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“Life has always seemed to me like a plant that lives on its rhizome. Its true life is 
invisible, hidden in the rhizome. The part that appears above ground lasts only a single 
summer. Then it withers away—an ephemeral apparition. When we think of the unending 
growth and decay of life and civilizations, we cannot escape the impression of absolute 
nullity. Yet I have never lost a sense of something that lives and endures underneath the 
eternal flux. What we see is the blossom, which passes. The rhizome remains.” 

― C.G. Jung, Memories, Dreams, Reflections 
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Abstract 

As there is limited information on the mechanisms of vegetative desiccation-tolerance in 

resurrection plant rhizomes, this work was undertaken to study the mechanisms of 

desiccation-tolerance in Mohria caffrorum rhizomes. Fronds of this plant have been 

previously characterized as being desiccation-tolerant in summer and desiccation-sensitive 

in winter. Since fern rhizomes are perennial organs, it was of interest to establish whether 

these organs are also perennially desiccation-tolerant and, whether or not the rhizomes 

regulate desiccation-tolerance in the fronds. Ultra-structural evidence using transmission 

electron microscopy and viability studies using electrolyte leakage analysis showed that 

the rhizomes were desiccation-tolerant throughout the seasons. Quantitative proteomics 

analysis using isobaric tags for relative and absolute quantification was employed to 

investigate molecular mechanisms of desiccation-tolerance in the rhizomes of this plant. 

Using a custom fern rhizome specific peptide sequence database, 236 proteins were 

identified. Of these, 16 proteins increased in abundance while 14 declined, in the summer 

collected rhizomes. On the other hand, 16 proteins increased in abundance and 20 declined 

in the winter form. Western blot analysis confirmed the expression trends of heat shock 

protein 70-2 and superoxide dismutase-[Cu-Zn], which were among the differentially 

expressed proteins. Bioinformatics analysis of the differentially expressed proteins was 

carried out using network enrichment tools, to identify key molecular processes and 

pathways involved in the rhizome response to desiccation stress. Results indicate that the 

rhizomes use different molecular mechanisms to achieve desiccation-tolerance in winter 

and summer. Potential cross-talks and cross-tolerances were identified in which 

mechanisms protecting the rhizomes against desiccation-tolerance appeared to also protect 

them against heat stress, and in winter an apparent cross-talk against desiccation and 

pathogen stresses was also identified. This study is the first report of evidence that M. 

caffrorum rhizomes are the ‘master-regulator organs’ responsible for regulating 

desiccation-tolerance in the fronds. This role was inferred from the rhizome’s predicted up-

/down-regulation of biological processes and pathways that relate to leaf senescence, shoot 

system morphogenesis and gametophyte development, among others. 
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Chapter 1: Introduction 

 

 

1.1 Resurrection plants 

 
Resurrection plant tissues can survive loss of up to 95% of their water content, remain in 

the dry state for prolonged periods of time and upon watering, rapidly restore their normal 

metabolism (reviewed inter alia in Gaff, 1989; Oliver et al., 1998; Farrant, 2007; Farrant et 

al., 2012). In the desiccated state, growth and reproduction processes are prevented in 

resurrection plants until rehydration. The tracheophytes (vascular plants) are generally 

found in shallow soils or on rocky outcrops in semi-tropical and tropical regions 

(Porembski and Barthlott, 2000). Under these conditions, they are subjected to frequent 

cycles of drying and rehydration throughout the year and thus tolerate being dry under both 

hot and cold environmental conditions. The longest periods of desiccation, however, will 

naturally be during the non-rainy seasons (Farrant, 2007). Since vegetative tissues of 

resurrection plants can survive extended desiccation and be able to recover fully upon 

rehydration, they are described as being desiccation-tolerant (DT) (Gaff, 1971; Farrant, 

2000; Farrant et al., 2007). While virtually all plants exhibit some degree of desiccation-

tolerance at some stage in their life cycle (seeds and spores), resurrection plants are unique 

in being able to maintain tolerance in vegetative tissues such as leaves, roots and rhizomes. 

In contrast, vegetative tissues of desiccation-sensitive (DS) plants die when they lose 

approximately 41 to 70% (depending on the species) of total water content at full turgor 

(Höfler et al., 1941). 

 
The term ‘fully desiccation-tolerant’ (FDT) plants has been used to describe resurrection 

species such as algae, lichens, and mosses which are capable of withstanding rapid, 

complete loss of free protoplasmic water (Oliver et al., 1998). These plants do not possess 

complex morphological or physiological adaptations to retain water and while some 

constitutive protection mechanisms exist, these plants survive desiccation by having 

efficient repair systems. This indicates that inducible protection mechanisms are not 

essential for survival in FDT plants (Oliver et al., 2000). Pteridophyte and angiosperm 

resurrection plants are described as having ‘modified desiccation-tolerance’ (MDT) (Oliver 

et al., 1998). There are no extanct gymnosperms that display vegetative desiccation-
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tolerance (Bewley, 1979; Farrant, 2007). Compared to fully DT plants, they dry more 

slowly because they employ as adaptive features, a range of morphological, physiological 

and biochemical mechanisms to reduce initial water loss and activate cell protection 

mechanisms in the course of dehydration and repair mechanisms during rehydration (Dace 

et al., 1998; Oliver et al., 1998). In this review, only mechanisms reported for MDT plants 

will be reviewed since this thesis involves examination of a pteridophyte. However, given 

the evolutionary status of ferns, it is possible that some primitive features displayed in fully 

DT (FDT) plants might be present. 

 

MDT plants can also be divided into two classes based on the degree of retention of 

chlorophyll and maintenance of the photosynthetic apparatus during desiccation. 

Poikilochlorophyllous plants such as the Xerophyta species lose their chlorophyll and 

dismantle thylakoid membranes during drying and re-synthesize them following 

rehydration (Sherwin and Farrant, 1996; Tuba et al., 1996; Sherwin and Farrant, 1998; 

Tuba, 2008). This strategy achieves significant minimization of photo-oxidative damage 

and reduces energy costs associated with maintaining the chloroplast structure during 

desiccation stress (Sherwin and Farrant, 1998; Oliver et al., 2000; Tuba, 2008). 

Consequently, these plants need a longer recovery time (about 80 hours in X. viscosa) on 

rehydration to restore their photosynthetic activities (Walford et al., 2004; Farrant, 2007). 

 
Homoiochlorophyllous plants such as the Craterostigma species and Myrothanmus 

flabellifolius retain chlorophyll and chloroplast structure during desiccation (Sherwin and 

Farrant, 1996; 1998; Dace et al., 1998; Farrant, 2000; Farrant et al., 2003). To preserve 

chloroplast integrity, these plants rely on mechanisms such as anthocyanin production to 

neutralize reactive oxygen species (ROS) and leaf folding to prevent chlorophyll-light 

interactions (Sherwin and Farrant, 1998; Ingle et al., 2007). These plants recover rapidly 

after desiccation and can restore photosynthetic activities within 24 hours of rehydration 

(Bernacchia et al., 1996; Sherwin and Farrant, 1998; Farrant, 2000; Bartels, 2005). 

 

 

 

 



3 
 

 

 

1.2 Mohria caffrorum 

 
The resurrection fern M. caffrorum (L.) Desv. is unique in that it has been reported to be 

DT in summer (dry season) and DS in winter (rainy season) (Farrant et al., 2009). This 

fern is endemic to the winter rainfall areas of South Africa, growing in habitats that are 

partially or fully exposed, mainly in forest margins (Roux, 1979). Fig 1.1 shows the 

seasonal cycle proposed for this fern, based on observation of responses of aerial fronds to 

desiccation. 

 
 

 
 

Fig 1.1: Seasonal cycle of M. caffrorum showing the transitions between DT and DS forms 
of the plant (adapted from Farrant et al., 2009). 
 
 
In summer (1, 2 and 3 in Fig 1.1), fronds are DT employing protection features similar to 

those described in angiosperms. Some of the mechanisms observed in the dry state include; 

frond curling and presence of reflective hairs to facilitate chlorophyll masking and 

minimize photosynthetic ROS formation, high anti-oxidant capacity, mechanical 

stabilization by presence of constitutively plasticized walls (Moore et al., 2012) and 

replacement of water in central vacuoles, de-novo production of heat stable proteins, 
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including a putative chaperonin and accumulation of protective sugars such as sucrose and 

raffinose family oligosaccharides. During winter (4, 5 and 6 in Fig 1.1), fronds sporulate 

and the resultant DT spores being released at the end of that season. During this period, 

fronds are DS and the mechanisms described above for DT summer types are absent or not 

induced on drying (Farrant et al., 2009). 

 

The unique characteristic of displaying seasonal desiccation-tolerance is probably an 

energy saving mechanism in winter (DT is metabolically expensive to induce and 

maintain) since, unlike in fully DT species, protection is generally not constitutive. To 

date, M. caffrorum is the only resurrection plant reported to display seasonal desiccation-

tolerance. This characteristic makes it an ideal model for assessing the differences between 

DT and DS states in terms of potential protective mechanisms and signalling involved in 

regulating tolerance. The fact the fern rhizomes are perennial organs leads to the questions: 

Do the M. caffrorum rhizomes retain tolerance throughout the year, sending up fronds of 

different tolerances during summer vs winter? Or alternatively: is desiccation-tolerance in 

the rhizomes seasonally regulated as is the case for the fronds? To date, there is little 

information concerning potential protection mechanisms present in rhizomes during 

desiccation. Therefore, the present work seeks to carry out physiological and ultra-

structural work to establish whether the rhizomes maintain tolerance throughout the 

seasons. Furthermore, proteomics techniques will be employed to investigate and compare 

rhizome proteomes of plants desiccated during summer (when fronds are DT) with those 

desiccated in winter (when fronds are DS). In particular, it is of interest to determine 

whether the rhizomes act as regulator organs of the seasonal DT observed in fronds. 

 

 

1.3 Mechanisms of desiccation-tolerance 

 

Desiccation can cause extensive sub-cellular damage, including i n j u r y  i n cu r r ed  f r o m  

mechanical stress caused by loss of cell turgor, destabilization or loss of macromolecular 

integrity from dehydration, and oxidative damage from reactive oxygen species  and the 

associated free radical mediated processes (Figure 1.2; reviewed by Vertucci and Farrant, 

1995; Oliver and Bewley, 1997; Walters et al., 2002; Berjak et al., 2007; Farrant et al., 

2012). Therefore, there are numerous processes that must be protected in resurrection 
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plants to withstand this damage. Protection mechanisms employed by MDT resurrection 

plants to achieve DT consist of very complex processes. Fig 1.2 below presents a 

simplified outline of the damage caused by desiccation stress in resurrection plants and 

seeds, and some of the mechanisms of tolerance proposed to offset the effects of the 

damage. 

 
 

 

 

Fig 1.2: Summary of damages caused by desiccation stress in resurrection plants and seeds 
and mechanisms of osmotic adjustments to offset the effects of the damage. The 
appropriate protection mechanisms employed in response to water-deficit in both seeds and 
plants are shown by the white arrows while the black arrows show those present in 
resurrection plants only. The bold black line represents a typical decline in water content 
(gH2O gDW-1) as a function of relative water content (RWC) in many resurrection plants. 
(from Farrant and Moore, 2011). 
 
 
As Fig 1.2 shows, some of the protection mechanisms laid down as a consequence of 

metabolic stress in response to water-deficit in resurrection plants include the production 
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and accumulation of non-reducing sugars, an increase in production of anti-oxidants, and 

the accumulation of stress-related proteins (Farrant, 2000; Scott, 2000; Vicre et al., 2004; 

Illing et al., 2005; Farrant et al., 2007). Some of the physiological and morphological 

changes that occur in resurrection plants are cell wall folding, leaf folding and pigment 

accumulation as well as the down-regulation of photosynthesis (Farrant, 2007). 

 

As shown in Fig 1.2, some of the protection mechanisms e.g. vacuole filling, anti-oxidant 

production, accumulation of sugar and accumulation of late embryogenesis abundant 

(LEA) and heat shock proteins (HSPs), known to occur in resurrection plants are also 

found in seeds particularly during the early stages of drying. The similarity supports the 

idea that desiccation-tolerance in vegetative tissues of some resurrection plants may have 

been derived from mechanisms developmentally controlled in seeds during the course of 

evolution (Bewley and Oliver, 1992; Illing et al., 2005; Oliver et al., 2005). 

 
From Fig 1.2, it is clear that the protection mechanisms used by resurrection plants to 

protect against desiccation stress are many and complex. Here, only a few of the important 

commonly reported mechanisms will be reviewed, viz, the desiccation-induced 

accumulation of: i) reducing sugars, ii) stress associated proteins and, iii) anti-oxidants. For 

in-depth discussions on induction of specialised protection mechanisms during dehydration 

to minimize the damage associated with sub-cellular water loss in angiosperm resurrection 

plants, see reviews by Oliver et al., (1998); Vicre et al., (2004); Farrant, (2007); Moore et 

al., (2009) and, Dinakar and Bartels, (2013). 

 

 

1.3.1 Reducing sugars 

 
One of the most important molecular changes in response to desiccation in resurrection 

plants is the re-routing of normal carbohydrate metabolism (Velasco et al., 1994). 

Enzymes of central carbohydrate metabolism, such as hexokinase (Whittaker et al., 2001), 

and sucrose phosphate synthase (Whittaker et al., 2004; Whittaker et al., 2007), increase in 

activity upon desiccation, which leads to the re-direction of carbon flow from reserve 

substances such as starch or octulose (Scott, 2000) to soluble saccharides. Sucrose and 

short-chain oligosaccharides such as raffinose and stachyose have been observed to 
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accumulate during dehydration in resurrection plants and seeds during desiccation (Bianchi 

et al., 1991; Horbowicz and Obendorf, 1994; Hoekstra et al., 1997; Norwood et al., 2000; 

Peters et al., 2007; Farrant et al., 2009; 2012; Ghasempour et al., 1998; Cooper and 

Farrant, 2002; Whittaker et al., 2007; Phillips et al., 2008; Toldi et al., 2009; Oliver et al., 

2011). The importance of sucrose in the acquisition of desiccation-tolerance was 

demonstrated in a comparative metabolic analysis of the DT Eragrostis nindensis vs the 

DS Eragrostis species (E. curvula and E. teff). While desiccated leaves of E. nindensis 

accumulated sucrose in response to desiccation, the DS species of Eragrostis did not 

accumulate sucrose (Illing et al., 2005). Although trehalose is a vital key compound of 

some DT animals (e.g. brine shrimp cysts and nematodes), it is a minor component in a 

few DT angiosperm species (Clegg, 1965; Behm, 1997; Pereira et al., 2004; Ghasempour 

et al., 1998).  

 
The functions of sugars that accumulate during dehydration in resurrection plants, are 

proposed to be mainly protective, e.g. (i) suppression of crystallisation of protoplasmic 

constituents, (ii) prevention of fusion between membrane systems (iii) prevention of 

protein denaturation (Hoekstra et al., 2001) and, (iv) the promotion of glass formation 

(Crowe et al., 1998; Hoekstra et al., 2001). In the glassy state, a liquid has a high viscosity 

resulting in the slowing of chemical reactions and prevention of interactions between cell 

components. Thus, a glassy state is very stable and ideal to survive desiccation (Hoekstra 

et al., 2001). Sucrose and trehalose are believed to serve as osmoprotectants for 

biomembranes and stabilization of biomolecules such as proteins (Hoekstra et al., 2001). 

According to the ‘water replacement hypothesis’, in highly desiccated cells, these sugars 

can substitute water in the glassy cytoplasm by binding the proteins and lipids via 

hydrogen interactions (Hoekstra et al., 2001). 

 

 

1.3.2 Stress associated proteins 

 
Dehydration in plants may induce the accumulation of putative structure-stabilizing 

molecules, such as the LEA proteins (Dure, 1993; Ditzer et al., 2001; Collett et al., 2004; 

Farrant et al., 2004; Vicre et al., 2004; Layton et al., 2010). Several specific protective 

functions have been proposed for LEA proteins, including the protection of DNA, 
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stabilization of cytoskeletal filaments, acting as molecular chaperones and functioning as 

anti-aggregants against desiccation-induced protein aggregation in DT organisms (Wise 

and Tunnacliffe, 2004; Chakrabortee et al., 2007). It has been demonstrated that LEA 

proteins can act synergistically with such sugars as trehalose, to prevent aggregation of 

proteins during desiccation in vitro (Goyal et al., 2005). Also, LEA proteins have been 

shown to form stabilizing structures in the vicinity of membranes (Tunnacliffe and Wise, 

2007) and may be involved in the resistance to mechanical failure of the cell wall (Layton 

et al.,  2010). 

 

HSPs also play an important role in DT as they tend to accumulate universally in 

resurrection plants and seeds during desiccation (Ingram and Bartels, 1996; Mtwisha et al., 

2006; Farrant et al., 2007), suggesting a possible cross-tolerance against high temperature 

stress. Gupta et al., (2010) placed the plant HSPs into the following families according to 

their molecular weights, functions, and amino acid sequence homologies: HSP100, HSP90, 

HSP70, HSP60, and the small HSPs. The small HSPs, which are usually undetectable in 

plant cells under normal physiological conditions, are induced upon stress and have been 

associated with plant tolerance to stress, including desiccation (Wehmeyer and Vierling, 

2000; Sun et al., 2002; Prieto-Dapena et al., 2008). The HSPs are thought to act inter alia 

as molecular chaperones for other proteins, to prevent them from aggregating and 

denaturing (reviewed by Al-Whaibi, 2011). 

 
The stress protein ubiquitin acts as a tag for denatured, or mis-folded proteins destined for 

proteolytic degradation via the 26S proteasome (Kurepa and Smalle, 2008). When the HSP 

chaperone system fails to correctly fold a denatured protein, the mis-folded protein is 

polyubiquitinated and forwarded to the proteasome catabolic process. It is thought that 

protein degradation via the ubiquitin-proteasome system (UPS) plays a key role in 

controlling cellular processes, including transcriptional control in eukaryotic cells 

(Hershko and Ciechanover, 1998). Since desiccation stress in tissues is likely to result in 

down-regulation of many pathways in which continued operation might cause damage in 

the face of water-deficit stress, proteins associated with the down-regulated pathways need 

to be removed, probably via the UPS. Amino acids from the degraded proteins are 
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subsequently redistributed and incorporated in the biosynthesis of novel protective proteins 

(Farrant et al., 2012). 

 

1.3.3 Anti-oxidants 

 
ROS can potentially damage proteins, nucleic acids, and lipids. Most of the desiccation-

induced cellular damage in plant tissues occurs through the activity of ROS (Smirnoff, 

1993). In lichens, the recovery of resurrection plants from the desiccated state correlates 

with its capacity to establish several anti-oxidant protective mechanisms during 

dehydration, and to maintain these systems on rehydration (Kranner et al., 2002). An 

important protective mechanism in resurrection plants is the induction of free radical-

scavenging enzymes such as superoxide dismutase (SOD), glutathione reductase (GR), and 

ascorbate peroxidase (APX) to detoxify the ROS (Sgherri et al., 1994; Sherwin and 

Farrant, 1998). These proteins are up-regulated by both DT as well as DS plants to remove 

ROS upon dehydration, and are considered to be general ‘house-keeping’ protectants 

(Illing et al., 2005). The major difference between DT plants and DS plants appears to be 

the ability to sustain these anti-oxidants at elevated levels during the later stages of 

desiccation where oxidative stress prevails (Mowla et al., 2002; Illing et al., 2005). The 

ability of resurrection plants to sustain high levels of anti-oxidants during drying may be a 

consequence of protecting mechanisms that maintain the anti-oxidant enzymes in their 

native states, which may result in increased activity and/or half-life of the enzymes, rather 

than a unique DT mechanism (Illing et al., 2005). The preservation of anti-oxidants during 

drying is also thought to be a strategy to ensure their availability during recovery following 

rehydration (Farrant, 2007; Moore et al., 2009). 

 
Besides the common anti-oxidants mentioned above, there is a diverse range of other anti-

oxidants in different resurrection plants. In Myrothanmus flabellifolia, polyphenols (e.g. 

3,4,5-tri-O-galloylquinic acid) accumulated in response to desiccation. Phenylpropanoids 

(e.g. coniferylalcohol), phenolics (e.g. caffeate), and flavonols (e.g. apigenin and 

naringenin) accumulated in the desiccated tissues of S. lepidophylla (Yobi et al., 2013). 

Support for the anti-oxidant capacity of polyphenols and phenolic anti-oxidant enzymes 

has been gained from studies on the resurrection plant Ramonda serbica (Sgherri et al., 
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2004; Veljovic-Jovanovic et al., 2006; Veljovic-Jovanovic et al., 2008). The seed-specific 

anti-oxidants (such as 1-cys peroxiredoxin) have been found in X. humilis and X. viscosa 

(Ndima et al., 2001; Mowla et al., 2002; Moore et al., 2005), while in T. ruralis, 1-cys 

peroxiredoxin is expressed both during dehydration and rehydration (Oliver, 1996). 

Several members of the aldehyde dehydrogenase (ALDH) family have been identified in 

dehydrated vegetative tissues of resurrection plants (Velasco et al., 1994; Kirch et al., 

2001; Abdalla and Rafudeen, 2012). In Tortula ruralis, the ALDH21A1 gene (AI305018) 

is thought to have a critical role in the detoxification of aldehydes generated in response to 

salinity and desiccation stress (Chen et al., 2002). 

 

 

1.4 Desiccation-tolerance in underground organs 

 

While research on protection mechanisms present in leaves and fronds of resurrection 

plants has progressed steadily (inter alia Sherwin and Farrant, 1998; Farrant, 2000; Mowla 

et al., 2002; Balsamo et al., 2005; Farrant et al., 2007; Ingle et al., 2007; Moore et al., 

2007; Farrant et al., 2009; Abdalla and Rafudeen, 2012), little is known about protection 

mechanisms within underground organs such as roots and rhizomes. This is because, when 

excavating these organs from the soil, there is a risk of damaging the finer structures. Also, 

there is a high risk of microbial contamination due to fine soil particles adhering to the 

roots, since washing off the soil can alter tissue water contents. All these factors have 

deterred many researchers from pursuing studies on the underground organs. However, 

understanding protection mechanisms employed by underground systems is important 

because they are the first to perceive the soil moisture deficit by virtue of their being in 

direct contact with the soil. 

 
Here, a summary of the main findings in some underground systems is presented. Among 

pteridophytes, only Polypodium vulgare rhizomes have had their rhizomes meaningfully 

studied at a physiological and anatomical level to observe the response to desiccation 

(Zenkteler and Bagniewska-Zadworna, 2005; Bagniewska-Zadworna and Zenkteler, 2006; 

Bagniewska-Zadworna et al., 2007; Bagniewska-Zadworna et al, 2008). The main findings 

from these investigations will be outlined in Chapter 2, where similar work conducted on 

M. caffrorum is reported. Currently, there is no large scale study reported on the 
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characterization of the molecular mechanisms of desiccation-tolerance in pteridophyte 

rhizomes. 

 
Kamies et al., (2010) designed an aeroponics system which they used to investigate anti-

oxidant activity in the roots of X. viscosa in response to desiccation. Using the system, it 

was reported that X. viscosa roots retained anti-oxidant (SOD, catalase (CAT) and APX) 

potential during drying, just as has been reported in leaf tissues of this and other 

resurrection plants (Kamies et al., 2010). 

 
Taking advantage of the innovative aeroponic system, Kamies, (2011) carried out a 

proteomics investigation of X. viscosa roots using off-gel fractionation followed by liquid 

chromatography tandem mass spectrometry (LC-MS/MS). While the study succeeded in 

isolating proteins from hydrated roots, methodological difficulties in working with dry 

roots precluded the author from doing comparative proteome studies on dehydrating root 

tissues. However, it was reported that there was significant expression of 80 proteins 

belonging to several functional classes, viz carbohydrate metabolism, energy metabolism, 

protein metabolism, anti-oxidant mechanism, stress response, apoptosis, protein transport 

and signalling and nucleosome assembly. As is the case for non-model organisms in which 

genomes have not yet been sequenced, there were also several unknown proteins found. 

 
A few isolated studies have also been reported on the mechanism of DT in geophytes 

(bulbs, tubers and corms). In the tuberous roots of Ranunculus asiaticus; light microscopy, 

histochemical analysis, and protein analyses by one dimensional SDS-PAGE showed that 

during growth and maturation of the roots, cortical cells increased in size with their cell 

walls accumulating pectins in primary walls and, the starch granules and protein bodies 

increased in number (Kamenetsky et al., 2005). In the same study, it was observed that 

after dehydration and quiescence and rehydration of the roots, cell walls decreased in 

thickness, and a significant quantity of starch granules and proteins were lost from the cells 

(Kamenetsky et al., 2005). The authors proposed that these underground organs store 

nitrogen and carbon reserves within their cells, and accumulate pectin within the cell walls 

to support plant growth following summer quiescence and rehydration. 
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Desiccation-tolerance is also known to exist in the Anemone coronaria bulbs, but there 

seems to be little systematic research to determine whether these are truly DT (Antipov and 

Romanyak, 1983; Proctor and Pence, 2002). Poa bulbosa has a rare characteristic of DT in 

which its bulbs are believed to be capable of undergoing periods of summer dormancy 

(Lazarides, 1992; Volaire and Norton, 2006). While some dormancy associated genes have 

been identified in resurrection plant tissues, it is unlikely that resurrection plants can 

undergo periods of dormancy (Volaire and Norton, 2006; Farrant, pers. com.). Indeed, it is 

highly contested that P. bulbosa is a true resurrection plant (Lazarides, 1992; Volaire and 

Norton, 2006). 

 

 

1.5 Tools for studying resurrection plants 

 

DT in resurrection plants is usually studied via several approaches, including; 

physiological, ultra-structural, biochemical, molecular and the ‘omics’ technologies. Since 

physiology/ultra-structural analysis and proteomics were the major tools used in the 

experimental investigations of M. caffrorum in this study; a brief review of the status of 

these approaches in resurrection plants is presented below. 

 
 

1.5.1 Physiology and anatomy 

 

Since extremes of water-deficit stress disrupt normal physiological activities and may 

result in cellular damage or cell death, much work has been directed at understanding the 

physiological and structural aspects of desiccation-tolerance (Vander Willigen et al., 2001; 

Cooper and Farrant, 2002; Vicre et al., 2004; Farrant et al., 2009; Ginbot and Farrant, 

2013). 

 
Ultra-structural evidence is an essential tool in the understanding of desiccation-tolerance 

of plant tissues. The ability to observe structural changes in tissues under water-deficit 

stress has contributed considerably towards explaining and confirming the physiological, 

biochemical and molecular aspects that have been analysed during both dehydration and 

rehydration in DT plants (Hallam, 1976; Gaff, 1980; Platt et al., 1997; Sherwin and 
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Farrant, 1998, inter alia). Electron microscopy provides the means to examine tissues at an 

ultra-structural level. 

