratio might non-specifically influence several downstream pathways, e.g. 

by induction of thiol-disulfide exchange on target proteins. Cellular redox potential 

depends primarily on the total concentration of the total glutathione and the extend of its 

oxidation. GSSG accumulation did not disturb the redox potential if it is compensated 

by increasing the total glutathione concentration. However, if size of total pool remains 

unchanged when the GSH:GSSG ratio increased the cell redox potential in the cytosol 

become more positive.  

We propose that the improved stress tolerance of annexin STANN1-overexpressing 

potato plants results from amelioration of oxidative shift of the cytosolic glutathione 

redox potential. Elevation of STANN1 level had a pleiotropic effect on plant 

metabolism and physiology what suggested that not one specific but several 

downstream signaling pathways were touched. Disruption of the glutathione redox 

potential is sufficient to induce such effect; e.g., in transgenic tobacco with constitutive 

upregulation of glutathione content MAPK and SA signaling pathways were modified. 

Annexin posses oxidation-sensitive cysteines and can act as a reductant influencing thus 

the redox potential. During stress in transgenic plants the capacity of cytosol redox 

buffer was more reducing compared to WT what prevents oxidation of downstream 

targets and modulate timing as well as magnitude of stress response. It had a beneficial 

effect on cell survival, photosynthesis and delay senescence. Similar effects were 

observed in tobacco and Arabidopsis plants and over-expressing particular elements of 

antioxidant systems. 



 

 

Supporting information legends: 

File S1Figures. 

Figure S1. Construction of transgenic plants. 

A) Structure of the T-DNA region from pROK2 carrying STANN1_His6x that was 

used for Agrobacterium ‐mediated transformation. LB – left border; RB – right 

border; NPTII – neomycin phosphotransferase II, CaMV – cauliflower mosaic virus 

35S promoter; NOS – nopaline synthase terminator;  

(B) Expression of STANN1_His6x protein in F1 transgenic potato lines. Proteins 

were isolated from leaves of WT and F1 transgenic lines S-2, S-3, S-7, S-83, S-91,  

S-97 and S-123 grown in vitro. His-tagged proteins were purified with Ni-NTA 

agarose, subjected to SDS_PAGE and blotting followed by detection with anti-His 

primary Ab. The band detected in WT represents Arabidopsis annexin 

ATANN1_His6x (molecular weight ca 36 kD) produced in Escherichia coli that was 

added before purification to the ground protein to STANN1_His6x easily dimerized 

hence the two bands were detected, the lower with molecular weight corresponding 

to monomer and the upper corresponding to dimer.  

Figure S2. Characteristics of experimental drought. 

(A) Potato WT and S-7 plants after 8 week of growth at the phase of experimental 

drought implementation. Transgenesis has no impact on tuber development. 

Formation of stolon hooks and stolon swelling as well as first tubers are visible.  

(B) Field capacity (FC) was normalized at the beginning of experiment and 

maintained at constant level (app. 65%); for control (well-irrigated plants) FC was 

maintained at this level throughout the whole experiment. For experimental drought 

FC was gradually lowered to 20% and kept at this level un till the end of drought. 

Rewatering was applied by full water saturation of the soil and after gravity draining 

of excess water FC was kept at the 65% untill the end of experiment.  

Figure S3. Multiple alignment of amino acid sequences of 

putative annexins from potato and selected annexins from 

human, Arabidopsis and cotton. 



 

 

The alignment was done with Cobalt (Constrain-based Multiple Alignment Tool). 

Gene Bank Acc Nos of employed sequences are as follows: human AnxA5 

(NP_001145.1), Gossypium hirsutum GHANN1 (1N00), Arabidopsis thaliana 

ATANN1 (2Q4C) and for potato annexins: STANN1 PGSC0003DMG4000177114, 

STANN2, STANN3.1 PGSC0003DMG4000221817, STANN3.2 

PGSC0003DMG401019427, STANN3.3 PGSC0003DMG402019427, STANN4 

PGSC0003DMG400019446, STANN5 PGSC0003DMG400007966, STANN8 

PGSC0003DMG400007482 and STANN9 PGSC0003DMG40001879.  

The boundaries of endonexin repeats were marked on the basis of crystal structures 

obtained for GHANN1 (Hofmann et al., 2003) and ATANN1 (Levin et al., 2007) and 

are, respectively:  

- 1st endonexin domain: 14-80 and 13-81;  

- 2nd endonexin domain: 83-153 and 84-154;  

- 3rd endonexin domain: 164-239 and 165-241  

- 4th endonexin domain: 241-309 and 244-3111 respectively for cotton and 

Arabidopsis annexin.  

Conserved histidine 40 is in red; methionine and cysteines from C3 cluster are in 

blue and underlined.  

Calcium binding motifs G-X-GTD-{38-40}-D/E are marked by black boxes; 

potential N-terminal acylation motif is in bold; potential actin-binding domains IRI 

are in bold and italic;  

C-terminal peptide similar to 14-3-3 proteins is marked by pale-green rectangle. 

Amino acid residues of high conservation are shown in red, medium - in blue. 

Figure S4. Drought tolerant phenotype of transgenic S-7 

potato plants. 

Each image depicts two WT plants (left side) and two transgenic S-7 plants (right 

side) subjected to experimental drought. Drought was started on D0 and lasted 21 

days. During that time watering was gradually reduced so as to lower the FC to 20%. 

After reaching that level it was maintained until 21 days after onset of experiment. 

The soil was than fully saturated with water (rewatering) and FC was maintained at 

65% until the end of experiment. 



 

 

D10 - irrigation withheld for 10 days, D14 - irrigation withheld for 14 days, D21 - 

irrigation withheld for 21 days, RW5 – rewatered for 5 days. 

Experiments were repeated  four times and similar results were obtained both in 

greenhouse and in growth chamber. 

In WT symptoms of wilting clearly appeared after 10 days of drought; in S-7 they 

were apparent only after 2 weeks. On the 21st day WT were severely affected with 

damaged stems and dry leaves. At the same time in S-7 plants the upper leaves still 

maintained turgor. After rewatering only a few leaves in WT regenerated; instead, 

new shoots developed from below-ground parts after at least a week of regular 

irrigation. In contrast, the S-7 plants preserved their upper leaves and after 

rewatering returned to a normal healthy look within hours. The exact number of 

irreversibly damaged leaves varied between experiments, but it was always 

significantly lower than in WT.  

Figure S5. Potato yield during drought. 

(A) Irrigated Water Use Efficiency (IWUE) is a quotient of crop produced per unit 

per amount of water supplied (IWUE = Y / W [g/pot/mL of water])  

(B) An exemplary tuber yield per plant. Potato plants WT, S-2, and S-7 were grown 

in a greenhouse. After 8-10 weeks of growth plants were subjected to drought stress 

by restricting irrigation to achieve 20% FC and kept at this level until 14 th day. After 

that time plants were rewatered and cultivated in optimal conditions for additional 10 

weeks until physiological maturity. Tubers were lifted immediately after withering of 

haulms. The weight of all fresh tubers from single plant was determined immediately 

after harvesting. Experiments were repeated twice and gave similar results.  

(C) Quantification of tuber yield experiments. Results are shown as mean ±SD 

(n=10) 

Figure S6. Expression of genes coding for PSII proteins and 

HSPs. 

Relative quantification of PSBS (A), LHCB4 (B) HSP100 (C) and HSP40 (D) 

mRNAs in leaves of WT (white bars) and transgenic S-7 (black bars) potato plants 

during three-week drought and after rewatering. The data represents the mean ±SE 

from at least four measurements. Homogenic groups are determined by Tukey HSD 



 

 

(Honestly Significant Differences) test, the same letters designate days which are not 

significantly different at P < 0.05 and belong to the same homogenic group. 

Figure S7. The effect of photooxidative stress on potato 

leaves. 

Leaf discs (F ~ 1 cm) were excised from leaves of WT or transgenic plants S-2 and 

S-7 and immediately infiltrated with (A) 50 mM Tris-Cl, pH 7.5 (B)10 mm MeV or 

(C) 50 mM MeV in 50 mM Tris-Cl, pH 7.5. Subsequently, leaf discs were exposed to 

light of 150 PPFD for 30 h. 

File S2Tables. 

Table S1. Primer pairs used for identification of potato 

annexins. 

Primer pairs corresponding to the predicted 5’ (F) and 3’ (R) ends of the particular 

annexin genes were designed on the basis of published potato genome sequence. 

Gene length refers to the total length of exons and introns. Individual primer pairs (F 

- forward, R - reverse) were designed with PrimerSelect, Laser Gene10.0 DNASTAR 

(USA). 

Table S2. Primer pairs used for sq-RT-PCR. 

Primers for semi-quantitative analysis of expression of annexins and other genes in 

potato. Individual primer pairs (F- forward, R- reverse) were designed with 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) to span intron–exon boundaries to 

exclude interference from genomic DNA contamination. Amplified fragments were 

between 300 and 500 base pairs. The genes were selected from 

PGSC_DM_v3.4_pep_fasta containing database of potato virtual translation products 

on the basis of their homology to annotated Arabidopsis genes. Analyzed genes were 

as follows: annexins: STANN1-9; HSP100 (heat shock protein 100 kDa); HSP40 

(heat shock protein 40kDa, DNAJ); PSBS (chlorophyll a/b- binding photosystem II 

22kD subunit S); LHCB4 (light-harvesting complex binding protein 4). As a 

reference the housekeeping gene for Elongation Factor a1 (EF1a) was used. 

Table S3. Characterization of putative potato annexin 

proteins. 



 

 

chlo – chloroplast; cyto – cytoplasm; cyto_ER – cytoplasm/membrane of 

endoplasmatic reticulum; cysk – cytoskeleton; ER – endoplasmatic reticulum; extr – 

extracellular; mito – mitochondria; nucl – nucleus; plas – plastids; vacu – vacuole 

Table S4. Cytokinins in leaves of WT and S-7 potato plants 

under drought. 

S. tuberosum WT and transgenic S-7 plants were subjected to 2-week drought or 

well-watered. At time points indicated 0.5 g of tissue (without the main vein) was 

collected 4 hours after beginning of the day from fully expanded leaves. Hormone 

levels were analyzed by LC-MS as described in Materials and Methods (n=3). Data 

are shown as pmol g-1 FW. 

Abbreviations: tZR, trans-zeatine riboside; tZ, trans-zeatin; iPR, isopentenyl adenosine 

riboside; iP, isopentenyl adenine; cZR, cis-zeatin riboside; cZ, cis-zeatin. 
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Abbreviations: 

ABA abscisic acid 

APX ascorbate peroxidase 

ATANN1 annexin 1 from Arabidopsis thaliana L. 

ASC ascorbate 

Car carotenoids 

Chla, Chlb chlorophyll a, chlorophyll b 

CK cytokinins 

Fv/Fm the maximum quantum efficiency of photosynthesis 

MeV methyl viologen, paraquat 

NPQ non-photochemical quenching 

PCD programmed cell death 

PETC photosynthetic electron transport chain 

PPFD photosynthetic photon flux density [mol m-2 s-1] 

PSI, PSII photosystem I, photosystem II 

PSBS 22-kD photosystem II subunit 

SOD superoxide dysmutase  

STANN1 annexin 1 from Solanum tuberosum L. 

SA salicylic acid 

Viol violaxanthine 

ViolDE violaxanthine deepoxidase 

XCar xanthophylls 

Y(II) effective quantum yield of PSII 

Zea zeaxanthine 



 

 

 

Abstract 

Annexins are a family of calcium- and membrane-binding proteins that are 

important for plant tolerance to adverse environmental conditions. Annexins function to 

counteract oxidative stress, maintain cell redox homeostasis, and enhance drought 

tolerance. In the present study, an endogenous annexin, STANN1, was overexpressed to 

determine whether crop yields could be improved in potato (Solanum tuberosum L.) 

during drought. Nine potential potato annexins were identified and their expression 

characterized in response to drought treatment. STANN1 mRNA was constitutively 

expressed at a high level and drought treatment strongly increased transcription levels. 

Therefore, STANN1 was selected for overexpression analysis. Under drought 

conditions, transgenic potato plants ectopically expressing STANN1 were more tolerant 

to water deficit in the root zone, preserved more water in green tissues, maintained 

chloroplast functions, and had higher accumulation of chlorophyll b and xanthophylls 

(especially zeaxanthine) than wild type (WT). Drought-induced reductions in the 

maximum efficiency and the electron transport rate of photosystem II (PSII), as well as 

the quantum yield of photosynthesis, and the electron transport rate were less 

pronounced in transgenic plants overexpressing STANN1 than in the wild typeWT. 

This conferred more efficient non-photochemical energy dissipation in the outer 

antennae of PSII and probably more efficient protection of reaction centers against 

photooxidative damage in transgenic plants under drought conditions. Consequently, 

these plants were able to maintain effective photosynthesis during drought, which 

resulted in greater productivity than WTwild-type plants despite water scarcity. 

Although the mechanisms underlying this stress protection are not yet clear, annexin-



 

 

mediated photoprotection is probably linked to protection against light-induced 

oxidative stress. 



 

 

Introduction 

Plants have developed passive and active strategies to survive environmental stresses 

such as drought, salinity, chilling, heat shock, heavy metals, UV radiation, ozone, 

mechanical stress, nutrient deficiency, hypoxia, and biotic stress [1]. Several stress-

response genes have already been targets for bioengineering studies to improve plant 

stress tolerance [2]. However, ectopic expression of stress-inducible genes often results 

in developmental aberrations (e.g., stunted growth and irregular leaves) or reduced crop 

yields under non-stress conditions due to non-specific induction of programmed cell 

death (PCD) and/or premature senescence [3]. Current knowledge of stress-responsive 

pathways is based primarily on results obtained by imposing each stress individually, 

whereas plants in natural settings are generally challenged with multiple concurrent 

stresses, and the resultant signaling pathways may be superimposed and/or 

induce/antagonize each another [4-6]. New approaches to bioengineering stress 

tolerance in crop plants are needed to achieve sustainable improvements in crop 

biomass production [2]. 

Recent work shows that changes in redox poise can regulate plant cell function [7-

109] by acting as cellular signals [11]. Numerous studies have investigated redox-

mediated stress responses [12-16]. Our understanding of the mechanisms that control 

production and metabolism of reactive oxygen species (ROS) in plants is incomplete. 

ROS are generated in several cellular compartments.10]. In light, the predominant 

location of ROS production is in chloroplasts [17, 18], where ROS are continuously 

formed as photosynthetic by-products under non-stress conditions.11]. The two main 

ROS sources there are the light-driven photosynthetic electron transport chains (PETCs) 

of photosystem I (PSI) and photosystem II (PSII). Environmental stress can trigger an 



 

 

imbalance in redox homeostasis and affect chloroplast metabolism [17, 18]. The 12]. 

Abiotic stresses reduce CO2 assimilation, which results in over-reduction of the 

photosynthetic electron transfer chain (PETC) and utilization of oxygen as an 

alternative acceptor for excess electrons [13]. Changes in chloroplast antioxidant system 

has been describedredox poise activate secondary ROS-producing sources, such as 

“loosely tailored” to maintain an endogenous ROS pool [20], which enables plants to 

quickly respond to fluctuating light levels. Consequently, significantly improving ROS 

scavenging enhances protection against sustained stress, but also desensitizes plant light 

responses and impairs environmental fitness. This result suggests that a delicate balance 

has to be maintained between ROS production and the activity of antioxidant systems. 

Chloroplasts also are involved in biosynthesis of hormones, carotenoids (Car), amino 

acids, and lipids. Therefore, the protection of chloroplast structure and function from 

environmental stresses is crucial for plant stress resistance and recovery.membrane 

NADPH oxidase complex [respiratory burst oxidase homologs (RBOHs)] [14] or 

photorespiration [15]. 

The two main ROS sources in chloroplasts are the light-driven photosynthetic 

electron transport chains (PETCs) of photosystem I (PSI) and photosystem II (PSII). 

Abiotic stresses reduce CO2 assimilation, which results in over-reduction of the PETCs 

[21]. Under these conditions, oxygen can be utilized instead of NADP+ as an alternative 

acceptor for excess electrons [22]. Several mechanisms have evolved to dissipate excess 

excitation energy, including nonphotochemical quenching (NPQ), which dissipates 

excess electrons as heat in PSII [23] and via the water-water cycle in PSI [21]. The 

water-water cycle produces hydrogen peroxide (H2O2), which is the most stable small 

ROS that can passively and actively cross membranes [24, 25]. In isolated intact 



 

 

spinach chloroplasts and Arabidopsis thaliana (Arabidopsis) protoplasts, H2O2 

produced under illumination can avoid neutralization by chloroplast antioxidant 

systems, and escape the organelle in a light-intensity-dependent manner [26-28]. 

Changes in chloroplast redox poise activate secondary ROS-producing sources in 

other cellular compartments, such as membrane NADPH oxidases [respiratory burst 

oxidase homologs (RBOHs)]. Abscisic acid (ABA) induces RBOH genes expression in 

Arabidopsis leaves and guard cells [29-30], Hordeum vulgare aleurone layer [31], and 

Zea mays seedlings [32]. NADPH oxidase-mediated ROS accumulation has been 

reported in ozone-treated Arabidopsis leaf [33, 34] and salt-treated Arabidopsis root tips 

[35]. 

Prolonged drought stress results in CO2 deficiency due to stomatal closing and 

activates photorespiration. This rescue reaction dissipates excess reducing equivalents 

and energy, but generates H2O2 during salvage of the toxic byproduct 

2-phosphoglycolate in peroxisomes. Under drought conditions, photorespiration is 

estimated to generate 70% of the H2O2 produced [36]. One of the major roles of 

photorespiration was proposed to be readjustment of redox homeostasis under abiotic 

stress conditions [37]. Cytokinin (CK)-mediated stimulation of photorespiration in 

transgenic tobacco plants resulted in substantially enhanced drought resistance [38]. 

Different buffering systems in discrete subcellular compartments are involved in 

maintaining cellular redox homeostasis and redox signaling. The primary pathway of 

H2O2 scavenging is the glutathione-ascorbate cycle (GSH-As cycle), which operates in 

chloroplasts, cytosol, mitochondria, and peroxisomes [21, 39]. Each cellular 

compartment contains a specific set of H2O2 scavenging enzymes, such as peroxidases, 

catalases (CAT), dismutases, glutaredoxins (GRX), and thioredoxins (TRX) [40, 41]. In 



 

 

Arabidopsis and tobacco plants enhancing the antioxidant capacity of chloroplast and 

cytosol had a beneficial effect on photosynthesis and stress tolerance [42], whereas 

removal of any single antioxidant component reduced photosynthesis and stress 

tolerance [43-47]. There is evidence for cross-talk between antioxidant systems from 

different compartments [40, 48]. 

Annexins are a multigene, evolutionarily conserved family of calcium- and 

phospholipid-binding proteins [49]. They are16] that is present in all eukaryotes and are 

characterized by. They have a highly conserved tertiary structure. The annexin 

superfamily is defined by the presence in the molecule of four (or eight) approximately 

70 amino acid endonexin motifs, which containeach consisting of five -helices that are 

repeated four (or eight) times in the protein. The contribution of annexins to plant cell 

adaptation to adverse environmental conditions is well documented [49-5316-20]. 

However, an understanding of the primary physiological functions of plant annexins 

remains elusive. Initially, based on their prototypical characteristics, annexins were 

thought to participate primarily in membrane-related events, such as cellular transport, 

membrane-cytoskeleton interactions, or endo-/exocytosis [16; 20]. Later, it became 

clear that their cellular functions go far beyond this and include regulation of cellular 

redox poise and modulation of calcium transients upon stress. 

Annexin 1 was identified in a genome-wide search of Arabidopsis thaliana 

(Arabidopsis) sequences capable of rescuing Escherichia coli oxyR growth on high 

H2O2 concentrations [54]. 21]. Further experiments showed that Arabidopsis annexin 1 

(ATANN1) is an element of the ROS signaling network in Arabidopsis. Deletion of 

functional ATANN1 reduced expression of glutathione-S-transferase Tau 1 (GSTU1) in 

seedlings after H2O2 treatment [22]. It is well accepted that upon salinity stress, ROS 



 

 

trigger increases in Ca2+, and ATANN1 was proposed to mediate calcium conductance 

activated by NADPH oxidases in root epidermal cells [22]. These data suggest that 

ATANN1 can function at a cross-road of calcium and ROS signaling [23; 24]. It is still 

an open question if other proteins from this family can function in a similar way. 