 
Desiccation causes changes in membrane structure and composition, and may cause 

significant cell membrane injuries and ion leakage from plant tissues (Blum, 1988). It has 

been proposed that electrolyte leakage (EL) exceeding 50% of that displayed in hydrated 

tissues indicates considerable disruption of membrane structure and is a measure of cell 

death (Bewley, 1979). Therefore the determination of EL is an important test for cell 

viability. 

 
Besides studies on P. vulgare already mentioned above, there is very little in the literature 

concerning the physiological and ultra-structural response of roots and rhizome to 

desiccation. The reasons for that have already been mentioned. In the present study, the 

focus of the application of physiological and ultra-structural investigation will be directed 

at determining whether or not the M. caffrorum rhizome is constantly DT. Ultra-structural 

and viability studies would make it possible to assess the integrity of cellular or organelle 

systems in response to desiccation. 

 

 

1.5.2 Proteomics 

 

Advances in the“omics” technologies (transcriptiomics, proteomics and metabolomics, etc) 

have made it possible to quantitatively analyse changes in the abundance of biological 

molecules in a high-throughput manner. This has made it possible to compare levels of 

molecules between DT and DS species, or to observe changes in the molecular profiles of 

the plant at different hydration states. The objective of the ‘omics’ techniques in 

resurrection plants is to capture the maximum information possible on the alteration of the 

transcripts/proteome/metabolome profiles in response to desiccation and/or rehydration 

(Dinakar and Bartels, 2013). A successful ‘omics’ experiment is capable of providing an 

outline of the molecular situation in the cell at a specific level of hydration. For a detailed 

discussion of outputs from these ‘omics’ technologies in resurrection plants, see the review 

by Dinakar and Bartels (2013). Here, only the application of proteomics in resurrection 

plants research will be emphasized. 
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The identification of the abundant transcripts gives an indication as to which molecular 

processes may be important at different physiological conditions. Thus, useful insights 

have been obtained from transcript analysis on the mechanisms of desiccation-tolerance in 

resurrection plants (Gaff et al., 1997; Blomstedt et al., 1998; Collett et al., 2004, 

Rodriguez et al., 2010; Gechev et al., 2013). While transcript level analysis of gene 

expression is a powerful technique to understand desiccation-tolerance, the weakness of 

the approach lies in that mRNA abundances may only represent putative function as 

mRNA levels do not necessarily correlate with protein expression patterns (Bernacchia et 

al., 1995; Gygi et al., 1999). This is mainly due to the instability of the transcript or due to 

post-transcriptional modifications (PTMs). On the other hand, proteomics provides a 

snapshot of the molecular processes by identifying and quantifying the actual proteins 

performing the enzymatic, regulatory, and structural functions encoded by the genome and 

expressed by the transcriptome at a given point in time. Thus, proteomics provides 

information on the end-point of gene expression. 

 
Several proteomics studies have been reported for leaves of angiosperm resurrection plants 

during desiccation (Röhrig et al., 2006; Ingle et al., 2007; Jiang et al., 2007; Abdalla et al., 

2010; Wang et al., 2010; Oliver et al., 2011; Abdalla and Rafudeen, 2012) but there are 

few reports on the proteomics of underground organs. The thesis by Kamies (2011) 

elegantly describes the problems associated with conventional means of protein extraction 

and separation from root tissues. 

 
For those plants that have them, rhizomes are diageotropic subterranean stems of vital 

importance to plant growth, competitiveness, propagation and persistence (Hu et al., 2003; 

Jang et al., 2009). Despite this, the first large scale plant rhizome proteomics project was 

reported only recently (Balbuena et al., 2012). The investigation reported on the proteomic 

characterization of the fern E. hyemale. Though E. hyemale is a DS plant, this study 

provided useful insights on the molecular processes underlying fern rhizomes. In the 

present work, proteomics were employed in the context of understanding protection 

mechanisms of M. caffrorum rhizomes against desiccation, and to establish whether 

rhizomes are master regulatory organs of the ferns which send molecular signals to the 

fronds to switch to the DS or DT state. 
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1.6 Objectives of this study 

 
The first aim of this study was to determine whether or not M. caffrorum rhizomes remain 

permanently DT during all seasons. To achieve this aim, ultra-structural and viability 

analysis (EL) were performed on fully hydrated and dehydrated (<15% RWC) rhizomes 

from plants collected in winter (DS fronds) vs those collected in the summer (DT fronds). 

The second aim was to observe and quantify the differential protein expression profiles in 

the rhizomes of such plants in response to moisture deficit stress. To achieve this aim, 

isobaric tags for relative and absolute quantification (iTRAQ) analysis was employed to 

compare the protein profiles of rhizomes of fully hydrated vs fully dehydrated states. 

Western blotting analysis was used to validate iTRAQ quantification and protein 

identification. Bioinformatics pipelines were used to predict molecular mechanisms of 

desiccation-tolerance. 
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Chapter 2: Physiology and ultra-structural characterization of M. caffrorum 

rhizomes in response to desiccation stress 

 
2.1 Introduction 

The damage to cell structure in tissues, subjected to different levels of dehydration has 

been reviewed in certain DT species (Farrant, 2000; Brighina et al., 2002; Farrant et al, 

2007). Among DT pteridophytes, only P. vulgare has been meaningfully studied in relation 

to ultra-structural changes in rhizomes during desiccation stress. Briefly, studies in P. 

vulgare showed that the rhizomes cope with dehydration through cytological and osmotic 

adjustments (Zenkteler and Bagniewska-Zadworna, 2005; Bagniewska-Zadworna and 

Zenkteler, 2006; Bagniewska-Zadworna et al., 2007). Microscopic observations showed 

that the rhizomes have several structural features that allow them to protect themselves 

against effects of drying e.g. maintaining water inside the stele (Bagniewska-Zadworna 

and Zenkteler, 2006).  Other reported features include possession of Casparian strips on the 

endodermal walls, thicker cell walls of cortical parenchyma cells bordered by endodermal 

cells. In parenchymatous cells of the pericycle and vascular bundle, the cell ultra-structural 

changes observed after dehydration included slightly condensed chromatin in the nuclei, 

smaller starch grains and vesicle formation in the cytoplasm (Bagniewska-Zadworna and 

Zenkteler, 2006). Also, numerous electron-dense vesicles were formed in the endodermal 

cells in dehydrated rhizomes (Bagniewska-Zadworna and Zenkteler, 2006). 

 
Dehydrated leaf tissues of DT plants display specific ultra-structural features which 

indicate the establishment of protective mechanisms (Farrant and Sherwin, 1998; Dace et 

al. 1998; Farrant, 2000). These include vacuoles filled with electron dense bodies and sub-

division and maintenance of membrane integrity. In contrast, sensitive tissues show 

damage to organelles and membranes which is exacerbated upon rehydration (Dace et al. 

1998; Farrant, 2000). 

 
This chapter presents physiological, viability and ultra-structural responses to dehydration 

in M. caffrorum rhizomes collected in winter vs those collected in summer. The relative 

tolerance to water-deficit was evaluated based on changes in EL (to provide an indication 

of membrane damage) and ultra-structural organization. The ultimate aim of this chapter 

was to determine whether M. caffrorum rhizomes were perennially DT across all seasons. 
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2.2 Methods 

 
 

2.2.1 Plant collection, management and stress treatment 

 
Adult ferns were collected from their natural habitat on the Table Mountain, (33°57'16.6"S 

18°27'39.3"E) adjacent to the University of Cape Town Upper Campus (South Africa) 

during winter and during summer. Fig 2.1 below shows the aerial picture of the site where 

the plants were collected. 

 

 
 

Fig 2.1: Aerial photograph of the area where the ferns were collected on Table Mountain, 
(33°57'16.6"S 18°27'39.3"E). The specific site is indicated by a star. 
 
Only mature, healthy plants (with no visible stress symptoms) of uniform size (apical 

height of 180-220 mm) were used for the experiments described in this thesis. Further, 

only plants with about five fronds and with relatively similar rhizome length and diameter 

were selected. These were assumed to be at the same growth and developmental stage. The 

ferns were transported to the laboratory where they were potted in well-drained plastic 

trays (length = 45 cm, width = 30 cm and depth = 7 cm), using soil collected from their 

natural environment. In each tray, 10 plants were randomly planted at a depth of between 

1.5 cm and 2 cm and, the plants were allowed to acclimatize for two weeks in a growth 

chamber (Percival, USA) under controlled environmental conditions before 

experimentation proceeded. Plants collected in winter were maintained at 12 - 20oC; with a 

photoperiod of 11 hours day and a 13 hour night. Plants collected in summer were 
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maintained at 24oC - 28oC and the day/night durations were fixed at 16/10 hours 

respectively. A data logger was used to monitor and verify the maintenance of the set 

conditions. Fresh collections were made at least twice per season, the work being repeated 

over 2 years. 

 

Once in environmental chambers, plants were watered with tap water regularly to maintain 

field capacity during the two week period of acclimation. In order to verify the absence of 

a moisture gradient between trays, soil volumetric water contents (SWC) were monitored 

regularly using a five pronged Thetaprobe moisture sensor (Delta-T Devices). Moisture 

stress was initiated by cessation of watering and plants were allowed to dry in the growth 

chamber under the defined growth chamber conditions. Rhizome water status was 

determined gravimetrically by oven drying at 70oC for 48 hours and was calculated as both 

absolute water content (AWC) (g H2O.g dry mass-1) and ‘normalized’ RWC (Sherwin and 

Farrant, 1996). Our use of the ‘normalized’ RWC compares the water status of tissues 

relative to that at full turgor. For full turgor determination, rhizome samples were placed 

for 24 hours in distilled water and water content gravimetrically determined thereafter. 

Rhizomes were sampled at regular intervals during dehydration for the experiments 

outlined below. Dehydration time courses were performed over 2 successive years. 

 

 

2.2.2 Gross rhizome anatomy 

 

Wet and dry rhizomes collected in winter and summer were hand sectioned using a single 

edge, carbon steel razor blade and observed under a Nikon SMZ1500 Stereoscopic Zoom 

Microscope fitted with a Nikon DS-5M digital camera (www.nikon.com). 

 

 

2.2.3 Electrolyte leakage 

 
Membrane integrity of rhizome tissues was measured using a CM100 multiple cell 

conductivity meter (Reid and Associates). At each time point, rhizome segments were 

placed in purified deionised water (Millipore, milli-Q water system) within a 100 well 

http://www.nikon.com/
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plate. The initial leakage was measured as the change in conductivity over a 1 hour period, 

with measurements taken every 60 seconds. The maximum leakage was obtained after 

repeated snap freezing in liquid N2 and thawing of the rhizome samples. The EL was 

presented as a percentage of the maximum leakage. The experiment was conducted in 

triplicate for each time point. 

 

 

2.2.4 Transmission electron microscopy (TEM) 

 

To observe the possible differences in the cellular organization of rhizomes collected in 

summer vs those collected in winter and thus postulate possible mechanisms of 

desiccation-tolerance in the two forms, the ultra-structure of cortical cells (non-vascular 

tissue) were examined. TEM was carried out in accordance with the method described by 

Sherwin and Farrant (1996), with modifications. Small cortical rhizome pieces (less than 

3mm3) were fixed in 2.5% glutaraldehyde with 0.5% caffeine in 0.1M phosphate buffer 

(pH 7.4) for a week and post-fixed with 1% osmium tetroxide (OsO4) for 2 h. Specimens 

were washed three times in phosphate buffer solution for a total of 15 minutes. Tissues 

were then dehydrated using an ethanol gradient followed by gradual infiltration with epoxy 

resin (Spurr, 1969) over 14 days. Polymerization was achieved by keeping the resin 

impregnated samples at 60°C for at least 16 hours. Specimens were sectioned using a 

Reichart Ultracut-S (Leica) microtome and stained with 1% uranyl acetate and 1% lead 

citrate (Reynolds, 1963) for 10 min each. Rhizome cortex sections were then viewed with a 

LEO912 transmission electron microscope (Zeiss, Germany). On average, 5 samples from 

at least three different rhizomes were investigated. 
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2.3 Results and discussion 

 

2.3.1 Rhizome dehydration 

 

Since the plants were dried under different environmental conditions (winter vs summer 

conditions), the rhizome RWC decreased at different rates (Figs 2.2). At full turgor, the 

absolute water contents of the rhizomes collected in summer and winter were 4.25±0.41 

and 4.88±0.65 g H2O.g dry mass-1 respectively. The RWC of rhizomes from the plants 

dried in summer conditions showed a notable decrease after about eight days and reached a 

RWC of less than 15% after 20 days. The RWC of rhizomes from the winter plants 

equilibrated at 15% RWC after 34 days. The longer drying time of rhizomes from the 

winter plants can be attributed to the cooler temperatures which may lead to reduce 

transpiration and slow water loss. 

 

 
 

Fig 2.2: Time course of the changes in normalized RWC during dehydration of M. 

caffrorum rhizomes dried under summer conditions. Error bars represent standard errors. 
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As Fig 2.2 shows, the RWC of rhizomes equilibrate at RWC of slightly below 15%. 

Therefore, for the rest of this thesis, dry rhizomes shall refer to rhizomes of RWC ≤15% 

while rhizomes are considered to be fully hydrated when RWC ≥95%. 

 

 

2.3.2 M. caffrorum rhizome 

 

Wet and dry rhizomes collected in both summer and in winter did not show any visible 

differences when examined by the naked eye and only those from the summer collected 

plants are shown in Figs 2.3a and b. 

 
 

 

Figs 2.3a and b: Photographs of a typical hydrated (left) and dehydrated (right) M. 

caffrorum rhizomes collected in summer. F = frond, Rt = root and R = rhizome. 

 

As shown in Fig 2.3, the rhizomes contain an extensive network of roots and fronds. Since 

the work described in this thesis was conducted on rhizome tissue only, all root and frond 

tissues were carefully removed prior to further to experimentation. 
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2.3.3 Internal structure of M. caffrorum rhizome 

Figure 2.4 shows cross-sections from hydrated (a) and dry (b) M. caffrorum rhizomes from 

plants collected in winter. Again, there were no differences in structure between summer 

and winter rhizomes (data not shown). On dehydration, there was considerable shrinkage 

of the tissue as water was lost. 

 

 

Figs 2.4a and b: Photomicrographs showing cross-sections of hydrated (left) and 
dehydrated (right) M. caffrorum rhizomes collected in winter. E = endodermis, Co = 
cortex, Ca = cambium, P = phloem and X = xylem. 

 

As shown in Fig 2.4, on dehydration, there was considerable shrinkage of the tissues as 

water was lost. The rhizomes have an internal structure resembling that of a 

dicotyledonous root. The epidermis, which is the outer layer of the rhizomes, protects the 

rhizomes against physical damage. The cortex functions as a store for carbohydrates and 

other substances such as resins, latex, oils, and tannins. The vascular bundles (phloem and 

xylem) are arranged as a central cylinder in the rhizome. The xylem system carries water 

and nutrients throughout the plant. 

 

2.3.4 Electrolyte leakage 

EL analysis results for both the summer rhizomes and winter rhizomes did not show any 

significant difference. In both cases, there was not much change in the EL between the 

dehydrated rhizomes relative to the fully hydrated controls (Fig 2.4). This suggests that the 
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rhizomes are able to maintain their membranes and cellular integrity during desiccation 

stress. 

 

 

Fig 2.5: EL expressed as a percentage of maximum leakage from dead tissues, of rhizome 
cortical cells from the summer (red line) and winter (blue line) ferns. The error bars 
represent the standard error. 

 

Maintenance of membranes and overall cellular integrity by the rhizomes shows that M. 

caffrorum rhizomes are well adapted to stress conditions and can maintain viability 

throughout the year. 

 

2.3.5 Ultra-structure of M. caffrorum rhizomes (summer vs winter) 

To observe the possible differences in the cellular organization of rhizomes collected in 

summer vs those collected in winter and thus infer possible mechanisms of desiccation-

tolerance in the two forms, the cortical cells (non-vascular tissue) were examined using 

TEM micrographs of hydrated tissues from both summer and winter collected rhizomes is 



24 
 

 

 

given in Figs 2.6a and 2.6b and that of dehydrated rhizomes are shown in Figs 2.7a and 

2.7b. 

 

 

Fig 2.6a and b: Representative electron micrographs of hydrated summer (left) and winter 
(right) cortical cells. PL = plasmodesmata, L =lipid, S = starch, V = vacuole. 

 

 As shown in Figs 2.6a and b, in the hydrated state, both summer and winter collected 

rhizomes had a sub-cellular organization typical of well hydrated, generally unstressed 

cells. Cell walls were clearly transversed by plasmodesmata suggesting cell-to-cell 

communication. The tissues were vacuolated as typical of the hydrated condition, with 

small amounts of dense materials that we propose to be polyphenols as evidenced by dense 

electron bodies. The cytoplasm contained considerable storage reserves in the form of lipid 

bodies and starch granules.  

 

The electronmicrographs of the dehydrated rhizome cortical cells from the summer and 

winter plants are shown in the Figures 2.7a, b, c and d below. 
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Figures 2.7a, b, c and d: Representative electron micrographs of dehydrated summer (left) 
and winter (right) cortical cells. PM = polyphenolic material, PL = plasmodesmata, S = 
starch, W = cell wall, L = lipid, V = vacuole, Lyt = lytic activity. 

 

Generally; rhizome cortical cells from both the summer and winter dried plants appeared to 

be well preserved after the desiccation treatment, as shown in the Figures 2.7a-d above. 

While some detachment of the plasmalemma from the cell wall was evident in both the 

summer and winter tissues, there was no membrane damage observed. The detachment is 

likely to be a consequence of fixation rather than desiccation-induced damage. The 

preservation of membrane integrity agrees with the EL results. Cell walls were well 
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preserved and appeared to be more punctuated with large plasmodesmata conduits 

(arrowed on the Figure 2.7a and b), suggesting increased cytoplasmic communication 

between cells. The vacuolar contents were largely electrontransparent although osmophilic 

bodies were observed in some vacuoles. It is unlikely that the vacuoles contained water, as 

the tissue moisture content was <15%. It is proposed that these vacuoles contain 

compatible solutes, as proposed for frond tissues in this species (Farrant et al., 2009) and 

leaf tissues of many angiosperm resurrection plants examined (Farrant, 2000; 2007). The 

vacuoles showed signs of lytic activity, which suggests that some reserve mobilization and 

sub-cellular re-organization took place during desiccation in both summer and winter 

collected rhizomes. In both the dried summer and winter rhizome tissues, in most cells 

examined, there was little evidence of lipid reserves observed in the dehydrated tissues. 

There were very rare starch granules, only present in a few cells in both the summer and 

winter dried tissues. Depletion of starch in rhizomes subjected to desiccation was also 

reported in P. vulgare rhizomes (Bagniewska-Zadworna, 2007). It has been proposed that 

carbon, required for sucrose synthesis, might originate from starch breakdown (Veramendi 

et al., 1999; Whittaker et al., 2001). Therefore, it is possible that starch hydrolysis products 

could be a source for sucrose synthesis, which is an important osmolyte promoting osmotic 

adjustment during plant drying (Scott, 2000). Sucrose can function in water replacement 

for protection of membranes and vitrification (the formation of a stable glass to put a stasis 

on metabolism, as described in Chapter 1), which is important for protection. Large 

amounts of probable polyphenols were observed in the cells examined in the summer 

rhizomes compared to those from the winter plants. The presence of polyphenols in the 

cortical cells is not surprising since rhizomes are known to contain higher levels of 

polyphenolic compounds (caffeic and glucocaffeic acids, catechins, flavonoids, methyl 

salicylate, phloroglucin, lophenol) (Duke, 2000). As mentioned in Chapter 1, polyphenols 

may have anti-oxidant capacity which can be beneficial to the cells in quenching 

desiccation-induced ROS. The apparent high content of polyphenols in summer-dried 

rhizomes compared to the winter tissues is probably related to the harsher conditions (high 

temperature) characteristic of summer. 
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2.4 Concluding remarks 

Ultra-structural analysis and EL results suggest that the rhizomes are indeed DT 

throughout the year. These results differ from the findings in the frond tissues where it was 

established that cellular integrity of fronds from winter plants was compromised by 

desiccation. Therefore, observations from this chapter imply the rhizomes act as the 

principal organ which determines whether new fronds are DT or DS depending on the 

season. For the purpose of this thesis, the summer rhizomes shall be termed ‘DT rhizomes’ 

while winter rhizomes shall be termed ‘DS rhizomes’. 

 

While these results may have value ultimately in helping to define the pivotal role of the 

rhizomes in determining tolerance of fronds, they do not supply any insights into 

distinctive mechanisms by which this regulation is achieved. Thus, the following chapters 

aim to identify the molecular mechanisms by which the rhizomes achieve tolerance and 

identify possible communication between rhizomes and fronds. 
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Chapter 3: The quantitative proteomic characterization of Mohria caffrorum 

rhizomes in response to desiccation 

 

3.1 Introduction 

 

Since the M. caffrorum rhizome appears to retain the ability to tolerate desiccation 

perennially (Chapter 2), and since it is this stem-like organ that gives rise to DT fronds in 

summer and DS in winter, it is likely that the rhizome regulates, to some degree, the nature 

of tolerance displayed in the above ground tissues. The aim of the remainder of this thesis 

was thus to investigate the rhizome proteins from the DT and DS forms of the plant in the 

fully hydrated and fully dehydrated states. It was hoped that such an approach would 

enable identification of proteins that might give insight not only into mechanisms of 

desiccation-tolerance in this organ, but also into potential involvement in the seasonal 

production of DT or DS fronds. 

 
In the last few decades, many proteomics platforms have been developed for the qualitative 

and quantitative analysis of protein mixtures and post-translational modifications, e.g. a 

combination of 2D-PAGE and LC-MS/MS (geLC-MS/MS) (Kubota et al., 2009), and 

iTRAQ (Ross et al., 2004). The advantage of the iTRAQ technique is that it enables the 

parallel identification and quantification of up to eight protein samples using labelled 

peptides identified by sensitive mass spectrometers (Evans et al, 2012). In the present 

study, iTRAQ labelling was successfully employed, coupled to off-gel electrophoresis and 

electrospray ionisation quadrupole time-of-flight tandem mass spectrometry (ESI-Q-TOF-

MS/MS), to assess proteome changes in M. caffrorum rhizomes in response to desiccation. 

The iTRAQ technique involves the isobaric labelling using isobaric tags (identifiable 

stable isotopic molecules covalently linked to all amines, n-terminus and side chains, in a 

protein) – allowing quantification of peptides in a mass spectrometer. We took advantage 

of the multiplexing ability of the iTRAQ technique to perform a simultaneous 

characterization of the DT and DS rhizome proteomes in response to desiccation. 

 
Proteomics research depends heavily on the use of MS/MS that produces thousands of 

MS/MS datasets consisting of individual mass spectra. Protein identification pipelines 
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usually rely on search algorithms that compare the MS/MS spectra to reference databases 

to find exact matches. Therefore, the availability of a relevant sequence database is a 

critical requirement for the fast, accurate and unsupervised interrogation of these spectra to 

provide accurate identifications (Balbuena et al., 2012; Romero-Rodríguez et al., 2014). 

The chosen database determines, to a large extent, the number of identifications obtained 

and the quality of the identifications. 

 
The major limitation of proteomics approaches in resurrection plants is the identification of 

an appropriate database due to the absence of genome sequence information on these 

plants. The lack of genome information has resulted in many researchers reporting 

identifications of unknown proteins or proteins of unknown functions. For example in the 

fern-ally Selaginella tamariscina, using 2DE, 138 dehydration-responsive protein spots 

were identified of which 35 were unknown (Wang et al., 2010). Protein identification in 

plants whose genomes have not been sequenced (orphan plants) commonly rely on cross-

species identifications against the Viridiplantae database (from NCBI and UniProt/Swiss-

Prot) or A. thaliana to identify closest homologs. The disadvantage of using such an 

approach is that the proteins from orphan plants are often under-represented in the 

database, thereby resulting in poor identification rates or poor quality identifications. The 

under-representation of proteins from orphan plants in such databases can be explained by 

the fact that either some species-specific proteins will not be present in the databases or 

homologous proteins will show small evolutionary differences in their sequences. 

 
In order to improve protein identification rates and quality in orphan plants, custom 

databases can be constructed from species-specific RNA sequences or publicly available 

RNA sequences of closely related species (such as expressed sequence tags (ESTs) 

available in public repositories). Such databases have been shown to increase the number 

of identified proteins together with better specificity and confidence of protein 

identification (Lippert et al., 2009; Lei et al., 2011; Valledor et al., 2012; Romero-

Rodríguez et al., 2014). When such custom databases are also organ-specific, the accuracy 

of protein identifications is further increased (Balbuena et al., 2012; He et al., 2014). 

In the present study, a fern rhizome-specific custom database generated from a 6-frame 

translation of Equestrem hymale rhizome EST database available in the public domain 
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(http://www.plantrhizome.org/download/) was used to identify proteins from M. caffrorum 

rhizomes. A major problem associated with the use of custom databases constructed from 

ESTs of orphan organisms to identify proteins is obtaining annotations compatible with 

bioinformatics analyses. A. thaliana is the most popularly used model organism, both in 

classical genetics and in molecular biology. This is because of its small size, great natural 

variation, and a short life cycle. The availability of the Arabidopsis genome sequence (The 

Arabidopsis genome initiative, 2000) marked the beginning of a new paradigm in plant 

molecular biology and the “omics” biology including proteomics (Koornneef and Meinke, 

2010). To carry out bioinformatics analysis of the data obtained from the present study, all 

protein identifications were converted into A. thaliana orthologs thereby making it possible 

to benefit from the rich bioinformatics resources developed for this species. However it 

must be borne in mind that the use of A. thaliana gene annotations has limitations as some 

processes and features are unique and cannot be approached via the use of a model plant. 

For example, unlike A. thaliana, some plants are perennials with a long life cycle and have 

evolved special features to survive harsh environmental conditions (Carpentier et al., 

2008). 

This work represents the first investigation into proteomic expression profiles of M. 

caffrorum rhizomes, using iTRAQ. Results from this study have the potential to provide 

useful insights into important molecular processes that are the major key differentiators 

between desiccation-tolerance and sensitivity in resurrection plants and guide new 

directions in future research in the field. The use of an organ specific custom protein 

database from a relatively close species to raise identification rates and quality provides an 

example for this kind of work in future.   
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3.2 Methods and materials 

 

Figure 3.1 gives a diagrammatic representation of the steps used in isolation, separation 

and analysis of rhizome proteins from M. caffrorum. 

 

 

 

 

 

(see next page for caption) 
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Fig 3.1: Outline of the approach used to compare the differential proteome profile of DT 
and DS rhizomes of M. caffrorum rhizomes in response to desiccation. 1) DT and DS 
plants collected from their natural habitats were acclimatized in the growth chamber and 
wet (control) and dry rhizomes were excavated. 2) Proteins were extracted from the wet 
and dry rhizomes followed by peptide digestion, iTRAQ tagging and MS/MS analysis 3) 
Protein identification and iTRAQ quantification was followed by data analysis and 
validation (see text for details). 
 