Subsequent analyses confirmed that not only ATANN1, but also Brassica juncea 

annexins BJANN1 and BJANN3, and Nelumbo nucifera annexin NNANN1 ameliorated 

oxidative stress in homologous or heterologous cells and improved stress tolerance [55-

61].of tobacco, cotton, and Arabidopsis [23; 25-30]. In some cases, overexpression of 

annexins resulted in multi-stress tolerance. Transgenic tobacco plants expressing 

BJANN1 were more tolerant of different abiotic stresses and exhibited enhanced 

resistance to different abiotic stresses and infection with Phytophthora parasitica var. 

nicotianae, the latter possibly due to constitutively increased expression of several 

pathogenesis-related proteins [5525]. NNANN1 overexpression in Arabidopsis 

conferred enhanced tolerance to heat and oxidative stress [58]. Deletion of functional 

ATANN1 reduced expression of glutathione-S-transferase Tau 1 (GSTU1) in 

Arabidopsis seedlings after H2O2 treatment [62]. Under salinity conditions, ATANN1 

mediates ROS-dependent Ca2+ signaling in roots at low (1.5 mM) external Ca2+ 

concentrations [63].27]. These studies generally used seedlings or leaf discs subjected to 

short-term stress treatments (in hours). There is a lack of information regarding annexin 

function in cell physiology, hormonal homeostasis, and metabolism during long-term 

exposure to environmental stress. 

Potato is one the most important vegetable crops. Its global annual production in 

2010 exceeded 300 million tons (FAOStat). Potato plants are highly efficient in terms of 

water usage (http://www.fao.org/potato-2008/en/potato/water.html), and produce more 



 

 

food per water unit than any other crop [6431]. Therefore, potato could be a promising 

alternative to cereal crops. Modern potato cultivars are susceptible to drought, which is 

defined as a shortage of water in the root zone [6532]. Water deficit affects nearly all 

stages of potato development, and negatively impacts tuber numbers and quality (crop 

yield) [66, 6733; 34]. Only a few attempts to engineer potato drought tolerance have 

been reported (reviewed in [6835]). These studies had limited success because most 

transgenic plants did not exhibit good performance and productivity under non-stress 

and stress conditions. Potato annexin has not been considered for bioengineering 

applications; however, new proteomics research showed that STANN1 could be a 

candidate gene to improve stress tolerance. STANN1 was differentially expressed in 

potato tubers in response to wounding [69, 7036; 37], bruising (personal observation; 

[7138]), osmotic stress and salinity [7239], and was differentially expressed in potato 

aerial parts in response to osmotic stress and salinity [73]. In this study, we 

overexpress40]. We overexpressed potato annexin STANN1 and observeobserved the 

effects on plant biochemistry and physiology during drought tolerance. 

First, we investigated if increased expression of ATANN1 affected potato drought 

tolerance. We used the S. tuberosum genome to identify all potato annexins, and 

analyzed potential involvement in drought responses using semi-quantitative RT-PCT. 

Then, we characterized photosynthetic performance in transgenic plants overexpressing 

ATANN1 during prolonged water deficit around the root zone. One of the plant 

strategies to cope with environmental stresses is premature induction of the senescence 

program [41]; therefore, we analyzed the influence of STANN1 on long-lasting changes 

in hormonal homeostasis during drought. We also investigated possible annexin 

functions in modulating redox signaling, and assessed changes in drought stress 



 

 

responses. Our working hypothesis was that annexin modulated plant stress responses 

by increasing the cytosolic antioxidant buffering capacity in transgenic plants. Studies 

on Arabidopsis ecotypes indicate that ATANN1 mRNA levels differ in ecotypes adapted 

to very different local climatic condition (TAIR and our non-published data). In potato 

tubers, STANN1 levels did not differ in proteomes from different genetic backgrounds 

[7442]. Further experiments are necessary to elucidate if drought-tolerant potato 

landraces and cultivars could be generated by enhancing the level of annexin 

expression. 



 

 

Materials and Methods 

Generation of transgenic plants, transformation and growth 

conditions 

S. tuberosum cultivar Sante (WT), medium-tolerant to drought, was used for transformation 

experiment (http://www.europotato.org).The STANN1 cDNA sequence without the stop 

codon (957 bp; Acc. No. PGSC0003DMG400017714) was fused at the 3′ end to a 6×His-tag 

sequence and inserted into the XbaI restriction site of pROK2 [7543] between cauliflower 

mosaic virus 35S promoter and nopaline synthase (Nos) terminator sequences (Fig. S1A in 

Supporting Information file S1 Figures). This construct was used for Agrobacterium 

tumefaciens-mediated transformation of WT potato plants according to a previously published 

method [7644]. Regenerated transgenic plants were transplanted into separate glass tubes 

filled with 10 mL of Murashige & Skoog solid medium supplemented with 50 g/mL 

kanamycin. The presence of the transgene cassette was verified with genomic PCR (data not 

shown). Expression of recombinant STANN1_6×His protein was confirmed by purification 

from leaves of WT and F1 transgenic plants (lines S-2, S-3, S-7, S-83, S91, S-97, and S-123) 

by Ni-NTA chromatography and detection with anti-HisTag primary antibody (Sigma-

Aldrich). Recombinant ATANN1_6×His protein produced by bacterial overexpression was 

used as a positive control (WT protein extract) (Fig. S1B in Supporting Information file 

S1Figures). 

Potato WT plants (S. tuberosum cv Sante) or transgenic lines in the “Sante” background 

(S-2 and S-7) were used for further experiments. Plants were cultivated in a growth chamber 

(or an air-conditioned greenhouse when indicated) under standard conditions (21±2°C; 16 h/8 



 

 

h day/night; light intensity 110 to 130 PPFD (photosynthetic photon flux densities); 60–80% 

relative humidity. 

Water stress 

S. tuberosum plantlets sprouted from tubers were grown in plastic pots filled with 1 kg 

of sterilized soil (mixture of peat and sand, pH 5.5; prepared by the Plant Breeding and 

Acclimatization Institute) for 160–170 days. The field capacity (FC) was determined 

gravimetrically (g of water per g of soil). Pots were weighed every 2–3 days and the 

volume of water necessary to maintain the indicated FC was calculated individually for 

each plant. For well-watered control plants, FC was maintained at 65% (−0.8 MPa) for 

the whole experiment. Experimental drought was imposed after 8–10 weeks of growth 

(tuber initiation) (Fig. S2A in Supporting Information file S1Figures). Irrigation was 

decreased over 10 days to gradually reduce the FC to ~25% FC (−2.0 MPa) and was 

then maintained at this level until the end of the water deficit period. Irrigation was 

subsequently resumed with full soil saturation (rewatering). To estimate the impact of 

drought on potato productivity, plants were cultivated for an additional 11–12 weeks 

after rewatering (FC 65%) until physiological maturity. An exemplary schedule of FC 

changes is shown in Fig. S2B (supporting Information file S1Figures). Samples were 

collected at the beginning of the water deficit period (D0), and (depending on 

experiment) at different days of drought, i.e. 3rd (D3), 4th (D4), 6th (D6), 10th (D10), 

and 14th (D14), and at the first (RW1) and third (RW3) days after rewatering. 

 

Identification of potato annexins 

Annexins were identified in silico by searching for the endonexin domain (PFAM definition, 

PF00191, 66 aa) in six translation frames of the heterozygous diploid potato breeding line, S. 



 

 

tuberosum L. group Tuberosum RH89-039-16 genome using the HMMSearch program from 

the HMMER3 package. According to PFAM, >93% of proteins from this family contained at 

least three consecutive repeats of the endonexin domain. By searching with a single repeat, 

the probability of missing a complete protein due to below-threshold partial hits or incorrectly 

defined intron-exon boundaries was minimized. Only hits with an E-value ≤0.001 were 

considered. To verify the presence and sequence of the predicted annexins in WT potato, 

genome primer sets were designed that corresponded to the 5′ (F) and 3′ (R) ends of the 

predicted open reading frames (ORFs , Table S1 in Supporting Information file S2Tables). 

Expression of putative annexin genes was verified using RT-PCR. Briefly, total RNA was 

isolated from WT leaves and reverse transcribed using RevertAid Reverse Transcriptase 

(Thermo Scientific, Lithuania) with poly(T)12-18 primer. Annexins were amplified from cDNA 

using Phusion High-Fidelity DNA Polymerase (Thermo Scientific). PCR products were 

cloned with pJET Cloning Kit (Thermo Scientific) and their compliance with the predicted 

sequences was verified. 

 

Semi-quantitative expression of annexins and stress-regulated 

genes 

Gene expression was profiled over 14 days of drought in WT potatoes grown as described 

above. Samples were taken from the first fully-developed composite leaf at the top of the 

plant. For each time point, single leaf discs from four independent plants were collected, 

flash-frozen in liquid nitrogen, and stored at −80°C until use. Total RNA was isolated with 

Trizol (Invitrogen, Scottland). Reverse transcription was performed as described above. Taq 

DNA Polymerase (Thermo Scientific) was used to amplify specific sequences from cDNA. 

Genes for semi-quantitative analysis were selected from PGSC_DM_v3.4_pep_fasta, which 



 

 

contains a database of potato virtual translation products predicted according to similarity to 

annotated Arabidopsis genes. Specific primer sets for expression analysis were designed using 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) (Table S2 in Supporting Information file 

S2Tables ). The obtained sq-RT-PCR products were subjected by agarose gel electrophoresis, 

stained with ethidium bromide, and quantitated by densitometry using MultiGaugeV3.0 (Fuji) 

software. Expression was normalized with respect to the expression of potato elongation 

factor 1 alpha mRNA (EF1a; PGSC0003DMT400050664; [7745]). Each single experiment 

included four biological replicates, which were quantitated in three technical replicates. 

Experiments were repeated three times for each primer set and template. 

 

Relative water content 

Relative water content (RWC) was determined as described previously [7846] with the slight 

modification. For full saturation [equivalent to turgor weight (TW)] leaves were incubated in 

distilled water for 4 hoursh instead of overnight. Experiments were performed three times on 

at least five biological replicates for each genotype. 

 

Extraction and determination of plant hormones 

Leaf samples of ~0.5 g (without the main vein) from 8–10-week plants subjected to drought 

(as described above) were collected, immediately frozen in liquid nitrogen, and kept at −80°C 

until use. Samples were taken from the first fully-developed composite leaf at the top of the 

plant at the indicated time points. Sampling was performed four hours4 h after the start of 

daily illumination. Three independent biological replicates were examined. Purification and 

analysis were performed as described previously [79, 8047, 48]. Briefly, leaf samples were 

homogenized and extracted with methanol/water/formic acid (15/4/1, v/v/v) and the following 



 

 

labelledlabeled internal standards (10 pmol per sample) were added: 2H6-ABA, 2H5-transZ, 

2H5-transZR, 2H5-transZ7G, 2H5-transZ9G, 2H5-transZOG, 2H5-transZROG, 2H5-

transZRMP, 2H3-DHZ, 2H3-DHZR, 2H3-DHZ9G, 2H6-iP, 2H6-iPR, 2H6-iP7G, 2H6-iP9G, and 

2H6-iPRMP (Olchemim, Czech Republic). Extracts were purified using a SPE-C18 column 

(SepPak-C18, Waters), and separated on a reverse phase-cation exchange SPE column (Oasis-

MCX, Waters). The first hormone fraction [containing abscisic acid (ABA) and its 

metabolites] was eluted with methanol and the second fraction (containing CK metabolites)] 

was eluted with 0.35 M NH4OH in 70% methanol. Both fractions were separated by HPLC 

(Ultimate 3000, Dionex) and the hormones were quantified using a hybrid triple 

quadruple/linear ion trap mass spectrometer (3200 Q TRAP, Applied Biosystems). 

 

Gas exchange and chlorophyll fluorescence measurements 

Gas exchange and net photosynthesis were analyzed with a Portable Handheld 

Photosynthesis System CID 340 device (CID Bio-Science, Camas, WA, USA) 

according to the manufacturer’s instructions. The maximum quantum efficiency of 

photosynthesis (Fv/Fm) and the effective quantum yield of PSII [Y(II)] were 

determined with CID 340 (CID Inc., USA) with a CI-510CF Chl fluorescence module 

and a CI-310LA light attachment (CID Bio-Science) providing actinic light. 

Measurements were performed 5 h after turning on the light, if not indicated otherwise, 

on the upper five fully-expanded unwrinkled leaves. Five plants were analyzed per time 

point. For maximal fluorescence (Fm) determination, plants were dark-adapted for 30 

minutesmin (so all PSII reaction centers were closed) and then stimulated with 

saturating pulses of light (0.8 secondssec, 3,000 PPFD). The minimal fluorescence (Fo) 

with all PSII reaction centers opened was measured with modulated light of 0.25 PPFD. 



 

 

Fv was calculated from the equation Fv= Fm-Fo. Y(II) was calculated using the 

equation Y(II) = (Fms-Fs)/Fms. The maximal fluorescence under light (Fms) was 

determined by allowing plants to adapt to light for 20 minutesmin and measuring the 

steady-state of chlorophyll (Chl) fluorescence (Fs). Next, a saturating pulse (0.8 

secondssec, 3,000 PPFD) was applied and Fms was determined.  

Gross non-photochemical quenching (NPQ) was estimated with a Dual Pulse 

Amplitude Modulation device, PAM-100 (Walz, Germany). For a single time point, six 

composite leaves from three to five control plants were analyzed. NPQ was calculated 

as (Fm − Fms)/Fms, where Fm represents the fluorescence of a dark-adapted sample 

and Fms represents a fluorescence of the illuminated sample. Plants were dark-adapted 

for ~20 minutesmin and kinetics were measured after repeated light pulses of 94 PPFD 

for 300 secondssec. Leaves were subsequently relaxed in darkness for 240 secondssec 

and fluorescence while continuously measuring and recording fluorescence. 

 

Non-polar lipids extraction and carotenoids/chlorophyll 

(Car)/Chl determination 

Plant material was collected from 8–10-week-old plants exposed to drought. Samples 

were collected 4 hoursh after switching on the light at D0, D6, D14, and RW3. One leaf 

disc (11 mm diameter) was taken from the third, fourth, and fifth fully -expanded 

composite leaves, and total six discs harvested from two plants were combined as a 

single sample. Non-polar lipids were extracted at 4°C. Plant material after shredding in 

cooled mortar was transferred to a 15 mL Pyrex tube. After the addition of 3 mL 

acetone-methanol (8:2 v/v), the sample was perfused with argon and mixed vigorously 

by vortexing for 2 min. For the second and third extractions, hexane (9 mL) was added 



 

 

and the sample was again perfused with argon before capping and shaking in a 

reciprocating shaker (PROMAX 2020, Heidolph, Germany) for 30 min in the dark. 

After shaking, the sample was incubated without agitation for 5 min to allow phase 

separation. The upper hexane phase was collected by aspiration and transferred to a 100 

mL Erlenmeyer flask, perfused with argon, capped and stored in the dark in 4C. In the 

second extraction stage, 2 mL of propanol was used in addition to hexane, and 

perfusion, shaking and phase collection were repeated as before. After removal of 

hexane, the polar phase was centrifuged for 15 min at 4500 rpm. The supernatant was 

combined with the two hexane phases, perfused with argon, and filtered through a 

Milipore syringe filter unit Millex-CV13 Filter Unit (0.22 µm). The combined hexan 

phases were then transferred to room temperature, evaporated to dryness under argon, 

and dissolved in 1 mL methanol-propanol-hexane 6:1:3 (v/v/v). Dissolved samples were 

transferred to 2 mL glass vials, perfused with argon, capped, and stored at −80°C. 

Non-polar lipids were analyzed by injecting 5 L of sample extract onto an 

ACQUITY UPLC HSS T3 1.0×150 mm 1.8 µm column and eluted with a gradient of 

solvent A [water and methanol (1:9, v/v)] and solvent B [methanol:isopropanol: hexane 

(2:1:1, v/v/v)], with a total of 210 minutesmin to transition from solvent A to B. 

Separation was monitored in the 300–750 nm range with a photodiode array detector. A 

single chromatogram at 436 nm was extracted, exported in ASCII format, and used for 

peak area integration analysis with GRAMS/AI software (Thermo Electro Corp, 

Finland). 

Chla and Chlb contents were estimated by recording the absorbance of the 

aforementioned extract at 663, 652, and 645 nm (Cary 50 Bio UV/VIS 

spectrophotometer, Varian, Australia) as described previously [8149]. 



 

 

 

ROS levels and lipid peroxidation during high light stress 

One leaf disc (11 mm diameter) was taken from the third, fourth, and fifth fully-

expanded leaves of potato plants, and for a total of six discs three discs were harvested 

from each of two plants were combined as a single sample. Immediately after 

harvesting, samples were vacuum-infiltrated with methyl viologen (MeV) at the 

indicated concentrations and then incubated in the dark for 1 hourh under normal 

irradiance (150 PPFD). Images were obtained after 30 hoursh of incubation.  

A similar procedure was used for ROS quantification, with the exception that a 

single MeV concentration (50 M) was used and samples were exposed to high 

irradiance (850 PPFD).), well in excess of the levels that saturate photosynthesis in 

Arabidopsis (high light stress, HL). Samples were collected at the indicated time points. 

Superoxide anion (O2
•−) content was determined using a colorimetric nitro blue 

tertrazolium (NBT) assay as described previously [8250]. Hydrogen peroxide (H2O2), 

was detected with diaminobenzidine tetrahydrochloride (DAB) and quantified by 

counting pixels on scanned images using ImageJ software [8351]. Lipid peroxidation 

was estimated spectrophotometrically with thiobarbituric acid (TBA) [8452]. 

 

Transient expression of STANN1_GFP in Nicotiana benthamiana 

The STANN1 sequence (without the stop codon) was introduced between NcoI and BcuI 

restriction sites at the 5′-end of the monomeric GFP (mGFP) coding sequence in 

pCAMBIA1302. Intact N. benthamiana leaves were infiltrated with A. tumefaciens GV3101 

transformed with empty pCAMBIA1302 expressing mGFP or pCAMBIA1302 expressing 

STANN1_mGFP as described previously [8553]. After 3 days, 1 cm diameter leaf discs were 



 

 

excised and incubated with 50 M MeV for 1 hourh in darkness, and then incubated for 4 

hoursh in high light (850 PPFD). Fluorescence was immediately observed using a Nikon 

Eclipse TE2000-E inverted C1 confocal laser scanning microscope equipped with a 40× Plan 

Fluore oil immersion objective  (numerical aperture, 1.30). mGFP and chloroplast 

autofluorescence were excited with a solid-state Coherent Sapphire 488 nm laser and detected 

using 515/30 band pass and 610 long pass emission filters, respectively. All samples were 

analyzed in triplicate. Three independent experiments were performed. 

 

Statistical analyses 

Data were analyzed using two-way ANOVA with Duncan’s Multiple Range Test 

(DMRT) (for yield) and MANOVA regression models (for other experiments). Multiple 

comparisons between means were performed with a HSD Tukey test with a confidence 

limit of 95%. 



 

 

Results 

Identification of potato annexin genes 

Genome-wide examination of the potato sequence database for annexins revealed the 

presence of 11 DNA segments encoding putative proteins displaying substantial 

similarity to previously characterized plant annexins. Two of these sequences were 

classified as pseudogenes due to several defects and a lack of continuity in any of the 

six ORFs. The remaining nine genes were located on chromosomes I, IV, V, and X and 

each encoded 5–6 exons (Fig. 1A). The positions and phases of introns in the putative 

potato annexin genes were consistent with those reported for rice annexins [8654] (Fig. 

1B). The putative annexin sequences in the S. tuberosum genome were verified using 

genomic PCR (Fig. 1C), and the lengths of the amplified genomic products were as 

expected (Table S1 in Supporting Information file S2Tables). The degree of nucleotide 

sequence identity between the putative potato annexins was 41–92%. Sequences 

identified by bioinformatics approaches were confirmed experimentally. Reverse 

transcription polymerase chain reaction indicated that all nine genes were expressed in 

different potato organs (data not shown). 

Multiple alignment of the putative potato annexin amino acid sequences with 

Arabidopsis annexins revealed that all but one of the potato annexins had Arabidopsis 

homologs (data not shown). The newly-identified potato genes were named accordingly 

as STANN1, STANN2, STANN3.1, STANN3.2, STANN3.3, STANN4, STANN5, STANN8, 

and STANN9 (data not shown). The potato annexins formed a functionally diverse 

protein family that was differentially expressed in different plant organs (data not 

shown). The most striking genomic feature of the potato annexin family was triplication 



 

 

of the annexin 3 gene on chromosome 1 (Fig. 1D). In addition, in an arrangement 

resembling that in Arabidopsis, potato STANN3.1 and STANN4 were adjacently 

localized and divergently transcribed, possibly from a shared promoter. The Inparanoid 

database groups all annexins in the same in-paralog cluster; however, we suspect that 

the annexin 3 variants (STANN3.1, STANN3.2, and STANN3.3) are within-species out-

paralogs. Two duplications (ancestral gene → STANN3.1 and the ancestor of 

STANN3.2; then the ancestor of STANN3.2 → STANN3.2 and STANN3.3) appear to 

have occurred prior to  potato and tomato speciation, as S. lycopersicum contains two 

orthologs of the annexin STANN4 and STANN3.1. In turn, STANN4 and STANN3.1–

3.3 are out-paralogs, as STANN4 is moderately related to all STANN3 variants but shares 

high sequence similarity with other annexins from S. lycopersicum or Arabidopsis. 