 
 

3.2.1 Plant management and sampling 

 

 

Plants were collected and maintained as described in Chapter 2. For each of the two plant 

phenotypes, 4 trays (length = 45 cm, width = 30 cm and depth = 7 cm) with ten plants each 

were allowed to acclimate for two weeks, with regular watering to maintain the SWC at 

about 35%. After the acclimation, plants from a quarter section of each tray were harvested 

and the rhizomes from these plants were deemed to be the controls (fully hydrated). For 

each phenotype, harvested rhizomes were pooled, flash frozen and stored at -70oC until 

needed for protein extraction. The stress treatment was imposed by the cessation of 

watering and rhizomes were considered to be dried when the rhizome RWC had reached 

15% (when tissues reach equilibrium with the surrounding environment - see Chapter 2). 

Dry rhizomes were harvested, pooled (to reduce variability) and stored as described for the 

control rhizomes. These two sampling points were selected to enable the observation of 

proteome changes as a result of desiccation and therefore obtain a snapshot of potentially 

important protectants. Sampling for RWC determination was carried out as described in 

Chapter 2.  

 

 

3.2.2 Protein extraction 

 

Proteins were extracted from the fully hydrated and dry rhizomes of DT and DS plants 

using a method based on phenol-ammonium acetate, modified and adapted from Isaacson 

et al., (2006). Briefly, rhizome pieces were ground under liquid nitrogen into a thin powder 

using a pestle and mortar. The powder was then aliquoted into 2 ml micro-centrifuge tubes 

up to the 0.5 ml mark and mixed with 1ml phenol extraction buffer (0.5M Tris pH 7.5, 10 

mM EDTA, 1% (v/v) triton, 2% mercaptoethanol, 1% PVPP and one Roche Complete 



33 
 

 

 

Mini protease inhibitor tablet per 50ml buffer) for 10 minutes. Tubes were spun in an 

Eppendorf 5415C centrifuge at 12,000 rpm for 10 minutes and the supernatant retained. 

Four volumes of Tris-buffered phenol (pH 8.0) were added and after shaking briefly, the 

mixture was centrifuged for 10 minutes. The phenolic phase was collected and mixed with 

four volumes of 0.1M ammonium acetate in methanol and proteins were allowed to 

precipitate overnight at -20oC. After centrifugation, pellets were washed once with 80% 

acetone and air-dried in the fume-hood. The dried pellets were re-suspended in urea lysis 

buffer (ULB) (7M urea, 2M thiourea and 2% CHAPS). Protein concentration was 

estimated using Bradford Reagent (Biorad) with bovine serum albumin as a protein 

standard. A volume corresponding to 200 µg proteins was precipitated in 80% acetone for 

30 minutes at -20oC, followed by centrifugation and air drying. The dried pellets were re-

suspended in 200 µl of reducing solution (8 M urea, 3% SDS and 200 mM Tris (2-

carboxylethyl)-phosphine hydrochloride [TCEP]) followed by incubation for one hour in a 

heating block at 60oC. Thereafter, proteins were subjected to filter assisted sample 

preparation procedure (FASP) (Wiśniewski et al., 2009) and described below. 

 

 

3.2.3 FASP 

 

Reduced proteins were concentrated by centrifugation for 15 minutes in an Amicon filter 

device with a 30 kDa cut-off point. TCEP and sodium dodecyl sulphate (SDS) 

concentrations were reduced by diluting with 200 µl of buffer (8 M urea in 1 M 

triethylammonium bicarbonate [TEAB], pH 8.5) followed by centrifugation for 15 

minutes. This was repeated twice and the recovered proteins were cysteine-blocked with 

20 mM methyl methanethiosulfonate (MMTS) in 8 M urea for 15 minutes at room 

temperature. The preparations were centrifuged and the concentrates diluted with 200 µl of 

8 M urea in 1 M TEAB, pH 8.5. After repeating the latter step twice, modified trypsin 

(Trypsin Gold, MS grade, Promega, Madison, WI, USA) in 30 μl of TEAB was added at 

an enzyme/protein ratio of 1:20. Protein digestion was completed by overnight incubation 

of the mixture at 37oC. Finally, peptides were collected by centrifugation of the filter units 

for 40 minutes at room temperature. 
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3.2.4 iTRAQ labelling 

 
Briefly, 60 µl of recovered peptide digests were obtained from each sample and 

concentrated to 20 µl using a Savant SC110 Speed-Vac (Thermo Scientific) followed by 

labelling with iTRAQ 8-plex reagents (113,114,115,116,117,118, 119, and 121) (ABSciex) 

according to the manufacturer’s instructions. Briefly; the tags were first reconstituted with 

proteomics grade isopropanol (Sigma-Aldrich) and added to each respective sample. The 

labels and samples were then mixed by vortexing, and incubated at room temperature for 2 

hours. After labelling, the samples were pooled. The iTRAQ tags used for each respective 

treatment are shown in Fig 3.1. Due to financial constraints, the iTRAQ experiment 

reported here consisted of two technical replicates per sample and one biological replicate. 

 

After concentrating the pooled samples to approximately 30 µl, peptides were reconstituted 

in 5% (v/v) acetonitrile (ACN) and 0.5% (v/v) Trifluoroacetic acid (TFA) before de-salting 

in C-18 Spin Columns (Pierce, USA) according to the manufacturer’s instructions. 

Peptides were eluted in 70% ACN (v/v) with 0.1% (v/v) formic acid (FA) and then dried in 

the speed-vac before off-gel fractionation. Desalting via C-18 column clean-up was 

necessary to ensure the removal of unused iTRAQ labels and other contaminants that may 

interfere with subsequent steps such as off-gel fractionation.  

  

 

3.2.5 Peptide off-gel fractionation 

 

Peptide off-gel fractionation was carried out to ensure the effective separation of peptides 

into fractions and therefore ensure the identification of many proteins. Tryptic peptides 

were re-suspended in 1.8 ml of off-gel sample buffer (3% (v/v) of glycerol and 1% (v/v) 

ampholytes). The 3100 OFF-GEL Fractionator (Agilent Technologies) with a 12-well 

frame was used for pI - based peptide separation. After assembling frames according to the 

manufacturer’s instructions; 13 cm immobiline IPG gel strips (GE Healthcare) with a 3-10 

linear pH range were rehydrated for 15 minutes with 40 µl of 1% glycerol in each well. 

Then, 150 μl of the peptide sample was loaded in each of the 12 wells. Peptide electro-

focusing was performed up to a total of 20 kVh. After electro-focusing, all the 12 peptide 
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fractions were withdrawn and then desalted as described in 3.2.4, dried and stored at -20°C 

for LC-MS/MS analysis. 

 

 

3.2.6 Mass spectrometry (ESI- Q-TOF -MS/MS) analysis 

 

MS/MS analysis was carried out using an Agilent 6530 quadrupole-time-of-flight (Q-TOF) 

mass spectrometer fitted with a Polaris HR 3 µm C18 high pressure liquid chromatography 

(HPLC)-Chip Cube source (Agilent Technologies). The chip was equipped with a 75 µm x 

150 mm analytical column, 3 µm particle size and a 360 nl Zorbax enrichment column 

connected online to the 1200 Series nanoflow HPLC via an orthogonal spray HPLC-

Chip/MS interface (Agilent Technologies). Both systems were controlled by MassHunter 

Workstation Data Acquisition for Q-TOF (Agilent Technologies). 

 
Approximately 2 µg peptides were re-suspended in 3% (v/v) ACN and 0.1% (v/v) FA 

loaded onto the trapping column at 1.6 µL/min with the chip switched to enrichment and 

using the capillary pump. After loading, the chip was then switched to separation mode and 

peptides were eluted from the enrichment column and run through the separation column 

during a 1 h gradient (from 3% (v/v) acetonitrile, 0.1% (v/v) FA to 50% (v/v) acetonitrile, 

0.1% FA) directly into the mass spectrometer. The mass spectrometer was run in positive 

ion mode, with MS scan range of m/z 200 to 1700 at a rate of seven spectra/second. The 

MS/MS scan range was m/z 90 to 1700 at a scan rate of 2.50 spectra/second and a narrow 

(~1.3 amu) isolation width. Precursor ions were selected for auto MS/MS at an absolute 

threshold of 1000 or a relative threshold of 0.01, with a maximum of ten precursors per 

cycle, and active exclusion set at one spectrum and released after 0.6 min. Precursor 

charge-state selection and preference were set to 2+, 3+, and >3+, and precursors were 

sorted by abundance only. 

 

 

3.2.7 Spectra data preparation 

 

Raw spectral data files (.d format) from the Agilent MassHunter software were first 

converted to .mzML and then to .mgf file formats, using MSConvert, a part of the 
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Proteowizard v1.6.0 package (Kessner et al., 2008) with default settings. The .mgf files 

were fed into PEAKS Studio v6.0 (BSI) program. Considering the fact that a mass 

spectrometer may acquire an MS/MS scan of the same peptide multiple times, replicate 

spectra were merged using the PEAKS ‘data refine’ tool with default parameters (parent 

ion m/z tolerance at 0.1, retention time tolerance window of 30s and with precursor charge 

correction). Data refinement was carried out with no merged scans, and with no filtering. 

Refinement was necessary to achieve a more complete fragmentation pattern, low signal-

to-noise ratio and a more representative intensity value for each reporter ion, before 

database search. 

 
 

3.2.8 Protein database searches 

 

PEAKS integrates de-novo sequencing with database based protein identification (Zhang et 

al., 2012). Since the database choice determines the quantity and quality of identifications 

obtained from an MS/MS scan, a comparison of outputs from the custom database vs. the 

UniProtKB/Swiss-Prot database was made so as to decide which database to use for 

subsequent steps. The Viridiplantae (green plants) UniProtKB/Swiss-Prot database, which 

contains non-redundant manually curated and reviewed sequences, was downloaded from 

www.uniprot.org on 30 August 2013. The custom protein database was constructed from 

the E. hyemale rhizome (apical tip and elongation zone tissues) EST as described by 

Balbuena et al., (2012). Briefly, the nucleotide sequences were downloaded from 

http://www.plantrhizome.org/download/ and translated into peptide sequences using the 

Virtual Ribosome v1.1 software (Wernersson, 2006) by scanning the open reading frames 

(ORFs) and compiling the longest ORFs from all sequences into a FASTA database file. 

 
De-novo peptide sequencing was performed with a precursor mass tolerance of 20 ppm for 

the parent ion and 0.1 for the fragment ion, with trypsin specified as the cleavage enzyme. 

Database searches were conducted using the following parameters; parent mass error 

tolerance: 20.0 ppm, fragment mass error tolerance: 0.1 Da, precursor mass search type - 

monoisotopic, enzyme- trypsin, max missed cleavages - one, non-specific cleavage - one, 

fixed modifications- iTRAQ 8plex (K, N-term) and beta-methylthiolation, variable 

modifications- iTRAQ 8plex (Y) and oxidation (M), max variable PTM per peptide - 3. 

http://www.plantrhizome.org/download/
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The decoy database was automatically generated by PEAKS. The de-novo score and 

peptide hit (-10logP) thresholds were set at 30 while the FDR was set at 1%. An identified 

protein was considered valid if its probability score (-10logP) was greater than 30 with a 

minimum of two unique peptides per protein. 

 
To increase the number of identified proteins, the PEAKS PTM search (Han et al., 2011) 

and Sequence Tag Homology Search (SPIDER) (Han et al., 2005) were employed. The 

SPIDER algorithm detects peptide mutations and performs cross-species homology 

searches. Briefly, the PEAKS SPIDER algorithm tries to match the de-novo amino acid 

sequences (sequence tags) with the database proteins. The algorithm computes one or more 

possible sequence tags for each MS/MS spectrum. When a significant similarity is 

established, the algorithm uses both de-novo sequencing errors and homology mutations to 

account for the differences. Specifically, SPIDER reconstructs a "real" sequence to reduce 

the sum of; (1) de-novo errors between the de-novo sequence and the real sequence, and (2) 

homology mutations between the database sequence and the real sequence (Han et al., 

2005). In the present study, the ultimate search workflow was: de-novo + PEAKS DB + 

PEAKS PTM + SPIDER. For the execution of the whole identification pipeline, additional 

parameters used were: de-novo score (ALC%) threshold - 30, maximum number of PTMs - 

3, and peptide hit threshold (-logP) - 30. 

 
Proteins with similar peptides that could not be differentiated based on MS/MS analyses 

alone were automatically grouped together by the PEAKS program. To satisfy the 

principle of parsimony (Occam’s razor), for each group, the protein with the highest score 

(-10logP) and/or the highest number of unique peptides was selected as the ‘correct’ 

identity. 

 
 

3.2.9 iTRAQ quantification 

 

For protein quantitation, the PEAKS Q module integrated into PEAKS Studio v6.0 was 

used with default settings for iTRAQ 8-plex. The PEAKS Q program identifies supporting 

spectra for each peptide match to calculate the relative abundance of proteins. The program 

searches through each spectrum in the supporting spectra set to calculate the intensity for 
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each reporter ion. Peptide match ratios are calculated from reporter ion intensities and 

outliers are automatically removed. For each protein, all supporting peptides have their 

weights normalized to 1 and then weighted averages are calculated. 

 
Data from the PEAKS Q package were exported into an MS Excel file for further analysis. 

Only proteins with all eight iTRAQ reporter channels present were considered noteworthy 

for further analysis. To compensate for the possible variations in the starting amounts, all 

reporter ion intensities were log2-transformed and then quantile normalized across all 

proteins using the CLC Genomics Workbench v6.0 software package (CLC bio). Fold 

changes were calculated using average normalized log2 ratios of the hydrated (also termed 

control) and the desiccated treatments for both DT and DS rhizomes. Data were subjected 

to two-tailed Student’s t-test analysis using GraphPad Prism 5 software. Changes in protein 

expression were considered significant only when p ≤ 0.05. 

 

 
3.2.10 Protein annotation of proteins identified from the custom database 

 
In addition to the procedures described above, additional steps were necessary to obtain 

annotations for proteins identified in the rhizome-specific custom database. Fig 3.2 

summarizes the pipeline used for protein inference for identifications from the rhizome 

custom database. 

 

(see next page for caption) 
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Fig 3.2: Workflow used in protein identification using the custom database. E. hymale 
rhizome EST sequences were translated using the Virtual Ribosome software to construct a 
rhizome-specific protein database. The resulting database was searched to identify M. 

caffrorum rhizome homologs using the PEAKS Studio software. Protein annotations were 
obtained from the Arabidopsis database using the Blast2GO Blastp algorithm. 
 

Since sequences from the E. hymale rhizome database were deployed in the public domain 

without standard descriptions and annotations to date, database searches match amino acid 

sequences identified only by a unique entry number. In order to get protein descriptions 

compatible with bioinformatics analysis tools, sequences of identified proteins were batch 

retrieved from the E. hymale amino acid sequence database using the FASTA Sequence 

Extractor tool from the FaBox toolbox (v1.41) software package (<http://users-

birc.au.dk/biopv/php/fabox/>) (Villesen, 2007). Blast2GO v2.1 (Conesa et al., 2005) was 

used to conduct an automatic and unsupervised assignment of protein descriptions. 

 
Blast2GO was fed with the FASTA file exported from FaBox and set to perform a 

BLASTp search against the NCBI Plants/Arabidopsis database using the following 

settings; BLAST Expect Value: 1.0E-3 and number of BLAST hits: 20. These settings 

were selected for their high stringency to ensure high confidence in protein annotation. 

With these settings, two peptide sequences could not be aligned to any known protein. 

These sequences were then identified as protein CER1-like 1 and DNA topoisomerase 1 

beta after a liberal BLASTp alignment with an Expect Value cut-off of 1. For all identified 

proteins, identifiers from the NCBI Reference Sequence (RefSeq) from Blat2GO were 

converted to The Arabidopsis Information Resource (TAIR) identifiers using the gProfiler 

program (Reimand et al., 2007; 2011). Converting to TAIR identifiers was necessary 

because some software packages used in this work could not recognise RefSeq identifiers. 

For protein classification, the MapMan classification scheme from the Browser-based 

Functional Classification SuperViewer for Arabidopsis Genomics 

(http://bbc.botany.utoronto.ca/ntools/cgi-bin/ntools_classification_superviewer.cgi) 

(Provart and Zhu, 2003) was used. Proteins without functional assignments in the MapMan 

system were classified based on the PANTHER system (http://www.pantherdb.org/) (Mi et 

al., 2013). 
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3.2.11 Western blot analysis 

Western blot analysis was used to confirm both the protein identification and quantification 

results. Two proteins, HSP 70-2 and SOD-[Cu-Zn], whose abundance changed  in response 

to desiccation in the DT and DS rhizome forms were selected for this confirmatory 

process. Total proteins were extracted as described in 3.2.2, except that after 

quantification, volumes corresponding to 20 µg proteins for SOD and 50 µg for HSP 70 

were mixed with four volumes of cold acetone and incubated at -20oC for 20 minutes. 

Thereafter, precipitates were pelleted by centrifugation and washed once with cold 

acetone. After drying in the fume-hood, pellets were re-suspended in 20 µl of sample 

buffer (63 mM Tris-HCl pH 6.8, 10% glycerol, 2% SDS, 0.0025% bromophenol blue and 

100 mM dithiothreitol) and, after heating at 65oC in the heating block for 10 minutes, 

proteins were separated on sodium dodecyl sulphate polyacrylamide gels. Sodium dodecyl 

sulphate polyacrylamide gel electrophoresis (SDS-PAGE) was conducted at 100V using a 

Mini-Protean Tetra (Biorad Lab) apparatus at room temperature. Proteins were then 

transferred onto nitrocellulose membranes using Mini-Transblot apparatus (Biorad Lab) at 

4oC for one hour. Non-specific proteins were blocked for one hour at room temperature 

with 5% non-fat dry milk in Tris-buffered saline (TBS) (50 mM Tris-HCl, pH 7.4, 150 mM 

NaCl) containing 0.05% (v/v) Tween-20. Membranes were incubated overnight at 4oC 

(with gentle shaking) in primary antibodies in TBS containing 0.05% (v/v) Tween-20 and 

5% non-fat dry milk. The rabbit raised primary antibodies against SOD-Cu/Zn and HSP-

70; chloroplastic (Agrisera) were used at a concentration of 1:10000. After washing three 

times with TBS buffer containing 0.05% (v/v) Tween-20, the membranes were incubated 

with goat anti-rabbit secondary antibodies (LPL), at a concentration of 1:3000 for 2 hours 

at RT. Membranes were then washed twice in TBS containing 0.05% (v/v) Tween-20 and 

once with TBS followed by detection using the WesternBright ECL HRP 

chemiluminescent detection kit (Advansta). Images were acquired using the ChemiDoc 

XRS imager (Biorad) and analysed using the ImageLab v4.1 software (Biorad). To 

determine relative expression; fold changes were calculated for each treatment blot relative 

to the control. In order to calculate fold changes, the expression level of the control was set 

at 1 and the expression level in the dry rhizomes is the fold change from the control (i.e., 

either greater or larger than 1). Three biological repeats were conducted and statistical 

significance was established if p ≤ 0.05. 
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3.3 Results and preliminary discussion 

 

 

3.3.1 Preamble 

 

The first objective of this chapter was to evaluate the impact of using a custom database 

that is both rhizome and phylum specific vs. the standard Viridiplantae database for M. 

caffrorum rhizome protein identification. It was demonstrated that the custom database 

constructed through a 6-frame translation of publicly available E. hymale rhizomes EST 

sequences performed better in terms of number of identified proteins and the quality of 

identifications. The second objective was to determine the changes in protein expression 

patterns in the DT and DS rhizomes in response to desiccation. Using proteins identified in 

the custom database, iTRAQ analysis was used to assess protein expression changes 

between proteomes present in dry rhizome tissues relative to the fully hydrated controls for 

both DT and DS plant phenotypes. Western blot analysis confirmed the identities and 

expression tendencies of two proteins observed in the iTRAQ analysis. 

 
This chapter was mainly concerned with the methodological aspects involved in protein 

identification and quantification, to provide a background for further 

bioinformatics/functional analysis (Chapter 4). However, a brief outline of major 

similarities and differences in protein expression profiles between DT and DS is presented. 

 
 
3.3.2 Protein identification rates and quality 

 

In order to decide which database to use for protein annotations and functional analysis, 

identification rates were compared between the Viridiplantae database and the rhizome 

database against the same MS/MS spectral file. Table 3.1 below presents results on the 

protein identification rates for the two databases. 
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Table 3.1: Comparison of identification rates obtained from using the custom E. hymale 
and Viridiplantae databases. Identifications were carried out using PEAKS software as 
described in section 3.2.8. 
 
 

  Database  
 Swiss/Prot  Custom 

Number of MS/MS scans 69379  69379 
Peptide-spectrum matches 7827  9127 
Peptide sequences 2673  3405 
Proteins (non-redundant) 171  236 

 

 
As shown in Table 3.1, results indicated that compared to the Viridiplantae database, given 

the same spectra, higher identification rates were obtained in the custom database. In total 

236 unique proteins were identified in the custom database vs. 171 identified in the 

Viridiplantae database. In addition to comparing the number of identified proteins, the 

quality of the identifications was also examined. The results of the comparison are shown 

in Figs 3.3 and 3.4. 

 

 
Fig 3.3: Distribution of protein identification scores for proteins identified in custom 
database vs. Viridiplantae. Density is defined as the relative distribution of frequencies 
(number) of proteins expressed as a fraction of all proteins for each score. Frequency 
distribution data was calculated by GraphPad and exported for visualization in Microsoft 
Excel 2010. 
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The results (Fig 3.3) show that there were no major differences between identifications 

from the two databases in terms of protein identification score; though between the score 

300 to 350 only proteins identified in the custom database were found, albeit with very low 

densities. In all databases, protein identification scores were biased towards the low score 

with the highest density observed at scores between 50 and 150. 

 

 

Fig 3.4: Density map of peptide coverage of identified proteins. Density is defined as the 
relative distribution of frequencies (number) of proteins expressed as a fraction of all 
proteins falling in the given amino acid coverage range. Frequency distribution data was 
computed by GraphPad and the results were exported and visualized in Microsoft Excel 
2010. 
 
 
As shown in Fig 3.4, peptide coverages of proteins identified in the Viridiplantae database 

were less comprehensive relative to those identified using the custom database. In the 

Viridiplantae database there is a spike of high density at proteins identified with peptide 

coverage of only around ten amino acids. All identifications made from the Viridiplantae 

database were based on protein coverages of less than 50 amino acids while 25 proteins 

had coverage greater than 50 amino acids in the custom database. 

 
The overall improvement in terms of number of proteins identified and quality of the 

custom database over the Viridiplantae can be explained by the fact that the custom 

database employed in this study was organ (rhizome) specific and phylum specific and 

thus evolutionarily closer than other plant genera and species in the Viridiplantae database. 
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The poor performance normally observed in protein identifications in orphan plants is, at 

least in part, due to evolutionary differences that tend to accumulate as organisms get more 

distantly related. The results of the present work supports the observation that protein 

identification based on homology depends on perfect matches between spectra and the 

database to achieve a high number of identifications (Balbuena et al., 2012). It also 

supports the observation that a high confidence in protein identifications depends on the 

score of the length and composition of the amino acid between the homologous proteins 

(Romero-Rodríguez et al., 2014). The data further reaffirmed that the use of custom 

databases increases the number of identified proteins and confidence of the identified 

proteins since an MS/MS spectra would have more matches in the database than can be 

achieved with non-specific (standard) databases (Liska and Shevchenko, 2003; Romero-

Rodríguez et al., 2014). This work has shown that there is a clear benefit to the use of 

custom protein database for the interpretation of proteomics data even for related species 

not directly represented in the database itself. Since custom databases are easy to construct 

with minimum resources and, until well-developed molecular resources for resurrection 

plants become publicly available, the approach employed in the present study can be 

recommended to other researchers working in the field of resurrection plant proteomics. 

 
Due to the custom database providing a higher identification rate and better quality scores 

compared to the Viridiplantae database, the rest of the analyses discussed in this chapter 

and the rest of this thesis shall be based on identifications made in the rhizome-specific 

database. For the interested reader, Table S2 in Supplementary Materials provides a list of 

all proteins identified in the Viridiplantae database. These proteins were not analysed any 

further in the context of this thesis as they provided no additional information or qualitative 

value to the study. 

 

3.3.3 Proteins showing changes in abundance 

 

iTRAQ tagging was used to identify proteins that changed in abundance in the DT and DS 

rhizomes in response to desiccation. To carry out protein quantification, iTRAQ expression 

data were first log2-transformed and normalized as described in section 3.2.9. Fig 3.5 

below summarizes the data handling stages employed. 
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 (see the next page for caption). 
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Fig 3.5: Box plots showing data processing stages for the 8 iTRAQ channels. Original 
expression values (A) were first log2-transformed (B) and quantile normalized (C) using 
CLC Workbench software. 
 
 
Since the data were normalized (Fig 3.5) before statistical analysis, to eliminate major 

sources of bias, any statistically significant quantitative differences observed in the 

differential expression data was attributed only to be a consequence of the desiccation 

treatment. Lists of proteins that showed abundance changes are provided in Tables 3.2 to 

3.5 below. In the DT rhizomes 16 proteins increased in abundance and 14 declined in 

abundance. On the other hand, 16 proteins increased and 20 decreased in abundance, 

respectively, in the DS form. A list of all proteins identified in the custom database with at 

least two unique peptides and meeting all the requirements for quantification as described 

in the methods section, but did not change in abundance, is provided in the Supplementary 

Materials (Table S1). 

 

Table 3.2: List of proteins that significantly increased in abundance during desiccation of 
rhizomes from DT M. caffrorum.* 
 
D/base entry Description Fold TAIR Function 

EhRi_032915 serine decarboxylase 1 1.25 AT1G43710 amino acid 
metabolism/ 
degradation 

EhRi_051576 protein CER1-like 1 3.16 AT1G02190 secondary 
metabolism (wax) 

EhRi_035533 DNA topoisomerase 1 beta 1.36 AT5G55310 DNA 
synthesis/chromati
n structure 

EhRi_046794 pyruvate kinase 0.59 AT3G52990 glycolysis 
EhRi_047159 UTP--glucose-1-phosphate 

uridylyltransferase 1 
1.24 AT5G17310 glycolysis 

EhRi_057735 allene oxide synthase 0.41 AT5G42650 hormone 
metabolism 

EhRi_062341 ATPase subunit 1 0.53 ATMG01190 ATP synthesis 
EhRi_046663 SNF1-related protein kinase 

catalytic subunit alpha 
KIN10 

0.58 AT3G01090 signalling 
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Table 3.2 continued 
 
EhRi_052838 20S proteasome alpha 

subunit G1 
0.61 AT2G27020 protein degradation 

EhRi_033037 probable 26S proteasome 
non-ATPase regulatory 
subunit 8A 

1.25 AT5G05780 protein degradation 

EhRi_032638 60S ribosomal protein L11-
1/L16A 

0.67 AT2G42740 Protein synthesis 

EhRi_020182 Importin subunit alpha-1 1.22 AT3G06720 protein targeting 
EhRi_054509 chalcone synthase 0.74 AT5G13930 flavonoids, 

chalcones, etc. 
EhRi_040776 GTP-binding nuclear 

protein Ran-3 
2.74 AT5G55190 signalling 

EhRi_049303 heat shock protein 70-2 0.24 AT5G49910 heat stress 
EhRi_052878 heat shock protein 91 0.84 AT1G79930 heat stress 
 
*The D/base entry is the unique ID assigned to the sequence in the custom E. hymale 
database. Protein descriptions were obtained from the BLAST2GO annotations as 
described in 3.2.10. Protein functional assignments were obtained from the MapMan 
classification scheme using the Classification SuperViewer tool or the PANTHER system 
as mentioned in 3.2.10. 
 