Multiplication of DNA segments within this region of chromosome 1 during 

Solanaceae evolution apparently took place independently at least twice. In tomato 

chromosome 1, the entire dyad of SLANN3/SLANN4 was duplicated [8755] and gave 

rise to a tetrad located within a short segment of DNA (21,145 bp) that was not 

interspersed with other genes. This region of chromosome 1 represents a “hot-spot” in 

the Solanaceae family where duplications of a single gene or gene cluster occurred. 

 

Characteristic of potato annexin proteins 

Newly.-identified potato annexins had similar predicted molecular masses of 34–37 kDa 

and diverse isoelectric points (5.21–9.02). The overall tertiary structures, which were 

defined by four endonexin domains containing calcium binding sites, were well 

preserved (Fig. S3 in Supporting Information file S1Figures, Table S3 in Supporting 

Information file S2Tables). However, the primary amino acid sequences diverged 



 

 

significantly, with the lowest amino acid identity of 20.9% between STANN4 and 

STANN5. Groups with higher similarities were identified, such as STANN3.1, 

STANN3.2, and STANN3.3. Annexins 3.2 and 3.3 were the most closely related with 

amino acid identities of 90.5% and 70.1% with STANN3.1, respectively. STANN3.2 

and 3.3 differed in length (302 and 317 aa, respectively) due to lack of the 14-3-3 like 

domain on the C-terminus of STANN3.2. Similarly, the N-terminal end of STANN3.2 

and STANN3.3, but not STANN3.1, contained a putative myristoylation motif (MG). 

To date, a myristoylation-mediating membrane localization has been confirmed only for 

mammalian AnxA13b. With respect to plant annexins, a myristoylation motif was found 

in poplar annexin EEE95606.1, but the functionality of this motif was not 

experimentally verified. In summary, despite extensive similarities, there were 

substantial differences between members of the STANN3 subfamily. This suggested 

that family might be unique to Solanaceae, and that  distinct cellular functions evolved 

for each of the annexins. 

The potato annexins contained canonical type II calcium binding sites G-X-GTD-

{30-40}D/E solely in the first and occasionally fourth endonexin domains (Fig. S3 in 

Supporting Information file S1Figures). STANN4 and STANN8 appear to have lost 

calcium responsiveness as a result of substantial mutations (substitutions and insertions) 

in these regions. The calcium binding site in the fourth endonexin repeat was probably 

the only one preserved in STANN5. Tryptophan residues within the first endonexin 

repeat (G-W-GT) were conserved in potato annexins 1, 2, 8, and 9, but were replaced 

with phenylalanine (STANN5) or lysine (STANN3.1-3.3 and STANN4) in other 

annexins (Fig. S3 in Supporting Information file S1Figures). This phenylalanine 

modification is not predicted to interfere with calcium binding because phenylalanine 



 

 

and tryptophan residues are both hydrophobic and possess aromatic rings. By contrast, 

the lysine modification may impede membrane translocation of annexin because 

introducing a positive charge into the calcium coordination site has the potential to 

disrupt calcium binding. Other amino acids or motifs important for the plant annexin 

tertiary structure were preserved in the potato proteins, such as histidine 40 (except in 

STANN3.2 and STANN4), cysteine 111 (except in STANN4), and cysteine 239 (except 

in STANN1). 

 

Potato annexin gene expression during drought 

To generate drought-tolerant potato, the genes whose products confer drought tolerance 

have to be identified. Potato annexins are a multigene family; therefore, we 

characterized the expression of all annexins during drought. Only five annexin genes 

(STANN1, STANN4, STANN5, STANN9, and STANN2) were expressed in the leaves of 

well-watered control WT plants (Fig. 2). At the onset of drought (D0), STANN1 mRNA 

was the most abundant transcript (relative to the EF1a mRNA). Over time, the level of 

STANN1 mRNA increased whereas STANN4, STANN5, STANN9, and STANN2 mRNA 

levels remained unchanged. The difference in the accumulation of STANN1 mRNA 

from D0 to D14 was statistically significant (Fig. 2). Concurrently, additional annexins 

were expressed that were not detected under control conditions. The levels of 

STANN3.1 and STANN3.2 mRNA (relative to EF1a) increased on D6 and remained 

elevated until the end of the drought period. The level of STANN8 mRNA increased 

continuously during the whole period of water deficit (Fig. 2). However, these induced 

annexins were expressed at levels at least ten-fold lower than that of annexin 1. This 



 

 

strongly suggested that STANN1 was the key annexin involved in the plant cell 

response to drought. 

 

Tolerance to soil water deficit 

Drought is one of the most devastating environmental stresses in modern agriculture; it 

reduces global crop yields in developed and developing countries [8856]. Continued 

efforts are required to obtain new crop varieties that assure food security. Annexins 

were shown to be a promising target in model plants; thus we wanted to verify if they 

can be used to improve stress tolerance in crop plants. To investigate the effect of 

STANN1 on drought tolerance in potato transgenic plants overexpressing STANN1 

were generated by introducing the STANN1coding sequence under control of the 35S 

promoter. Transgenic plants displayed normal morphology without any discernible 

abnormalities and/or growth aberrations under well-watered conditions in growth 

chamber and in the greenhouse. Leaf turgidity was similar between transgenic and WT 

plants, which indicated that the leaf water status of WT and transgenic lines was 

comparable (Fig. 3A, upper panel; Fig. S4A in Supporting Information file S1Figures). 

During soil water deficit, STANN1 overexpression conferred sustained turgor 

maintenance, whereas leaf wilting was clearly visible on D8 in WT plants (Fig. 3A, 

middle panel). In WT the effect of drought was more apparent by D9, and leaves began 

to shrivel, roll, and curl up. Younger leaves near the top the of the plant were most 

severely affected (Fig. 3A, lower panel). Leaves of the transgenic lines S-2 and S-7 

maintained turgor and did not show signs of dehydration. Rewatering restored leaf 

turgor and normal growth resumed within 1 day for transgenic plants and 3 days for WT 

(Fig. 3B). After 2 weeks of drought, S-2 and S-7 leaves were less damaged then those of 



 

 

WT. Experiments were repeated four times in succeeding years, under greenhouse and 

growth chamber conditions, and in all cases similar results were obtained (Fig. S4 in 

Supporting Information file S1Figures). The exact number of irreversibly damaged 

leaves varied between experiments depending on the drought severity (intensity and 

length). Damage was consistently significantly lower in transgenic lines than in WT. 

For example, survival rates after a 3-week drought were 12% and 82% for WT and S-7, 

respectively. 

The ability to preserve turgor in leaves is closely related to drought tolerance. To 

further characterize drought responses in transgenic plants overexpressing STANN1, 

RWC changes under water deficit were analyzed. RWC was comparable in WT and 

transgenic plants. Drought reduced RWC in WT and  transgenic plants. However, 

differences between lines became apparent with increasing drought severity and this 

became statistically significant at D12 (Fig. 4A). Rewatering after 2 weeks of drought 

treatment restored control RWC values in WT and transgenic plants. The effect of 

drought on stomatal conductance (a measure of water and carbon dioxide vapor through 

the leaf stomata) was apparent by the third day after reducing watering, but the 

difference between WT and transgenic lines was statistically insignificant (Fig. 4B). 

Conductance remained low during the whole period of water deficit and only partially 

returned to control levels on the third day after the resumption of watering. 

The real goal for any genetic engineering efforts in crop plants is to improve crop 

yield. We examined the productivity of transgenic plants under control conditions and 

under drought. STANN1 overexpression improved plant yield both in terms of the total 

tuber mass (Fig. S5A in Supporting Information file S1Figures) and consistency of the 

tuber size (Fig. S5B–C in Supporting Information file S1Figures). The net productivity 



 

 

of well-irrigated WT and transgenic S-7 and S-2 lines was almost identical but tuber 

quality (size and uniformity) was enhanced in the transgenic lines. A 14-day drought 

decreased the tuber yield of the WT plants by half, whereas yield loss for S-2 and S-7 

lines under comparable conditions was statistically less significant. Tuber quality in the 

transgenic lines was less impaired after drought compared with WT. On the basis of 

these results, we concluded that increasing STANN1 levels is a promising strategy to 

improve drought tolerance in potato. 

 

Plant photosynthetic activity during drought 

We showed that elevation of ATANN1 levels enhanced drought tolerance in potato, but 

the mechanism of this process was unknown. There is some indication that this could be 

due to annexin-mediated modulation of redox homeostasis. During drought, ROS 

accumulation in chloroplasts leads to oxidative damage of photosystems [89, 9057; 58]. 

PSII catalyzes water oxidation and provides electrons for all further photosynthetic 

reactions; thus, its efficiency is crucial for the entire pathway. The PSII complex is a 

highly vulnerable structure that is constantly photodamaged; to maintain activity, 

constant repair and reassembly of reaction centers with newly synthesized proteins is 

necessary [91]. PSII activity is involved in mediating plant adaptation to environmental 

conditions. Drought impairs photosynthetic capacity and reduces leaf netto carbon 

uptake due to increased photorespiration activity (another sink for the absorbed energy) 

[9259]. To directly estimate the effect of STANN1 on drought-induced PSII damage, 

the photosynthetic performance of PSII in transgenic plants overexpressing STANN1 

was characterized under drought conditions. Several physiological parameters related to 

plant vigor were analyzed to assess the effect of STANN1 overexpression. These 



 

 

included, net photosynthesis (Pnet, associated with plant vitality and biomass 

production) (Fig. 5A), maximum efficiency of PSII in the dark-adapted state (a measure 

of the organization and vitality of PSII) (Fig. 5B), and effective quantum yield of PSII 

in illuminated samples (Fig. 5C). Under control conditions, STANN1 overexpression 

did not influence any of these parameters. By contrast, essentially all photosynthetic 

functions were disturbed during drought, and changes in the two overexpression lines 

were consistent. 

Wild-type WT Pnet declined to zero by D3 (Fig. 5A). Subsequently, it dropped to 

negative values by D3 and D10. In the two transgenic plant lines, Pnet remained 

positive until D10. After rewatering, Pnet increased in all three lines (Fig. 5A). Under 

control conditions, Fv/Fm values (Fig. 5B) were similar in the all three plant lines 

(~0.79), and was in the same range as in most investigated plant species. Drought 

negatively affected Fv/Fm in our experiments; this was observed by D3 in WT, but 

become apparent in transgenic plants arent on D6. In all three lines, Fv/Fm recovered to 

baseline within 3 days of rewatering. Measurements were performed on upper non-

wrinkled leaves, indicating that apical shoot meristems were not irreversibly damaged 

by dehydration. In WT and transgenic plants Y(II) (Fig. 5C) declined steadily from the 

onset of drought, but the reduction appeared on D6 in transgenic plants, and the effect 

was significantly reduced compared to WT. Y(II) fully recovered in S-2 and S-7; 

however, even on the third day after soil resaturation, the physiological efficiency of 

PSII was not restored in WT. This suggested that photorespiration was activated later in 

STANN1 overexpressing plants then in WT. Thus, PETC was protected for a longer 

time against irreversible damage and diminished photorespiration-induced H2O2 



 

 

accumulation in cytosol. These results show that PSII impairment in transgenic plants 

was fully reversible 

 

Photosynthetic pigments content in transgenic plants 

Drought activates premature senescence in plants [9360] and stimulates catabolism of 

photosynthetic pigments [9461], particularly chlorophyll (Chl) and carotenoids (Car).. 

We determined the photosynthetic pigment contents under drought conditions to better 

understand the effect of STANN1 on photosynthetic machinery. 

 

Chla and Chlb accumulation 

In WT and transgenic lines under well-watered conditions, the total Chl content 

(11.2±0.01 and 10.6±2.29 mg mL-1, respectively) and the ratio of Chla to Chlb were 

similar. In WT accumulation of Chla (Fig. 6A) and Chlb (Fig. 6B) did not change 

during drought and after rewatering, the level of Chla increased to 180% of the control 

value at D0. During water deficit in S-7 line, the Chla level was stable; however, Chlb 

levels increased and reached 168% at D14 compared to D0. Consequently, the Chla/b 

ratio rose to 2.0. After rewatering, Chla levels doubled and Chlb levels remained stable. 

 

Xanthophyll (XCar)accumulation 

The relative xanthophyll (XCar) cycle is essential for harmless dissipation of excess 

excitation energy in PSII as heat (NPQ). The relative XCar abundance in the total Car 

pool changes during the day depending on the incident light [9562]. To exclude diurnal 

fluctuations, samples were collected at the same time (approximately 4 hoursh after the 

start of daily illumination). Under non-stress conditions, STANN1 overexpression did 

not significantly affect the total Car level, but the XCar content increased [zeaxanthin 



 

 

(Zea), 188%; violaxanthin (Viol), 144%] compared with that in WT plants (Fig. 6C–D). 

This result indicates that the xanthophyllXCar cycle activity was higher in transgenic 

plants than in WT plants under the same light conditions. In WT plants, Zea content 

increased progressively during drought and reached a similar level to that in transgenic 

S-7 plants only after rewatering [0.35±0.01 pmol/g fresh weight (FW)]. In transgenic S-

7 plants, the Zea level remained largely stable and fluctuated in the range of 0.31–0.34 

pmol/g FW. Viol declined significantly during drought in both plant lines. The most 

significant reduction was observed during the first 6 days of drought, and was more 

pronounced in S-7 than in WT (57% and 10.5% reduction, respectively). At subsequent 

time points, the differences between lines disappeared and Viol remained at a stable 

level after rewatering (0.45±0.01 pmol/g FW in WT and 0.44±0.06 g-1 FW in S-7). 

 

Nonphotochemical quenchingNPQ activity 

The PSII complex is a highly vulnerable structure that undergoes constant photodamage 

even under optimal conditions and mediates plant adaptation to the dynamic light 

environment. NPQ is an effective short-term mechanism that provides protection for 

PSII against excessive irradiation and allows excess excitation energy to be harmlessly 

dissipated as heat [63]. For efficient NPQ, XCar cycle effectiveness and the level of 

PsbS protein are essential. The observed differences in XCar accumulation prompted us 

to analyze gross NPQ performance in attached leaves of control, well-watered WT, and 

transgenic plants (Fig. 7). As expected, NPQ of S-7 and WT differed. Maximal NPQ 

occurred in S-7 plants after the start of daily illumination, and NPQ amplitude was 

~25% higher in S-7 than in WT. The steady-state NPQ level was elevated and saturation 

was delayed in S-7 compared with those of WT. The PSBS (another key NPQ factor) 



 

 

mRNA level during drought was higher in S-7 than in WT plants (Fig. S6A in 

Supporting Information file S1Figures). These results indicate that the NPQ capacity in 

transgenic line S-7 was greater than that of WT, which likely conferred better protection 

of PSII against photooxidative damage. ElectronsWhile excess absorbed electrons were 

redirected to H2O2 in WT plants, they were more efficiently dissipated as heat in 

transgenic plants and, which prevented subsequent ROS accumulation was lower than 

in WT. 

 

Annexin overexpression affects hormonal homeostasis in 

plants subjected to drought 

The drought phenotype of transgenic potato plants overexpressing 

STANN1resembled that of plants overproducing cytokinins (CK.). Compelling 

evidence indicates that the redox signaling network integrates with phytohormone-

activated pathways [9664]. ROS are positioned upstream and downstream of at least 

some hormone-signaling pathways [14].65]. We therefore stress-hormone levels [pro-

senescing: ABA and salicylic acid (SA); anti-senescing: CK] in leaves of WT and S-7 

plants subjected to drought. Under well-watered conditions, the level of biologically 

active ABA in transgenic plants was significantly lower than in WT (Fig. 8A). 

However, this difference was insignificant by D6 after the initiation of drought This 

suggested that biosynthesis of ABA in transgenic plants during the first week of drought 

was more active than that in WT, which is consistent with a more pronounced reduction 

of Viol (ABA precursor) levels in transgenic plants (Fig. 6D). During the second week 

of water deficit, only a slight increase in ABA level was observed and maximum levels 

on D14 were similar WT and S-7 (3.21±264.01 and 3.02±101.59 nmol g-1 FW, 



 

 

respectively) (Fig. 8A). As expected, ABA levels declined to control values on 

resumption of watering. 

Under control conditions, annexin overexpression had no significant effect on CK 

levels (Fig. 8B; Table S4 in Supporting Information file S1Figures). The contents of 

active and total CK were similar and amounted to 6.35 and 6.90 pmol g-1 FW, and 

506.34 and 542.08 pmol g-1 FW, in WT and S-7 plants, respectively. Drought stress was 

associated with down-regulation of trans-zeatin (tZ), the most physiologically active 

CK involved in the stimulation of cell division. During early drought stages (RWC 

~85%, only minor difference from control conditions), the level of active CK in WT 

increased, especially compared to the less active isopentenyladenosine (iPR) levels. 

Active CK declined under severe drought conditions, with the exception of cis-zeatin 

(cZ) and its riboside (cZR), both of which were CK species associated with stress 

responses. After rewatering, active CK content strongly increased, especially that of 

trans-zeatin (tZ), whereas cZ and cZR levels substantially declined. High levels of 

active CK (including high levels of cZ) were maintained in S-7 even under severe 

drought conditions. These levels were substantially higher than in parental plants. After 

rewatering, active CK elevation was much more pronounced in S-7 than in WT. The 

level of storage compounds (CK O-glucosides) was generally low. By contrast, levels of 

deactivation products (CK N-glucosides) substantially increased during drought, 

probably as a result of the enhanced deactivation of CK (data not shown). 

SA accumulation was reported in response to different abiotic stresses [9766]. 

STANN1 overexpression had no effect on SA levels under well-watered conditions. SA 

accumulation in WT and S-7 did not change significantly under moderate drought (D6). 

During the second week of water limitation, the SA level increased in both lines, and 



 

 

SA accumulation in S-7 was approximately twice that in WT (Fig. 8C). The SA level 

declined in S-7 during recovery, but remained slightly higher than that observed at D0. 

By contrast, SA continued to increase in WT and exceeded the level observed in S-7. 

These data indicate that ROS-modulating systems are activated more rapidly and to a 

higher extent in transgenic plants overexpressing STANN1 than in WT plants. 

In summary, genetic modification did not influence neither ABA synthesis 

andABAno ABA-dependent responses. The elevation in CK metabolism upon 

rewatering was consistent with phenotypic observations. SA levels in S-7 increased 

rapidly during drought and peaked by D14 but declined rapidly after rewatering. This 

suggested that SA-mediated activation of antioxidant systems during drought was faster 

in STANN1 overexpressing plants. In WT plants, delayed SA-mediated effects such as 

induction of PCD might be induced. 

 

STANN1 mitigates drought-mediated oxidative stress in 

cytosol and chloroplasts 

Although the experimental plants were grown under constant temperature conditions, 

heat stress response (HSR) was induced in WT and transgenic plants during drought. In 

WT plants, water deficit increased the accumulation of chloroplast-specific HSP100 and 

cytosol-targeted HSP40 mRNAs (compared to the EF1a normalization control), which 

peaked during the second week of drought. In transgenic plants, only HSP100 

expression was induced under water deficit (Fig. S6C–D). This result suggests that 

STANN1 overexpression mitigates cytosolic oxidative stress. 

 



 

 

STANN1 mitigates photooxidative stress induced by MeV 

Enhanced stress tolerance frequently reduces plant responsiveness to light [98].67]. The 

chloroplast antioxidant system is “loosely tailored” to maintain an endogenous ROS 

pool under control conditions [12], which enables plants to quickly respond to 

fluctuating light levels. Consequently, significantly improving ROS scavenging 

enhances protection against sustained stress, but also desensitizes plant light responses 

and impairs environmental fitness. To verify if annexin-mediated drought tolerance 

influenced light stress responses, we analyzed the effect of the photosensitizer MeV on 

transgenic plants overexpressing STANN1. MeV induces oxidative stress, which 

enables studies of oxidative tolerance and stress cross-tolerance in plants [9968]. MeV 

induces an oxidative burst by accepting electrons from PSI and transferring them to 

molecular oxygen, which results in massive H2O2 accumulation in light and generates 

oxidative stress in chloroplasts. 

 

Leaf disc senescence assay 

Leaf discs from WT, S-2 and S-7 plants were exposed to normal light (150 PPFD) in the 

presence of 10 and 50 M MeV. The damage caused by MeV was visualized as the 

degree of leaf tissue bleaching. In the absence of MeV, exposure to light for up to 30 

hoursh had no significant effect on leaf discs. By contrast, exposure to light during MeV 

treatment induced leaf tissue bleaching, which increased according to MeV 

concentration (Fig. S7 in Supporting Information file S1Figures). Transgenic plants S-2 

and S-7 had higher tolerance to MeV, and exhibited lower levels of leaf disc bleaching 

in light. 
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Quantification of ROS and lipid peroxidation 

To further analyze STANN1-mediated protection against light stress, leaf discs from 

WT and S-7 plants were subjected to the combination of relative excess light (850 

PPDF) and 50 M MeV. The levels of superoxide anion, hydrogen peroxide, and 

malonyldialdehyde (MDA) were quantified at the indicated time points (Fig. 9). 

Exposure of WT to excess light and high MeV concentration induced biphasic 

accumulation of superoxide anions, with an initial peak at 30 minutesmin after 

induction and a second, more substantial and long-lasting, peak beginning at 9 hoursh 

after induction. In S-7, an initial increase in superoxide anion level was observed, which 

was significantly lower than that in WT... The maximum level of O2
- was the same in 

WT and S-7, but the kinetics of the second peak differed (Fig. 9A). In WT, the level of 

superoxide increased steadily from 6 to12 h after induction. In S-7 superoxide anion 

accumulation occurred during 6-–9 hoursh after induction, reaching a similar maximal 

level as in WT at this time point, and the superoxide level then remained unchanged 

until 12 h after induction. 

In WT, light-induced changes in H2O2 level were biphasic, with a second higher and 

sustained peak (Fig. 9B). The first peak occurred within 30 minutesmin and the second 

peak occurred by 12 hoursh after induction. In S-7, the first peak had a similar 

magnitude to that in WT. After several hours, no further accumulation of H2O2 was 

observed in S-7, and overall levels were significantly lower than in WT.  

Lipid peroxidation, measured as an MDA equivalent, was apparent in WT only after 

30 minutesmin and 12 hoursh. No statistically significant changes in the lipid 

peroxidation state were observed under high light stress in S-7 (Fig. 9C). 

 



 

 

Annexin 1 attenuates cell death and protects chloroplast 

structure against oxidative stress 

In our experiments, the annexin STANN1 attenuated both phases of chloroplast-derived 

oxidative stress. In transgenic plants overexpressing STANN1, the expression of 

nucleus-encoded PSII proteins (Fig. S6A–B) and HSPs was modified correspondingly 

(Fig. S6C–D). A transient mGFP expression assay was performed to confirm that 

tolerance to photooxidative stress was due to elevated STANN1 levels. In this 

experiment, STANN1 was produced as an in-frame C-terminal fusion with mGFP. N. 

benthamiana leaf discs were transformed with STANN1_mGFP (experiment) or mGFP 

(control) constructs. Leaf discs were then subjected to high light or to the combination 

of high light and MeV as described above. Leaves with similar fluorescent protein 

expression levels were used for analysis. Exposure to high light alone had no effect on 

cell structure, regardless of the construct used (mGFP-alone, Fig. 10A–D; 

STANN1_mGFP, Fig. 10E–H). High light plus MeV induced cytosol condensation and 

chloroplast damage (as determined by a decline in chloroplast autofluorescence) in 

mGFP-expressing cells (Fig. 10I–L). Annexin 1 overexpression attenuated both of these 

effects, and the cell morphology resembled that of control samples (Fig. 10M–P). 

Chloroplast fluorescence intensity was quantified and, there was no significant 

difference in mGFP fluorescence between plants transiently expressing mGFP and 

STANN1_mGFP. The difference in chloroplast autofluorescence (red) between the 

mGFP and STANN1_mGFP expressing leaves was statistically significant. This 

strongly suggests that the chloroplast structure was maintained in the presence of 

STANN1 protein. 



 

 

Discussion 

This study clearly demonstratedemonstrates that elevation of endogenous STANN1 

expression can be successfully employed to improve potato tolerance to water deficit. 

Under optimal conditions, genetic modification had no negative effects on plant 

phenotype, growth, or productivity. Reduction of the photosynthetic rate in response to 

water deficit is usually attributed to ROS-induced damage of lipids, pigments, and 

proteins in the photosynthetic apparatus. Overexpressed STANN1 relieved the negative 

effects of drought stress, such as degradation of photosynthetic pigments, reduction of 

photosynthetic activity, and loss of productivity. In transgenic plants, NPQ was induced 

more rapidly and had higher capacity in STANN1-overexpressing plants, which 

contributed to increased tolerance to photooxidative stress. Exposure to MeV reduced 

ROS accumulation and membrane lipid damage, so STANN1-overexpressing plants 

were not desensitized to light. Consequently, we assume that maintenance of 

photosynthesis during water deficit was due to protection against drought-induced 

oxidative stress and/or modification of redox/hormonal signaling in STANN1-

overexpressing plants. We propose that manipulation of annexin expression is a 

valuable new approach for crop improvement that focuses on delay and/or attenuation 

of leaf senescence and maintenance of physiological processes when plants are exposed 

to challenging environmental conditions. 

 

Annexin selection for transgenic experiment 

Potato annexins form a multigene family that encodes proteins withhave similar tertiary 

structures but display different levels of primary amino acid similarities.sequence 

similarity. Despite some extensive structural similarities, the individual annexins 



 

 

displayed unique expression patterns in the different plant organs (data not shown) and 

in response to drought. This suggests that the specialization of individual family 

members towards unique roles in growth/development andor adaptation to 

environmental conditions. Recently Indeed, recently it was shown that functional 

knock-out of annexin 5 (At1g68090) in Arabidopsis was male-sterile due to the abortion 

of pollen grains before mature pollen stage; however, on the basis of primary amino 

acid sequence, no specialized functions could be predicted for annexin 5. Detailed 

investigations revealed that ATANN5 was expressed primarily during 

microsporogenesis. The observed pollen lethality was due to impairment in pollen 

development [100, 101]. This suggests that the specialization of individual annexin 

family members for unique roles in growth/development may be reflected in specific 

expression patterns. This also may be observed for adaptation to environmental 

conditions. It will be necessary to test if ectopic expression of any other Arabidopsis 

annexin under the ATANN5 promoter restores pollen development. 

This suggests that the specialization of individual annexin family members for unique 

roles in growth/development may be reflected in specific expression patterns. This also 

may be observed for adaptation to environmental conditions.is the most abundantly 

expressed annexin during microsporogenesis [69; 70]. It will be necessary to test if 

ectopic expression of any other Arabidopsis annexin under the ATANN5 promoter 

restores pollen development. 

Expression of four potato annexins was induced during drought. However, STANN1 

expression was several-fold higher than other annexins. This strongly suggested that 

STANN1 was involved primarily in stress responses rather thanand argued against 

complementation within the annexin family, at least at the transcriptional level. 



 

 

STANN1 is expressed in all plant organs (data not shown); therefore, the risk of 

inducing developmental aberrations due to ectopic STANN1 expression during 

development is minimal. Hence, we considered STANN1 as a good candidate to 

improve drought tolerance in potato and possibly other crops. 

 

STANN1 affects NPQ and mitigates chloroplast-induced 

oxidative stress in cytosol 

ChloroplastsIn light, chloroplasts are one of the major stress-induced ROS sources in 

plant cells. [11]. Abiotic stresses reduce CO2 assimilation, which results in over-

reduction of the PETC [71]. Under these conditions, oxygen can be utilized instead of 

NADP+ as an alternative acceptor for excess electrons [13]. Disruption of chloroplast 

redox poise permeates throughout the cell and activates secondary ROS sources in other 

compartments. In mesophyll cells of Eupatorium adenophorum, tenuazonic acid (TeA) 

inhibits electron flow along PSI and PSII and induces H2O2 accumulation in 

chloroplasts within 1 hour. By 4 hours, H2O2 spread to the cell walls facing intercellular 

spaces [102]. h. By 4 h, H2O2 spread to the cell walls facing intercellular spaces [72]. 

The most prominent secondary ROS source is the membrane NADPH oxidase complex. 

ABA induces RBOH gene expression in Arabidopsis leaves and guard cells [14; 73], 

the Hordeum vulgare aleurone layer [74], and Zea mays seedlings [75]. Furthermore, 

NADPH oxidase-mediated ROS accumulation has been reported in ozone-treated 

Arabidopsis leaves [76; 77] and salt-treated Arabidopsis root tips [78]. 

We provided evidence that photooxidative stress in potato leaves induced a biphasic 

oxidative burst, with the first transient peak after 1 hourh and the second more 

significant peak occurring by 12 hoursh. In STANN1-overexpressing plants, both 



 

 

phases of ROS accumulation were reduced. Biphasic ROS accumulation with a similar 

kinetics was reported in response to ozone and salt stress treatments [33-3576-78]. In 

Arabidopsis and tobacco, the first transient ROS peak occurring after O3 treatment 

originated in the chloroplast, whereas the second required NADPH oxidase activity and 

undisturbed functioning of PETC [3477]. 

We assume that the first peak of ROS accumulation during photooxidative stress in 

potato is due primarily to chloroplast-generated ROS, whereas the second resulted from 

activation of secondary ROS sources. The question arises as to how proteins such as 

annexins that contain no specific chloroplasts signal sequences that target them to 

chloroplasts can modulate processes inside chloroplasts and attenuate the first peak. 

Annexins are found occasionally in chloroplast proteomes of some plants (reviewed in 

[4916]). For example, a mustard (Sinapis alba L.) annexin was identified as a 

component of a multisubunit chloroplast RNA polymerase A complex [10379]; 

however, these results were not confirmed in a subsequent study [10480]. Overall, these 

chloroplast localizations remain exceptions. We believe that annexin-mediated 

protection of chloroplasts and photosynthesis could be an indirect effect of increased 

redox homeostasis buffering in the cytosol. In Arabidopsis, the cross-talk between 

different ROS-scavenging systems in distinct cellular compartments was reported. 

During light stress, cytosolic antioxidant capacity had an essential role in protecting 

chloroplasts. Deletion of cytosolic ascorbate peroxidase APX1 induced degradation of 

thylakoid and stromal/mitochondrial APXs, a cytochrome b6f complex subunit protein, 

and the small subunit protein of Rubisco [43]. This result is in agreement with 

observations from other studies [26, 105], which reported that ROS accumulation 

rapidly reduced chloroplast antioxidant capacity due to APX inhibitionWe proposed 



 

 

that the first peak of ROS accumulation during photooxidative stress in potato is 

primarily due to chloroplast-generated ROS, whereas the second peak results from 

activation of secondary ROS sources, and STANN1 overexpression protects 

chloroplasts by improving ROS-scavenging systems in the cytosol. 

In Arabidopsis, deletion of cytosolic ascorbate peroxidase 1 (APX1) resulted in 

collapse of chloroplast ROS-scavenging system; this induced degradation of thylakoid 

and stromal/mitochondrial APXs, a cytochrome b6f complex subunit protein, and the 

small subunit protein of Rubisco [81]. At the same time, chloroplast APX is one of the 

very first targets for ROS-mediated inhibition, and ROS accumulation rapidly reduced 

chloroplast antioxidant capacity [82; 83]. In Arabidopsis and tobacco plants, enhancing 

the antioxidant capacity of chloroplasts and cytosol has a beneficial effect on 

photosynthesis and stress tolerance [84], whereas removal of any single antioxidant 

component reduces photosynthesis and stress tolerance [81; 85-88]. Manipulation of 

chloroplast/cytosol antioxidant capacity was successfully used to modulate potato 

tolerance to adverse conditions. Transgenic potato lines engineered to express cytosolic 

or chloroplast Cu/Zn-superoxide dismutase (Cu/Zn-SOD) from tomato displayed 

enhanced tolerance to MeV [89]. Overexpression of cytosolic Cu/Zn-SOD from 

Potentilla atrosanguinea improved drought stress tolerance and enhanced net 

photosynthetic rates [90]. Co-expression of Cu/Zn-SOD and APX in chloroplasts 

enhanced potato tolerance to multiple abiotic stresses, including chilling, high 

temperature, photooxidative stress, and drought [91]. Accordingly, the lack of 

chloroplast thioredoxin CDSP32 resulted in greater susceptibility of potato plants to 

oxidative stress [92]. Taken together, these data show that elevating cytosolic 

antioxidant capacity is a promising way to enhance stress tolerance in potato. STANN1 



 

 

overexpression improved drought tolerance and mitigated photooxidative stress, 

similarly to that observed for plants with overexpression of ROS-scavenging enzymes. 

The accumulation of mRNAs coding for cytosolic HSP40 and chloroplast HSP100 was 

entirely or partially reduced during drought, suggesting that the HSR in transgenic lines 

developed more slowly and to a lesser extent. This is in agreement with a previous 

report [46] for Solanum andigeanum, in which the expression level of respective HSP 

mRNAs during drought was higher in less tolerant lines than in more resistant 

landraces. 

In summary, chloroplastswe assume that annexin-mediated protection of chloroplasts 

from ROS-induced damage is of utmost importance for plant stress resistance and 

recovery. Chloroplasts host crucial biosynthesis pathways (e.g., of hormones, Car, 

amino acids, and lipids) and are the site of cross-talk between basic metabolic pathways 

and stress responses, which places them in a key position with respect to coordination of 

defense responses [110]. This suggests that protection of chloroplasts from ROS-

induced damage is of utmost importance.93; 94]. 

 

Cross-talk between redox signaling and phytohormone-

mediated pathways in transgenic plants overexpressing 

STANN1 

Cross-talk between ABA, SA, CK, JA and other phytohormone pathways modulates 

plant development and stress adaptation. Our results showed that increased STANN1 

expression modified drought-induced hormone accumulation. We assume that this is an 

indirect consequence of STANN1-mediated modulation of cellular redox homeostasis. 



 

 

Accumulating data indicate that multi-faceted and multi-level feedback interactions 

orchestrate hormone- and ROS-mediated signaling networks. Alterations in the cellular 

redox state were sufficient to modify hormone accumulation and their downstream 

effects [9664]. ROS signaling is positioned upstream and downstream of hormone-

signaling pathways [13, 1465; 95]. Redox cues integrate with the action of different 

phytohormones such as ABA and SA in the coordination of plant growth and stress 

tolerance [111, 11295; 96]. 

Annexin elevation reduced the ABA steady-state level, but drought-induced ABA 

accumulation had similar kinetics in transgenic and WT plants, and levels similar to 

those in WT were eventually achieved in STANN1-overexpressing plants. Stress-

dependent ABA accumulation typically results from elevated ABA synthesis [113]. 

ABA biosynthesis is induced by protonation of the thylakoid lumen and accumulation 

of oxidized ascorbic acid as a result of a reduction in PETC efficiency. Oxidized AA 

cannot function as a cofactor for violaxanthin de-epoxidase, which deactivates the XCar 

cycle in favor of ABA biosynthesis [114]. In leaves of ascorbate-deficient vte1 

Arabidopsis plants, the ABA level increased by 60% [115]. In transgenic potato plants 

overexpressing STANN1, the ABA biosynthetic pathway was fully functional. ABA is 

a key factor in abiotic stress responses (induces stomatal closing and transcriptional 

reprograming); therefore, it is of utmost importance that ABA content and ABA-

dependent stress signaling pathways are similarly activated in WT and transgenic 

plants. However, the reduced steady-state ABA level indicated that biosynthetic 

pathways in STANN1-overexpressing plants under control conditions were directed 

toward XCar activity at the expense of ABA synthesis. 



 

 

The control SA levels in transgenic plants were not significantly different than those 

in WT plants, and were similar to previously reported values for potato cv Desiree 

[11697]. S. tuberosum has higher basal SA levels than Arabidopsis, maize, tobacco, or 

tomato [11798]. Increases in SA levels in potato are relatively moderate (e.g., two-fold) 

after infection with Phytophthora infestans, compared with a 20-fold increase in 

Arabidopsis [11899]. There is a lack of data on SA accumulation in potato leaves during 

drought, although it has been shown that SA functions as a regulatory signal mediating 

drought stress responses in several plant species [119, 120100; 101]. In our 

experiments, SA increases during water deficit in both plant lines were similar (6-fold 

in WT and 5-fold in S-7 over basal level), which was in perfect agreement with 

observations in Phillyrea angustifolia [121102]. However, the SA peak was observed in 

WT plants only after rewatering, whereas in transgenic potato it occurred earlier, even 

during drought. 

Recently, it became clear that SA is an important regulator of photosynthesis. In 

Arabidopsis, SA influences plant photosynthetic performance, and properly balanced 

SA levels are necessary for acclimation to changing light [122, 123103; 104]. The SA-

mediated signaling pathway in Arabidopsis is involved in optimal photosynthetic 

activity under stress conditions by modulating redox homeostasis [124105]. SA 

enhances the cell antioxidant capacity during drought, although the mechanism of this 

process is unclear. Endogenous SA deficiency in potato results in ineffective induction 

of stress defense system and enhances stress sensitivity [116, 125, 12697; 106; 107]. 

During plant response to pathogen infection, SA inhibits the ROS-scavenging enzymes 

CAT and APX [127-129108-110] and stabilizes H2O2 levels. SA and H2O2 function as a 

positive-feedback amplifying loop; if not properly balanced, this loop exerts detrimental 



 

 

effects for cell survival. In rice, reduced endogenous SA levels enhanced H2O2 

accumulation and the appearance of spontaneous necrotic lesions during senescence and 

development of oxidative damage and in response to high light intensities [130111]. SA 

accumulation induces different responses depending on the timing and accumulation 

level; it induces stress-responsive defense systems such as antioxidant enzymes, or 

induces PCD in response to long-term elevations of SA levels. In WT plants, slow and 

prolonged SA accumulation despite the resumption watering may ultimately lead to 

PCD. Rapid SA accumulation in transgenic plants appears to indicate more efficient 

mobilization of SA-induced stress responses, and accounts for improved photosynthetic 

performance. 

Recent work shows that CK has an important role in plant adaptation to 

environmental stresses such as drought, cold, osmotic stress, and light stress [131-

134112-115]. In our experiments, CK species and their levels under control conditions 

were similar to those previously reported for potato cv Desiree [135116]. STANN1 

overexpression did not influence CK profiles or steady-state levels, but CK levels were 

maintained during water deficit and rapidly increased after rewatering. 

CK antagonizes many ABA-induced physiological responses to drought such as 

stomatal closure or leaf senescence [136117]. Maintaining CK biosynthesis during 

drought improves stress tolerance, confers protection against photooxidative stress, and 

mitigates reductions in photosynthesis [38, 83, 137-141118-123]. CK activity is anti-

senescent and associated with maintenance of greater antioxidant activity. In creeping 

bentgrass, elevated CK levels due to senescence-driven expression of isoprenyl 

transferase (IPT), a key enzyme in CK biosynthesis pathways, conferred drought 

resistance, increased the levels and activity of scavenging enzymes such as APX and 



 

 

CAT1, and reduced MDA accumulation [142124]. Similarly, elevated CK levels in 

tobacco plant leaves and chloroplasts conferred higher physiological parameters than 

those in controls [143125], and increased APX and dehydroascorbate reductase 

(DHAR) activity, which prevented over-oxidation of the chloroplastic ascorbate (ASC) 

pool. CK regulates stress responses on several levels, such as inducing stress-inducible 

gene expression [144-145126; 127], including peroxidases, GRX, and glutathione S-

transferases. (GSTs). Plants with reduced CK levels had lower ROS-scavenging 

capacity, exhibited more severe photodamage after high- light treatment, and had 

reduced neoxanthin and Zea levels under control conditions, which declined further 

during photooxidative stress. [128]. Similar effects were observed in scavenging 

enzyme activities, and a strong reduction in APX and SOD activities were observed 

under control conditions and in response to light stress [146128]. We assume that 

sustained biosynthesis of CK during drought in transgenic potato plants overexpressing 

STANN1 remediates oxidative stress and improves photosynthetic performance. 

 

STANN1 overexpression affects ABA accumulation and NPQ 

ABA is a key factor in abiotic stress responses (induces stomatal closing and 

transcriptional reprograming); therefore, it is of utmost importance that ABA content 

and ABA-dependent stress signaling pathways in WT and transgenic plants are 

similarly activated. The ABA biosynthetic pathway is a side-branch of the Car 

biosynthetic pathway, with Viol being a direct precursor [129]. Viol is synthesized 

from Zea by zeaxanthin epoxidase, which is constitutively active in darkness and sub-

saturating light; hence, under such conditions, the level of Viol far exceeds the level of 

its precursor. Instead, under saturating light (when the proton gradient produced is too 

http://www.plantphysiol.org/content/164/3/1470.long#def-2
http://www.plantphysiol.org/content/164/3/1470.long#def-6


 

 

high to be entirely consumed for CO2 assimilation), the level of Zea increases as a 

consequence of violaxanthin deepoxidase (ViolDE) activation, which requires reduced 

ASC as an electron donor. Hence, the actual level of Zea is determined mainly by the 

processivity of ViolDE [130]. Elevation of the annexin level resulted in reduced the 

ABA steady-state level and concomitantly increased the relative content of 

photoprotective Zea and Viol, which suggests that the ABA synthetic pathway was 

disabled. However, drought-induced ABA accumulation had similar kinetics, and 

similar maximal ABA levels were eventually achieved in transgenic and WT plants. 