 
As Table 3.2 shows, iTRAQ quantification has identified some proteins that have been 

widely reported to be important in the desiccation stress response as changing in 

abundance in the DT rhizomes in response to desiccation. These include members of the 

HSP family (heat shock protein 70-2, and HSP 91) and some proteins of the UPS (20S 

proteasome alpha subunit G1, and probable 26S proteasome non-ATPase regulatory 

subunit 8A). The importance of proteins in the HSP and UPS families in resurrection 

plants was reviewed in Chapter 1.  

 

Table 3.3: List of proteins that significantly increased in abundance during desiccation of 
rhizomes from DS M. caffrorum.* 
 
D/base entry Description Fold TAIR Function 

EhRi_057924 tubulin beta-8 chain 0.85 AT5G23860 cell organization 
EhRi_033207 putative 

phosphoglucomutase 
0.66 AT1G23190 glycolysis 

EhRi_046794 pyruvate kinase 0.42 AT3G52990 glycolysis 
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Table 3.3 continued 

 
EhRi_047159 UTP--glucose-1-

phosphate 
uridylyltransferase 1 

1.98 AT5G17310 glycolysis 

EhRi_039615 allene oxide synthase 1.12 AT5G42650 hormone 
metabolism 

EhRi_062341 ATPase subunit 1 1.66 ATMG01190 ATP synthesis 
EhRi_035071 ubiquitin-specific 

protease family C19-
related protein 

2.55 AT1G16860 Uncharacterized 
membrane protein 

EhRi_057043 heat shock cognate 
protein 70-1 

1.55 AT5G02500 protein folding 

EhRi_057122 superoxide dismutase 
[Cu-Zn]  

0.84 AT1G08830 redox 

EhRi_031175 monodehydroascorbate 
reductase (NADH) 

0.42 AT3G52880 redox 

EhRi_040999 phenylalanine ammonia-
lyase 1 

0.62 AT2G37040 phenylpropanoid, 
lignin 
biosynthesis etc. 

EhRi_058134 brefeldin A-inhibited 
guanine nucleotide-
exchange protein 5 

0.66 AT3G43300 signalling 

EhRi_033074 calcium-dependent 
protein kinase 2 

2.23 AT3G10660 signalling 

EhRi_060199 general regulatory factor 
11 

0.96 AT1G34760 signalling 

EhRi_042919 carbonic anhydrase 1 3.13 AT3G01500 tricarboxylic acid 
(TCA)  

EhRi_044215 ethylene-insensitive 
protein 2 

1.35 AT5G03280 metal transport 

 
*The D/base entry is the unique ID assigned to the sequence in the custom E. hymale 
database. Protein descriptions were obtained from the BLAST2GO annotations as 
described in 3.2.10. Protein functional assignments were obtained from the MapMan 
classification scheme using the Classification SuperViewer tool or the PANTHER system 
as mentioned in 3.2.10.  
 
As shown in Table 3.3, some proteins identified by iTRAQ to have increased in abundance 

in the DS rhizomes are heat shock cognate protein 70-1 and SOD-[Cu-Zn]. Heat shock 

cognate protein 70-1 belongs to the HSP family of proteins, whose roles have been 
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reviewed in Chapter 1. The enzyme monodehydroascorbate reductase (NADH) is involved 

in the formation of ascorbate. The role of ascorbate as an anti-oxidant in resurrection plants 

has been reported in several plants e.g. M. flabellifolia (Kranner et al., 2002) and R. 

serbica (Živkovic´ et al., 2002). 

 

Table 3.4: List of proteins that significantly decreased in abundance during desiccation of 
rhizomes from DT M. caffrorum.* 
D/base entry Description Fold TAIR Function 

EhRi_050337 lactoylglutathione lyase 
family protein  

-3.13 AT1G08110 Biodegradation of 
Xenobiotics 

EhRi_070972 peptidyl-prolyl cis-trans 
isomerase CYP19-2 

-4.35 AT2G21130 cell cycle 

EhRi_070716 microtubule organization 1 
protein 

-0.31 AT2G35630 cell organization 

EhRi_047010 phospholipase D alpha 1 -0.29 AT3G15730 lipid metabolism 
EhRi_052281 2-alkenal reductase -0.94 AT5G16970 oxidoreductase 

activity  
EhRi_049876 short-chain 

dehydrogenase-reductase B 
-0.46 AT3G12800 oxidoreductase 

activity  
EhRi_060769 tetratricopeptide repeat-

containing protein 
-1.23 AT1G80410 acetyltransferase 

activity  
EhRi_059572 6-

phosphogluconolactonase 
1 

-6.67 AT1G13700 pentose phosphate 
pathway  

EhRi_046311 calcium-independent 
ABA-activated protein 
kinase 

-0.4 AT4G33950 protein kinase 
activity 

EhRi_058952 L-ascorbate peroxidase -0.7 AT4G35000 redox 
EhRi_038934 peroxiredoxin-2E -1.43 AT3G52960 redox 
EhRi_070909 trans-cinnamate 4-

monooxygenase 
-1.67 AT2G30490 phenylpropanoids, 

lignin biosynthesis, 
etc. 

EhRi_059505 14-3-3-like protein GF14 
nu 

-0.31 AT3G02520 signalling 

EhRi_040719 clathrin, heavy chain -0.8 AT3G11130 vesicle transport 
*The D/base entry is the unique ID assigned to the sequence in the custom E. hymale 
database. Protein descriptions were obtained from the BLAST2GO annotations as 
described in 3.2.10. Protein functional assignments were obtained from the MapMan 
classification scheme using the Classification SuperViewer tool or the PANTHER system 
as mentioned in 3.2.10. 
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As Table 3.4 shows, one of the main features among the proteins that reduced abundance 

in the DT rhizomes is the decrease of proteins involved in anti-oxidant activities, i.e 

peroxiredoxin-2E and L-ascorbate peroxidase in response to desiccation stress. As 

mentioned in Chapter 1, anti-oxidants are normally up-regulated in resurrection plants as a 

consequence of desiccation. 

 

Table 3.5: List of proteins that significantly decreased in abundance during desiccation of 
rhizomes of DS M. caffrorum.* 
D/base entry Description Fold TAIR Function 

EhRi_045723 glycyl-tRNA 
synthetase / glycine--
tRNA ligase 

-0.51 AT1G29880 Amino acid activation 

EhRi_040066 histone H2B  -0.59 AT2G28720 DNA synthesis/ 
chromatin structure 

EhRi_059080 nucleosome assembly 
protein 1;3 

-0.52 AT5G56950 DNA synthesis/ 
chromatin structure 

EhRi_065602 L-lactate 
dehydrogenase 

-0.81 AT4G17260 Fermentation/ 
dehydrogenase 

EhRi_039827 phosphoenolpyruvate 
carboxylase 4 

-1.75 AT1G68750 glycolysis  

EhRi_042344 alpha-glucan 
phosphorylase 
isozyme H 

-1.82 AT3G46970 major carbohydrate 
metabolism 

EhRi_061355 fructose-1,6-
bisphosphatase 

-1.82 AT1G43670 major CHO 
metabolism 

EhRi_040952 alcohol 
dehydrogenase class-3 

-0.33 AT5G43940 oxidoreductase 
activity 

EhRi_059730 regulatory particle 
triple-A ATPase 3 

-2.08 AT5G58290 protein degradation 

EhRi_045106 40S ribosomal protein 
Sa-2 

-1.06 AT3G04770 protein synthesis 

EhRi_040836 60S ribosomal protein 
L24-2 

-0.51 AT3G53020 protein synthesis 

EhRi_048268 elongation factor 1-
alpha 4 

-0.47 AT5G60390 protein synthesis 

EhRi_056224 elongation factor EF-2 -1.19 AT1G56070  protein synthesis 
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Table 3.5 continued 

 
EhRi_054645 outer envelope pore 

protein 16-2 
-1.01 AT4G16160 protein targeting 

EhRi_031721 2-Cys peroxiredoxin 
BAS1 

-0.6 AT3G11630 redox 

EhRi_038773 chalcone synthase -0.5 AT5G13930 flavonoids, chalcones, 
etc. 

EhRi_031846 14-3-3-like protein 
GF14 omega 

-2.56 AT1G78300 signalling 

EhRi_049303 heat shock protein 70-
2 

-0.11 AT5G49910 heat stress 

EhRi_048154 Isocitrate 
dehydrogenase [NAD] 
regulatory subunit 1 

-0.86 AT4G35260 tricarboxylic acid 
(TCA)  

EhRi_053908 WEB family protein  -0.5 AT4G27595 unknown 
 
*The D/base entry is the unique ID assigned to the sequence in the custom E. hymale 
database. Protein descriptions were obtained from the BLAST2GO annotations as 
described in 3.2.10. Protein functional assignments were obtained from the MapMan 
classification scheme using the Classification SuperViewer tool or the PANTHER system 
as mentioned in 3.2.10. 
 
Results in Table 3.5 above shows the complexity of the desiccation stress response in this 

plant. Whereas the abundance of heat shock cognate protein 70-1 from the HSP family 

increased (Table 3.3) in the DS rhizomes; the abundance of a related protein, heat shock 

protein 70-2 declined in the same rhizome tissues. Futher, whereas the abundance of the  

anti-oxidant 2-Cys peroxiredoxin BAS1 declined;  the abundance of two anti-oxidants, L-

ascorbate peroxidase and peroxiredoxin-2E increased in the same DS rhizomes (Table 3.3). 

Thus, these results demonstrates that it is difficult to speculate on the overall molecular 

status of the rhizomes by merely identifying individual proteins that are differentially 

expressed. The results demonstrates the importance of conducting further experimental 

analysis or alternatively, bioinformatics analysis to fully understand the molecular 

mechanisms involved in the response of the M. caffrorum rhizomes against desiccation 

stress. 
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3.3.4 Comparison of profiles of proteins whose abundance were significantly altered.  

 
The Venn diagram below (Fig 3.6) summarizes the distribution of the proteins that 

changed in abundance in response to rhizome desiccation. 

 

 

 

 
Fig 3.6: DT and DS rhizomes proteins that changed in abundance in response to 
desiccation stress. ‘UP’ refer to increase in abundance while ‘Down’ refers to decrease in 
abundance. 
 
 
It was observed that certain proteins showed similar patterns in abundance changes across 

the DT and DS phenotypes while some protein abundance changes were specific to one 

rhizome phenotype (Tables 3.2 to 3.5 and Fig 3.6). Four proteins (Pyruvate kinase, UTP--

glucose-1-phosphate uridylyltransferase 1, allene oxide synthase and, ATPase subunit 1) 

were increased in common in rhizomes of both the DT and DS phenotypes. Since the 

abundance these proteins increased in both the DT and DS rhizomes regardless of the 

environmental conditions, it is possible that these proteins are important in the attainment 

of desiccation-tolerance. The abundance of the proteins chalcone synthase and heat shock 
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protein 70-2 were increased in the DT but declined in the DS rhizomes, in response to 

desiccation stress. This difference may be a reflection of the environmental conditions in 

which the two plant types were grown and desiccated. There were no proteins that 

decreased in abundance commonly in the two rhizome phenotypes. 

 
In this chapter (sections 3.3.4.1 and 3.3.4.2 below), only the individual proteins that 

showed a common pattern in abundance changes and those showing contrasting change 

patterns between the DT and DS rhizome phenotypes will be discussed. A detailed analysis 

of protein abundance changes in the two rhizome phenotypes (DT vs DS) in response to 

desiccation will be presented using more advanced bioinformatics tools in Chapter 4. 

 

 
3.3.4.1 Proteins that increased in abundance in both the DT and DS rhizomes 

 
Allene oxide synthase is involved in the biosynthesis of the phytohormone jasmonic acid 

(JA). Analysis of both leaves and roots of the resurrection plant Haberlea rhodopensis 

revealed that JA appeared to serve as a signal that triggers the plant’s response to 

desiccation (Djilianov et al., 2013). In Agropyron cristatum, it was suggested that the 

water-deficit stress-induced JA production may function as a signal that leads to the 

regulation of glutathione and ascorbate metabolism and may have a crucial role in the 

acquisition of water-deficit stress tolerance in that plant (Shan and Liang, 2010). 

Therefore, the increase in the abundance of allene oxide synthase in response to 

desiccation in the rhizomes of M. caffrorum may be related to the synthesis of JA which in 

turn may play a key function in the acquisition of DT. 

 
The increase in the abundance of pyruvate kinase and UTP--glucose-1-phosphate 

uridylyltransferase 1 which are glycolysis intermediates suggests that they are needed for 

the production of energy and synthesis of downstream products required for the acquisition 

of desiccation-tolerance. This agrees with ultra-structural findings (Chapter 2) where it was 

established that energy reserves in the form of lipids and starch were diminished in both 

the DT and DS rhizomes, in response to desiccation. The abundance of another protein 

involved in energy metabolism, ATP synthase subunit 1, was also increased providing 

further support to the idea that water stressed caused an increase in energy metabolism in 



54 
 

 

 

the rhizomes of this plant. The abundance of two proteins matching to ATP synthases 

(ATPases) to increase in response to dehydration in leaves of the resurrection plant Boea 

hydrometrica (Jiang et al., 2007) and, the abundance of a vacuolar ATPase declined during 

desiccation in the resurrection plant X. viscosa (Mundree and Farrant, 2000). See also 

Oliver et al., (2010) for studies in S. stapfianus. It has been proposed by the latter authors 

that vacuolar ATPases are likely to play a role in the filling of vacuoles with solutes that 

ultimately enable maintenance of mechanical stabilization in dry tissues. As water 

replacement in vacuoles appears to be a mechanism utilised, at least in cortical cells of the 

rhizome (Chapter 2), it is possible that the ATPases identified in the current study facilitate 

this process. Whether this particular function is true or not, results from the present work 

suggest that, in corroboration with other studies on DT in vegetative tissues, ATPases may 

have an important role to play in the attainment of desiccation-tolerance by inter alia 

providing energy for protection and repair in the desiccated state or may help in the 

preparation for rehydration. 

 

It is worth noting that in the DS rhizomes there is an apparent contradiction where the 

abundance of one protein (phosphoenolpyruvate carboxylase 4) involved in glycolysis was 

reduced. This could be explained by the fact that there are two alternative pathways for 

glycolysis that are utilised under different physiological conditions (Plaxton, 1996; 

Sweetman et al., 2009; van Dongen et al., 2011; Tcherkez et al., 2012). The ‘normal’ 

glycolysis pathway is regulated by pyruvate kinase (which increased in abundance in both 

DT and DS) which catalyses the conversion of phosphoenolpyruvate to pyruvate and is 

thus an important regulator of glycolysis (Plaxton 1996; Carroll et al., 2008; van Dongen et 

al., 2011). The alternative pathway of glycolysis goes via the protein phosphoenolpyruvate 

carboxylase (PEPC) - which declined in abundance in the dehydrated DS rhizomes. The 

PEPC pathway of glycolysis is assumed to be more efficient when plants are ADP limited 

during stress (Plaxton, 1996; O’Leary et al., 2011). PEPC is also important for the 

replenishment of metabolites to the tricarboxylic acid cycle (TCA) cycle that are used for 

biosynthetic processes (van Dongen et al., 2011; Tcherkez et al., 2012). These results 

imply that energy was channelled selectively through the normal pathway (i.e. it is 

increased and the alternative PEPC pathways is decreased). This does not happen in the 

DT rhizomes, nor does it suggest that switching to the alternative pathway happens in DT 
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plants (since the abundance of phosphoenolpyruvate carboxylate 4 did not decline in those 

plants). If taken together, this might suggest that DT and DS rhizomes regulate energy 

metabolism slightly differently. More hypotheses can be generated by using holistic 

systems biology approaches to get a broader picture of the molecular processes underlying 

desiccation-tolerance in this plant. 

 
Furthermore, the abundance of isocitrate dehydrogenase [NAD] regulatory subunit 1, 

which is part of the TCA clycle, declined in the DS rhizomes, further complicating the 

understanding of how the energy balance is regulated in the DS rhizomes. In the DT 

rhizomes, while the abundance of glycolysis proteins were increased, the abundance of 6-

phosphogluconolactonase 1, which is involved in the pentose phosphate pathway was 

decreased. Therefore, these few example show that merely focusing on expression profiles 

of individual proteins makes it difficult to tell what the net energy status of the cell is after 

desiccation stress. Again, this provides a strong case to employ alternative approaches e.g. 

bioinformatics tools to understand the ultimate molecular status of rhizomes in response to 

desiccation. 

 

 

3.3.4.2 Proteins showing contrasting expression patterns 

 

iTRAQ analysis data show that the abundance of the protein chalcone synthase was 

increased in DT while it declined in the DS rhizomes in response to desiccation. Chalcone 

synthase is believed to act as a central hub for enzymes involved in the flavonoid pathway 

(Crosby et al., 2011). Flavonoids are important secondary metabolites with various 

functions including anti-oxidant activity, pigmentation, protection against UV, signal 

transduction during stress, reproductive functions (flower development, fruit and seeds) 

(Cain et al., 1997). Also, several genes encoding components of flavonoid biosynthesis 

have been reported to be induced under stress conditions. For example, considerable 

increases in flavonoid level have been demonstrated in several plants in response to abiotic 

stresses including drought (Winkel-Shirley, 2002). It is proposed here that increased 

flavonoid content in DT rhizomes might also play a role in the signalling to areal portions 

(fronds) during dehydration. Since flavonoids are also polyphenols and considering the fact 

that there were more polyphenols in the DT rhizome cortical tissues compared to the DS 
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forms (Chapter 2), this observation implies that it is possible that the polyphenols may 

have acted as mechanical stabilizers with redox buffering potential, as described for M. 

flabellifolia (Moore et al., 2006). 

The contrasting expression patterns observed for this protein can be explained in relation to 

the environmental conditions in which the plant grows. During summer, there are harsher 

conditions such as high temperatures, high radiation and therefore the increase in the 

abundance of chalcone in the DT rhizomes is most likely to help cope with the 

environmental conditions. In the case of the DS form, the plants grow in winter where the 

conditions are relatively conducive for growth and reproduction. The decreased abundance 

of chalcone synthase in response to desiccation may be an indication that the functions it is 

recruited to perform in summer are not necessary for survival in winter and thus the energy 

used in the execution of such pathways might be reduced in favour of other processes. 

Another protein showing a contrasting expression pattern is heat shock protein 70-2 (also 

known as heat shock protein, chloroplastic). Since the rhizome is not photosynthetic, it is 

likely that this is a plastid associated protein. The abundance of this protein was increased 

in the DT rhizomes but decreased in the DS rhizomes. In the DT rhizomes, the abundance 

of another HSP family member, HSP-91 was also decreased suggesting the importance of 

the HSPs in the protection of the DT rhizomes against water-deficit stress. Since drying 

occurred under higher temperatures in the summer dried plants; it is possible that the 

increased abundance of these proteins is simply a consequence of that. That is, if dried 

under elevated temperatures, the HSPs might be important for plastid protection as starch 

within is degraded for energy requirements associated with dehydration. However, it is 

worth noting that while the abundance of HSP 70-2 declined in the DS rhizomes, the 

abundance of heat shock cognate protein 70-1 was increased in the same desiccated 

rhizomes. Why the abundance of HSP 70-2 was specifically decreased in the DS rhizomes 

can only be speculated upon as possibly as a need for economization of pathways not 

absolutely required to facilitate tolerance to dehydration under cooler temperatures. The 

best approach to obtain an overall picture of potential protection by the HSP family 

members in the rhizome and to resolve the apparent contradictions is to employ systems 

based bioinformatics analysis. Thus the subject of the expression patterns exhibited by the 

HSPs will be discussed further in Chapter 4. 
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3.3.5 Western blot analysis 

 

SOD-[Cu/Zn] and heat shock protein 70 (HSP70), were selected for western blotting 

analyses to check the accuracy of protein identification and changes in relative quantity as 

predicted from the above iTRAQ analysis results. These were selected not only because 

iTRAQ quantification showed quantitative differences in expression on dehydration of DT 

vs DS rhizomes, but also because they have been cited in previous studies to be associated 

with DT in resurrection plants (Ingram and Bartels 1996; Farrant et al., 2007) including 

fern allies (Wang et al., 2010) and other DT tissues such as seeds (reviewed in Leprince 

and Buitink, 2010; Mtwisha et al., 2006) (see also Chapter 1). Fig 3.7 below present the 

western blot results for SOD-[Cu-Zn]. 

 

 
Fig 3.7: Western Blot validation of SOD expression profiles for the rhizomes collected 
while fronds were DT and those collected while the fronds were DS. The relative 
quantification of band intensities was performed using ImageLab (BioRad) software and 
analysed for statistical significance (Student’s t-test) using Prism 5 software. The fold 
changes (relative expression) were calculated by comparing the band intensity values of 
the dry rhizomes relative to the control (fully hydrated). Three biological replicates were 
carried out. Error bars indicate the standard error. 
 
Statistical analysis of the western blot results confirmed that the expression levels of SOD-

[Cu-Zn] was significantly increased in the DS rhizomes in response to desiccation while 

the same protein was determined not to be significantly differentially expressed in the DT 

rhizomes. These differential expression patterns agree with the results of the iTRAQ 

quantification. Based on the western blot results alone, it is interestingly that the levels of 
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this protein in the respective hydrated controls show that the DT rhizomes have 

significantly higher levels than the DS rhizomes. It is suggested here that the combined 

effects of higher temperatures and desiccation in summer has the potential of causing high 

levels of oxidative damage to cells. Therefore, even in the hydrated state, this house-

keeping anti-oxidant may be important in protecting against the ROS, suggesting that 

SOD-[Cu-Zn] is constitutively expressed in the DT rhizomes. On the other hand, in the 

cooler temperatures of the winter season in which the DS plants were growing, high levels 

of house-keeping anti-oxidants are probably not essential for survival. In winter, drying 

events are not usually experienced. Therefore, the significant increase of SOD-[Cu-Zn] on 

desiccation in the DS rhizomes is likely a reaction to the unexpected drying event. 

 

Fig 3.8 below present the western blot results for HSP-70-2. 

 

 
Fig 3.8: Western Blot validation of HSP70-2 expression profiles for the rhizomes collected 
while fronds were DT and those collected while the fronds were DS. The relative 
quantification of band intensities was performed using ImageLab (BioRad) software and 
analysed for statistical significance (Student’s t-test) using Prism 5 software. The fold 
changes (relative expression) were calculated by comparing the band intensity values of 
the dry rhizomes relative to the control (fully hydrated). Three biological replicates were 
carried out. Error bars indicate the standard error. 
 

As Fig 3.8 shows, western blot quantification indicates that the levels of HSP70-2 was 

increased in the DT and decreased in the DS rhizomes. This expression trend agrees with 

the iTRAQ quantification results. The possible interpretation of these expression trends has 

been given in section 3.3.4.2 above. 
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Put together, the agreement between the western blot analysis and iTRAQ on the 

expression patterns for both HSP70-2 and SOD-[Cu-Zn] shows that despite the multiple 

cross-species identification strategy employed (M. caffrorum to E. hymale and then to A. 

thaliana), data generated from this study can be relied on to provide insights into the 

processes that define desiccation-tolerance or sensitivity in M. caffrorum. However, the 

two techniques (iTRAQ and western blotting) gave different expression values (fold 

changes). A possible explanation for the observed differences is that the two techniques 

have different levels of sensitivity. For example, it is suggested that iTRAQ is generally 

able to achieve more accurate quantification over at least two orders of magnitude of 

concentration (Casado-Vela et al., 2010). On the other hand western blot quantification 

based on chemiluminescence is limited by its poor detector response linearity. With a 

linear dynamic range of just over one (Heinicke et al., 1992), it does not have sufficient 

range to accurately quantify immunoblot pictures. Also, antibodies against a given protein 

may bind to other closely related proteins and thereby giving misleading western blot 

results. We are aware that more protein targets should have been selected for validating 

protein expression levels. However, time and financial constraints limited the possibility to 

acquire more antibodies for western blot analysis.  

 

 

3.3.6 Summary 

 

In summary, a proteomic investigation has been successfully implemented to identify 

rhizome proteins that are differentially expressed in the DT and DS phenotypes of M. 

caffrorum, in response to desiccation. While analysis of proteomics data at an individual 

protein level is capable of providing useful information on mechanisms of desiccation-

tolerance in resurrection plants, a more comprehensive and holistic approach using modern 

bioinformatics tools may reveal much more information. This is because proteins perform 

their functions in a complex network with other proteins, and not in isolation. As a result, 

the next chapter (Chapter 4) takes the proteomic investigation described in this chapter 

further by carrying out network based bioinformatics analysis to obtain deeper insights into 

molecular processes leading to the acquisition of desiccation-tolerance in rhizomes of M. 

caffrorum. 



60 
 

 

 

Chapter 4: Bioinformatics prediction of molecular mechanisms of desiccation-

tolerance in M. caffrorum rhizomes 

 

 

4.1 Introduction 

 

In Chapter 3, a high-throughput proteomics approach (using iTRAQ) was presented that 

produced information on the identity of 236 M. caffrorum rhizome proteins, some of which 

were differentially expressed in response to desiccation stress. However, high-throughput 

experiments per se do not necessarily produce sufficient information to provide a 

biological understanding of the molecular processes underlying physiological or 

phenotypic observations. This is because proteins do not work individually, but in an 

intricate network of interactions. Indeed, Chapter 3 showed clearly that an attempt to 

understand molecular mechanisms of desiccation-tolerance in the M. caffrorum rhizomes 

based on individual protein expression profiles alone could not suffice because potentially 

contradictory results were obtained. Since desiccation-tolerance involves, inter alia, the 

integrated responses of many proteins, a systems-level understanding of experimentally 

derived data is needed to gain in-depth and contextual insights into the protection 

mechanisms employed by resurrection plants against desiccation. 