Both in control conditions and during drought, the levels of Viol and Zea were higher 

in STANN1-overexpressing plants than in WT plants. Partitioning of Viol into 

competing biosynthetic pathways (reconversion to Zea or ABA biosynthesis) depends 

on the chloroplast ASC status. The accessibility of reduced ASC promotes ViolDE 

activity resulting in Zea accumulation, whereas depletion of reduced ASC activates 

ABA biosynthesis. In leaves of ASC-deficient vtc1 Arabidopsis plants, the ABA level 

is increased by 60% [131]. The Arabidopsis mutant npq1 with no functional ViolDE 

does not accumulate Zea in HL. This is accompanied by increased photodamage of 

photosynthetic apparatus (reduction in CO2 assimilation and elevated lipid 

peroxidation) and strongly inhibited NPQ [132]. 

Overall, the plant capacity to dissipate excess light energy in a non-photochemical 

manner is also affected by redox poise. In leaves of two Arabidopsis ASC-deficient 

lines that over-accumulate ABA, vtc1 and vtc2-2, NPQ at HL is decreased [133; 134]. 

Regeneration of the ASC pool is maintained mainly by DHAR [135] and suppression 

of DHAR in Arabidopsis results in lower induction of NPQ, while increased DHAR 

expression enlarges the size of the XCar pool [135]. For activity, DHAR requires 



 

 

glutathione as an electron donor, and in Arabidopsis pad2-1 mutants, a shortage of 

glutathione also impairs NPQ and compromises adaptation to severe drought stress 

[136]. Similarly, an increased level of another lipid-soluble antioxidant, α-tocopherol, 

restores the control level of NPQ in the Arabidopsis npq1 mutant lacking Zea [137]. 

Over-accumulation of α-tocopherol in the Chlamydomonas reinhardtii double mutant 

npq1 lor1 (lacking both Zea and lutein) restores tolerance to HL and tolerance to 

oxidative stress [138]. These results suggest that NPQ is dependent on redox 

homeostasis, probably due to the effect on the xanthophyll cycle and Zea accumulation. 

Hence, an enhanced buffering capacity in the cytosol upon overexpression of STANN1 

could result in improved NPQ. 

 

STANN1 affects redox homeostasis 

Different hypotheses have been proposed to explain the molecular basis of annexin-

mediated alleviation of oxidative stress, including innate peroxidase activity [54, 147, 

14821; 139; 140], calcium-induced stabilization of peroxidases activity [149141], and 

modulation of calcium influx [62, 150142; 143]. Based on the results of our 

experiments, we assume that annexin-mediated reduction in oxidative stress in 

transgenic potato overexpressing STANN1 results from the annexin effect on thiol-

disulfide homeostasis. 

Downstream transmission of several environmental cues for H2O2 accumulation is 

sensed and mediated by several ROS-neutralizing systems, which are low-molecular-

weight antioxidant buffers such as ascorbate (ASC) and glutathione (GSH), and 

oxidoreductases such as GRX, TRX, and scavenging enzymes [39144]. The most 

prominent ROS-scavenging and redox-signal perception system is GSH accumulation 



 

 

and GSH oxidation to disulfide (GSSG) during ascorbateASC regeneration in the 

glutathione-ascorbateASC cycle [151, 152145; 146]. This type of redox imbalance is 

transduced downstream by reversible formation of a mixed disulfide between GSH and 

a target protein (S-glutathionylation). An increased GSH:GSSG ratio was observed in 

plants exposed to chilling, heat stress, heavy metals, xenobiotics, drought, ozone, 

pathogen [147-153-159], and during oxidative stress resulting from deficiency in the 

H2O2-scavenging photorespiratory enzymes CAT or APX [36, 47, 160-16488; 155-

158]. In maize and rice, the ability to maintain higher GSH:GSSG ratios was associated 

with greater stress tolerance [164158]. GSSG accumulation is a key determinant of cell 

death and growth arrest [165, 166159; 160]. 

Immunolocalization studies revealed that stress-triggered GSSG accumulation 

occurred in discrete subcellular compartments. Localization studies in Arabidopsis 

detected little or no accumulation in mitochondria, slight but significant accumulation in 

the cytosol, and prominent accumulation in vacuole and chloroplasts [162157]. GSSG 

sequestration in metabolically inert vacuole is thought to initiate catabolism, whereas 

accumulation in chloroplasts could have functional consequences for photosynthetic 

efficiency. Increased GSSG level is sufficient to trigger protein S-glutathionylation 

[167160], which is thought to regulate enzymatic protein activity [168161]. A large 

number of unidentified targets of this posttranslational modification represent 

chloroplast proteins (e.g., RuBisCO or glucose-6-phosphate dehydrogenase) [167161]. 

However, it is not clear if GSSG accumulation in chloroplast results from import or in 

situ synthesis. Isolated wheat chloroplasts can take up GSSG from the medium [36154]. 

Re-engineering of compartment-specific glutathione synthesis pathways suggested that 

cytosol-to-chloroplast GSSG transport also occurs in vivo [169162]. Specific GSSG 



 

 

transporters have been identified in tonoplast but not in the chloroplast envelope 

[170163]. 

The presence of redox-sensitive cysteines has been shown for mammalian ANXA2 

[171164] and ANXA1 [172165]. They are located in the extended C- or N -terminal end 

(Cys324 aa for ANXA1, and Cys8 and Cys334 for ANXA2), which confer structural 

diversity to proteins from this family. It cannot be easily generalized if other annexins 

contain cysteines susceptible to oxidation. ANXA2 was proposed to directly neutralize 

H2O2 with accompanying oxidation of only Cys8 [173-175166; 167]; subsequently, it 

would be reduced via the NADPH-dependent thioredoxin system (NTS) being thus an 

ultimate acceptor of electrons from NADPH. Oxidative damage in annexin A2-depleted 

cells enhanced oxidation of the ANXA2-binding proteins actin and transcription factor 

JunD. This suggests that ANXA2 can function directly as a protein reductase [174168]. 

The presence of reactive cysteines was confirmed in Arabidopsis annexin ATANN1. Implicated 

amino acids are localized within the endonexin domains and are highly evolutionarily conserved 

[5320] (Fig. S3 in Supporting Information file S1Figures). ATANN1 Cys underwent in planta S-

nitrosylation within 20 minutesmin after NO treatment [176169] and S-glutathionylation within 30 

minutesmin after ABA induction [5623]. MeV treatment resulted in oxidation of both cysteines 

residues of ATANN1 (Cys111 and Cys 239), although the exact type of modification (mixed 

disulfide bonds with GSH, or intramolecular disulfide bond) has not been defined [177170]. The 

closest ATANN1 homolog in Brassica rapa, BRANN1, appears to form a complex with peroxidase 

in floral buds [178171]. 

STANN1 contains two cysteine residues, Cys17 and Cys111. Among potato annexins, the 

former is unique for STANN1 and STANN3.2, whereas the latter is homologous to Arabidopsis 

Cys111. This arrangement resembles that of ANXA1, with reactive Cys8 in the N-terminal amino 



 

 

acid. Elevated STANN1 levels mitigated photooxidative stress and diminished ROS accumulation, 

which suggested that STANN1 enhanced the capacity of cytosolic antioxidant buffer. Therefore, it 

appears that the evolutionarily conserved cysteine homologous to ATANN1 Cys239 is not 

necessary for such activity. Plant annexins can prevent ROS over-accumulation in a similar way to 

that previously shown for ANXA2: by direct ROS neutralization and further regeneration by 

NADPH-dependent thioredoxin/glutaredoxin system. Therefore, annexin would function as an 

ultimate acceptor of excess electrons leaking from over-reduced PETC. Alternatively, STANN1 

may be used as an acceptor for ROS diminishing thus GSSG formation (Fig. 11). Annexins are 

abundant cytosolic proteins (accounting for up to 2% of the total soluble proteins). They possess 

redox-sensitive cysteines and could participate significantly in the cellular protein thiol pool. In 

transgenic plants overexpressing STANN1, annexin levels are higher and the antioxidant protective 

effect is increased. Reduced GSSG accumulation prevents a decline in the GSH:GSSG ratio and 

over-oxidation of the cellular environment. The latter mechanism could explain the broad-

specificity of annexin-mediated protection, which is functional in bacteria and photosynthetic and 

non-photosynthetic eukaryotic cells. Glutathione is one of the most abundant non-protein thiols; it is 

present in cyanobacteria and proteobacteria, and in all mitochondria- or chloroplast-containing 

eukaryotes [179, 180172; 173]. The mechanism of GSH-mediated regulation and maintenance of 

cellular redox status is similar in all living organisms. Reversible oxidative thiol modifications 

modulate the function of proteins involved in many different pathways, including gene 

transcription, translation, protein folding, metabolism, signal transduction, and apoptosis. 

 

Conclusions 

The results obtained in this study clearly indicate that annexin overexpression has 

potential application for developing drought-tolerant crops. Enhanced drought tolerance 



 

 

in transgenic potato overexpressing STANN1 confers greater tolerance to high- light 

stresses, stomatal closure, and diminished CO2 supply. ROS accumulation was 

attenuated, which improved chloroplast function; genetically modified plants 

maintained efficient PSII under stress conditions. Maintenance of a high photosynthetic 

yield under sub-optimal conditions had a beneficial effect on crop yields and biomass 

production. Annexins are a promising target for manipulation of plant tolerance to 

environmental conditions. 

 

Acknowledgements 

The authors also would like to thank to M. Sc Krzysztof Floras for assistance in 

generation of transgenic plant and drDr Greg Clark for critical review of the text and 

helpful discussions. 



 

 

References 
1. Bhargava S, Sawant K (2013) Drought stress adaptation: metabolic adjustment 

and regulation of gene expression. Plant Breed 132: 21–32. 

2. Mittler R, Blumwald E (2010) Genetic engineering for modern agriculture: 

challenges and perspectives. Annu Rev Plant Biol 61: 443-462. 

3. Reynolds M, Tuberosa R (2008) Translational research impacting on crop 

productivity in drought-prone environments. Curr Opin Plant Biol 11: 171-179. 

4. Rizhsky L, Liang HJ, Shuman J, Shulaev V, Davletova S, Mittler R (2004) 

When defense pathways collide. The response of Arabidopsis to a combination 

of drought and heat stress. Plant Physiol 134: 1683-1696. 

5. Mittler R (2006) Abiotic stress, the field environment and stress combination. 

Trends Plant Sci 11: 15-19. 

6. Asselbergh B, De Vieesschauwer D, Hofte M (2008) Global switches and fine-

tuning—ABA modulates plant pathogen defense. Mol Plant Microbe Int 21: 

709-719. 

7. Tripathy BC, Oelmuller R (2012) Reactive oxygen species generation and 

signaling in plants. Plant Signal Behav 7: 1621-1633.  

1. Bykova NV, Rampitsch C (2013) Modulating protein function through 

reversible oxidation: Redox-mediated processes in plants revealed through 

proteomics. Proteomics 13: 579-596. 

8. Baxter A, Mittler R, Suzuki N (2014) ROS as key players in plant stress 

signaling. J Exp Bot 65: 1229-1240. 

9. Schmidt R, Schippers JHM (2015) ROS-mediated redox signaling during cell 

differentiation in plants. Biochim Biophys Acta 

http://dx.doi.org/10.1016/j.bbagen.2014.12.020 

10. Foyer CH, Noctor G (2013) Redox signaling in plants. Antioxid Redox Signal 

18: 2087-2090. 

2. Foyer CH (2005) Redox homeostasis and antioxidant signaling: a metabolic 

interface between stress perception and physiological responses. Plant Cell 17: 

1866–1875. 

3. Shao H, Chu LY, Shao M, Jaleel ca, Hong-mei M (2008a) Higher plant 

antioxidants and redox signaling under environmental stresses. Comptes Rendus 

Biologies 331: 433–441. 

11. Shao HB, Chu LY, Lu ZH, Kang CM (2008b) Primary antioxidant free radical 

scavenging and redox signaling pathways in higher plant cells. Int J Biol Sci 4: 

8-14. 

4. Suzuki N, Mittler R (2012) Reactive oxygen species-dependent wound 

responses in animals and plants. Free Rad Biol Med 53: 2269–2276. 

5. Suzuki N, Koussevitzky S, Mittler R, Miller G (2012) ROS and redox signalling 

in the response of plants to abiotic stress. Plant Cell Environ 35: 259-70. 

12. Asada K (2006) Production and scavenging of reactive oxygen species in 

chloroplasts and their functions. Plant Physiol 141, 391-396. 

6. Fischer BB, Hideg E, Krieger-Liszkay A (2013) Production, detection, and 

signaling of singlet oxygen in photosynthetic organisms. Antioxid Redox Signal 

18: 2145-2162. 

7. Pfannschmidt T, Brautigam K, Wagner R, Dietzel L, Schroter Y, Steiner S, 

Nykytenko A (2009) Potential regulation of gene expression in photosynthetic 



 

 

cells by redox and energy state: approaches towards better understanding. Ann 

Bot 103: 599–607. 

13. Foyer CH, Shigeoka S (2011) Understanding oxidative stress and antioxidant 

functions to enhance photosynthesis. Plant Physiol 155: 93–100. 

8. Asada K (1999) The water-water cycle in chloroplasts: scavenging of active 

oxygens and dissipation of excess photons. Ann Rev Plant Physiol Plant Mol 

Biol 50: 601–639. 

14. Sharma P, Jha AB, Dubey RS, Pessarakli M (2012) Reactive oxygen species, 

oxidative damage, and antioxidative defense mechanism in plants under stressful 

conditions. J. Bot doi:10.1155/2012/217037 

9. Foyer CH, Neukermans J, Queval G, Noctor G, Harbinson J (2012) 

Photosynthetic control of electron transport and the regulation of gene 

expression. J Exp Bot 63: 1637-1661. 

10. Petrov VD, van Breusegem F (2012) Hydrogen peroxide—a central hub for 

information flow in plant cells. AoB Plants pls014. 

11. Bienert GP, Chaumont F (2014) Aquaporin-facilitated transmembrane diffusion 

of hydrogen peroxide. Biochim Biophys Acta 1840: 1596-1604. 

12. Mano J, Ohno C, Domae Y, Asada K (2001) Chloroplastic ascorbate peroxidase 

is the primary target of methylviologen-induced photooxidative stress in spinach 

leaves: its relevance to monodehydroascorbate radical detected with in vivo 

ESR. Biochim Biophys Acta 1504: 275-287. 

13. Mubarakshina MM, Ivanov BN, Naydov IA, Hillier W, Badger MR, Krieger-

Liszkay A (2010) Production and diffusion of chloroplastic H2O2 and its 

implication to signalling. J Exp Bot 61: 3577–3587. 

14. Naydov IA, Mubarakshina MM, Ivanov BN (2012) Formation kinetics and 

H2O2 distribution in chloroplasts and protoplasts of photosynthetic leaf cells of 

higher plants under illumination. Biochemistry (Moscow) 77: 143-151. 

15. Kwak JM, Mori IC, Pei ZM, Leonhardt N, Torres MA, Dangl JL, Bloom RE, 

Bodde S, Jones JD, Schroeder JI (2003) NADPH oxidase AtrbohD and AtrbohF 

genes function in ROS-dependent ABA signaling in Arabidopsis. EMBO J 22: 

2623-2633. 

16. Kwak JM, Nguyen V, Schroeder JI (2006) The role of reactive oxygen species in 

hormonal responses. Plant Physiol 141: 323–329. 

17. Ishibashi Y, Tawaratsumida T, Kondo K, Kasa S, Sakamoto M, Aoki N, Zheng 

SH, Yuasa T, Iwaya-Inoue M (2012) Reactive oxygen species are involved in 

gibberellin/abscisic acid signaling in barley aleurone cells. Plant Physiol 158: 

1705–1714. 

18. Lin F, Ding H, Wang J, Zhang H, Zhang A, Zhang Y, Tan M, Dong W, Jiang M 

(2009) Positive feedback regulation of maize NADPH oxidase by mitogen-

activated protein kinase cascade in abscisic acid signalling. J Exp Bot 60: 3221-

3238. 

19. Schraudner M, Moeder W, Wiese C, Camp WV, Inze D, Langebartels C, 

Sandermann H Jr (1998) Ozone-induced oxidative burst in the ozone biomonitor 

plant, tobacco Bel W3. Plant J 16: 235-245. 

20. Joo JH, Wang S, Chen JG, Jones AM, Fedoroff NV (2005) Different signaling 

and cell death roles of heterotrimeric G protein alpha and beta subunits in the 

Arabidopsis oxidative stress response to ozone. Plant Cell 17: 957–970. 



 

 

21. Xie Y-J, Xu S, Han B, Wu M-Z, Yuan X-X, Han Y, Gu Q, Xu DK, Yang Q, 

Shen WB (2011) Evidence of Arabidopsis salt acclimation induced by up-

regulation of HY1 and the regulatory role of RbohD-derived reactive oxygen 

species synthesis. Plant J 66: 280–292. 

22. Noctor G, Veljovic-Jovanovic S, Driscoll S, Novitskaya L, Foyer CH (2002) 

Drought and oxidative load in the leaves of C3 plants: a predominant role for 

photorespiration? Ann Bot 89: 841-850.  

23. Voss I, Sunil B, Scheibe R, Raghavendra AS. 2013. Emerging concept for the 

role of photorespiration as an important part of abiotic stress response. Plant 

Biol (Stuttg) 15: 713-722. 

15. Rivero RM, Shulaev V, Blumwald E (2009) Cytokinin-dependent 

photorespiration and the protection of photosynthesis during water deficit. Plant 

Physiol 150: 1530-1040. 

16. Foyer CH, Noctor G (2011) Ascorbate and glutathione: the heart of the redox 

hub. Plant Physiol 155: 2-18. 

17. Mittler R (2002) Oxidative stress, antioxidants and stress tolerance. Trends Plant 

Sci 7: 405–410. 

18. Apel K, Hirt H (2004) Reactive oxygen species: metabolism, oxidative stress, 

and signal transduction. Annu Rev Plant Biol 55: 373-399. 

19. Gill SS, Tuteja N (2010) Reactive oxygen species and antioxidant machinery in 

abiotic stress tolerance in crop plants. Plant Physiol Biochem 48: 909-930. 

24. Davletova S, Rizhsky L, Liang H, Shengqiang Z, Oliver DJ, Coutu J, Shulaev V, 

Schlauch K, Mittler R (2005) Cytosolic ascorbate peroxidase 1 is a central 

component of the reactive oxygen gene network of Arabidopsis. Plant Cell 17: 

268–281. 

25. Miller G, Suzuki N, Rizhsky L, Hegie A, Koussevitzky S, Mittler R (2007) 

Double mutants deficient in cytosolic and thylakoid ascorbate peroxidase reveal 

a complex mode of interaction between reactive oxygen species, plant 

development, and response to abiotic stresses. Plant Physiol. 144: 1777-1785. 

26. Miller G, Shulaev V, Mittler R (2008) Reactive oxygen signalling and abiotic 

stress. Physiol Plant 133: 481-489. 

27. Gao Q, Zhang L (2008) Ultraviolet-B-induced oxidative stress and antioxidant 

defense system responses in ascorbate-deficient vtc1 mutants of Arabidopsis 

thaliana. J Plant Physiol 165: 138–148. 

20. Mhamdi A, Hager J, Chaouch S, Queval G, Han Y, Taconnat L, Saindrenan P, 

Gouia H, Issakidis-Bourguet E, Renou J-P, Noctor G (2010) Arabidopsis 

GLUTATHIONE REDUCTASE1 plays a crucial role in leaf responses to 

intracellular hydrogen peroxide and in ensuring appropriate gene expression 

through both salicylic acid and jasmonic acid signaling pathways. Plant Physiol 

153: 1144-1160. 

21. Bechtold U, Murphy DJ, Mullineaux PM (2004) Arabidopsis peptide methionine 

sulfoxide reductase2 prevents cellular oxidative damage in long nights. Plant 

Cell 16: 908-919. 

28. Clark GB, Morgan RO, Fernandez MP, Roux SJ (2012) Evolutionary adaptation 

of plant annexins has diversified their molecular structures, interactions and 

functional roles. New Phytol 196: 695-712. 



 

 

29. Mortimer JC, Laohavisit A, Macpherson N, Webb A, Brownlee C, Battey NH, 

Davies JM (2008) Annexins: multifunctional components of growth and 

adaptation. J Exp Bot 59: 533-44. 

30. Laohavisit A, Brown AT, Cicuta P, Davies JM (2010) Annexins: components of 

the calcium and reactive oxygen signaling network. Plant Physiol 152: 1824-

1829. 

31. Laohavisit A, Davies JM (2011) Annexins. New Phytol 189: 40-53. 

32. Konopka-Postupolska D, Clark G, Hofmann A. 2011. Structure, function and 

membrane interactions of plant annexins: An update. Plant Sci 181: 230–241. 

33. Gidrol X, Sabelli PA, Fern YS, Kush AK (1996) Annexin-like protein from 

Arabidopsis thaliana rescues delta oxyR mutant of Escherichia coli from H2O2 

stress. Proc Natl Acad Sci USA 93: 11268-11273. 

34. Laohavisit A, Richards SL, Shabala L, Chen C, Colaco RD, Swarbreck SM, 

Shaw E, Dark A, Shabala S, Shang Z, Davies JM (2013) Salinity-induced 

calcium signaling and root adaptation in Arabidopsis require the calcium 

regulatory protein annexin 1. Plant Physiol 163: 253-262. 

34.35. Konopka-Postupolska D, Clark G, Goch G, Debski J, Floras K, Cantero A, 

Fijolek B, Roux S, Hennig J (2009) The role of annexin 1 in drought stress in 

Arabidopsis. Plant Physiol 150: 1394-1410. 

36. Davies JM (2014) Annexin-mediated calcium signalling in plants. Plants 3: 128-

140. 

35.37. Jami SK, Clark GB, Turlapati SA, Handley C, Roux SJ, Kirti PB (2008) 

Ectopic expression of an annexin from Brassica juncea confers tolerance to 

abiotic and biotic stress treatments in transgenic tobacco. Plant Physiol Biochem 

46: 1019-1030. 

36.38. Konopka-Postupolska D, Clark G, Goch G, Debski J, Floras K, Cantero A, 

Fijolek B, Roux S, Hennig J (2009) The role of annexin 1 in drought stress in 

Arabidopsis. Plant Physiol 150: 1394-1410. 

37.39. Divya K, Jami SK, Kirti PB (2010) Constitutive expression of mustard 

annexin, BjAnn1 enhances abiotic stress tolerance and fiber quality in cotton 

under stress. Plant Mol Biol 73: 293-308. 

38.40. Chu P, Chen H, Zhou Y, Li Y, Ding Y, Jiang L, Tsang EW, Wu K, Huang S 

(2012) Proteomic and functional analyses of Nelumbo nucifera annexins 

involved in seed thermotolerance and germination vigor. Planta 235: 1271-1288. 

39.41. Sareddy GR, Divya K, Kirti PB, Prakash Babu P (2013) Novel 

antiproliferative and antioxidant role of BJANN1, a mustard annexin protein in 

human glioblastoma cell lines. J Cancer Sci Ther 5: 256-263, 

40.42. Dalal A, Vishwakarma A, Singh NK, Gudla T, Bhattacharyya MK, 

Padmasree K, Viehhauser A, Dietz KJ, Kirti PB (2014a) Attenuation of 

hydrogen peroxide-mediated oxidative stress by Brassica juncea annexin-3 

counteracts thiol-specific antioxidant (TSA1) deficiency in Saccharomyces 

cerevisiae. FEBS Lett 588:584-93. 

41.43. Dalal A, Kumar A, Yadav D, Gudla T, Viehhauser A, Dietz KJ, Kirti PB 

(2014b) Alleviation of methyl viologen-mediated oxidative stress by Brassica 

juncea annexin-3 in transgenic Arabidopsis. Plant Sci 219-220: 9-18. 

22. Richards SL, Laohavisit A, Mortimer JC, Shabala L, Swarbreck SM, Shabala S, 

Davies JM (2014) Annexin 1 regulates the H2O2-induced calcium signature in 

Arabidopsis thaliana roots. Plant J 77: 136-145. 



 

 

23. Laohavisit A, Richards SL, Shabala L, Chen C, Colaco RD, Swarbreck SM, 

Shaw E, Dark A, Shabala S, Shang Z, Davies JM (2013) Salinity-induced 

calcium signaling and root adaptation in Arabidopsis require the calcium 

regulatory protein annexin1. Plant Physiol 163: 253-262. 

42.44. Hoekstra AY, Hung PQ (2005) Globalisation of water resources: 

international virtual water flows in relation to crop trade. Global Environ 

Change 15: 45–56. 

43.45. Salekdeh GH, Reynolds M, Bennett J, Boyer J (2009) Conceptual 

framework for drought phenotyping during molecular breeding. Trends Plant Sci 

14: 488-496. 

44.46. Jefferies R, Mackerron D (2008) Responses of potato genotypes to drought. 

II. Leaf area index, growth and yield. Ann Appl Biol 122: 105-122. 

45.47. Hassanpanah D (2010) Evaluation of potato cultivars for resistance against 

water deficit stress under in vivo conditions. Potato Res 53: 383-392. 

46.48. Monneveux P, Ramírez DA, Pino MT. 2013. Drought tolerance in potato (S. 

tuberosum L.): Can we learn from drought tolerance research in cereals? Plant 

Sci 205-206: 76-86. 

47.49. Chaves I, Pinheiro C, Paiva JA, Planchon S, Sergeant K, Renaut J, Graca 

JA, Costa G, Coelho AV, Ricardo CP (2009) Proteomic evaluation of wound-

healing processes in potato (Solanum tuberosum L.) tuber tissue. Proteomics 9: 

4154-4175. 

48.50. Murphy JP, Kong F, Pinto DM, Wang-Pruski G (2010) Relative quantitative 

proteomic analysis reveals wound response proteins correlated with after-

cooking darkening. Proteomics 10: 4258–4269. 

49.51. Urbany C, Colby T, Stich B, Schmidt L, Schmidt J, Gebhardt C (2012) 

Analysis of natural variation of the potato tuber proteome reveals novel 

candidate genes for tuber bruising. J Proteome Res 11: 703-716. 

50.52. Folgado R, Panis B, Sergeant K, Renaut J, Swennen R, Hausman J-F (2013) 

Differential protein expression in response to abiotic stress in two potato 

species: Solanum commersonii Dun and Solanum tuberosum L. Int J Mol Sci 14: 

4912–4933. 

51.53. Aghaei K, Ehsanpour AA, Komatsu S (2008) Proteome analysis of potato 

under salt stress. J Proteome Res 7: 4858–4868. 

54. Lim PO, Kim HJ, Nam HG (2007,). Leaf senescence. Ann Rev Plant Biol. 58: 

115-136. 

52.55. Lehesranta SJ, Davies HV, Shepherd LVT, Nunan N, McNicol JW, Auriola 

S, Koistinen M, Suomalainen, Harri I, Kokko K (2005) Comparison of tuber 

proteomes of potato varieties, landraces, and genetically modified lines. Plant 

Physiol 138: 1690–1699. 

53.56. Baulcombe DC, Saunders GR, Bevan MW, Mayo MA, Harrison BD (1986) 

Expression of biologically active viral satellite RNA from the nuclear genome of 

transformed plants. Nature 321: 446-449. 

54.57. Mac A, Krzymowska M, Barabasz A, Hennig J (2004) Transcriptional 

regulation of the gluB promoter during plant response to infection. Cell Mol 

Biol Lett 9: 843–853.  

55.58. Nicot N, Hausman JF, Hoffmann L, Evers D (2005) Housekeeping gene 

selection for real-time RT-PCR normalization in potato during biotic and abiotic 

stress. J Exp Bot 56: 2907-2914. 



 

 

56.59. Vasquez-Robinet C, Mane SP, Ulanov A V, Watkinson JI, Stromberg VK, 

De Koeyer D, Schafleitner R, Willmot DB, Bonierbale M, Bohnert HJ, Grene R 

(2008) Physiological and molecular adaptations to drought in Andean potato 

genotypes. J Exp Bot 59: 2109–2123. 

57.60. Dobrev PI, Kaminek M (2002) Fast and efficient separation of cytokinins 

from auxin and abscisic acid and their purification using mixed-mode solid-

phase extraction. J Chrom A 950: 21-29. 

58.61. Dobrev, PI, Vankova R (2012) Quantification of abscisic acid, cytokinin, 

and auxin content in salt-stressed plant tissues. Meth Mol Biol 913: 251–261. 

59.62. Hipkins MF, Baker N (1986) Photosynthesis energy transduction, a practical 

approach. In: Hipkins MF BN, ed. Spectroscopy. Oxford: Press, pp 51–101. 

60.63. Seregelyes C, Barna B, Hennig J, Konopka D, Pasternak TP, Lukacs N, 

Feher A, Horvath GV, Dudits D (2003) Phytoglobins can interfere with nitric 

oxide functions during plant growth and pathogenic responses: a transgenic 

approach. Plant Sci 165: 541–550. 

61.64. Fotopoulos V, De Tullio MC, Barnes J, Kanellis AK (2008) Altered 

stomatal dynamics in ascorbate oxidase overexpressing tobacco plants suggest a 

role for dehydroascorbate signalling. J Exp Bot 59: 729-737. 

62.65. Hodges DM, Delong JM, Forney CF, Prange RK (1993) Improving the 

thiobarbituric acid-reactive-substances assay for estimating lipid peroxidation in 

plant tissues containing anthocyanin and other interfering compounds. Planta 

207: 604 – 611. 

63.66. Hoser R, Zurczak M, Lichocka M, Zuzga S, Dadlez M, Samuel MA, Ellis 

BE, Stuttmann J, Parker JE, Hennig J, Krzymowska M (2013) 

Nucleocytoplasmic partitioning of tobacco N receptor is modulated by SGT1. 

New Phytol 200: 158-171. 

64.67. Jami SK, Clark GB, Ayele BT, Roux SJ, Kirti PB (2012) Identification and 

characterization of annexin gene family in rice. Plant Cell Rep 31: 813–825. 

65.68. Lu Y, Ouyang B, Zhang J, Wang T, Lu C, Han Q, Zhao S, Ye Z, Li H 

(2012) Genomic organization, phylogenetic comparison and expression profiles 

of annexin gene family in tomato (Solanum lycopersicum). Gene 499: 14–24. 

66.69. Zingaretti SM, Inacio MC, Pereira LM, Paz TA, Franca SC (2013) Water 

stress and agriculture. In S. Akinci (Ed.), Responses of organisms to water 

stress, InTech http://dx.doi.org/10.5772/53877 

67.70. Carvalho MHC (2008) Drought stress and reactive oxygen species: 

Production, scavenging and signaling. Plant Signal Behav 3: 156–165. 

68.71. Miller G, Suzuki N, Ciftci-Yilmaz S, Mittler R (2010) Reactive oxygen 

species homeostasis and signalling during drought and salinity stresses. Plant 

Cell Environ 33: 453–467.  

24. Nishiyama Y, Suleyman I. Allakhverdiev SI, Murata N (2011) Protein 

synthesis is the primary target of reactive oxygen species in the photoinhibition 

of photosystem II. Physiol Plant 142: 35–46. 

69.72. Pinheiro C, Chaves MM (2011) Photosynthesis and drought: can we make 

metabolic connections from available data? J Exp Bot 62: 869–882. 

70.73. Rivero RM, Kojima M, Gepstein A, Sakakibara H, Mittler R, Gepstein S, 

Blumwald E (2007) Delayed leaf senescence induces extreme drought tolerance 

in a flowering plant. Proc Natl Acad Sci USA 104: 19631–19636.  

http://dx.doi.org/10.5772/53877


 

 

71.74. Hortensteiner S (2006) Chlorophyll degradation during senescence. Ann 

Rev Plant Biol 57: 55-77. 

72.75. Jahns P, Latowski D, Strzalka K (2009) Mechanism and regulation of the 

violaxanthin cycle: The role of antenna proteins and membrane lipids. Biochim 

Biophys Acta 1787: 3-14. 

76. Foyer CH, Neukermans J, Queval G, Noctor G, Harbinson J (2012) 

Photosynthetic control of electron transport and the regulation of gene 

expression. J Exp Bot 63: 1637-1661. 

73.77. Bartoli CG, Casalongue CA, Simontacchi M, Marquez-Garcia B, Foyer CH. 

(2013) Interactions between hormone and redox signalling pathways in the 

control of growth and cross tolerance to stress. Environ Exp Bot 94: 73–88.  

74.78. Shao HB, Chu LY, Lu ZH, Kang CM (2008) Primary antioxidant free 

radical scavenging and redox signaling pathways in higher plant cells. Int J Biol 

Sci 4: 8-14. 

75.79. , Lin HHYuan S, Lin HH (2008) Role of salicylic acid in plant abiotic 

stress. Z Naturforsch C.63: 313-320. 

76.80. Foyer CH, Lelandais M, Kunert KJ (1994) Photooxidative stress in plants. 

Physiol Plant 92: 696 - 717. 

77.81. Lascano R, Munoz N, Robert GN, Rodriguez M, Melchiorre M, Trippi V, 

Quero G (2012) Paraquat: an oxidative stress inducer. In: Hasaneen MN, editor. 

Herbicides—Properties, Synthesis and Control of Weeds. Rijeka, Croatia: 

InTech pp. 135-148. 

78.82. Zhu J, Yuan S, Wei G, Qian D, Wu X, Jia H, Gui M, Liu W, An L, Xiang Y 

(2014) Annexin5 is essential for pollen development in Arabidopsis. Mol Plant 

7: 751-754. 

79.83. Zhu J, Wu X, Yuan S, Qian D, Nan Q, An L, Xiang Y (2014) Annexin5 

plays a vital role in Arabidopsis pollen development via Ca2+-dependent 

membrane trafficking. PLoS One 9, e102407. 

84. Asada K (1999) The water-water cycle in chloroplasts: scavenging of active 

oxygens and dissipation of excess photons. Ann Rev Plant Physiol Plant Mol 

Biol 50: 601–639. 

80.85. Chen S, Yin C, Qiang S, Zhou F, Dai X (2010) Chloroplastic oxidative burst 

induced by tenuazonic acid, a natural photosynthesis inhibitor, triggers cell 

necrosis in Eupatorium adenophorum Spreng. Biochim Biophys Acta – 

Bioenergetics 1797: 391–405. 

81.86. Kwak JM, Nguyen V, Schroeder JI (2006) The role of reactive oxygen 

species in hormonal responses. Plant Physiol 141: 323–329. 

82.87. Ishibashi Y, Tawaratsumida T, Kondo K, Kasa S, Sakamoto M, Aoki N, 

Zheng SH, Yuasa T, Iwaya-Inoue M (2012) Reactive oxygen species are 

involved in gibberellin/abscisic acid signaling in barley aleurone cells. Plant 

Physiol 158: 1705–1714. 

83.88. Lin F, Ding H, Wang J, Zhang H, Zhang A, Zhang Y, Tan M, Dong W, 

Jiang M (2009) Positive feedback regulation of maize NADPH oxidase by 

mitogen-activated protein kinase cascade in abscisic acid signalling. J Exp Bot 

60: 3221-3238. 

84.89. Schraudner M, Moeder W, Wiese C, Camp WV, Inze D, Langebartels C, 

Sandermann H Jr (1998) Ozone-induced oxidative burst in the ozone biomonitor 

plant, tobacco Bel W3. Plant J 16: 235-245. 



 

 

85.90. Joo JH, Wang S, Chen JG, Jones AM, Fedoroff NV (2005) Different 

signaling and cell death roles of heterotrimeric G protein alpha and beta subunits 

in the Arabidopsis oxidative stress response to ozone. Plant Cell 17: 957–970. 

86.91. Xie Y-J, Xu S, Han B, Wu M-Z, Yuan X-X, Han Y, Gu Q, Xu DK, Yang Q, 

Shen WB (2011) Evidence of Arabidopsis salt acclimation induced by up-

regulation of HY1 and the regulatory role of RbohD-derived reactive oxygen 

species synthesis. Plant J 66: 280–292. 

87.92. Pfannschmidt T, Ogrzewalka K, Baginsky S, Sickmann A, Meyer HE, Link 

G (2000) The multisubunit chloroplast RNA polymerase A from mustard 

(Sinapis alba L.). Integration of a prokaryotic core into a larger complex with 

organelle-specific functions. Eur J Biochem 261: 253–261. 

88.93. Steiner S, Schroter Y, Pfalz J, Pfannschmidt T (2011) Identification of 

essential subunits in the plastid-encoded RNA polymerase complex reveals 

building blocks for proper plastid development. Plant Physiol 157: 1043–1055. 

89.94. Davletova S, Rizhsky L, Liang H, Shengqiang Z, Oliver DJ, Coutu J, 

Shulaev V, Schlauch K, Mittler R (2005) Cytosolic ascorbate peroxidase 1 is a 

central component of the reactive oxygen gene network of Arabidopsis. Plant 

Cell 17: 268–281. 

95. Mano J, Ohno C, Domae Y, Asada K (2001) Chloroplastic ascorbate peroxidase 

is the primary target of methylviologen-induced photooxidative stress in spinach 

leaves: its relevance to monodehydroascorbate radical detected with in vivo 

ESR. Biochim Biophys Acta 1504: 275-287. 

90.96. Kitajima S (2008) Hydrogen peroxide-mediated inactivation of two 

chloroplastic peroxidases, ascorbate peroxidase and 2-cys peroxiredoxin. 

Photochem Photobiol 84: 1404-1409. 

97. Gill SS, Tuteja N (2010) Reactive oxygen species and antioxidant machinery in 

abiotic stress tolerance in crop plants. Plant Physiol Biochem 48: 909-930. 

91.98. Miller G, Suzuki N, Rizhsky L, Hegie A, Koussevitzky S, Mittler R (2007) 

Double mutants deficient in cytosolic and thylakoid ascorbate peroxidase reveal 

a complex mode of interaction between reactive oxygen species, plant 

development, and response to abiotic stresses. Plant Physiol. 144: 1777-1785. 

92.99. Miller G, Shulaev V, Mittler R (2008) Reactive oxygen signalling and 

abiotic stress. Physiol Plant 133: 481-489. 

93.100. Gao Q, Zhang L (2008) Ultraviolet-B-induced oxidative stress and 

antioxidant defense system responses in ascorbate-deficient vtc1 mutants of 

Arabidopsis thaliana. J Plant Physiol 165: 138–148. 

101. Mhamdi A, Hager J, Chaouch S, Queval G, Han Y, Taconnat L, Saindrenan 

P, Gouia H, Issakidis-Bourguet E, Renou J-P, Noctor G (2010) Arabidopsis 

GLUTATHIONE REDUCTASE1 plays a crucial role in leaf responses to 

intracellular hydrogen peroxide and in ensuring appropriate gene expression 

through both salicylic acid and jasmonic acid signaling pathways. Plant Physiol 

153: 1144-1160. 

94.102. Perl A, Treves R, Galili S, Aviv D, Shalgi E, Malkin S, E Galun E (1993) 

Enhanced oxidative-stress defense in transgenic potato expressing tomato Cu, 

Zn superoxide dismutases. Theor Appl Genet 85:568-576. 

95.103. Pal AK, Acharya K, Vats SK, Kumar S, Ahuja PS (2013) Over-expression 

of PaSOD in transgenic potato enhances photosynthetic performance under 

drought. Biol Plant 57: 359-364. 



 

 

96.104. Tang L, Kwon SY, Kim SH, Kim JS, Choi JS, Cho KY, Sung CK, Kwak 

SS, Lee HS (2006) Enhanced tolerance of transgenic potato plants expressing 

both superoxide dismutase and ascorbate peroxidase in chloroplasts against 

oxidative stress and high temperature. Plant Cell Rep 25: 1380–1386. 

97.105. Broin M, Rey P (2003) Potato plants lacking the CDSP32 plastidic 

thioredoxin exhibit overoxidation of the BAS1 2-cysteine peroxiredoxin and 

increased lipid peroxidation in thylakoids under photooxidative stress. Plant 

Physiol 132: 1335-1343.  

98.106. Schmitz G, Reinhold T, Gobel C, Feussner I, Neuhaus HE, Conrath U 

(2010) Limitation of nocturnal ATP import into chloroplasts seems to affect 

hormonal crosstalk, prime defense, and enhance disease resistance in 

Arabidopsis thaliana. Mol Plant Microbe Interact 23: 1584–1591. 

25. Xia X-J, Zhou Y-K, Shi K, Zhou J, Foyer CH, Yu J-Q (2015) Interplay 

between reactive oxygen species and hormones in the control of plant 

development and stress tolerance. J Exp Bot doi: 10.1093/jxb/erv089 

26. Kerchev PI, Karpińska B, Morris JA, Hussain A, Verrall SR, Hedley PE, 

Fenton B, Foyer CH, Hancock RD (2013) Vitamin C and the abscisic acid-

insensitive 4 transcription factor are important determinants of aphid resistance 

in Arabidopsis. Antioxid Redox Signal 18: 2091-2105. 

27. Taylor IB (1991) Genetics of ABA synthesis, in: Davies WJ, Jones HG (Eds) 

Abscisic acid: physiology and biochemistry. BiosScientific Publishers Ltd. UK, 

pp. 23–38. 

99.107. Baier M, Dietz KJ (2005) Chloroplasts as source and target of cellular redox 

regulation: a discussion on chloroplast redox signals in the context of plant 

physiology. J Exp Bot 56: 1449-1462. 