One of the foundational themes of systems biology is the study of networks of inter-

dependent and interacting components that produce the unique properties of the system 

(Chawla et al., 2011). The major strength of network analysis is the fact that it enables the 

identification of proteins that might have remained undetected in proteomic profiling 

experiments. These are subsequently added to the initial (query) protein lists and the 

combined lists used to derive molecular features characteristic of the system. Further, 

network analysis provides intuitive ways for the visualization of ‘omics’ data by reducing 

the intrinsic complexity associated with such data. Different algorithms and methods have 

been developed to mine biological information from existing datasets of biological 

networks, including gene-metabolite, protein-protein interaction, transcriptional regulatory, 

gene regulatory, and co-expression networks (Yuan et al., 2008; Konika Chawla et al., 

2011). However, it is important to note that bioinformatics tools involved in network 

analysis give only theoretical interpretation of data based on known and predicted 
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associations stored in the various databases involved in the analysis.  Also, we note that 

our use of TAIR identifiers (Chapters 3 and 4) may impose bias to our analysis given the 

relationships between M. caffrorum proteins vs their A. thaliana orthologs. Specifically, 

protein networks and protein-protein interactions observed in A. thaliana work may not be 

a true reflection of what happens in the fern.  

This chapter reports the first network based systems-level analysis of M. caffrorum 

rhizome proteome to reveal molecular mechanisms of desiccation-tolerance in the DT and 

DS phenotypes of the plant. Making use of the publicly available network construction 

tools, an integrated bioinformatics analysis of the data generated using iTRAQ (Chapter 3) 

was carried out to derive a molecular interpretation of the data from the perspective of 

gene ontology (GO) biological process terms, and protein-protein interactions (PPI). 

Results predict that the DT and DS rhizomes are characterized by two almost contradictory 

stress-responsive strategies. According to bioinformatics analysis, in the DT rhizomes, 

pathways related to protein synthesis machinery and the UPS were significantly up-

regulated, while the two systems were down-regulated in the dry DS form. The anti-

oxidant potential in the desiccated DS rhizomes was predicted to be markedly up-regulated 

while, in contrast it was predicted to be down-regulated in the DT rhizomes. Furthermore, 

in the DS rhizomes, pathways related to energy metabolism were predicted to be up-

regulated in response to desiccation, while they appeared to be down-regulated in the DT 

rhizomes. However, there were some similarities between the two phenotypes; rhizomes of 

the two plant forms activated a similar set of hormones/molecular messengers, namely 

ABA, JA, indole acetic acid (IAA), auxin (AUX) and sucrose signalling. The exception to 

this was the putative up-regulation of salicylic acid (SA) and ethylene (ET) mediated 

signalling in the DS rhizomes only. Based on the bioinformatics tools used, the noteworthy 

commonly down-regulated biological process was fatty acid β-oxidation. Interestingly, in 

the DS rhizomes, biological processes normally associated with pathogen defences were 

hypothetically up-regulated, suggesting a possible cross-talk against both water-deficit 

stress and pathogen infection. In the DT rhizomes, bioinformatics prediction results 

suggest an apparent cross-talk and cross-tolerance against water-deficit and heat stresses. 
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Since the rhizomes are continuously DT (Chapter 2) and given these observations, it is 

posited that tolerance of extreme water loss has some common features in rhizomes of M. 

caffrorum but that it can, apparently, be achieved by different processes/pathways, 

depending on the environmental conditions under which the plant is desiccated. It is also 

proposed that the pathways variously hypothesised to be up- and down-regulated in winter 

rhizomes might preclude attainment of DT in fronds produced during that season, and 

conversely, pathways involved in DT in summer rhizomes facilitate tolerance in fronds. In 

this regard, the current work provides some theoretical indication of pathways involved in 

the attainment of desiccation-tolerance in M. caffrorum rhizomes, and the role that 

environmental factors (and potential cross-talks among them) might play in attainment 

thereof. This chapter will also attempt to provide insight as to the potential role of the 

rhizomes in regulating frond behaviour seasonally. Farrant et al., (2009) have shown that 

the fronds produced towards the end of the winter season produce sporangia for the 

production of DT spores that are dispersed in spring and early summer. The analyses 

presented below take these observations into consideration. 
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4.2 Methods 

 
The following open-source programs were employed to carry out bioinformatics analysis 

of differentially expressed proteins identified in Chapter 3: 

 
1) ClueGO (Bindea et al., 2009; 2013) for enrichment of gene ontology (GO) 

biological process terms (Ashburner et al., 2000); 

 
2) Reduce and Visualize Gene Ontology (REViGO) (Supek et al., 2011) for 

summarization and visualization of enriched GO biological process terms and; 

 
3) Gene Multiple Association Network Integration Algorithm (GeneMANIA) (Warde-

Farley et al., 2010) for protein-protein interaction and functional module 

predictions. 

 

 

4.2.1 GO biological process functional enrichment analysis 

 

The Cytoscape v3.1.1 (Shannon et al., 2003) plug-in ClueGO v2.1.2 was used for 

enrichment of GO biological process terms. ClueGO is a Java package that extracts the 

non-redundant biological information for groups of genes/proteins using GO terms and can 

perform single cluster analysis or cluster – cluster comparisons. In the present study, for 

input, TAIR identifiers were used for protein cluster lists and ontology terms were derived 

from A. thaliana. Enrichment analysis was performed by comparing frequencies of the 

annotation terms in the input protein sets (differentially expressed protein sets identified in 

Chapter 3) with those in the reference list (all the 236 proteins identified in the iTRAQ 

experiment, see Chapter 3). Two-sided (enrichment/depletion) tests were employed based 

on the hypergeometric distribution with a statistical significance threshold of p ≤ 0.05. To 

correct the p-value for multiple testing, the Bonferroni step-down correction was used to 

reduce the chances of type 1 error (false positive) rate (Ge et al., 2003). P-value doubling 

was employed to address discreetness and conservatism issues (Rivals et al., 2007). 

 
ClueGO networks are drawn using kappa statistics that reflect the relationships between 

terms based on the similarity of their associated genes. Term-gene matrices containing 



64 
 

 

 

terms and their associated genes are created and used to derive term-term similarity 

matrices calculated using kappa statistics to determine the strength of association between 

terms (kappa score). A higher kappa score permits connections between closely related 

terms with very similar associated genes (high stringency). On the other hand, a low score 

permits connections between less related terms (low stringency). In this work, on a scale of 

0 to 1, GO term connectivity (kappa score) was fixed at 0.4. To reduce redundancy, GO 

term grouping (functional grouping) was used. The minimum number of common parents 

allowed was set at 3 and the maximum number of different parents was set at 4. No 

restrictions were imposed on the number of genes to be associated with a term for that term 

to be considered valid. The ClueGO ‘cluster comparison’ option was employed to identify 

biological processes that were common between DT vs DS tissues or specific to either of 

the two, for both the categories of proteins that were increased  and those that were 

decreased in abundance. Since high level terms (closer to the root) in a GO tree can be too 

general while lower level terms are more specific, enrichment analysis was carried out at 

the 6th level of depth and deeper in order to achieve an effective comparative analysis. 

 
 
4.2.2 GO term summarization and visualization 

 

GO biological process terms were summarized using the REViGO tool to further minimize 

redundancy and simplify the analysis. Node data from statistically overrepresented 

(enriched) terms in the ClueGO constructed networks were exported and analysed using 

the REViGO tool. REViGO reduces functional redundancies by summarizing extensive 

lists of GO terms to show only a representative subset of the terms using a semantic 

similarity measure clustering algorithm. Cluster representative GO terms were visualized 

in two-dimensional scatter-plots. REViGO analyses were carried out with the following 

settings; allowed similarity - small (0.5) [or medium (0.7) for non-specific terms]; GO 

terms database - Arabidopsis thaliana, and semantic similarity measure - SemRel. 

 

 

4.2.3 Protein-protein integration 

 

The online tool GeneMANIA (http://www.genemania.org), also available as a Cytoscape 

plug-in, was used to derive the interactome of empirically determined and predicted PPIs 

http://www.genemania.org/


65 
 

 

 

of differentially expressed proteins identified in Chapter 3. GeneMANIA finds association 

data to form complementary network connections (edges) by searching for related genes in 

many large, publicly available biological datasets, including protein-protein, protein-DNA 

and genetic interactions, gene and protein expression data, pathways, protein domains 

reactions, and phenotypic screening profiles (Warde-Farley et al., 2010). The main datasets 

that are part of the search includes Pfam, BioGRID, Pathway Commons as well as datasets 

from recent publications. TAIR identifiers of the respective gene sets were used as query 

genes, and the program was executed with default settings. GeneMANIA can; 1) predict if 

query genes are functionally connected, 2) find new members of a pathway or complex, 3) 

predict additional genes that might have been missed and, 4) augment the network with 

new genes with a specific function. 
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4.3 Results and preliminary discussion 

 

 

4.3.1 GO biological process term enrichment 

 

Complete ClueGO generated analyses charts for GO term enrichment analysis results can 

be found in Figs S1– S6 in the Supplementary Materials. As shown in the Figs S1 – S6, in 

some cases GO biological processes enrichment analysis produced tens of terms for each 

dataset. GO biological processes reviewed below are REViGO generated summaries of 

overrepresented terms. Using REViGO allowed clustering of GO terms into groups of 

related biological processes and identification of the most unique or less dispensable terms. 

Thus, in the scatter-plots presented in Figs 4.1 – 4.6 below, only one representative term 

per cluster is shown. 

4.3.1.1 Biological processes commonly up-regulated in both DT and DS 

 

Considering the fact that the DT and DS plants were dried under different environmental 

conditions (summer and winter respectively), the hypothetically commonly up-regulated 

biological processes are important as they can be considered to be part of the critical 

molecular network that regulate desiccation-tolerance in M. caffrorum since they were up-

regulated irrespective of other environmental conditions. Representative GO biological 

process terms predicted to be up-regulated in both DT and DS rhizomes are presented in 

Fig 4.1 below. 

As shown in Fig. 4.1, the DT and DS rhizomes were both predicted to up-regulated a 

common set of biological processes relating to several hormones, which suggests that the 

hormones and other signalling molecules play a key role in the acquisition of desiccation-

tolerance in M. caffrorum. However, despite being predicted to be commonly up-regulated 

in the two forms of this plant, it is possible that these hormones and signalling molecules 

do not necessarily regulate the same pathways in the same way in the two rhizome types. 

Different hormone expression levels and combinations are likely to lead to different 

outcomes in the two rhizome types. 
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Fig 4.1: The scatter-plot shows the GO biological process cluster representatives of terms 
up-regulated in both DT and DS rhizomes. The bubble colour indicates the P-values 
obtained from the ClueGO enrichment analysis (colour code is shown on the upper right 
corner). Bubble size indicates the GO term frequency in the underlying GOA (Camon et 

al., 2004) database. More general terms are larger, and more specific terms are represented 
by smaller bubbles. The GO terms are clustered together in the semantic space according 
to functional similarity and the units on the scatter-plots have no intrinsic significance. 
 

The hypothetical up-regulation of biological processes involving ABA-mediated signalling 

pathway, and JA biosynthesis shows the importance of these hormones in the rhizomes of 

this plant. The proposed roles for JA were discussed in Chapter 3, particularly its potential 

role as a signalling molecule in the regulation of glutathione and ascorbate metabolism 

(Shan and Liang, 2010). ABA-mediated signalling has been suggested to be involved in 

the regulation of genes encoding protectants such as heat shock factors and LEA proteins, 

aldehyde dehydrogenase, galactinol and raffinose family oligosaccharide (Deng et al., 

2006; Wang et al., 2009; Kirch et al., 2001; Wu et al., 2011). In the leaves and roots of H. 

rhodopensis, JA and ABA served as signals triggering the response to desiccation 

(Djilianov et al., 2013). Therefore it is likely that these pathways played similar roles in the 

M. caffrorum rhizomes. 



68 
 

 

 

The biological processes ‘indolacetic acid biosynthesis’ and ‘auxin polar transport’ are 

associated with root related processes (Marchant et al., 1999). The hypothetical up-

regulation of these biological processes is likely to be linked to the predicted up-regulation 

of ‘root hair cell diferentiation’. Root hair development has been demonstrated to be an 

adaptive response to low water potentials, and the process is mediated by ABA 

accumulation, AUX transport in the root tips and ROS (Schnall and Quatrano, 1992; 

Foreman et al., 2003; Yamaguchi and Sharp, 2010; Xu et al., 2013), which were 

apparently up-regulated in this work. Root hair cell differentiation refers to a situation 

where a relatively un-specialised cell acquires the features of a root hair cell. The 

desiccation-tolerance of root-hairs was not tested in this work, but it is possible that if these 

structures lose viability on drying, most likely shortly after rehydration, it is necessary to 

produce new root-hairs for continued water and nutrient uptake in the metabolically active 

plant. 

 

While the role of sucrose signalling in resurrection plants has not been extensively studied; 

in other plants e.g. Brassica oleracea and A. thaliana, it appears sucrose has a role in the 

induction of responses associated with ROS scavenging (Nishikawa et al., 2005; Couée et 

al., 2006; Ramel et al., 2009). In addition, many JA, ABA and other stress-inducible genes 

are co-regulated by sugars (Reinbothe et al., 1994; Sadka et al., 1994). Given the fact that 

sucrose tends to accumulate during drying in ferns and other DT angiosperms examined to 

date (Ghasempour et al., 1998; Cooper and Farrant, 2002; Whittaker et al., 2007; Phillips 

et al., 2008; Farrant et al., 2009; Toldi et al., 2009; Oliver et al., 2011), it is highly 

probable that sucrose signalling may have a role in the acquisition of desiccation-tolerance 

in resurrection plants. Therefore, the predicted up-regulation of the ‘response to sucrose 

signalling’, in both the DT and DS rhizomes suggests that shifts in sucrose metabolism, 

and possible resultant sucrose signalling plays a key role in the acquisition of desiccation-

tolerance in M. caffrorum rhizomes. 

 

Glucosinolates have not been reported to be present in ferns, and are found almost 

exclusively in the order Brassicales, and to a lesser extent in the genus Drypetes in the 

order Euphorbiales (Halkier and Gershenzon, 2006). It is possible that this species does 

indeed have glucosinolates in their rhizomes. Alternatively, the identification of biological 
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processes related to glucosinolates in M. caffrorum rhizomes, could well be an example of 

the disadvantages of using resources developed for the model plant, A. thaliana, to conduct 

molecular biology research in evolutionarily distant species. However, useful insights can 

still be obtained. In terms of roles in abiotic stress, an A. thaliana mutant deficient in 

glucosinolate metabolism was reported to be thermo-sensitive and to be defective in the 

expression of cytosolic Hsp90 after heat stress (Ludwig-Muller et al., 2000), implying a 

role in the acquisition of tolerance to heat and perhaps to other stresses. The existence of a 

related pathway in the M. caffrorum rhizomes with similar roles cannot be ruled out. 

 

The cellular biogenic amine metabolism also appears to have increased in response to 

desiccation. One group of the widely reported biogenic amines in resurrection plants are 

the polyamines. Polyamines are involved in various abiotic stresses including drought, UV, 

oxidative stress etc., and are thought to act as signalling/messenger molecules to modulate 

the plant responses to stress (Bhatnagar-Mathur et al., 2008; Groppa and Benavides, 2008; 

Alcázar et al., 2010). The accumulation of polyamines tends to correlate with drought 

tolerance. For example, in Craterostigma plantagineum the reported levels of polyamines 

were higher than those reported for A. thaliana after drought treatment (Alcázar et al., 

2011). It is possible, therefore, that polyamines may act as signalling molecules 

modulating the response to drying, and perhaps the rehydration process in the M. 

caffrorum rhizomes. Also, polyamines are capable of binding to negatively charged 

molecules such as proteins, membrane phospholipids, or DNA and thus are able to protect 

these macromolecules (Dinakar and Bartels, 2013). This characteristic could also be 

beneficial to the M. caffrorum rhizomes during the desiccation process or during 

rehydration. 

 

The isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway is 

involved in the production of isoprenoids. Plant isoprenoids are involved in the synthesis 

of a variety of compounds potentially important in the acquisition of desiccation-tolerance 

e.g. sterols (essential for membrane architecture), regulatory molecules (ABA, 

brassinosteroids, strigolactones from roots, etc.) (Pulido et al., 2012). Recent work has 

shown that some intermediates of the isoprenoid biosynthesis pathway act as signal 

molecules released from the plastid to modulate the expression of stress-related genes 
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(Xiao et al., 2012). Isoprenoids are believed to form part of the defence system against 

oxidation in all plants and some isoprenoids were reported to enhance drought tolerance in 

some plants (Demmig-Adams and Adams III, 1996; Davison et al., 2002; Munné-Bosch 

and Alegre 2002; Telfer, 2002; Du et al., 2010). In X. humilis leaves, isoprenoids were 

suggested to function in the protection of photosynthetic membranes from desiccation-

induced damage (Beckett et al., 2012). Therefore, the predicted up-regulation of isoprenoid 

biosynthesis implies that these compounds have a role in the protection of the M. 

caffrorum rhizomes, possibly of protecting them against desiccation-induced oxidative 

damage. 

 

Another interesting observation is that, according to the bioinformatics predictive tools, the 

biological process ‘organ senescence’ was up-regulated in both the DT and DS rhizomes 

upon desiccation. Senescence could probably also play roles in regulating controlled 

turnover of proteins and other molecules in stressed tissues of both the DT and DS 

rhizomes. For example, it is possible that the rhizomes senesce older or dead rhizome 

tissues so that the nutrients from those tissues get recycled to other parts of the rhizomes to 

produce potentially essential protectants. 

 

4.3.1.2 Biological processes commonly down-regulated in both DT and DS 

 

Biological processes predicted to be commonly down-regulated in the DT and DS 

rhizomes in response to desiccation stress, are shown in Fig. 4.2 on the next page. As 

shown in Fig 4.2, based on the bioinformatics analysis applied here, few processes were 

predicted to be down-regulated in common in DT vs DS rhizomes in response to 

desiccation stress. This is an expected result since the iTRAQ results (Chapter 3) showed 

that there were no proteins whose protein expression levels were commonly declined 

between the two rhizome types in response to desiccation. These commonly down-

regulated GO biological process terms can be viewed as representing processes that are not 

necessary in the cells during the desiccation process, or in the fully desiccated rhizomes 

and therefore have to be down-regulated to save energy and resources, redirecting these to 
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cell protection. Also, down-regulation of some processes may be designed to ensure that 

the reactions that are likely to cause the accumulation of toxic products are avoided. 

 

 

 

Fig 4.2: The scatter-plot shows the GO biological process cluster representatives of terms 
down-regulated in both DT and DS rhizomes. The bubble colour indicates the P-values 
obtained from the ClueGO enrichment analysis (colour code is shown on the upper right 
corner). Bubble size indicates the GO term frequency in the underlying GOA (Camon et 

al., 2004) database. More general terms are larger, and more specific terms are represented 
by smaller bubbles. The GO terms are clustered together in the semantic space according 
to functional similarity and the units on the scatter-plots have no intrinsic significance. 
 
 
One of the major functions of fatty acid β-oxidation is the catabolism of fatty acids from 

lipid storage reserves for gluconeogenesis (Poirier et al., 2006). In Chapter 2, it was shown 

that lipid reserves in the rhizome cortical cells of both the DT and DS phenotypes of this 

plant were reduced in response to desiccation in both the DT and DS plants. It is possible 

that β-oxidation was involved in the degradation of lipids in the rhizome cortical cells (and, 

perhaps other tissues) for energy production during drying. However, at the end of 

desiccation when the lipid reserves were decreased, high levels of fatty acid β-

oxidation were probably no longer essential. One of the major consequences of fatty 
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acid β-oxidation is the generation of H2O2 (del Río et al., 2002). Therefore, the predicted 

down-regulation of biological processes associated with fatty acid β-oxidation can be 

interpreted to be a way of reducing the accumulation of H2O2 and therefore protect cells 

from oxidative damage. 

 
The GO biological process ‘ER to Golgi vesicle-mediated transport’ refers to the directed 

movement of substances from the endoplasmic reticulum (ER) to the Golgi apparatus, 

mediated by COP II vesicles. Molecules transported by the COP II trafficking system 

include proteins and other soluble cargo (Lee and Miller, 2007). The predicted down-

regulation of the COP II trafficking system may be a reflection of the decrease in the 

production of metabolism associated with active secretion to the plasmalemma, cell wall 

and/or vacuoles   during the last stages of desiccation. 

 
The predicted down-regulation of the GO biological process ‘root hair elongation’ appears 

to be an apparent contradiction since a related biological process, ‘root hair cell 

differentiation’ was predicted to be up-regulated in both the DT and DS rhizomes. Since 

this study only analysed protein expression at two points only (fully hydrated vs fully 

dehydrated), it is difficult to predict what transpired during the course of drying. Generally, 

growth is sensitive to water-deficit. For example, under controlled conditions, A. thaliana 

seedlings subjected to water-deficit terminate shoot and root growth at water potentials of 

only 21 and 20.6 MPa, respectively (van der Weele et al., 2000). Therefore, during the 

drying process, the elongation of existing root-hairs was probably inhibited during drying. 

It was proposed above that root hair cell formation may be important during desiccation. It 

is most likely that the apparent down-regulation of the pathways responsible root hair 

elongation observed here suggests that the transcripts for this process were stored in the 

rhizomes but were prevented from being translated, as suggested by Dace et al., (1998). 

 

4.3.1.3 Up-regulated biological processes specific to DT rhizomes 

Bearing in mind the fact that the DT plants were collected and dried under summer 

conditions, the biological processes predicted to be up-regulated in the DT rhizomes may 

also bear the influence of the specific conditions under which the plants were grown, e.g. 
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higher temperature and high levels of radiation compared to winter. Fig 4.3 below shows 

some of the biological processes predicted to be up-regulated specifically in the DT 

rhizomes. 

 

 

Fig 4.3: The scatter-plot shows the GO biological process cluster representatives of terms 
up-regulated in the DT rhizomes. The bubble colour indicates the P-values obtained from 
the ClueGO enrichment analysis (colour code is shown on the upper right corner). Bubble 
size indicates the GO term frequency in the underlying GOA (Camon et al., 2004) 
database. More general terms are larger, and more specific terms are represented by 
smaller bubbles. The GO terms are clustered together in the semantic space according to 
functional similarity and the units on the scatter-plots have no intrinsic significance. 
 
 
As shown in Fig 4.3, the DT rhizomes seemingly induced dormancy processes in response 

to desiccation as shown by the hypothetical up-regulation of the GO biological process 

term ‘seed dormancy processes’. Seed dormancy is a well-documented phenomenon that is 
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induced, often along with desiccation-tolerance in many (non-recalcitrant) seeds. These 

pathways are proposed to maintain the seed in a relatively quiescent non-germinative mode 

until environmental conditions conducive to germination and subsequent plant growth for 

that species occurs. If indeed summer dormancy pathways in the DT rhizomes were up-

regulated, this could ensure better survival in the dry season. It is suggested here that the 

rhizomes of M. caffrorum do not go into dormancy but rather they become quiescent. As 

mentioned in Chapter 1, dormancy in resurrection plants is unlikely. Rather, vegetative 

tissues in resurrection plants normally become quiescent i.e. if water becomes available, 

they revive full metabolic activities. 

The hypothetical up-regulation of the GO biological process terms ‘proteasomal-mediated 

ubiquitin-dependent protein catabolism’, ‘protein ubiquitation’, ‘proteolysis’ and, 

‘proteasome core complex assembly’ suggests that selective protein degradation likely 

mainly via the UPS has an important role in the desiccation stress response in the DT 

rhizomes. The importance of the UPS in ensuring the survival of plant tissues against 

water-deficit stress was reviewed in Chapter 1. The apparent up-regulation of pathways 

involved in the UPS in the DT rhizomes may be due to the possible high rate of protein 

denaturation as a result of not only water-deficit, but also high temperature stress 

associated with the summer. Protein recycling via the UPS may also ensure the synthesis 

of potential protectants such as the HSP proteins among others, while reducing the number 

of proteins, which are not required or are counter-productive to the attainment of 

desiccation-tolerance. 

The biological processes ‘mRNA export from nucleus’ and ‘translation’ are associated 

with the protein synthesis machinery. Preservation of the protein synthesis machinery by 

the DT rhizomes is in keeping with observations made in other resurrection plant species. 

Studies have shown that in leaves of DT species, protein synthesis continues until the 

leaves reach an almost air-dry state (Bartels et al., 1990; Gaff et al., 1997). This adaptation 

is important in resurrection plants because it is vital that key protectants required for 

desiccation-tolerance (such as chaperones and LEAs) and enzymes required for the 

production of other protectants (such as anti-oxidants) are available during the desiccation 

stress period or in the early stages of rehydration. In addition to stored proteins, it is also 
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likely that transcripts are stored (prevented from translation) until rehydration as proposed 

by Dace et al., (1998). 

Cell multiplication in plants occurs mainly from meristems which comprise 

undifferentiated actively dividing stem cells (Sablowski, 2011). Meristem maintenance in 

roots is regulated by the interaction of hormones, including ABA, AUX and JA (Lee et al., 

2012), which were also predicted to be up-regulated in the present study. It is highly likely 

that maintenance of integrity of these tissues is essential for the continued growth or re-

growth of rhizome tissues such as root-hairs. 

The predicted up-regulation of the GO biological processes ‘shoot system morphogenesis’ 

in the rhizomes implies that the rhizomes have a role in controlling the frond’s capacity to 

recover from desiccation on rehydration. The accumulation of proteins responsible for 

shoot system morphogenesis in the desiccated rhizomes may be a strategy to ensure that 

when the desiccated plants are watered, they produce new fronds, and to ensure the rapid 

resumption of normal physiological functions. It is notable that this biological process is 

not predicted to be up-regulated in DS rhizomes where dehydration of fronds results in 

their death.   

The predicted up-regulation of the GO biological process ‘response to high light intensity’ 

may be a reflection of the influence of the environmental conditions in summer where 

plants were likely exposed to high light intensity compared to the DS plants. The exposure 

to higher light in summer may result in fronds absorbing more energy than can be used for 

carbon dioxide fixation (Asada, 1999). The accumulation of excess excitation energy in the 

fronds may in turn cause an increase in ROS (Karpinski et al., 1997; Pfannschmidt et al., 

1999). In A. thaliana, it was shown that the high light response involves ABA signalling 

between cells (Galvez-Valdivieso et al., 2009). The up-regulation of processes involved in 

the response to high light in the rhizomes suggests a possible communication between the 

fronds and rhizomes via ROS and ABA signalling. 

The GO biological processes ‘RNA methylation’ refers to the RNA mediated methylation 

of DNA molecules. RNA methylation of DNA may be involved in regulating gene 

expression by switching ‘on’ or ‘off’ of certain genes as appropriate (Fu et al., 2014). The 
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predicted up-regulation of this process suggests the active involvement of genetic control 

of the desiccation stress response in M. caffrorum rhizomes. 

 

The biological significance of endoreplication is under intense debate with several theories 

and hypotheses being put forward. Here, two of the theories are outlined to help speculate 

on the possible role of endoreplication in the DT rhizome tissues in the moisture deficit 

stress response. One theory suggests that endoreplication acts as a buffer against DNA 

damage and mutations by providing extra copies of important genes (Edgar and Orr-

Weaver, 2001). If the idea holds, then it is possible that the DT rhizomes underwent DNA 

endoreplication to provide extra copies of genes essential for the production of protectants 

needed for protection against water-deficit, or other environmental stresses such as heat 

which accompany drying in the summer. It is probable that the chances of extensive DNA 

damage are higher in summer than in winter given the severity of the environmental 

conditions characteristic of summer. 

 Another suggestion is that endoreplication may have a role in modulating stress responses. 

For example, it was demonstrated that increased endoreplication reduced A. thaliana leaf 

sensitivity to desiccation (Cookson et al., 2006). It is possible; therefore, that 

endoreplication in the DT rhizomes may have a key role in the modulation of some 

processes key to the acquisition of desiccation-tolerance or in the response against other 

abiotic stresses such as heat or radiation. 

 Interestingly, preliminary unpublished flow cytometry data on the hexaploid (6C) 

resurrection plant X. humilis show that roots, but not leaves, of this species are octoploid 

(8C) in the desiccated condition, suggesting endoreplication in those organs during drying 

(Farrant, pers. com.). Insufficient research has been done on tissues of underground organs 

of resurrection plants to conclude whether this is a common phenomenon. 

4.3.1.4 Up-regulated biological processes specific to DS 

Biological processes hypothetically up-regulated specifically in DS rhizomes in response 

to desiccation are summarized in Fig 4.4. These processes are most likely not merely 

related to desiccation alone, but also may have been significantly influenced by other 

stresses in the environment in which the plants were grown. 
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Fig 4.4: The scatter-plot shows the GO biological process cluster representatives of terms 
up-regulated in the DS rhizomes. The bubble colour indicates the P-values obtained from 
the ClueGO enrichment analysis (colour code is shown on the upper right corner). Bubble 
size indicates the GO term frequency in the underlying GOA (Camon et al., 2004) 
database. More general terms are larger, and more specific terms are represented by 
smaller bubbles. The GO terms are clustered together in the semantic space according to 
functional similarity and the units on the scatter-plots have no intrinsic significance. 
 
 
Interestingly, as shown in Fig 4.4, bioinformatics analysis suggests that there appears to be 

a link in the responses of the DS rhizomes to desiccation stress and biotic stresses, as 

shown by the predicted up-regulation of biological processes associated with ‘defence 

response to fungus, incompatible interactions’. The up-regulation of biological processes 

linked to responses against pathogens as a result of desiccation in resurrection plants has 

also been reported by other researchers. In C. plantagineum and H. rhodopensis, some 

transcripts commonly associated with response to pathogen defence increased in 

abundance during desiccation (Rodriguez et al., 2010; Gechev et al., 2013). Also, several 

of the transcripts expressed during rehydration in C. plantagineum encode pathogen 
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responsive proteins (Rodriguez et al., 2010). A possible cross-tolerance in the response 

against both water-deficit stress and pathogen defence will be analysed in the discussion 

section of this chapter.  

Generally, among its several functions, callose is deposited in cell walls in response to both 

abiotic and biotic stresses, and this response is believed to be mediated by ABA (Nowicki 

et al., 2013; Oide et al., 2013). Thus, the predicted up-regulation of the biological process 

‘callose deposition in cell wall’ is consistent with responses to either the desiccation stress 

treatment employed in this work, or in microbial infections, or, both. In addition, and 

interestingly, callose can be deposited at the plasmodesmata where it controls the cell-to-

cell trafficking of molecules by regulating the size exclusion limit (Iglesias and Meins, 

2000; De Storme and Geelen, 2014). As reported in Chapter 2, the rhizome cortical cell 

walls of both the DT and DS plants were prominently punctuated by plasmodemata and 

these areas appeared to increase in size during drying. It is possible therefore, that as one of 

its functions, callose was involved in regulating transport between cells. The fact that this 

biological process was not predicted to be significantly up-regulated does not preclude the 

possibility that the callose could still have played the same regulatory role. Why this 

should be more evident in DS compared to DT rhizomes is not clear. SA has been 

implicated in defensive roles against many different abiotic and biotic stresses (Janda et 

al., 2007). SA also appears to have roles in water-deficit stress response. In the leaves of 

the resurrection plant H. rhodopensis, SA was maintained at a steady high level during the 

whole process of desiccation (Djilianov et al., 2013), suggesting that, together with other 

hormones, SA may have a key role in the plant response to desiccation. Thus the 

hypothetical up-regulation of the GO biological process ‘salicylic acid metabolism’  

suggests that this process may have important roles in the DS rhizomes, and the difference 

in expression between DS and DT rhizomes could be related to different mechanisms 

whereby these two phenotypes survive water-deficit in the face of different environmental 

conditions. Since SA is also widely known for its pathogen response, it is possible that 

during the winter months this species is faced with different or more virulent pathogens 

than are present in summer.  As this study did not investigate the role of pathogens during 

desiccation, no further comment can be made here.  
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The hypothetical up-regulation of the GO biological process ‘coumarin biosynthesis’ can 

also be linked to responses against pathogens since coumarin derivatives have been shown 

to have anti-fungal properties against soil-borne plant pathogenic fungi (Brooker et al., 

2007). 

 

Water-deficit has been shown to enhance or weaken the responses of plants to UV-B 

radiation (Zlatev et al., 2012). UV-B can cause DNA damage, protein denaturation, and 

membrane changes (Zlatev et al., 2012). Therefore, the predicted up-regulation of the GO 

biological process ‘response to UV-B’ in the DS rhizomes may be linked to the invocation 

of protective mechanisms in response to desiccation. The putative up-regulation of proteins 

linked to this response in the rhizomes also suggests a communication between fronds and 

the rhizomes. 

 

The hypothetical up-regulation of the biological process ‘hydrogen peroxide catabolism’ is 

consistent with other findings in resurrection plants where proteins involved in anti-oxidant 

enzymes were up-regulated against desiccation-induced ROS (Sherwin and Farrant, 1998; 

Farrant, 2000; Kranner et al., 2002). The importance of anti-oxidants in the protection 

against desiccation-induced ROS accumulation was reviewed in Chapter 1. Briefly, ROS 

generated during dehydration stress can potentially damage proteins, nucleic acids, and 

lipids. The putative up-regulation of the biological process ‘hydrogen peroxide catabolism’ 

in the DS rhizomes suggests that production of this ROS generating chemical may be more 

prevalent during drying of DS forms and confirms the observation that while tolerance is 

achieved in both DS and DT rhizomes, it may be differently achieved due to other factors 

faced by the plant during achievement of tolerance. 

 

 Among its several roles, the plant peroxisome is important in the metabolism of ROS, the 

biosynthesis of JA (which was hypothetically up-regulated in both the DT and DS 

rhizomes) and the osmoprotectant glycine betaine, etc. (Collings et al., 2002). Therefore, 

the predicted up-regulation of ‘protein import into peroxisome matrix’ suggests that this 

process may have played an important role in protection of the DS rhizomes during 

desiccation, possibly by being involved in ROS metabolism. 
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Phosphorylation is reportedly an important post-translational modification of proteins 

during many abiotic stresses, including water-deficit stress. It is well-known that many key 

regulatory proteins in the central amino acid and carbon metabolism exist in altered 

phosphorylation states depending on environmental conditions (Oliveira et al., 2012). For 

example, significant changes were observed in the phosphoproteomes of leaves of maize 

and C. plantagineum in response to water-deficit (Röhrig et al., 2008; Bonhomme et al., 

2012). In H. rhodopensis, one of the most drought/desiccation associated up-regulated 

genes encoded a protein phosphatase (Gechev et al., 2013). In Zea mays L, protein 

phosphorylation enhanced anti-oxidant enzyme activity in water stressed plants (Xu et al., 

2009). Thus, the putative up-regulation of ‘protein phosphorylation’ implies that 

phosphorylation events may be an essential signalling event leading to the acquisition of 

desiccation-tolerance in the DS rhizomes. While it is likely that phosphorylation is 

required for tolerance in the DT rhizomes, the comparatively higher induction in DS 

rhizomes again might suggest alternative pathways of achieving DT in the two forms of the 

plant. 

 

Another important biological process that was hypothetically up-regulated in the DS 

rhizomes is ‘glycolytic processes’. Two proteins involved in glycolysis in the DS 

rhizomes; putative phosphoglucomutase and pyruvate kinase, significantly increased in 

abundance through iTRAQ quantification (Chapter 3). The predicted up-regulation of 

proteins involved in glycolysis in the desiccated DS rhizome suggests that glycolysis may 

be essential for the production of critical downstream products, and probably to prepare the 

rhizomes for rehydration. In S. pidophylla, many glycolysis/gluconeogenesis intermediates 

accumulated during dehydration (Yobi et al., 2013), suggesting that the 

glycolysis/gluconeogenesis pathway is important in the acquisition of desiccation-tolerance 

in some resurrection plants. The predicted overrepresentation of the GO biological process 

terms relating to glycolysis in the DS rhizomes has theoretically resolved the complications 

noted in Chapter 3, where the levels of some proteins involved in glycolysis were 

increased while others declined.  

 

In some plants, application of brassinosteroids to drought-stressed plants seems to improve 

the plant response to water-deficit (Krishna, 2003; Jager et al., 2008). In the resurrection 
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plant Sporobolus stapfianus, a proteomics study implicated brassinosteroid biosynthesis in 

the response of leaves to dehydration (Oliver et al., 2011), where the authors proposed that 

brassinosteroids were involved in the regulation of the cellular protection in response to 

desiccation. Therefore, the predicted up-regulation of the biological process 

‘brassinosteroid biosynthesis’ implies that brassicanoids play an important role in the 

desiccation stress response in the DS rhizomes, possibly in the regulation of cellular 

protection during the drying process. 

 

Notably, in the DS rhizomes, the biological process ‘leaf senescence’ was predicted to be 

up-regulated in response to desiccation. Leaf senescence may be important in the re-

allocation of nitrogen, phosphorus, and metals to other parts of the plant (Jaradat et al., 

2013). Since the fronds from the winter growing M. caffrorum do not survive desiccation, 

it is possible that the predicted up-regulation of this metabolism in rhizomes is related to 

induction of senescence in existing fronds. 

 

In truly DT leaves of angiosperm resurrection plants, senescence is prevented (Griffiths et 

al., 2014). Results from the present study suggests communication between rhizomes and 

fronds with the rhizomes directing senescence in fronds and the potential re-absorption of 

cellular components from the DS fronds for their use in other organs e.g. rhizomes. It is 

believed that ROS and ABA are involved in the regulation of water-deficit-triggered 

senescence (Munné-Bosch and Alegre, 2004). Other regulatory molecules that promote 

senescence are brassinosteroids and ethylene (He et al., 2001). Thus, the predicted 

concomitant up-regulation of ‘ethylene mediated signalling pathway’, ‘brassinosteroid 

biosynthesis’ and ‘ABA-mediated signalling pathway’, suggests that these processes were 

probably responsible for sending the signal to fronds to promote senescence. The lack of 

up-regulation of these concomitant processes in DT rhizomes might suggest that 

senescence is prevented in the drying rhizome in that form of the fern. It is hereby 

suggested that in winter, water-deficit is unlikely to be the main stress threatening this 

plant and so other mechanisms are also up-regulated to maintain survival under those 

conditions. Unusual drying events are likely to be brief and thus loss of fronds (and 

reabsorbion of nutrients for later frond production) is probably a sustainable option. In 

http://en.wikipedia.org/wiki/Brassinosteroids
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summer, drought is a major threat and therefore pathways to specifically prevent 

senescence in leaves under such conditions might be more important for survival. 

 

The putative up-regulation of ‘gene silencing’ is an indication of the importance of 

regulating gene expression in the desiccation stress response in the rhizomes. It could 

represent the switching ‘off’ of genes that are not essential during the stress response and 

also avoid gene products that can be toxic to the plant. 

 

4.3.1.5 Down-regulated biological processes specific to DT 

The GO biological processes that were hypothetically down-regulated in the DT rhizomes 

in response to desiccation are presented in Fig 4.5 below. 

 

Figure 4.5: The scatter-plot shows the GO biological process cluster representatives of 
terms down-regulated in the DT rhizomes. The bubble colour indicates the P-values 
obtained from the ClueGO enrichment analysis (colour code is shown on the upper right 
corner). Bubble size indicates the GO term frequency in the underlying GOA (Camon et 

al., 2004) database. More general terms are larger, and more specific terms are represented 
by smaller bubbles. The GO terms are clustered together in the semantic space according 
to functional similarity and the units on the scatter-plots have no intrinsic significance. 
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As shown on Fig 4.5, the biological process ‘hydrogen peroxide catabolism’ which was 

predicted to be up-regulated in the DS rhizomes was predicted to be down-regulated in 

response to desiccation. The down-regulation of proteins associated with anti-oxidant 

activities was observed by the reduced levels of the proteins; L-ascorbate peroxidase and 

peroxiredoxin-2E (Chapter 3). These and other anti-oxidants were probably significantly 

reduced during the course of dehydration. Polyphenols (which increased in the DT 

rhizomes on desiccation – Chapter 2) and other protective strategies may have been 

employed in the final stages of drying.  

 

The predicted down-regulation of the ABA-mediated signalling pathway presents an 

apparent contradiction, since the same pathway was predicted to be up-regulated in both 

DT and DS. Analysis of A. thaliana mutants showing altered responses to ABA indicates 

that the molecular mechanisms of ABA action have genetic redundancy, defined by a 

signalling pathway with multiple inputs and outputs (see reviews by Bonetta and McCourt, 

1998; Leung and Giraudat, 1998). Therefore, results from the present study may be 

indicative that the ABA-mediated signalling pathway in M. caffrorum is also as complex. 

It is possible that the ABA pathway that was down-regulated operates independent from 

those that were up-regulated and whose potential roles have already been described. In the 

context of the results presented thus far, it can be speculated that the putative down-

regulation of ABA-mediated signalling in the DT rhizome in response to desiccation was 

connected to the inhibition of senescence. ABA seems to have dual functions in the 

drought stress response; cellular protection and promotion of senescence (Griffiths et al., 

2014). 

 

The putative down-regulation of biological processes associated with coumarin 

biosynthesis may be explained by the fact that the threat of pathogens in the summer is 

probably not high compared to the winter season and therefore coumarin biosynthesis was 

no longer a priority. Besides having a potential as an anti-microbial agent, coumarin is also 

responsible for the odour of plants and may have some appetite suppressing properties 

against animals thus protecting the plants from browsers (Link, 1959). These functions 

may have become non-essential in the desiccated state hence the predicted down-
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regulation of coumarin biosynthesis may have helped redirecting resources to critical 

protective processes. 

 

Protein phosphorylation, which was putatively up-regulated in the DS rhizomes, was 

predicted to be down-regulated in the DT rhizomes. The benefits of phosphorylation have 

already been outlined (see section 4.3.1.4 above). The putative down-regulation of protein 

phosphorylation can be explained by the fact that stress-induced phosphorylation events 

are largely reversible (Hoyos and Zhang, 2000). Thus, it is possible that phosphorylation 

occurred at the earlier and mid stages of drying, and was possibly reversed at the end of the 

drying process as the plant was preparing for quiescence. 

 

The hypothetical down-regulation of the GO biological process ‘histone H3-K9 

methylation’ is yet another example of genetic control of gene expression in response to 

stress. Methylation of histones on the H3-K9 site is associated with repression of gene 

expression (Granot et al., 2009). Modifications of histones in response to desiccation stress 

have been reported for some plants. In Zygophyllum dumosum Boiss, a drought tolerance 

desert plant, histone H3-K9 monomethylation appeared to be prominent in the wet season 

but was undetectable in the dry season (Granot et al., 2009). Therefore, the putative down-

regulation of this biological process in the DT rhizomes suggests that the process may have 

an adaptive value in the survival of desiccation and heat stress characteristic of summer. 

 

Reproductive organs, meristems and developing tissues, usually import amino acids to 

support growth and developmental processes (Kavi Kishor et al., 2005). Therefore, it can 

be speculated that under water-deficit, the DT rhizomes opted to accumulate rather than 

transport proline to fronds or make more in the rhizome. It has been proposed that 

accumulation of osmolytes such as proline in the vacuoles during drying may offer 

advantages including preservation of a normal osmotic pressure in the cells and prevention 

of mechanical stress, scavenging for ROS and inhibition of lipid peroxidation (Kavi Kishor 

et al., 1995; Hong et al., 2000; Ramanjulu and Bartels, 2002; Ashraf and Foolad, 2007). 
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4.3.1.6 Down-regulated biological processes specific to DS 

Biological processes hypothetically down-regulated in the DS rhizomes in response to 

desiccation are shown in Fig 4.6 below. 

 

Fig 4.6: The scatter-plot shows the GO biological process cluster representatives of terms 
down-regulated in the DS rhizomes. The bubble colour indicates the P-values obtained 
from the ClueGO enrichment analysis (colour code is shown on the upper right corner). 
Bubble size indicates the GO term frequency in the underlying GOA (Camon et al., 2004) 
database. More general terms are larger, and more specific terms are represented by 
smaller bubbles. The GO terms are clustered together in the semantic space according to 
functional similarity and the units on the scatter-plots have no intrinsic significance. 
 
 

As Fig 4.6 shows, the GO biological processes involved in protein synthesis; ‘translation’, 

‘protein processing’ and ‘RNA export from nucleus’ were hypothetically down-regulated 

in response to desiccation in the DS rhizomes. This is the opposite of the DT rhizomes 

where the abundance of proteins associated with protein synthesis was significantly 
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reduced. This could be because high rates of protein synthesis were probably not necessary 

in the desiccated rhizomes since the DS plants grew in a relatively favourable environment 

compared to the DT plants. Also, it can be that cells stored in the desiccated rhizomes 

appropriate transcripts required for protectants upon rehydration. These transcripts could 

be prevented from translation until moisture becomes available. 

 

 Also, the GO biological processes ‘ubiquitin-dependent protein catabolic process’, 

‘proteasome core complex assembly’ and ‘proteolysis’, which are associated with protein 

degradation, were predicted to down-regulate in the DS rhizomes. This is the opposite of 

the DT rhizomes where biological processes relating to protein degradation were 

hypothetically up-regulated. It could be assumed that since the DS plants grew in winter 

when environmental conditions were generally not harsh and there was no need for high 

levels of protein degradation hence the inhibition of biological processes involved in 

protein catabolism. 

 

Considering that the DS rhizomes appeared to have up-regulated biological processes 

associated with pathogen defence (see section 4.3.1.4), it is conceivable that the putative 

down-regulation of the UPS is a pathogen defence strategy. The UPS has been associated 

with host immune responses triggered by pathogen attack (Dudler, 2013). 

 

The putative down-regulation of biological processes involved in ‘starch metabolism’ is 

consistent with the ultra-structural analysis results of the rhizome cortical cells, where it 

was shown that the number of starch granules in the rhizome cortical cells were 

significantly reduced in response to desiccation stress (Chapter 2). The depletion of starch 

was likely accompanied with the down-regulation of starch metabolism. 

 

In contrast to the DT rhizomes, the ‘seed dormancy process’ was predicted to be down-

regulated on desiccation stress in the DS rhizomes. It was proposed that the up-regulation 

of dormancy related proteins in the DT may be related to quiescence. In the case of the DS 

rhizomes, the putative down-regulation of this process may be related to the environmental 

conditions that prevail in winter. While it is likely that dormancy associated quiescence 

genes may be more activated in the summer season where moisture is naturally scarce and 
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the temperature is high, the DS plants growing in winter are probably not genetically 

programmed to use the same quiescence scheme. It is probable that a different genetic 

program suitable for the natural winter season was deployed to achieve quiescence. 

Long-chain fatty acids are believed to have several functions in plants including promotion 

of cell elongation, and the promotion of lateral root growth (Qin et al., 2007; Roudier et 

al., 2010). As mentioned before, the proteomic investigation reported in this work was 

carried out at the fully hydrated vs extreme dried states, making it difficult to predict the 

metabolic profiles in the mid stages of drying. It is possible that these growth related 

processes (cell elongation and lateral root growth) may have been important in the early 

stages of drying but not essential in the final stages of drying. The continued production of 

these fatty acids may have ceased to be essential to the plant in the later stages of drying. 

 

The predicted down-regulation of the biological process ‘auxin mediated signalling’ may 

represent another apparent contradictory result associated with the hormonal pathways in 

the desiccation stress response since auxin polar transport was apparently up-regulated in 

both the DT and DS rhizomes. Antagonism against other up-regulated hormones, to 

achieve a balance for an appropriate response to a variety of abiotic and biotic factors is 

possible. Hormone balances regulate many plant responses to stresses, including in water-

deficit (Wilkinson et al., 2012). Also, it is believed that abscisic acid (ABA), AUX, , SA, 

JA, ethylene (ET), and cytokinins (SKs) constitute part of a complex hormonal cross-talk 

which exerts a critical influence on the core plant immunity pathways (Robert-Seilaniantz 

et al., 2011). Since auxin (AUX) is also involved in the growth and development in plant 

organs and roots in particular (Marchant et al., 1999; Friml, 2003; Xu et al., 2013), the 

putative down-regulation of AUX mediated signalling may suggest the cessation of some 

growth and developmental processes in the rhizomes during dehydration. It is likely that 

cessation of this metabolism enables energy to be used in protective processes. The 

predicted down-regulation of AUX mediated signalling pathway is not necessarily in 

conflict with the fact that the GO biological process ‘auxin polar transport’ was 

hypothetically up-regulated in both the DT and DS rhizomes. This can be explained by the 

fact that auxin polar transport is characterized by its directionality (polarity). Thus, auxin 

transport was probably actively promoted gravimetrically towards the rhizome root tips 
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and yet reduced towards the apical parts. In that way, auxin signalling was probably 

regulated at the hormone distribution level and not at the biosynthesis level. 

 

Unlike in the DT rhizomes, the GO biological process ‘shoot system morphogenesis’ was 

predicted to be down-regulated in the DS rhizomes in response to desiccation. This can be 

explained by the fact that the fronds of the DS plants are killed during extreme desiccation 

(Farrant et al., 2009). Thus, the DS rhizomes are not programmed to produce fronds upon 

drying. This observation provides another line of evidence that the rhizomes are the 

regulatory organs responsible for determining whether fronds produced on rehydration are 

DT or DS. 

 

The ‘Isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate 

pathway’, which was apparently up-regulated in both the DT and DS rhizomes presents a 

contradiction as it appears that the same process was down-regulated in DS. The potential 

roles of isoprenoids in the acquisition of desiccation-tolerance have already been described 

(see 4.3.1.1). Thus the putative down-regulation observed here can be explained by the fact 

that plant isoprenoids are an extremely diverse family of compounds with varied functions 

(Chappell, 1995; Pulido et al., 2012). It is probable that those isoprenoids that were down-

regulated were those dealing with growth processes or secondary metabolic processes not 

essential for plant defence against desiccation. 

 

 

4.3.2 PPI analysis 

 

The GeneMANIA analysis results are presented in Figs 4.7 - 4.10 and Tables 4.1 – 4.4. 

Bold black nodes represent the significant proteins identified in the iTRAQ experiment 

(Chapter 3), and the less bold grey nodes represent proteins predicted to be functionally 

associated with the significant proteins. The circle size represents functional relevance. 
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4.3.2.1 Predicted PPI network for up-regulated DT rhizome proteins 

 

The predicted PPI networks for the DT up-regulated proteins are shown in Fig 4.7 and the 

derived functional annotations are shown in Table 4.1. 

 

 

 

Fig 4.7: Interaction network of DT up-regulated proteins created by GeneMANIA showing 
the relationships of proteins from the gene list (nodes) connected (with edges) according to 
the functional association networks from the databases. GeneMANIA retrieved known and 
predicted interactions between these genes and added extra genes (small grey circles) that 
are strongly connected to query genes (large circles). Gene names are: F8J2_160 - 
Pyruvate kinase family protein, ATP1 - ATP synthase subunit 1, AT5G49910 - chloroplast 
heat shock protein 70-2, emb1075 - Pyridoxal phosphate (PLP)-dependent transferases 
superfamily protein, CER1-LIKE - Fatty acid hydroxylase superfamily, AKIN10 - SNF1 
kinase homolog 10, CHS - Chalcone and stilbene synthase family protein, AOS allene 
oxide synthase, HSP91 - heat shock protein 91, UGP2 - UDP-glucose pyrophosphorylase 
2, MGO1, DNA topoisomerase I alpha, RPN8A - RP non-ATPase subunit 8A, PAG1 - 20S 
proteasome alpha subunit G1, AT-IMP - importin alpha isoform 1, RAN3 - RAN GTPase 
3, RPL16A - ribosomal protein large subunit 16A. 
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Table 4.1: Predicted functional classes up-regulated in the DT rhizomes. 

 

Feature FDR Genes in 

network 

proteasome complex 8.17E-18 11 
proteasome core complex 1.16E-14 8 
proteolysis involved in cellular protein catabolic 
process 

3.42E-11 11 

cellular protein catabolic process 3.92E-11 11 
protein catabolic process 4.70E-11 11 
cellular macromolecule catabolic process 9.26E-11 11 
macromolecule catabolic process 2.78E-10 11 
ubiquitin-dependent protein catabolic process 4.22E-10 10 
modification-dependent protein catabolic process 4.35E-10 10 
modification-dependent macromolecule catabolic 
process 

4.35E-10 10 

response to cadmium ion 3.36E-04 7 
protein folding 3.62E-04 6 
cellular macromolecule localization 3.71E-02 5 
apoplast 7.09E-02 5 

 

As shown in Fig 4.7, the most dominant functional classes of the putatively up-regulated 

DT rhizomes proteins are involved in protein catabolism. These include ‘ubiquitin-

dependent protein catabolic process’, ‘modification-dependent protein catabolic process’ 

and, ‘modification-dependent macromolecule catabolic processes’. These results agree 

with those obtained from GO biological process enrichment analysis using ClueGO, and 

they serve to reaffirms the significance of the UPS in the desiccation stress response in the 

DT rhizomes. 

 

The hypothetically up-regulated ‘protein folding’ is associated with proteins of the HSP 

chaperone system. As Table 1 shows, GeneMania predicted that the genes identified from 

the iTRAQ experiment reported in Chapter 3 (HSP system; AT5G49910 - chloroplast heat 

shock protein 70-2, HSP91 - heat shock protein 91), were functionally associated with 

other genes relating to the HSP chaperone system, which includes; HSP 81.3 – Heat shock 

protein 81.3, F2009 – DNAJ heat shock family protein, T16011.15 – DNAJ heat shock 

family protein, HSP-4 –Heat shock protein 18.4 (Table 4.1). The hypothetical up-

regulation of these proteins suggests a cross-tolerance against both desiccation and heat 
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stress. As mentioned in Chapter 1, the HSP system is responsible for correctly folding 

proteins damaged by stress. Those proteins that are not correctly folded are forwarded to 

the UPS system (Chapter 1). The predicted up-regulation of protein folding suggests that 

many proteins required to be folded in specific ways to be functional in response to 

desiccation stress/high temperature stress associated with the summer. The accumulation 

of proteins responsible for protein folding may be important either during the desiccation 

period or in the early stages of rehydration. 