108. Suzuki N, Mittler R (2012) Reactive oxygen species-dependent wound 

responses in animals and plants. Free Rad Biol Med 53: 2269–2276. 

109. Xia X-J, Zhou Y-K, Shi K, Zhou J, Foyer CH, Yu J-Q (2015) Interplay 

between reactive oxygen species and hormones in the control of plant 

development and stress tolerance. J Exp Bot doi: 10.1093/jxb/erv089. 

100.110. Pastori GM, Kiddle G, Antoniw J, Bernard S, Veljovic-Jovanovic S, 

Verrier PJ, Noctor G, Foyer CH (2003) Leaf vitamin C contents modulate plant 

defense transcripts and regulate genes that control development through 

hormone signaling. Plant Cell 15: 939-951. 

101.111. Halim VA, Eschen-Lippold L, Altmann S, Birschwilks M, Scheel D, 

Rosahl S (2007) Salicylic acid is important for basal defense of Solanum 

tuberosum against Phytophthora infestans. Mol Plant Microbe Interact 20: 1346-

1352. 

28. Navarre DA, Mayo D (2004) Differential characteristics of salicylic acid-

mediated signaling in potato. Physiol Mol Plant Path 64: 179–188. 

102.112. Dempsey DA, Vlot CA, Mary C. Wildermuth MC, Klessig DF (2011) 

Salicylic acid biosynthesis and metabolism. Arabidopsis Book 9: e0156. doi: 

10.1199/tab.0156 

113. Navarre DA, Mayo D (2004) Differential characteristics of salicylic acid-

mediated signaling in potato. Physiol Mol Plant Path 64: 179–188. 

103.114. Aimar D, Calafat M, Andrade AM, Carassay L, Abdala GI, Molas ML 

(2011) Drought tolerance and stress hormones: from model organisms to forage 

crops. Plants and Environment, Dr. Hemanth Vasanthaiah (Ed.), InTech, 



 

 

Available from: http://www.intechopen.com/books/plants-and-

environment/drought-tolerance-and-stress-hormones-frommodel-organisms-to-

forage-cropsFrom Model Organisms to Forage Crops 

104.115. Miura K, Tada Y (2014) Regulation of water, salinity, and cold stress 

responses by salicylic acid. Front Plant Sci 5: 4. 

105.116. Munne-Bosch S, Penuelas J (2003) Photo- and antioxidative protection, 

and a role for salicylic acid during drought and recovery in field-grown 

Phillyrea angustifolia plants. Planta 217: 758–766. 

106.117. Xue LJ, Guo W, Yuan Y, Anino EO, Nyamdari B, Wilson MC, Frost CJ, 

Chen HY, Babst BA, Harding SA, Tsai CJ (2013) Constitutively elevated 

salicylic acid levels alter photosynthesis and oxidative state but not growth in 

transgenic populus. Plant Cell 25: 2714-2730. 

107.118. Janda T, Gondor OK, Yordanova R, Gabriella Szalai G, Pal M (2014) 

Salicylic acid and photosynthesis: signalling and effects. Acta Physiol Plant 36: 

2537–2546. 

108.119. Mateo A, Funck D, Muhlenbock P, Kular B, Mullineaux PM, Karpinski 

S (2006) Controlled levels of salicylic acid are required for optimal 

photosynthesis and redox homeostasis. J Exp Bot 57: 1795–1807. 

109.120. Sanchez G, Gerhardt N, Siciliano F, Vojnov A, Malcuit I, Marano MR 

(2010) Salicylic acid is involved in the Nb-mediated defense responses to Potato 

virus X in Solanum tuberosum. Mol Plant Microbe Interact 23: 394-405. 

110.121. Baebler S, Stare K, Kovac M, Blejec A, Prezelj N, Stare T, Kogovsk, 

Pompe-Novak M, Rosahl S, Ravnikar M, Gruden K (2011) Dynamics of 

responses in compatible potato - potato virus y interaction are modulated by 

salicylic acid. PLoS One 6(12): e29009. 

111.122. Chen Z, Ricigliano J, Klessig DF (1993) Purification and characterization 

of a soluble salicylic acid-binding protein from tobacco. Proc Natl Acad Sci 

USA 90: 9533-9537. 

112.123. Durner J, Klessig DF (1995) Inhibition of ascorbate peroxidase by 

salicylic acid and 2,6-dichloroisonicotinic acid, two inducers of plant defense 

responses. Proc Natl Acad Sci USA 92: 11312-11316 

113.124. Durner J, Klessig DF (1996) Salicylic acid is a modulator of tobacco and 

mammalian catalases. J Biol Chem 271: 28492-28501. 

114.125. Yang Y, Qi M, Mei C (2004) Endogenous salicylic acid protects rice 

plants from oxidative damage caused by aging as well as biotic and abiotic 

stress. Plant J 40: 909-919. 

115.126. Argueso CT, Ferreira FJ, Kieber JJ (2009) Environmental perception 

avenues: the interaction of cytokinin and environmental response pathways. 

Plant Cell Environ 32: 1147–1160. 

116.127. Jeon J, Kim NY, Kim S, Kang NY, Novak O, Ku SJ, Cho C, Lee DJ, Lee 

EJ, Strnad M, Kim J (2010) A subset of cytokinin two-component signaling 

system plays a role in cold temperature stress response in Arabidopsis. J Biol 

Chem 285: 23371–23386. 

117.128. Ha S, Vankova R, Yamaguchi-Shinozaki K, Shinozaki K, Tran LSP 

(2012) Cytokinins: metabolism and function in plant adaptation to 

environmental stresses. Trends Plant Sci 17: 172–179. 

118.129. O’Brien JA, Benkova E (2013) Cytokinin cross-talking during biotic and 

abiotic stress responses. Frontiers Plant Sci 4: 451. 

http://www.ncbi.nlm.nih.gov/pubmed/24478784


 

 

119.130. Raspor M, Motyka V, Zizkova E., Dobrev PI, Travnickova A, 

Zdravkovic-Korac S, Simonovic A, Ninkovic S, Dragicevic IC (2012) Cytokinin 

profiles of AtCKX2-overexpressing potato plants and the impact of altered 

cytokinin homeostasis on tuberization in vitro. J Plant Growth Reg 31: 460-470. 

120.131. Chow B, McCourt P (2004) Hormone signalling from a developmental 

context. J Exp Bot 55: 247–251.  

132. Rivero RM, Shulaev V, Blumwald E (2009) Cytokinin-dependent 

photorespiration and the protection of photosynthesis during water deficit. Plant 

Physiol 150: 1530-1040.  

121.133. Rivero RM, Gimeno J, Van Deynze A, Walia H, Blumwald E (2010) 

Enhanced cytokinin synthesis in tobacco plants expressing pSARK ::IPT 

prevents the degradation of photosynthetic protein complexes during drought. 

Plant Cell Physiol 51: 1929–1941. 

122.134. Havlova M, Dobrev PI, Motyka V, Storchova H, Libus J, Dobra J, 

Malbeck J, Gaudinova A, Vankova R (2008) The role of cytokinins in responses 

to water deficit in tobacco plants over-expressing trans-zeatin O-

glucosyltransferase gene under 35S or SAG12 promoters. Plant Cell Environ 

31:341-353. 

123.135. Gajdosova S, Spichal L, Kaminek M, Hoyerova K, Novak O, Dobrev PI, 

Galuszka P, Klima P, Gaudinova A, Zizkova E, Hanus J, Dancak M, Travnicek 

B, Pesek B, Krupicka M, Vankova R, Strnad M, Motyka V (2011) Distribution, 

biological activities, metabolism, and the conceivable function of cis-zeatin-type 

cytokinins in plants. J Ex Bot 62: 2827–2840. 

124.136. Merewitz E, Gianfagna T, Huang B (2010) Effects of SAG12-ipt and 

HSP18.2-ipt. expression on cytokinin production, root growth and leaf 

senescence in creeping bentgrass exposed to drought stress. J Am Soc Hort Sci 

135: 230–239. 

125.137. Mackova H, Hronkova M, Dobra J, Tureckova V, Novak O, Lubovska Z, 

Motyka V, Haisel D, Hajek T, Prasil IT, Gaudinova A, Storchova H, Ge E, 

Werner T, Schmulling T, Vankova R (2013) Enhanced drought and heat stress 

tolerance of tobacco plants with ectopically enhanced cytokinin 

oxidase/dehydrogenase gene expression. J Exp Bot 64: 2805-2815. 

126.138. Merewitz EB, Gianfagna T, Huang B (2011) Protein accumulation in 

leaves and roots associated with improved drought tolerance in creeping 

bentgrass expressing an ipt gene for cytokinin synthesis. J Ex Bot 62: 5311-

5333. 

127.139. Prochazkova D, Haisel D, Wilhelmova N (2008) Antioxidant protection 

during ageing and senescence in chloroplasts of tobacco with modulated life 

span. Cell Biochem Funct 26: 582-590. 

128.140. Rashotte AM, Carson SDB, To JPC, Kieber JJ. (2003) Expression 

profiling of cytokinin action in Arabidopsis. Plant Physiol 132: 1998–2011. 

129.141. Bhargava A, Clabaugh I, To JP, Maxwell BB, Chiang YH, Schaller GE, 

Loraine A, Kieber JJ (2013) Identification of cytokinin-responsive genes using 

microarray meta-analysis and RNA-Seq in Arabidopsis. Plant Physiol 162: 272–

294. 

130.142. Cortleven A, Nitschke S, Klaumunzer M, Abdelgawad H, Asard H, 

Grimm B, Riefler M, Schmulling T (2014) A novel protective function for 

cytokinin in the light stress response is mediated by the ARABIDOPSIS 



 

 

HISTIDINE KINASE2 and ARABIDOPSIS HISTIDINE KINASE3 receptors. 

Plant Physiol 164: 1470-1483.  

143. Finkelstein R (2013) Abscisic acid synthesis and response. Arabidopsis 

Book 11: e0166. 

144. DalCorso G, Pesaresi P, Masiero S, Aseeva E, Schunemann D, Finazzi G, 

Joliot P, Barbato R, Leister D (2008) A complex containing PGRL1 and PGR5 

is involved in the switch between linear and cyclic electron flow in Arabidopsis. 

Cell 132: 273-285. 

131.145. Pastori GM, Kiddle G, Antoniw J, Bernard S, Veljovic-Jovanovic S, 

Verrier PJ, Noctor G, Foyer CH (2003) Leaf vitamin C contents modulate plant 

defense transcripts and regulate genes that control development through 

hormone signaling. Plant Cell 15: 939-951. 

146. Havaux M, Bonfils JP, Lutz C, Niyogi KK (2000) Photodamage of the 

photosynthetic apparatus and its dependence on the leaf developmental stage in 

the npq1 Arabidopsis mutant deficient in the xanthophyll cycle enzyme 

violaxanthin de-epoxidase. Plant Physiol 124: 273–284. 

147. Veljovic-Jovanovic SD, Pignocchi C, Noctor G, Foyer CH (2001) Low 

ascorbic acid in the vtc1 mutant of Arabidopsis is associated with decreased 

growth and intracellular redistribution of the antioxidant system. Plant Physiol 

127: 426–435. 

148.  Muller-Moule P, Conklin PL, Niyogi KK (2002) Ascorbate deficiency can 

limit violaxanthin de-epoxidase activity in vivo. Plant Physiol 128: 970–977. 

149. Chen Z, Gallie DR (2008) Dehydroascorbate reductase affects non-

photochemical quenching and photosynthetic performance. J Biol Chem 283: 

21347-21361. 

150. Sobrino-Plata J, Meyssen D, Cuypers A, Escobar C, Hernandez LH (2014) 

Glutathione is a key antioxidant metabolite to cope with mercury and cadmium 

stress. Plant Soil 377: 369–381. 

151. Havaux M, Eymery F, Porfirova S, Rey P, Dormann P(2005) Vitamin E 

protects against photoinhibition and photooxidative stress in Arabidopsis 

thaliana. Plant Cell 17: 3451–3469. 

152. Li Z, Keasling JD, Niyogi KK (2011) Overlapping photoprotective function 

of vitamin E and carotenoids in Chlamydomonas. Plant Physiol 158: 313-323. 

132.153. Gorecka KM, Konopka-Postupolska D, Hennig J, Buchet R, Pikula S 

(2005) Peroxidase activity of annexin 1 from Arabidopsis thaliana. Biochem 

Biophys Res Commun 336: 868-875. 

133.154. Mortimer JC, Coxon KM, Laohavisit A, Davies JM (2009) Heme-

independent soluble and membrane-associated peroxidase activity of a Zea mays 

annexin preparation. Plant Signal Behav 4: 428-30. 

134.155. Plieth C, Vollbehr S (2012) Calcium promotes activity and confers heat 

stability on plant peroxidases. Plant Signal Behav 7: 650–660. 

135.156. Laohavisit A, Mortimer JC, Demidchik V, Coxon KM, Stancombe MA, 

Macpherson N, Brownlee C, Hofmann A, Webb AA, Miedema H, Battey NH, 

Davies JM (2009) Zea mays annexins modulate cytosolic free Ca2+ and 

generate a Ca2+-permeable conductance. Plant Cell 21: 479-493. 

157. Richards SL, Laohavisit A, Mortimer JC, Shabala L, Swarbreck SM, 

Shabala S, Davies JM (2014) Annexin 1 regulates the H2O2-induced calcium 

signature in Arabidopsis thaliana roots. Plant J 77: 136-145.  



 

 

158. Foyer CH, Noctor G (2011) Ascorbate and glutathione: the heart of the 

redox hub. Plant Physiol 155: 2-18. 

136.159. Queval G, Thominet D, Vanacker H, Miginiac-Maslow M, Gakiere B, 

Noctor G (2009) H2O2-activated up-regulation of glutathione in Arabidopsis 

involves induction of genes encoding enzymes involved in cysteine synthesis in 

the chloroplast. Mol Plant 2: 344-356. 

137.160. Rahantaniaina MS, Tuzet A, Mhamdi A, Noctor G (2013) Missing links 

in understanding redox signaling via thiol/disulfide modulation: how is 

glutathione oxidized in plants? Front Plant Sci 4: 477. 

138.161. Bick JA, Setterdahl AT, Knaff DB, Chen Y, Pitcher LH, Zilinskas BA, 

Leustek T (2001) Regulation of the plant-type 5′-adenylyl sulfate reductase by 

oxidative stress. Biochemistry 40: 9040–9048. 

139.162. Gomez LD, Vanacker H, Buchner P, Noctor G, Foyer CH (2004) 

Intercellular distribution of glutathione synthesis and its response to chilling in 

maize. Plant Physiol 134: 1662–1671. 

140.163. Koornneef A, Leon-Reyes A, Ritsema T, Verhage A, Den Otter FC, Van 

Loon LC, Pieterse CMJ (2008) Kinetics of salicylate-mediated suppression of 

jasmonate signaling reveal a role for redox modulation. Plant Physiol 147: 

1358–1368. 

141.164. Hossain M, Hasanuzzaman M, Fujita M (2011). Coordinate induction of 

antioxidant defense and glyoxalase system by exogenous proline and 

glycinebetaine is correlated with salt tolerance in mung bean. Front Agric China 

5: 1–14. 

142.165. Hossain MA, Mostofa MG, Fujita M (2013) Heat-shock positively 

modulates oxidative protection of salt and drought-stressed mustard (Brassica 

campestris L.) seedlings. J Plant Sci Mol Breed 2:1 –14.  

143.166. Labudda M, Azam FMS (2013) Glutathione-dependent responses of 

plants to drought: a review. Acta Soc Bot Pol 83: 3–12. 

144.167. Zechmann B (2014) Compartment-specific importance of glutathione 

during abiotic and biotic stress. Front Plant Sci 5: 566. 

145.168. Noctor G, Veljovic-Jovanovic S, Driscoll S, Novitskaya L, Foyer CH 

(2002) Drought and oxidative load in the leaves of C3 plants: a predominant role 

for photorespiration? Ann Bot 89: 841-850.  

146.169. Rizhsky L, Hallak-Herr E, Van Breusegem F, Rachmilevitch S, Barr JE, 

Rodermel S, Inze D, Mittler R (2002) Double antisense plants lacking ascorbate 

peroxidase and catalase are less sensitive to oxidative stress than single antisense 

plants lacking ascorbate peroxidase or catalase. Plant J 32: 329–342. 

147.170. Queval G, Issakidis-Bourguet E, Hoeberichts FA, Vandorpe M, Gakiere 

B, Vanacker H, Miginiac-Maslow M, Van Breusegem F, Noctor G (2007) 

Conditional oxidative stress responses in the Arabidopsis photorespiratory 

mutant cat2 demonstrate that redox state is a key modulator of daylength-

dependent gene expression and define photoperiod as a crucial factor in the 

regulation of H2O2-induced cell death. Plant J 52: 640–657. 

148.171. Queval G, Jaillard D, Zechmann B, Noctor G (2011) Increased 

intracellular H2O2 availability preferentially drives glutathione accumulation in 

vacuoles and chloroplasts. Plant Cell Environ 34: 21-32. 



 

 

149.172. Mhamdi A, Queval G, Chaouch S, Vanderauwera S, Van Breusegem F, 

Noctor G (2010) Catalase function in plants: a focus on Arabidopsis mutants as 

stress-mimic models. J Exp Bot 61: 4197-4220. 

150.173. Zagorchev L, Seal CE, Kranner I, Odjakova M (2013) A central role for 

thiols in plant tolerance to abiotic stress. Int J Mol Sci 14: 7405–7432. 

151.174. Foyer CH, Noctor G (2005) Redox homeostasis and antioxidant 

signaling: a metabolic interface between stress perception and physiological 

responses. Plant Cell 17: 1866-1875. 

29. Kranner I, Birtic S, Anderson KM, Pritchard HW (2006) Glutathione half-cell 

reduction potential: A universal stress marker and modulator of programmed 

cell death. Free Rad Biol Med 40: 2155–2165. 

152.175. Zaffagnini M, Bedhomme M, Lemaire SD, Trost P (2012) The emerging 

roles of protein glutathionylation in chloroplasts. Plant Sci 185-186: 86-96. 

30. Ito H, Iwabuchi M, Ogawa K (2003) The sugar-metabolic enzymes aldolase 

and triose-phosphate isomerase are targets of glutathionylation in Arabidopsis 

thaliana: detection using biotinylated glutathione. Plant Cell Physiol 44: 655–

660.  

153.176. Pasternak M, Lim B, Wirtz M, Hell R, Cobbett CS, Meyer AJ (2008) 

Restricting glutathione biosynthesis to the cytosol is sufficient for normal plant 

development. Plant J 53: 999–1012. 

154.177. Maughan SC, Pasternak M, Cairns N, Kiddle G, Brach T, Jarvis R, Haas 

F, Nieuwland J, Lim B, Muller C, Salcedo-Sora EKruse C, Orsel M, Hell R, 

Miller AJ, Bray P, Foyer CH, Murray JAH, Meyer AJ, Cobbett SC (2010) Plant 

homologs of the Plasmodium falciparum chloroquine-resistance transporter, 

PfCRT, are required for glutathione homeostasis and stress responses. Proc Natl 

Acad Sci USA 107: 2331–2336. 

155.178. Caplan JF, Filipenko NR, Fitzpatrick SL, Waisman DM (2004) 

Regulation of annexin A2 by reversible glutathionylation. J Biol Chem 279: 

7740-7750.  

156.179. Su D, Gaffrey MJ, Guo J, Hatchell KE, Chu RK, Clauss TR, Aldrich JT, 

Wu S, Purvine S, Camp DG, Smith RD, Thrall BD, Qian WJ (2014) Proteomic 

identification and quantification of S-glutathionylation in mouse macrophages 

using resin-assisted enrichment and isobaric labeling. Free Radic Biol Med 67: 

460-470. 

157.180. Kwon M, Yoon C, Jeong W, Rhee S, Waisman D (2005) Annexin A2-

S100A10 heterotetramer, a novel substrate of thioredoxin. J Biol Chem 280: 

23584–23592. 

158.181. Madureira PA, Hill R, Miller VA, Giacomantonio C, Lee PWK, 

Waisman DM (2011) Annexin A2 is a novel cellular redox regulatory protein 

involved in tumorigenesis. Oncotarget 2: 1075-1093. 

159.182. Madureira PA, Waisman DM (2013) Annexin A2: the importance of 

being redox sensitive. Int J Mol Sci 14: 3568-3594. 

160.183. Lindermayr C, Saalbach G, Durner J (2005) Proteomic identification of 

S-nitrosylated proteins in Arabidopsis. Plant Physiol 137: 921-930. 

161.184. Muthuramalingam M, Matros A, Scheibe R, Mock H-P, Dietz K-J (2013) 

The hydrogen peroxide-sensitive proteome of the chloroplast in vitro and in 

vivo. Front Plant Sci 4: 54. 



 

 

162.185. Clark G, Konopka-Postupolska D, Hennig J, Roux S (2010) Is annexin 1 

a multifunctional protein during stress responses? Plant Signal Behav 5: 303–

307. 