 

The predicted up-regulation of the ‘apoplast’ can be interpreted as the up-regulation of 

proteins in the apoplastic space. Among its functions, the apoplast has been proposed to be 

a means of disposing products of programmed cell death (PCD) in plants (Lam, 2004). In 

the context of this work, some DT rhizome tissues are more likely to undergo PCD due to 

the combined effects of desiccation-induced oxidative stress, or high temperatures 

characteristic of the summer season. It is possible that the predicted up-regulation of the 

proteins in the apoplast may be linked to the predicted up-regulated ‘organ senescence’ 

identified in section 4.3.1.1. 

 
 Apparently, proteins associated with the ‘response to cadmium ion’ were up-regulated in 

response to desiccation in the DT rhizomes. The hypothetical up-regulation of these 

proteins may suggest that the Cd concentration increasing in the cells as a consequence of 

water loss (i.e. localized increase in concentration). Cadmium (Cd) toxicity can cause 

oxidative stress and the generation of ROS, which can lead to cellular damage just as 

water-deficit stress (Oono et al., 2014). Therefore, it is probable that some of the 

mechanisms that protect plants against water-deficit can also protect against Cd toxicity in 

the M. caffrorum rhizomes. In rice, it was demonstrated that Cd exposure triggered the up-

regulation of drought stress-responsive genes such as LEA3, HSP70, bZIP23 and ABI5 

(bZIP23 and ABI5 are thought to be components of ABA-dependent transcriptional 

networks in rice), and genes encoding several ROS scavenging enzymes (Oono et al., 

2014). The predicted up-regulation of the ‘response to cadmium ion’ points to a possible 

cross-talk or cross-tolerance in which the same protection mechanisms and signalling 

pathways function to protect the rhizomes against both Cd exposure and water-deficit 

stress. 
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4.3.2.2 Predicted PPI network for up-regulated DS rhizome proteins 

 

Protein-protein interaction networks for the DS up-regulated proteins are shown in Fig 4.8 

and the derived functional annotations are shown in Table 4.2. 

 

 
 

Fig 4.8: Interaction network of DS up-regulated proteins created by GeneMANIA showing 
the relationships of proteins from the gene list (nodes) connected (with edges) according to 
the functional association networks from the databases. GeneMANIA retrieved known and 
predicted interactions between these genes and added extra genes (small grey circles) that 
are strongly connected to query genes (large circles). Gene names are: F8J2_160 - 
Pyruvate kinase family protein, AT1G16860 - Ubiquitin-specific protease family C19-
related protein, ATMIN7 - HOPM interactor 7, EIN2 - NRAMP metal ion transporter 
family protein, ATMDAR1 - monodehydroascorbate reductase 1, GRF11- general 
regulatory factor 11, AOS - allene oxide synthase, ATP1 - ATP synthase subunit 1, CA1 - 
carbonic anhydrase 1, PAL1 - PHE ammonia lyase 1, UGP2 - UDP-glucose 
pyrophosphorylase 2, CPK2 - calmodulin-domain protein kinase cdpk isoform 2, PGM3 - 
Phosphoglucomutase/phosphomannomutase family protein, CSD1 - copper/zinc 
superoxide dismutase 1, TUB8 - tubulin beta 8, HSC70-1 - heat shock cognate protein 70-
1.  
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Table 4.2: Predicted functional classes up-regulated in the DS rhizomes. 

 

Feature FDR Genes in 

network 

glucuronosyltransferase activity 5.52E-05 4 
cellular polysaccharide biosynthetic process 9.39E-04 5 
response to cadmium ion 1.00E-03 7 
polysaccharide biosynthetic process 1.38E-03 5 
cellular carbohydrate metabolic process 1.38E-03 6 
cellular carbohydrate biosynthetic process 1.44E-03 5 
carbohydrate biosynthetic process 1.44E-03 6 
cellular polysaccharide metabolic process 1.46E-03 5 
cell wall organization or biogenesis 1.46E-03 6 
xylan biosynthetic process 2.77E-03 3 
polysaccharide metabolic process 3.44E-03 5 
response to oxidative stress 3.44E-03 6 
cell wall thickening 3.44E-03 3 
callose deposition in cell wall 3.44E-03 3 
transferase activity, transferring hexosyl groups 3.44E-03 6 
xylan metabolic process 4.31E-03 3 
callose localization 4.73E-03 3 
polysaccharide localization 5.17E-03 3 
protein folding 5.65E-03 5 
cell wall polysaccharide biosynthetic process 6.30E-03 3 
cell wall macromolecule biosynthetic process 6.30E-03 3 
cellular component macromolecule biosynthetic process 6.30E-03 3 
stromule 1.42E-02 3 
hemicellulose metabolic process 1.49E-02 3 
defence response to bacterium 1.82E-02 5 
cellular response to ROS 1.93E-02 3 
starch metabolic process 2.34E-02 3 
secondary cell wall biogenesis 2.70E-02 3 
disaccharide metabolic process 2.70E-02 3 
cell wall polysaccharide metabolic process 3.19E-02 3 
hexose catabolic process 3.19E-02 3 
monosaccharide catabolic process 3.19E-02 3 
cellular response to oxidative stress 3.19E-02 3 
gametophyte development 3.19E-02 5 
reactive oxygen species metabolic process 3.93E-02 3 
cell wall macromolecule metabolic process 4.75E-02 3 
oligosaccharide metabolic process 4.87E-02 3 
single-organism carbohydrate catabolic process 4.99E-02 3 
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Table 4.2 continued 

response to superoxide 5.40E-02 2 
cellular metal ion homeostasis 5.50E-02 3 
cellular cation homeostasis 6.18E-02 3 
copper ion binding 6.85E-02 4 
glucuronoxylan biosynthetic process 6.85E-02 2 
superoxide metabolic process 6.85E-02 2 
glucuronoxylan metabolic process 6.85E-02 2 
stomatal movement 7.01E-02 3 
hexose metabolic process 7.01E-02 3 
UDP-glycosyltransferase activity 7.41E-02 4 
starch biosynthetic process 7.43E-02 2 
cellular ion homeostasis 7.46E-02 3 
cell wall modification 8.55E-02 3 
carbohydrate catabolic process 8.70E-02 3 
cellular chemical homeostasis 9.54E-02 3 

  

As shown in Fig 4.10, the major molecular functions that were predicted to be up-regulated 

in the DS rhizomes in response to desiccation were mainly those involved in cell wall 

remodelling, carbohydrate metabolism, polysaccharide metabolism, defence against 

microbial interaction and response to oxidative stress. The results predict that proteins 

associated with ‘callose deposition in cell wall’ and, ‘callose localization’ were up-

regulated; which agrees with ClueGO analysis. 

 

Cell wall remodelling appears to be an important response to desiccation in the DS 

rhizomes of this plant as shown by the hypothetical up-regulation of such functions as ‘cell 

wall modification’, ‘cell wall macromolecule metabolic process’, ‘cell wall polysaccharide 

biosynthetic process’, ‘cell wall organization or biogenesis’, ‘xylan biosynthetic process’ 

etc. Changes in cell wall structures in response to desiccation stress are important to 

stabilize them against damage (Farrant et al., 2007). Discussions on modifications in cell 

wall properties to resist the desiccation stress-induced mechanical damage during 

dehydration in some resurrection plants can be found in inter alia Vicré et al., (2004) and 

Moore et al., (2006; 2008; 2013). 

 
Just as in the DT rhizomes, the process of protein folding was also putatively up-regulated 

in response to desiccation (Table 4.2). This indicates the importance of the HSP system in 
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the desiccation stress response in the rhizomes of this plant. In addition to the gene, 

HSC70-1 - heat shock cognate protein 70-1 which was identified in the iTRAQ experiment 

(Chapter 3), other proteins of the HSP system added by GeneMANIA include; genes of the 

DNAJ heat shock family proteins (AT5G25530, T10O8_100, T16O11.15, AT5G25530), 

and HSP17.6II – 17.6 kDa class II heat shock protein. The predated up-regulation of 

protein folding and the associated HSPs has theoretically helped resolve a potentially 

confusing situation where iTRAQ identified the level of one protein (heat shock cognate 

protein 70-1) as increasing and another one (heat shock protein 70-2) as decreasing, 

making it difficult to understand the overall situation. 

 
Just as was the case for the DT rhizomes, the ‘response to cadmium ion’ was also 

hypothetically up-regulated in the DT rhizomes. As already proposed, this could be a 

desiccation-induced increase in the concentration of cellular Cd. 

 
Another function that was predicted to be up-regulated in the DS rhizomes was the 

‘stromule’. Stromules (stroma-filled tubules) are highly dynamic structures extending from 

the surface of all plastids, including proplastids, leucoplasts and amyloplasts which are 

present in roots and rhizomes although the precise role of stromules has not yet been fully 

elucidated (Waters et al., 2004). It has been proposed that these microfilimanent containing 

structures increase the surface area associated with plastids which has the potential of 

increasing transport to and from the cytosol. It is possible; therefore, that stromules might 

link plastids to mitochondria for energy purposes during desiccation. Also, they could be 

involved in the movement of organelles to strategic places for protection against 

desiccation-induced damage. Drought, ABA, salt stress, 1-aminocyclopropane-1-

carboxylic acid (the first committed ethylene precursor) and JA have been reported to 

increase the formation of stromules in the root-hairs of wheat seedlings and the epidermal 

cells of tobacco hypocotyls (Gray et al., 2012), suggesting that the stromule may have 

defence roles in the response to abiotic stresses and perhaps in biotic stresses too. Also, 

stromule formation was induced by a DNA-virus in Nicotiana benthamiana epidermal leaf 

tissues (Krenz et al., 2012). Thus, the probable up-regulation of ‘stromule’ in the DS 

rhizomes is a response to either desiccation stress or pathogen interaction or both. 

 

http://en.wikipedia.org/wiki/Plastid
http://en.wikipedia.org/wiki/Proplastid
http://en.wikipedia.org/wiki/Leucoplast
http://en.wikipedia.org/wiki/Amyloplast
https://www.google.co.za/url?sa=t&rct=j&q=&esrc=s&source=web&cd=1&cad=rja&uact=8&ved=0CBwQFjAA&url=http%3A%2F%2Fen.wikipedia.org%2Fwiki%2FNicotiana_benthamiana&ei=kNgoVMuXCsTl7gaS5oCICg&usg=AFQjCNGuQMzCb0gRRKDjQKvZ-TFA5M2v7g&sig2=qcI4h1YgerxP1L3VopjUZg&bvm=bv.76247554,d.ZGU
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One notable feature of DS rhizomes is the predicted up-regulation of pathways linked to 

energy metabolism as shown by the apparent up-regulation of ‘hexose catabolic process’, 

‘monosaccharide catabolic process’, ‘carbohydrate catabolic process’ etc. As mentioned in 

Chapter 1, the up-regulation of energy related metabolic processes is important during the 

dehydration. These results also agree with ClueGO results where biological processes 

associated with the glycolytic process were predated to be up-regulated. The accumulation 

of proteins involved in energy production in the desiccated rhizomes is probably also 

important for rehydration, as energy is needed to revive the plant’s metabolic processes. 

 
The hypothetical up-regulation of ‘starch biosynthetic process’ and ‘starch metabolic 

process’ presents a potential contradiction since ClueGO analysis predicted that ‘starch 

metabolism’ was down-regulated (4.3.1.5). It can be reasoned that starch metabolism is a 

broad term. Probably, proteins involved in starch catabolism were down-regulated (as 

proposed in 4.3.1.5), as the starch reserves declined e.g. in the cortical cells (Chapter 2), in 

response to desiccation. On the other hand, pathways responsible for starch biosynthesis 

were likely up-regulated, in preparation for rehydration. The accumulation of proteins 

responsible for starch synthesis in the dehydrated rhizomes may prepare cells for 

resumption of active metabolism when the rhizomes are rehydrated. 

 

The predicted up-regulation of proteins associated with ‘stomatal movement’, and 

‘gametophyte development’ suggests that the rhizomes are involved in the regulation of 

some processes that take place in the fronds. It is well-known that when roots detect a 

decrease in soil moisture, plants tend to reduce water loss from transpiration by stomatal 

closure, and the process is regulated by ABA (Davies et al., 2005; Tardieu, 2005; Tardieu 

et al., 2010). The accumulation of proteins responsible for stomatal movement pathways in 

the rhizomes shows that the rhizomes are involved in the coordination of the transpiration 

stream. As mentioned before, Farrant et al., (2009) proposed a life cycle for M. caffrorum 

in which fronds produced towards the end of the winter season, produce sporangia for the 

production of DT spores that are dispersed in spring and early summer. In the present work 

it is possible, therefore, that the slow desiccation treatment of the DS rhizomes resulted in 

the accumulation proteins responsible for signalling the fronds to start producing the 

spores. 
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4.3.2.3 Predicted PPI network for down-regulated DT rhizome proteins  

 

Predicted protein-protein interaction networks for the DT down-regulated proteins are 

shown in Fig 4.9 and the derived functional annotations are shown in Table 4.3. 

 

 

 
 
Fig 4.9: Interaction network of DT down-regulated proteins created by GeneMANIA 
showing the relationships of proteins from the gene list (nodes) connected (with edges) 
according to the functional association networks from the databases. GeneMANIA 
retrieved known and predicted interactions between these genes and added extra genes 
(small grey circles) that are strongly connected to query genes (large circles). Gene names 
are: AT3G11130 - Clathrin, heavy chain, PLDALPHA1 - phospholipase D alpha 1, 
CYP19-2 - Cyclophilin-like peptidyl-prolyl cis-trans isomerase family protein, SDRB - 
short-chain dehydrogenase-reductase B, GRF7 - general regulatory factor 7, MOR1 - ARM 
repeat superfamily protein, PGL1 - 6-phosphogluconolactonase 1, ATC4H - cinnamate-4-
hydroxylase, OST1 - Protein kinase superfamily protein, APX3 - ascorbate peroxidase 3, 
AT-AER - alkenal reductase, PRXIIE - Thioredoxin superfamily protein, EMB2753 - 
tetratricopeptide repeat (TPR)-containing protein, AT1G08110 - lactoylglutathione lyase 
family protein / glyoxalase I family. 
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Table 4.3: Predicted functional classes down-regulated in the DT rhizomes. 

 

Feature FDR Genes in 
network 

NADPH regeneration 2.06E-08 5 
NADP metabolic process 5.23E-08 5 
pentose metabolic process 5.42E-08 5 
nicotinamide nucleotide metabolic process 1.73E-07 5 
glucose metabolic process 2.53E-07 6 
pyridine nucleotide metabolic process 3.54E-07 5 
oxidoreduction coenzyme metabolic process 7.55E-07 5 
pyridine-containing compound metabolic process 9.85E-07 5 
hexose metabolic process 1.41E-06 6 
monosaccharide metabolic process 7.05E-06 6 
glucose catabolic process 8.76E-06 5 
monosaccharide catabolic process 9.62E-06 5 
oxidoreductase activity, acting on the CH-OH group of 
donors, NAD or NADP as acceptor 

9.62E-06 6 

hexose catabolic process 9.62E-06 5 
oxidoreductase activity, acting on CH-OH group of donors 1.95E-05 6 
single-organism carbohydrate catabolic process 2.44E-05 5 
carbohydrate catabolic process 1.01E-04 5 
coenzyme metabolic process 2.30E-04 5 
nucleotide metabolic process 2.69E-03 5 
nucleoside phosphate metabolic process 2.99E-03 5 
cofactor metabolic process 3.61E-03 5 
oxidation-reduction process 6.43E-03 5 
nucleobase-containing small molecule metabolic process 6.46E-03 5 
organophosphate metabolic process 2.60E-02 5 

 

As shown in Table 4.3, most of the hypothetically down-regulated functions in the 

desiccated DT rhizomes are mainly those involving redox and energy metabolisms. The 

predicted down-regulation of proteins in anti-oxidant metabolism agrees with observations 

made in the ClueGO analysis results. 

 
The hypothetical down-regulation of ‘glucose catabolic process’, ‘monosaccharide 

catabolic process’, and ‘pentose metabolic process’ etc., suggests the repression of genes 

responsible for energy generation. This is in contrast to the DS rhizomes where proteins 

involved in energy generation were predicted to be up-regulated. The hypothetical down-
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regulation of proteins linked to energy metabolism is probably associated with the 

rhizomes going into quiescence, which is characterized by reduced metabolism. Low sugar 

levels are important at the end of the drying period for quiescence to develop. Also, it can 

be reasoned that energy is used to make protectants which may include the formation of 

sucrose and other oligosacharides for glass formation (Chapter 1). Having too much 

sucrose can be undesirable for oxidative purposes e.g. it may cause the induction of 

MAILLARD reactions inter alia. During rehydration, protectants, including sucrose, are 

recycled for early energy requirements until the plant is photosynthetically active again. 

 

According to the iTRAQ experiment results (Chapter 3), pyruvate kinase and UTP--

glucose-1-phosphate uridylyltransferase 1, which are both involved in glycolysis, were 

both increased in abundance, and 6-phosphogluconolactonase 1 which is involved in the 

pentose phosphate pathway, was reduced in abundance. The fact that the levels of two 

proteins involved in glycolysis were increased and yet the overall effect, according to 

protein-protein interaction analysis, is not significant shows the value of using network 

enrichment analysis tools to study molecular processes rather than limiting research to 

individual proteins. 

 

 

4.3.2.4 Predicted PPI network for down-regulated DS rhizome proteins 

 

Predicted protein-protein interaction networks for the DS down-regulated proteins are 

shown in Fig 4.10 and the derived functional annotations are shown in Table 4.4. 
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Fig 4.10: Interaction network of DS down-regulated proteins created by GeneMANIA 
showing the relationships of proteins from the gene list (nodes) connected (with edges) 
according to the functional association networks from the databases. GeneMANIA 
retrieved known and predicted interactions between these genes and added extra genes 
(small grey circles) that are strongly connected to query genes (large circles). Gene names 
are: AT4G27595 - Plant protein of unknown function, ATPPC4 - phosphoenolpyruvate 
carboxylase 4, ATOEP16-2 - Mitochondrial import inner membrane translocase subunit 
Tim17/Tim22/Tim23 family protein, AT5G49910 -chloroplast heat shock protein 70-2, 
CHS - Chalcone and stilbene synthase family protein, IDH1 - isocitrate dehydrogenase 1, 
HOT5, GroES-like zinc-binding dehydrogenase family protein, AT1G43670 - Inositol 
monophosphatase family protein, AT5G60390 - GTP binding Elongation factor Tu family 
protein, DL4665W - Lactate/malate dehydrogenase family protein, GLYRS-1 - glycyl-t-
RNA synthetase / glycine--tRNA ligase, AT3G11630 - Thioredoxin superfamily protein, 
ATPHS2 - alpha-glucan phosphorylase 2, AT2G28720 - Histone superfamily protein, 
STV1 - Ribosomal protein L24e family protein, NFA03 - nucleosome assembly protein 
1;3, GRF2 - general regulatory factor 2, RPSAb - 40s ribosomal protein SA B, LOS1 - 
Ribosomal protein S5/Elongation factor G/III/V family protein, RPT3 - regulatory particle 
triple-A ATPase 3. 
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Table 4.4: Predicted functional classes down-regulated in the DS rhizomes. 

 
Feature FDR Genes in 

network 
translation elongation factor activity 1.01E-05 5 
translation factor activity, nucleic acid binding 1.00E-02 5 
apoplast 3.43E-02 6 
translational elongation 1.23E-01 3 
protein phosphorylated amino acid binding 3.40E-01 2 
organelle assembly 3.40E-01 2 
RNA localization 3.40E-01 2 
RNA export from nucleus 3.40E-01 2 
phosphoprotein binding 3.40E-01 2 
RNA transport 3.40E-01 2 

 
 

As shown in Table 4.4, the desiccated DS rhizomes appeared to have down-regulated 

functions relating to protein synthesis such as ‘RNA export’, ‘translation elongation’, 

‘translation elongation factor activity’, and ‘translation factor activity’. This agrees with 

ClueGO analysis. Also the predicted down-regulation of ‘organelle assembly’ agrees with 

GO biological enrichment analysis results suggesting that the UPS was down-regulated. 

 

In contrast to the situation in the DT rhizomes, the ‘apoplast’ was predicted to be down-

regulated in the DS rhizomes. As proposed before, the apoplast may have been recruited in 

the DT rhizomes to discharge products of PCD of damaged proteins. Given the relatively 

less harsh environmental conditions typical of winter, there may have been lower levels of 

PCD and therefore high levels of proteins involved in the apoplast were not necessary. 
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4.4 Discussion 

 

 

4.4.1 Preamble 

 

Desiccation-tolerance is a complex phenomenon which requires an integrated systems 

biology approach to understand. In this work an integrated approach using network 

analysis tools enabled the identification of similarities and differences in molecular 

mechanisms employed by the DT and DS rhizomes of M. caffrorum against desiccation 

stress. GO biological process enrichment analysis revealed the involvement of several 

phytohormones in the responses of both the DT and DS rhizomes against desiccation, 

including ABA, JA, AUX and IAA suggesting their importance in the acquisition of 

desiccation-tolerance in M. caffrorum rhizome. In addition to the hormones other 

signalling molecules such as sucrose signalling were hypothetically up-regulated in 

response to desiccation. However, these hormones possibly induced slightly different 

pathways in the two rhizome types. Besides hormones and other signalling pathways, the 

results indicate that the rhizomes of the two phenotypes regulate their metabolisms 

differently, presumably in keeping with the specific environments in which the plants 

grow. Briefly, a summary of the predicted regulation patterns of major molecular pathways 

by the two rhizomes can be summarized thus; 

 
1) Energy metabolism – up-regulated in DS and down-regulated in DT. 

2) Anti-oxidant potential – up-regulated in DS and down-regulated in DT. 

3) Pathogen defence – up-regulated in DS.  

4) Cell wall remodelling – up-regulated in DS. 

5) Protein synthesis – up-regulated in DT and down-regulated in DS. 

6) Protein catabolism – up-regulated in DT and down-regulated in DS. 

7) HSP chaperone system – up-regulated in both the DT and DS. 

 
This summary shows the complexity of the mechanisms of desiccation-tolerance in the 

rhizomes of this plant. Although the results obtained from the assessment of just two 

hydration states (fully hydrated vs dry) precludes drawing firm inferences about how the 

whole plant system functions in different seasons, several hypotheses can still be proposed 
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for testing in future research. A brief discussion is given below to try and reveal how the 

plant survives stresses in the respective seasons in which they grow. Also, an attempt is 

made to consolidate lines of evidence that suggest that the rhizomes appear to regulate the 

fronds response to desiccation. 

 

 

4.4.2 Cross-talk in the summer 

 
DT plants used in this study were collected in summer and dried under summer conditions. 

In summer, temperature can rise to over 30oC with little rain occurring over prolonged 

periods and relatively higher levels of radiation. The data presented in the results section, 

point to a possible cross-talk and cross-tolerance against the combined stresses of 

desiccation and heat. The two stresses all lead to protein denaturation, PCD and elevated 

levels of ABA (Barua and Heckathorn, 2006; Wituszynska and Karpinski, 2013). Since 

these stressors were experienced simultaneously by the plants, it is possible that the 

defences against them shared the same protection mechanisms (‘cross-tolerance’) or 

regulatory and signalling pathways (‘cross-talk’) (Sinclair et al., 2013). This potentially 

evolutionarily adaptive feature may allow an efficient utilisation of resources since the 

cellular damages caused by the co-occurrence of the stresses are simultaneously countered 

by the same regulatory system or mechanisms. 

 
As outlined in the results section, there was a hypothetically higher rate of proteins 

involved in protein turnover which may have been employed to deal with proteins 

denatured by the combined stresses. Several proteins identified in the iTRAQ analysis 

(Chapter 3), and predicted by GeneMANIA, revealed that the HSP chaperone system was 

up-regulated in both the DT and DS rhizomes. As outlined in the results section, predicted 

the up-regulation of the HSPs in the DT rhizomes in summer in response to desiccation 

suggests a cross-tolerance to both heat and water-deficit. 

 
Together with other proteins predicted to be up-regulated in the DT rhizomes, the rhizomes 

seem to employ an efficient pipeline that ensures survival in the relatively harsher season. 

Proteins that cannot be repaired or correctly folded by the HSP system are probably passed 

on to the UPS, which was predicted to be up-regulated specifically in the DT rhizomes. 
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Also, proteins that are not beneficial during the stressful in the stressful periods are also 

degraded by the UPS. The importance of such a recycling system during the stressful 

conditions could potentially lead to some pathways being down-regulated to ensure that 

those proteins get destroyed and amino acids from them used to make new proteins 

necessary for protection. Protein denaturation and cell death appear to be high in the 

summer as suggested by the putative up-regulation of pathways responsible for the PCD in 

the DT rhizomes only. The UPS drives the protein machinery to the synthesis of 

potentially protectant system (Chapter 1). Indeed proteins involved in protein synthesis 

accumulated specifically in the DT rhizomes. The three systems; protein folding/chaperone 

(HSP), protein catabolism (UPS) and the protein synthesis machinery are the key to the 

survival of the rhizomes in summer. Such an apparently efficiently controlled response is 

likely coordinated by ABA signalling (among other signalling pathways), and potentially 

active involvement of gene expression controls e.g. the switching off of the histone H3-K9 

methylation pathways, as proposed in the results section. It would be interesting in future 

studies to investigate whether DNA endoreplication (which was predicted to be up-

regulated in the DT rhizomes only) contributes to these proposed key pathways. 

 
Notably, according to bioinformatics predictions both the protein synthesis machinery and 

protein catabolism were down-regulated in the DS rhizomes. This is likely a means of 

saving energy resources and directing those to mechanisms appropriate in winter. These 

results suggest the existence of a finely controlled seasonally relevant protection system 

which is possibly regulated by the observed variously hypothetically up- and down-

regulated hormones driven by other environmental cues. 

 

 

4.4.3 Cross-talk in the winter 

 

The DS rhizomes seemingly also up-regulated proteins of the HSP family, in response to 

desiccation stress. Given the relatively cooler conditions in which the plant was dried, it is 

unlikely that the predicted up-regulation of these proteins is in concomitant defence against 

both heat and stress. It is suggested that the HSPs are produced merely because desiccation 

causes protein denaturation just like heat stress and therefore cause the same consequence 
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of cellular stress. As a result, the up-regulation is probably an adaptive response in which 

the same protein folding machinery is employed. 

 
Rhizome desiccation under winter (cooler) conditions appeared to induce mechanisms also 

relating to pathogen stress, which was not observed during drying of the DT rhizomes. It 

has been reported that moisture deficit increases plant susceptibility to diseases (Colhoun, 

1973) and given the observations resulting from the current study, it is possible that a 

cross-talk between water-deficit and pathogen stresses exists. However, this could also be 

true of the DT form.  It is possible that the pathogens are different in winter and summer 

and the winter forms require activation of more well-known pathogen pathways that could 

be identified by the databases associated with the bioinformatics pipeline employed in this 

study. It is also possible that the summer form of the rhizomes use dehydration to eliminate 

some pathogens, i.e. pathogens cannot survive desiccation, so they die during the late 

stages of drying, but the plant tissues survives this stress.  These are all theories – and you 

can postulate them as such. At this stage these are only theories. 