163.186. Sies H (1999) Glutathione and its role in cellular functions. Free Rad 

Biol Med 27: 916–921. 

164.187. Masip L, Veeravalli K, Georgiou G (2006) The many faces of 

glutathione in bacteria. Antioxid Redox Signal 8: 753-762. 

 



 

 

Figure legends.Figure 1. Annexin genes in potato 

genome. 

(A) Localization of annexin genes on potato chromosomes. The Roman numerals at the top 

denote the chromosome, digits in brackets indicate chromosome size. 

(B) Intron-exon organization of potato annexin genes. 

(C) Genomic PCR confirming the presence of predicted annexin genes in WT potato. Specific 

primers anneal to the 5’- and 3’- ends of coding sequence of certain annexin gene, hence the 

length of the resulting PCR product is a sum of the respective coding sequence with introns. 

(D) Schematic arrangement of STANN3.1, STANN3.2, STANN3.3 and STANN4 on 

chromosome I. 

Figure 2. Profiling of annexin expression in WT 

potato leaves during drought. 
Potato WT plants grew in the walk-in growth chamber under controlled conditions. After 8-10 

weeks irrigation was gradually reduced to decrease the field capacity (FC) to 25% (which 

took approximately 10 days) and then maintained at this level till 14th day. Samples were 

collected from the first fully developed composite leaf from the top at indicated time points 

(D0 – beginning of drought, D6 – sixth day of drought, and D14 – fourteenth day of drought). 

RNA was isolated with Trizol and sq-RT-PCR was performed with primer sets specific for 

certain annexins. The level of expression was normalized against EF1a mRNA. Results are 

means ±SE (n≤4). Homogenic groups are determined by Tukey HSD (Honestly Significant 

Differences) test. The same letters designate values belong to the same homogenic group 

(p<0.05). Experiment was repeated twice. 



 

 

Figure 3. Drought tolerant phenotype of transgenic 

plants. 
Potato WT plants and transgenic lines (S-2, S-7) was subjected to drought as described above 

in Fig. 2. (A) Drought stress phenotype of WT (left column), S-2 (middle column) and S-7 

(right column) plants. Photographs were taken on the beginning (D0), on eighth (D-8) and 

ninth (D-9) day of drought. Experiments were repeated twice in greenhouse and twice in 

growth chamber and gave similar results. 

(B) Regeneration of potato plants after prolonged drought. The procedure of drought 

imposition was the same as described above but the FC was maintained at 25% until the 

twenty first day of drought (D21). On D22 plants were rewatered and after draining of 

gravitationally bound water FC was kept up at 65%. Photograph was taken on the third day 

after rewatering. Left side - two WT plants; middle – two S-2 plants, and right – two S-7 

plants. Experiments were repeated four times and similar results were obtained both in 

greenhouse and in growth chamber. 

Figure 4. Examination of leaf water status. 
Potato WT plants (white bars) and transgenic lines: S-2 (gray bars) and S-7 (black bars) were 

subjected to 14-day drought as described in Fig. 2. (A) Relative water content (RWC) 

analysis. Samples from the first fully developed undamaged leaf from the top of plant were 

collected at D0, D4, D7, D12 and 3 days after rewatering (RW3) and relative water content 

(RWC) was determined. Results are means ±SE (n=3). (B) Stomatal conductance were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the leaf 

surface was wrinkled to such an extent that further analysis was  impossible. Measurements 

were done with a CI-510CF Chl fluorescence module, actinic light was provided by a CI-



 

 

310LA light attachment. Results are means ±SE (n=10). Experiment was performed three 

times and gave comparable results. 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). Experiment 

was repeated 3 times and gave comparable results. 

Figure 5. Netto photosynthesis and photosynthetic 

performance of PSII in potato plants during 

drought. 
Potato WT (white bars) and transgenic lines: S-2 (grey bars) and S-7 (black bars) were 

subjected to drought as described in Fig. 2. (A) Netto photosynthesis, (B) maximum quantum 

yield of photosystem II (Fv/Fm) and (C) effective quantum yield of photosystem II,Y(II) were 

measured in fully expanded, attached leaves at D0, D3, D6, D10 and RW3. After D10 the leaf 

surface was wrinkled to such an extent that further analysis was  impossible. Measurements 

were done with a CI-510CF Chl fluorescence module, actinic light was provided by a CI-

310LA light attachment. Results are means ±SE (n=10). Experiment was performed three 

times and gave comparable results. Homogenic groups are determined by Tukey HSD 

(Honestly Significant Differences) test. The same letters designate values which are not 

significantly different at p<0.05 and belong to the same homogenic group. 

Figure 6. Photosynthetic pigment content during 

drought. 
WT (white bars) and transgenic line S-7 (black bars) were exposed to drought as described in 

Fig. 2. Samples were collected at the same time during the day at D0, D6, D14 and RW3 from 

third, fourth and fifth fully expanded leaves from top at 4 hours after turning the light. The 

level (A) chlorophyll  a; (B) chlorophyll b; (C) zeaxanthine; and (D) violaxanthine were 



 

 

determined Non-polar lipids were separated on an ACQUITY UPLC system (Waters) and 

peaks were integrated at 436 nm. The level of xanthophylls is expressed as percent of the total 

carotenoids. The level of chlorophyll is expressed as mg mL-1.-Results are means ±SE (n=3). 

Homogenic groups are determined by Tukey HSD (Honestly Significant Differences) test. 

The same letters designate values belong to the same homogenic group (p<0.05). 

Figure 7. NPQ assayed in leaf of well-watered potato 

plants. 
Potato WT (dashed line) and transgenic S-7 (solid line) grew in the walk-in growth chamber 

under controlled conditions and were watered to maintained FC at 65%. Performance of gross 

non-photochemical quenching (NPQ) were assayed on the first fully developed composite leaf 

from the top of plant at 4 hours after turning the light with Dual PAM-100. For measurement 

plants were adapted to dark for 20 minutes and then stimulated with repeated light pulses of 

actinic light (94 PPFD) for 5 minutes and once again subjected to dark for 6 minutes. Each 

point represents the mean ±SD (n=3-4). Experiment was repeated three times and gave 

comparable results. 

Figure 8. Accumulation of stress-related hormones 

during drought. 
WT (white bars) and transgenic line S-7 (black bars) were subjected to 14-day drought as 

described in Fig. 2. The level of (A) absicisic acid ABA; (B) sum of active cytokinins, CK; 

(C) salicylic acid, SA were determined at D0, D6, D14 and RW1. Samples (0.5g of fresh leaf 

tissue without the midrib) were collected from the first fully developed, undamaged leaf from 

the top of plant at 4 hours after turning the light. Labeled internal standards were added to the 

leaf samples before homogenization. Hormones were then extracted, purified using a SPE-

C18 column and separated on a reverse phase-cation exchange SPE column. Hormones were 

quantified using a hybrid triple quadruple/linear ion trap mass spectrometer. The level of 



 

 

ABA and SA is expressed as nmol g-1 of fresh weight; the levels of cytokinins – as pmol g-1 

of fresh weight. Results are means ±SE (n=3). Homogenic groups are determined by Tukey 

HSD (Honestly Significant Differences) test. The same letters designate values belong to the 

same homogenic group (p<0.05). 

Figure 9. Accumulation of ROS (hydrogen peroxide 

and superoxide anion) and lipid peroxidation. 
Potato WT (white bars) and transgenic line S-7 (black bars) grew in walk-in growth chamber 

under controlled conditions. Leaf discs were expunged from the third, fourth and fifth upper 

fully expanded leaves and immediately vacuum infiltrated with methyl viologen (50 M). 

After 1 hour incubation in dark discs were exposed to high light irradiance (850 PPFD) for 

indicated times (0.5 – 24 hours). Superoxide anion was determined colorimetrically with nitro 

blue tetrazolium chloride 9NBT). Hydrogen peroxide was stained in tissue with 

diaminobenzidine tetrahydrochloride (DAB) and quantified using the ImageJ. Lipid 

peroxidation was estimated spectrophotometrically with thiobarbituric acid (TBA). Results 

are means ±SE (n=5). Homogenic groups are determined by Tukey HSD (Honestly 

Significant Differences) test. The same letters designate values belong to the same homogenic 

group (p<0.05). Experiment was repeated twice. 

Figure 10. STANN1 attenuated MeV-induced 

photooxidative stress. 
Confocal laser scanning image of the leaf epidermis of tobacco plant transiently 

expressing GFP (A-D and I-L) or STANN1_GFP (E-H and M-P). 3 days after 

infiltration leaf discs were excised and subjected to high light (850 PPFD) (A-H) or the 

combine treatment of high light (850 PPFD) and 50 M MeV (G-L). The fluorescence 

was monitored with Nikon TE-2000E EZ-C1 exc. 488 nm and emission 515/30 and 



 

 

605/75 for GFP and chloroplast, respectively. First column represent single focal plane, 

second – chloroplast autofluorescence acquired with the same excitation parameter for 

each construction to visualized the difference between responses to the same treatment, 

third – overlay of green and red fluorescence channels with GFP enhanced to visualized 

cells; right column – stack obtained with Volume Render program EZ-C1 combined 

with chloroplasts. Scale bar is 20 m. Experiment was performed 3 times. 

Figure 11. A simplify scheme depicting the 

interactions between cellular redox state and 

participation in ROS scavenging mechanisms. 
Oxidative stress is an unavoidable consequence of environmental stresses. ROS 

accumulation begins in chloroplasts and then it spreads throughout the whole cell. 

Activation of a secondary ROS sources e.g. NADPH oxidase complex or 

photorespiration resulted in substantial H2O2 accumulation in cytosol. To avoid 

deleterious effects of ROS several compartment-specific mechanisms evolved, 

including accumulation of low-molecular-weight antioxidants (glutathione, ascorbate), 

scavenging enzymes (CAT, APX, SOD) and protein thiols (PRX, GRX and TRX) that 

undergoes a reversible cycles the thiol-disulphide exchange.  

The redox-sensitive proteins sense, transduce, and translate ROS signals into 

appropriate cellular responses. Thus, precise regulation of size and redox status of the 

thiol pool is of essential importance for induction of appropriate responses. In plant 

cells glutathione is present in different compartments in milimolar concentrations and in 

quiescents it maintained largely in reduced state due to activity of glutathione reductases 

(GR) at expense of NADPH. Stress-induced ROS accumulation stimulates oxidation of 

glutathione (GSSG) and in the same time de novo synthesis of GSH. Disturbances in 



 

 

GSH/GSSG ratio might non-specifically influence several downstream pathways, e.g. 

by induction of thiol-disulfide exchange on target proteins. Cellular redox potential 

depends primarily on the total concentration of the total glutathione and the extend of its 

oxidation. GSSG accumulation did not disturb the redox potential if it is compensated 

by increasing the total glutathione concentration. However, if size of total pool remains 

unchanged when the GSH:GSSG ratio increased the cell redox potential in the cytosol 

become more positive.  

We propose that the improved stress tolerance of annexin STANN1-overexpressing 

potato plants results from amelioration of oxidative shift of the cytosolic glutathione 

redox potential. Elevation of STANN1 level had a pleiotropic effect on plant 

metabolism and physiology what suggested that not one specific but several 

downstream signaling pathways were touched. Disruption of the glutathione redox 

potential is sufficient to induce such effect; e.g., in transgenic tobacco with constitutive 

upregulation of glutathione content MAPK and SA signaling pathways were modified. 

Annexin posses oxidation-sensitive cysteines and can act as a reductant influencing thus 

the redox potential. During stress in transgenic plants the capacity of cytosol redox 

buffer was more reducing compared to WT what prevents oxidation of downstream 

targets and modulate timing as well as magnitude of stress response. It had a beneficial 

effect on cell survival, photosynthesis and delay senescence. Similar effects were 

observed in tobacco and Arabidopsis plants and over-expressing particular elements of 

antioxidant systems. 



 

 

Supporting information legends: 

File S1Figures. 

Figure S1. Construction of transgenic plants. 

A) Structure of the T-DNA region from pROK2 carrying STANN1_His6x that was 

used for Agrobacterium ‐mediated transformation. LB – left border; RB – right 

border; NPTII – neomycin phosphotransferase II, CaMV – cauliflower mosaic virus 

35S promoter; NOS – nopaline synthase terminator;  

(B) Expression of STANN1_His6x protein in F1 transgenic potato lines. Proteins 

were isolated from leaves of WT and F1 transgenic lines S-2, S-3, S-7, S-83, S-91,  

S-97 and S-123 grown in vitro. His-tagged proteins were purified with Ni-NTA 

agarose, subjected to SDS_PAGE and blotting followed by detection with anti-His 

primary Ab. The band detected in WT represents Arabidopsis annexin 

ATANN1_His6x (molecular weight ca 36 kD) produced in Escherichia coli that was 

added before purification to the ground protein to STANN1_His6x easily dimerized 

hence the two bands were detected, the lower with molecular weight corresponding 

to monomer and the upper corresponding to dimer.  

Figure S2. Characteristics of experimental drought. 

(A) Potato WT and S-7 plants after 8 week of growth at the phase of experimental 

drought implementation. Transgenesis has no impact on tuber development. 

Formation of stolon hooks and stolon swelling as well as first tubers are visible.  

(B) Field capacity (FC) was normalized at the beginning of experiment and 

maintained at constant level (app. 65%); for control (well-irrigated plants) FC was 

maintained at this level throughout the whole experiment. For experimental drought 

FC was gradually lowered to 20% and kept at this level un till the end of drought. 

Rewatering was applied by full water saturation of the soil and after gravity draining 

of excess water FC was kept at the 65% untill the end of experiment.  

Figure S3. Multiple alignment of amino acid sequences of 

putative annexins from potato and selected annexins from 

human, Arabidopsis and cotton. 



 

 

The alignment was done with Cobalt (Constrain-based Multiple Alignment Tool). 

Gene Bank Acc Nos of employed sequences are as follows: human AnxA5 

(NP_001145.1), Gossypium hirsutum GHANN1 (1N00), Arabidopsis thaliana 

ATANN1 (2Q4C) and for potato annexins: STANN1 PGSC0003DMG4000177114, 

STANN2, STANN3.1 PGSC0003DMG4000221817, STANN3.2 

PGSC0003DMG401019427, STANN3.3 PGSC0003DMG402019427, STANN4 

PGSC0003DMG400019446, STANN5 PGSC0003DMG400007966, STANN8 

PGSC0003DMG400007482 and STANN9 PGSC0003DMG40001879.  

The boundaries of endonexin repeats were marked on the basis of crystal structures 

obtained for GHANN1 (Hofmann et al., 2003) and ATANN1 (Levin et al., 2007) and 

are, respectively:  

- 1st endonexin domain: 14-80 and 13-81;  

- 2nd endonexin domain: 83-153 and 84-154;  

- 3rd endonexin domain: 164-239 and 165-241  

- 4th endonexin domain: 241-309 and 244-3111 respectively for cotton and 

Arabidopsis annexin.  

Conserved histidine 40 is in red; methionine and cysteines from C3 cluster are in 

blue and underlined.  

Calcium binding motifs G-X-GTD-{38-40}-D/E are marked by black boxes; 

potential N-terminal acylation motif is in bold; potential actin-binding domains IRI 

are in bold and italic;  

C-terminal peptide similar to 14-3-3 proteins is marked by pale-green rectangle. 

Amino acid residues of high conservation are shown in red, medium - in blue. 

Figure S4. Drought tolerant phenotype of transgenic S-7 

potato plants. 

Each image depicts two WT plants (left side) and two transgenic S-7 plants (right 

side) subjected to experimental drought. Drought was started on D0 and lasted 21 

days. During that time watering was gradually reduced so as to lower the FC to 20%. 

After reaching that level it was maintained until 21 days after onset of experiment. 

The soil was than fully saturated with water (rewatering) and FC was maintained at 

65% until the end of experiment. 



 

 

D10 - irrigation withheld for 10 days, D14 - irrigation withheld for 14 days, D21 - 

irrigation withheld for 21 days, RW5 – rewatered for 5 days. 

Experiments were repeated  four times and similar results were obtained both in 

greenhouse and in growth chamber. 

In WT symptoms of wilting clearly appeared after 10 days of drought; in S-7 they 

were apparent only after 2 weeks. On the 21st day WT were severely affected with 

damaged stems and dry leaves. At the same time in S-7 plants the upper leaves still 

maintained turgor. After rewatering only a few leaves in WT regenerated; instead, 

new shoots developed from below-ground parts after at least a week of regular 

irrigation. In contrast, the S-7 plants preserved their upper leaves and after 

rewatering returned to a normal healthy look within hours. The exact number of 

irreversibly damaged leaves varied between experiments, but it was always 

significantly lower than in WT.  

Figure S5. Potato yield during drought. 

(A) Irrigated Water Use Efficiency (IWUE) is a quotient of crop produced per unit 

per amount of water supplied (IWUE = Y / W [g/pot/mL of water])  

(B) An exemplary tuber yield per plant. Potato plants WT, S-2, and S-7 were grown 

in a greenhouse. After 8-10 weeks of growth plants were subjected to drought stress 

by restricting irrigation to achieve 20% FC and kept at this level until 14th day. After 

that time plants were rewatered and cultivated in optimal conditions for additional 10 

weeks until physiological maturity. Tubers were lifted immediately after withering of 

haulms. The weight of all fresh tubers from single plant was determined immediately 

after harvesting. Experiments were repeated twice and gave similar results.  

(C) Quantification of tuber yield experiments. Results are shown as mean ±SD 

(n=10) 

Figure S6. Expression of genes coding for PSII proteins and 

HSPs. 

Relative quantification of PSBS (A), LHCB4 (B) HSP100 (C) and HSP40 (D) 

mRNAs in leaves of WT (white bars) and transgenic S-7 (black bars) potato plants 

during three-week drought and after rewatering. The data represents the mean ±SE 

from at least four measurements. Homogenic groups are determined by Tukey HSD 



 

 

(Honestly Significant Differences) test, the same letters designate days which are not 

significantly different at P < 0.05 and belong to the same homogenic group. 

Figure S7. The effect of photooxidative stress on potato 

leaves. 

Leaf discs (F ~ 1 cm) were excised from leaves of WT or transgenic plants S-2 and 

S-7 and immediately infiltrated with (A) 50 mM Tris-Cl, pH 7.5 (B)10 mm MeV or 

(C) 50 mM MeV in 50 mM Tris-Cl, pH 7.5. Subsequently, leaf discs were exposed to 

light of 150 PPFD for 30 h. 

File S2Tables. 

Table S1. Primer pairs used for identification of potato 

annexins. 

Primer pairs corresponding to the predicted 5’ (F) and 3’ (R) ends of the particular 

annexin genes were designed on the basis of published potato genome sequence. 

Gene length refers to the total length of exons and introns. Individual primer pairs (F 

- forward, R - reverse) were designed with PrimerSelect, Laser Gene10.0 DNASTAR 

(USA). 

Table S2. Primer pairs used for sq-RT-PCR. 

Primers for semi-quantitative analysis of expression of annexins and other genes in 

potato. Individual primer pairs (F- forward, R- reverse) were designed with 

PrimerSelect, Laser Gene10.0 DNASTAR (USA) to span intron–exon boundaries to 

exclude interference from genomic DNA contamination. Amplified fragments were 

between 300 and 500 base pairs. The genes were selected from 

PGSC_DM_v3.4_pep_fasta containing database of potato virtual translation products 

on the basis of their homology to annotated Arabidopsis genes. Analyzed genes were 

as follows: annexins: STANN1-9; HSP100 (heat shock protein 100 kDa); HSP40 

(heat shock protein 40kDa, DNAJ); PSBS (chlorophyll a/b- binding photosystem II 

22kD subunit S); LHCB4 (light-harvesting complex binding protein 4). As a 

reference the housekeeping gene for Elongation Factor a1 (EF1a) was used. 

Table S3. Characterization of putative potato annexin 

proteins. 



 

 

chlo – chloroplast; cyto – cytoplasm; cyto_ER – cytoplasm/membrane of 

endoplasmatic reticulum; cysk – cytoskeleton; ER – endoplasmatic reticulum; extr – 

extracellular; mito – mitochondria; nucl – nucleus; plas – plastids; vacu – vacuole 

Table S4. Cytokinins in leaves of WT and S-7 potato plants 

under drought. 

S. tuberosum WT and transgenic S-7 plants were subjected to 2-week drought or 

well-watered. At time points indicated 0.5 g of tissue (without the main vein) was 

collected 4 hours after beginning of the day from fully expanded leaves. Hormone 

levels were analyzed by LC-MS as described in Materials and Methods (n=3). Data 

are shown as pmol g-1 FW. 

Abbreviations: tZR, trans-zeatine riboside; tZ, trans-zeatin; iPR, isopentenyl adenosine 

riboside; iP, isopentenyl adenine; cZR, cis-zeatin riboside; cZ, cis-zeatin. 