 
Abiotic stress responses are largely regulated by ABA, while the defence response against 

different biotic stresses is specified by the antagonism between SA and JA/ethylene 

signalling pathways (Atkinson and Urwin, 2012). As already reported, biological processes 

relating to JA, SA and ethylene-activated signalling were all identified in the present study. 

Besides having a key role in the mediation of abiotic stress responses, ABA can also have 

a positive effect on pathogen defence systems (Asselbergh et al., 2008; Ton et al., 2009). 

For example, ABA is required for b-aminobutyric acid (BABA) - induced callose 

deposition during defence against fungal pathogens (Ton and Mauch-Mani, 2004). In 

addition to identifying most of the hormones believed to be involved in the response to 

pathogens, this study identified that ‘defence response to fungus, incompatible 

interactions’, ‘callose deposition in cell wall’ among other pathways were hypothetically 

up-regulated in the desiccated DS rhizomes. The possible dual roles for ABA, SA, and JA 

and ethylene indicate that a hormone mediated cross-talk against both pathogens and 

water-deficit exists in the winter. 
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4.4.4 The rhizomes as central regulator organs? 

 

Results obtained in the present study give several clues that the M. caffrorum rhizomes are 

responsible for the regulation of the behaviour of the aerial tissues with regards to 

determining whether the fronds are DT or DS. Drying the rhizomes in summer led to the 

accumulation of proteins that are likely to have facilitated rapid resumption of normal 

physiological processes in both the fronds and the rhizomes upon rehydration. Examples 

include the accumulation of proteins involved in ‘shoot system morphogenesis’. Notably, 

according to bioinformatics predictions the pathways responsible for shoot system 

morphogenesis were down-regulated in winter rhizomes, showing that the program for new 

frond formation after desiccation is activated only when plants are dried under summer 

conditions. 

 

A further suggestion that the rhizomes might influence the physiological status of fronds is 

provided by the predicted up-regulation of senescence associated proteins in winter dried 

rhizomes.  Since the rhizomes themselves do not appear to senesce on drying, it is 

proposed that these proteins might induce frond senescence during dehydration. If so, this 

could be a means of regaining nutrient from senescing fronds during dehydration and as 

such could be viewed as a ‘sacrifice’ of the fronds for survival of the rhizome. Rhizomes 

also appeared to regulate the reproductive stages in the life cycle. This can be seen by the 

hypothetical up-regulation of the proteins associated with gametophyte development 

during desiccation of the winter rhizomes. These observations fit in with the life cycle 

proposed by Farrant et al., (2009). 

 

4.4.5 Summary  

 

In summary, the present study employed the strengths of existing network/pathway tools 

and databases to gain insights into possible processes related to the protection mechanisms 

employed by the M. caffrorum DT and DS rhizomes against desiccation stress. It is worth 

noting that results produced from any network enrichment analysis, are merely 

probabilistic inferences based on known and predicted interactions between query 

proteins/genes and their presumed associates using information stored in various databases. 
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The information does not always take into account the dynamic and unique nature of every 

biological system. Thus, the data produced here is aimed at influencing future research by 

providing pointers for empirically testing some of the findings made in this work. Being 

the first thorough investigation on molecular mechanisms employed by the resurrection 

fern rhizomes to protect themselves against desiccation, this work provides an important 

basis for further investigations of rhizomes of other DT pteridophytes. 
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Chapter 5: Concluding remarks 

The first aim of this research was to establish whether the M. caffrorum rhizome was 

perennially DT or not. This question arose from the observation that the fronds of this plant 

are DT in the dry season and DS in the wet season (Farrant et al., 2009). It was therefore 

necessary to establish whether this same pattern exists in the rhizomes. The second aim 

was to identify molecular mechanisms that protect the rhizomes from desiccation stress. 

Based on ultra-structure and viability investigations conducted, it was established that the 

rhizome tissues of both winter and summer forms can withstand drying and are perennially 

DT. However, apparently, the DT state is achieved differently in summer, when 

temperatures are high and water-deficit stress is a constant threat, than in winter when 

metabolism is geared to a lower temperature and other stresses (from the data obtained, 

this is likely to include increased pathogen stresses) might  be more of a constant threat. 

When the plants were dried under simulated summer or winter conditions, the rhizomes 

were capable of maintaining cellular integrity and recruiting mechanisms characteristic of 

most resurrection angiosperms. Using TEM enabled the characterization of organelle 

organization within the cortical cells. Results showed that cell walls and cell membranes 

were well preserved during the desiccation stress treatment in plants collected from both 

seasons. This was also corroborated by the viability studies via EL, which showed that the 

rhizomes did not indicate excessive leakage of metabolites suggesting that membranes had 

remained intact during desiccation. Fully hydrated cells contained large amounts of starch 

granules and lipids as shown in the electron micrographs in Chapter 2 and these are 

hypothesized to contribute to structural stabilization, and acting as nutrient stores. The 

starch and lipids were almost completely depleted after desiccation, showing that they may 

have contributed to the cell’s energy needs during desiccation stress.  On drying, cells from 

the rhizomes of summer season accumulated large amounts of electron-dense osmophillic 

substances, presumably mostly polyphenols, compared to the winter collected rhizomes. 

Polyphenols may have played a role in increasing the anti-oxidant potential of the cells as 

proposed by, Sgherri et al., (2004); Veljovic-Jovanovic et al., (2006); Veljovic-Jovanovic 

et al., (2008). TEM also showed that in both the summer and winter rhizomes, desiccation 

resulted in increasing the visualized size of plasmodesmata in cell walls. These 
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plasmodesmata may have functioned in cell-to cell communication and, based on 

bioinformatics analysis, this signalling may have been regulated by callose.  

Using proteomics and bioinformatics approaches gave compelling evidence that the 

rhizomes meets the features of desiccation-tolerance reported for angiosperm resurrection 

plant tissues in summer (Figure 1.2; reviewed by Vertucci and Farrant, 1995; Oliver and 

Bewley, 1997; Walters et al., 2002; Berjak et al., 2007; Farrant et al., 2012) but alters 

metabolism differently in winter to withstand this water loss. This in turn might be related 

to physiological states of areal parts. In summer, fronds are DT and signals from the 

rhizomes, one would intuit, contribute towards this process. In winter, the rhizome possibly 

protects only itself.  However, since rhizomes give rise to reproductive fronds during this 

period, this strategy is not counter intuitive.  Survival of the rhizome would be essential to 

this reproductive strategy.  Signals sent to the frond might be different - enabling the 

recycling of nutrients from those tissues back to the rhizome store reserves for production 

of new fronds, among them reproductive ones, upon rehydration.  

 Network enrichment analysis provided an interesting insight into the role of the rhizomes 

in the regulation of desiccation-tolerance at the rhizome level and possibly also of the 

whole plant. In addition to apparent signalling to the leaves, rhizomes seem also to regulate 

some root processes. The indications are that the rhizomes of this plant have a genome 

plasticity that allows the plant to survive throughout the year. Potential cross-talks and 

cross-tolerances against desiccation and heat stress were identified in summer, and in 

winter an apparent cross-talk against desiccation and pathogen stresses was also identified. 

This work has therefore shown that the mechanisms of DT in resurrection plants cannot be 

meaningfully studied without considering the role of other biotic/abiotic factors as co-

occurrence of multiple stresses appear to modify the molecular mechanisms of DT. The 

mechanisms of attaining the DT state, at least in M. caffrorum, appear to be through a gene 

plasticity that allows adaptive tolerances to other environment stress. 

The present study provides some evidence that the rhizomes function as master regulator 

organs that control desiccation/sensitivity in the fronds. This role was inferred from the 

rhizome’s up-/down-regulation of pathways that relate to physiological and reproductive 

functions of the fronds, in response to desiccation. It appears that the rhizome regulate such 
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functions as leaf senescence, shoot system morphogenesis, stomatal opening and 

gametophyte development among others. This being the first scientific investigation into 

the molecular mechanisms underlying DT in the rhizomes of this plant, the work has 

managed to provide useful insights into the question of how the M. caffrorum fern cope 

with desiccation stress. 

The present work used a unique approach in carrying out a proteomic investigation in a 

resurrection plant. Specifically, a fern rhizome-specific database was used to identify 236 

proteins. The database was constructed using RNA sequences from E. hymale sequences 

resources available in the public domain. Thereafter, the bioinformatics approach used 

took advantage of the well-developed molecular resources for A. thaliana, and a systems 

level investigation that took advantage of publicly available network construction tools. 

This approach allowed the identification of not only proteins, but also predicted molecular 

processes (biological processes and molecular pathways, etc.). This approach has also 

shown that despite the lack of well-established molecular resources for resurrection plants, 

meaningful research can still be conducted leading to testable inferences. Other researchers 

in the field are strongly recommended to use such approaches. 

 

5.5.1 Suggestions for further work 

Several bold hypotheses have been made in this research that  need to be followed up in 

order to obtain a complete picture of how the M. caffrorum rhizome acts as a master 

regulator for the whole of the M. caffrorum plant. Thus, it is recommended that further 

physiology and proteomics or metabolomics work to analyse possible differences in the 

summer and winter rhizomes be conducted. Since the present work focused only on the 

fully hydrated vs fully dehydrated stages, it may be important to observe changes during 

desiccation to obtain bigger picture of the mechanism of attaining DT in this plant. It 

appears that the ability of the rhizomes to cope with desiccation stress appear to be tightly 

regulated by cross-talks between several hormones that fine-tunes the plant’s adaptation to 

other environmental conditions such as heat and pathogens. It is therefore recommended 

that empirical investigations be conducted to characterize the hormonal profiles of the 

rhizome during desiccation.   



111 
 

 

 

References 

Abdalla, K.O., and Rafudeen, M.S. (2012). Analysis of the nuclear proteome of the 
resurrection plant Xerophyta viscosa in response to dehydration stress using iTRAQ with 
2DLC and tandem mass spectrometry. J Proteomics 75, 2361–2374.  
 
Abdalla, K.O., Baker, B., and Rafudeen, M.S. (2010). Proteomic analysis of nuclear 
proteins during dehydration of the resurrection plant Xerophyta viscosa. Plant Growth 
Regul 62, 279–292.  
 
Adams, R.P., Kendall, E., and Kartha, K.K. (1990). Comparison of free sugars in growing 
and desiccated plants of Selaginella lepidophylla. Biochemical Systematics and Ecology 
18, 107–110.  
 
Alcázar, R., Altabella, T., Marco, F., Bortolotti, C., Reymond, M., Koncz, C., Carrasco, P., 
and Tiburcio, A.F. (2010). Polyamines: molecules with regulatory functions in plant 
abiotic stress tolerance. Planta 231, 1237–1249.  
 
Alcázar, R., Bitrián, M., Bartels, D., Koncz, C., Altabella, T., and Tiburcio, A.F. (2011). 
Polyamine metabolic canalization in response to drought stress in Arabidopsis and the 
resurrection plant Craterostigma plantagineum. Plant Signal Behav 6, 243–250.  
 
Antipov, N. I., Roamanyak, A. N. (1983). Poikilohydric vegetative organs of reproduction 
in some flowering plants. Zhurnal Obshchei Biologii 44, 446–450 (in Russian).  
 
Arabidopsis Genome Initiative (2000). Analysis of the genome sequence of the flowering 
plant Arabidopsis thaliana. Nature 408, 796–815.  
 
Asada, K. (1999). The water-water cycle in chloroplasts: Scavenging of Active Oxygens 
and Dissipation of Excess Photons. Annu. Rev. Plant Physiol. Plant Mol. Biol. 50, 601–
639.  
 
Ashburner, M., Ball, C.A., Blake, J.A., Botstein, D., Butler, H., Cherry, J.M., Davis, A.P., 
Dolinski, K., Dwight, S.S., Eppig, J.T., et al. (2000). Gene ontology: tool for the 
unification of biology. The Gene Ontology Consortium. Nat. Genet. 25, 25–29.  
 
Ashraf, M., and Foolad, M.R. (2007). Roles of glycine betaine and proline in improving 
plant abiotic stress resistance. Environmental and Experimental Botany 59, 206–216.  
 
Asselbergh, B., De Vleesschauwer, D., and Höfte, M. (2008). Global switches and fine-
tuning-ABA modulates plant pathogen defense. Mol. Plant Microbe Interact. 21, 709–719. 
  
Atkinson, N.J., and Urwin, P.E. (2012). The interaction of plant biotic and abiotic stresses: 
from genes to the field. J. Exp. Bot. 63, 3523–3543.  
 
Bagniewska-zadworna, A., and Zenkteler, E. (2006). Ultrastructure of endodermis and 
stele cells of dehydrated Polypodium vulgare L. rhizomes. Acta Biologica Cracoviensia 
Series Botanica 48, 73–81. 



112 
 

 

 

 Bagniewska-Zadworna, A., Zenkteler, E., Czaczyk, K., and Osińska, M. (2007). The 
effect of dehydration with or without abscisic acid pretreatment on buds regeneration from 
Polypodium vulgare L. rhizomes. Acta Physiol Plant 29, 47–56.  
 
Bagniewska-Zadworna, A., Zenkteler, E., Karolewski, P., and Zadworny, M. (2008). 
Phenolic compound localisation in Polypodium vulgare L. rhizomes after mannitol-
induced dehydration and controlled desiccation. Plant Cell Rep. 27, 1251–1259.  
 
Balbuena, T.S., He, R., Salvato, F., Gang, D.R., and Thelen, J.J. (2012). Large-Scale 
Proteome Comparative Analysis of Developing Rhizomes of the Ancient Vascular Plant 
Equisetum hyemale. Front Plant Sci 3.  
 
Balsamo, R.A., Vander Willigen, C., Boyko, W., Farrant, J. (2005). Retention of mobile 
water during dehydration in the desiccation-tolerant grass Eragrostis nindensis. 
Physiologia Plantarum 124, 336-342.  
 
Bartels, D. (2005). Desiccation Tolerance Studied in the Resurrection Plant Craterostigma 

plantagineum. Integrative and Comparative Biology 45, 696–701.  
 
Bartels, D., Schneider, K., Terstappen, G., Piatkowski, D., and Salamini, F. (1990). 
Molecular cloning of abscisic acid-modulated genes which are induced during desiccation 
of the resurrection plant Craterostigma plantagineum. Planta 181, 27–34.  
 
Barua, D., and Heckathorn, S.A. (2006). The interactive effects of light and temperature on 
heat-shock protein accumulation in Solidago altissima (Asteraceae) in the field and 
laboratory. Am. J. Bot. 93, 102–109.  
 
Beckett, M., Loreto, F., Velikova, V., Brunetti, C., Di Ferdinando, M., Tattini, M., 
Calfapietra, C., and Farrant, J.M. (2012). Photosynthetic limitations and volatile and non-
volatile isoprenoids in the poikilochlorophyllous resurrection plant Xerophyta humilis 

during dehydration and rehydration. Plant Cell Environ. 35, 2061–2074.  
 
Behm, C.A. (1997). The role of trehalose in the physiology of nematodes. International 
Journal for Parasitology 27, 215–229.  
 
Berjak, P., Farrant, J.M. and Pammenter, N.W. (2007). Seed desiccation-tolerance 
mechanisms. In Plant Desiccation Tolerance (Jenks, M.A. and Wood, A.J., eds). 
Wallingford and New York: CABI Publishing, pp. 151–192.  
 
Bernacchia, G., Schwall, G., Lottspeich, F., Salamini, F., and Bartels, D. (1995). The 
transketolase gene family of the resurrection plant Craterostigma plantagineum: 
differential expression during the rehydration phase. EMBO J. 14, 610–618.  
 
Bernacchia, G., Salamini, F., and Bartels, D. (1996). Molecular Characterization of the 
Rehydration Process in the Resurrection Plant Craterostigma plantagineum. Plant Physiol. 
111, 1043–1050.  
 



113 
 

 

 

Bewley, J.D. (1979). Physiological Aspects of Desiccation Tolerance. Annual Review of 
Plant Physiology 30, 195–238.  
 
Bewley, J.D., and Oliver, M.J. (1992). Desiccation Tolerance in Vegetative Plant Tissues 
and Seeds: Protein Synthesis in Relation to Desiccation and a Potential Role for Protection 
and Repair Mechanisms. In Water and Life, P.G.N. Somero, P.C.B. Osmond, and P.C.L. 
Bolis, eds. (Springer Berlin Heidelberg), pp. 141–160.  
 
Bhatnagar-Mathur, P., Vadez, V., and Sharma, K.K. (2008). Transgenic approaches for 
abiotic stress tolerance in plants: retrospect and prospects. Plant Cell Rep. 27, 411–424.  
 
Bianchi, G., Gamba, A., Murelli, C., Salamini, F., and Bartels, D. (1991). Novel 
carbohydrate metabolism in the resurrection plant Craterostigma plantagineum. Plant J 1, 
355–359.  
 
Bindea, G., Mlecnik, B., Hackl, H., Charoentong, P., Tosolini, M., Kirilovsky, A., 
Fridman, W.-H., Pages, F., Trajanoski, Z., and Galon, J. (2009). ClueGO: a Cytoscape 
plug-in to decipher functionally grouped gene ontology and pathway annotation networks. 
Bioinformatics 25, 1091–1093.  
 
Bindea, G., Galon, J., and Mlecnik, B. (2013). CluePedia Cytoscape plugin: pathway 
insights using integrated experimental and in silico data. Bioinformatics 29, 661–663.  
 
Blomstedt, C.K., Gianello, R.D., Hamill, J.D., Neale, A.D., and Gaff, D.F. (1998a). 
Drought-stimulated genes correlated with desiccation tolerance of the resurrection grass 
Sporobolus stapfianus. Plant Growth Regulation 24, 153–161.  
 
Blomstedt, C.K., Gianello, R.D., Gaff, D.F., Hamill, J.D., and Neale, A.D. (1998b). 
Differential gene expression in desiccation-tolerant and desiccation-sensitive tissue of the 
resurrection grass, Sporobolus stapfianus. Functional Plant Biol. 25, 937–946.  
 
Blum, A. (1988). Plant Breeding For Stress Environments (Boca Raton, Fla: CRC Press).  
Bonetta, D., and McCourt, P. (1998). Genetic analysis of ABA signal transduction 
pathways. Trends in Plant Science 3, 231–235.  
 
Bonhomme, L., Valot, B., Tardieu, F., and Zivy, M. (2012). Phosphoproteome dynamics 
upon changes in plant water status reveal early events associated with rapid growth 
adjustment in maize leaves. Mol. Cell Proteomics 11, 957–972.  
 
Brooker, N.L., Kuzimichev, Y., Laas, J., and Pavlis, R. (2007). Evaluation of coumarin 
derivatives as anti-fungal agents against soil-borne fungal pathogens. Commun. Agric. 
Appl. Biol. Sci. 72, 785–793.  
 
Cain, C.C., Saslowsky, D.E., Walker, R.A., and Shirley, B.W. (1997). Expression of 
chalcone synthase and chalcone isomerase proteins in Arabidopsis seedlings. Plant Mol 
Biol 35, 377–381.  
 



114 
 

 

 

Camon, E., Magrane, M., Barrell, D., Lee, V., Dimmer, E., Maslen, J., Binns, D., Harte, 
N., Lopez, R., and Apweiler, R. (2004). The Gene Ontology Annotation (GOA) Database: 
sharing knowledge in Uniprot with Gene Ontology. Nucleic Acids Res. 32, D262–D266. 
  
Carpentier, S.C., Panis, B., Vertommen, A., Swennen, R., Sergeant, K., Renaut, J., 
Laukens, K., Witters, E., Samyn, B., and Devreese, B. (2008). Proteome analysis of non-
model plants: a challenging but powerful approach. Mass Spectrom Rev 27, 354–377.  
 
Carroll, A.J., Heazlewood, J.L., Ito, J., and Millar, A.H. (2008). Analysis of the 
Arabidopsis Cytosolic Ribosome Proteome Provides Detailed Insights into Its Components 
and Their Post-translational Modification. Mol Cell Proteomics 7, 347–369.  
 
Casado-Vela, J., Martínez-Esteso, M.J., Rodriguez, E., Borrás, E., Elortza, F., and Bru-
Martínez, R. (2010). iTRAQ-based quantitative analysis of protein mixtures with large fold 
change and dynamic range. Proteomics 10, 343–347.  
 
Chakrabortee, S., Boschetti, C., Walton, L.J., Sarkar, S., Rubinsztein, D.C., and 
Tunnacliffe, A. (2007). Hydrophilic protein associated with desiccation tolerance exhibits 
broad protein stabilization function. PNAS 104, 18073–18078. 106  
 
Chappell, J. (1995). The Biochemistry and Molecular Biology of Isoprenoid Metabolism. 
Plant Physiol 107, 1–6.  
 
Chen, X., Zeng, Q. I. N., and Wood, A.J. (2002). The stress-responsive Tortula ruralis 

gene ALDH21A1 describes a novel eukaryotic aldehyde dehydrogenase protein family. 
Journal of Plant Physiology 159, 677–684.  
 
Clegg, J.S. (1965). The origin of threhalose and its significance during the formation of 
encysted dormant embryos of Artmia salina. Comparative Biochemistry and Physiology 
14, 135–143.  
 
Colhoun, J. (1973). Effects of Environmental Factors on Plant Disease. Annual Review of 
Phytopathology 11, 343–364.  
 
Collett, H., Shen, A., Gardner, M., Farrant, J.M., Denby, K.J., and Illing, N. (2004). 
Towards transcript profiling of desiccation tolerance in Xerophyta humilis: Construction of 
a normalized 11 k X. humilis cDNA set and microarray expression analysis of 424 cDNAs 
in response to dehydration. Physiologia Plantarum 122, 39–53.  
 
Collings, D.A., Harper, J.D., Marc, J., Overall, R.L., and Mullen, R.T. (2002). Life in the 
fast lane: actin-based motility of plant peroxisomes. Can. J. Bot. 80, 430–441.  
 
Conesa, A., Götz, S., García-Gómez, J.M., Terol, J., Talón, M., and Robles, M. (2005). 
Blast2GO: a universal tool for annotation, visualization and analysis in functional 
genomics research. Bioinformatics 21, 3674–3676.  
 



115 
 

 

 

Cookson, S.J., Radziejwoski, A., and Granier, C. (2006). Cell and leaf size plasticity in 
Arabidopsis: what is the role of endoreduplication? Plant, Cell & Environment 29, 1273–
1283.  
 
Cooper, K., and Farrant, J.M. (2002). Recovery of the resurrection plant Craterostigma 

wilmsii from desiccation: protection versus repair. J. Exp. Bot. 53, 1805–1813.  
 
Couée, I., Sulmon, C., Gouesbet, G., and El Amrani, A. (2006). Involvement of soluble 
sugars in reactive oxygen species balance and responses to oxidative stress in plants. J. 
Exp. Bot. 57, 449–459.  
 
Crosby, K.C., Pietraszewska-Bogiel, A., Gadella, T.W.J., and Winkel, B.S.J. (2011). 
Förster resonance energy transfer demonstrates a flavonoid metabolon in living plant cells 
that displays competitive interactions between enzymes. FEBS Lett. 585, 2193–2198.  
 
Crowe, J.H., Carpenter, J.F., and Crowe, L.M. (1998). The role of vitrification in 
anhydrobiosis. Annu. Rev. Physiol. 60, 73–103.  
 
Dace, H., Sherwin, H.W., Illing, N., and Farrant, J.M. (1998). Use of metabolic inhibitors 
to elucidate mechanisms of recovery from desiccation stress in the resurrection plant 
Xerophyta humilis. Plant Growth Regulation 24, 171–177.  
 
Davies, W.J., Kudoyarova, G., and Hartung, W. (2005). Long-distance ABA Signaling and 
Its Relation to Other Signaling Pathways in the Detection of Soil Drying and the Mediation 
of the Plant’s Response to Drought. J Plant Growth Regul 24, 285–295.  
 
Davison, P.A., Hunter, C.N., and Horton, P. (2002). Overexpression of beta-carotene 
hydroxylase enhances stress tolerance in Arabidopsis. Nature 418, 203–206.  
 
Demmig-Adams, B., and Adams III, W.W. (1996). The role of xanthophyll cycle 
carotenoids in the protection of photosynthesis. Trends in Plant Science 1, 21–26.  
 
Deng, X., Phillips, J., Bräutigam, A., Engström, P., Johannesson, H., Ouwerkerk, P.B.F., 
Ruberti, I., Salinas, J., Vera, P., Iannacone, R., et al. (2006). A homeodomain leucine 
zipper gene from Craterostigma plantagineum regulates abscisic acid responsive gene 
expression and physiological responses. Plant Mol. Biol. 61, 469–489.  
 
Dinakar, C., and Bartels, D. (2013). Desiccation tolerance in resurrection plants: new 
insights from transcriptome, proteome and metabolome analysis. Front Plant Sci 4.  
 
Ditzer, A., Kirch, H.-H., Nair, A., and Bartels, D. (2001). Molecular characterization of 
two alanine-rich Lea genes abundantly expressed in the resurrection plant C. plantagineum 

in response to osmotic stress and ABA. Journal of Plant Physiology 158, 623–633.  
 
 
 



116 
 

 

 

Djilianov, D., Dobrev, P., Moyankova, D., Vankova, R., Georgieva, D., Gajdošová, S., and 
Motyka, V. (2013). Dynamics of Endogenous Phytohormones during Desiccation and 
Recovery of the Resurrection Plant Species Haberlea rhodopensis. J Plant Growth Regul 
32, 564–574.  
 
Van Dongen, J.T., Gupta, K.J., Ramírez-Aguilar, S.J., Araújo, W.L., Nunes-Nesi, A., and 
Fernie, A.R. (2011). Regulation of respiration in plants: a role for alternative metabolic 
pathways. J. Plant Physiol. 168, 1434–1443.  
 
Du, H., Wang, N., Cui, F., Li, X., Xiao, J., and Xiong, L. (2010). Characterization of the 
beta-carotene hydroxylase gene DSM2 conferring drought and oxidative stress resistance 
by increasing xanthophylls and abscisic acid synthesis in rice. Plant Physiol. 154, 1304–
1318.  
 
Dudler, R. (2013). Manipulation of Host Proteasomes as a Virulence Mechanism of Plant 
Pathogens. Annual Review of Phytopathology 51, 521–542.  
 
Duke, J.A. (2000). Handbook of Phytochemical Constituents of GRAS Herbs and Other 
Economic Plants: Herbal Reference Library (CRC Press).  
 
Dure, L. (1993). A repeating 11-mer amino acid motif and plant desiccation. Plant J. 3, 
363–369.  
 
Edgar, B.A., and Orr-Weaver, T.L. (2001). Endoreplication cell cycles: more for less. Cell 
105, 297–306.  
 
Elbein, A.D., Pan, Y.T., Pastuszak, I., and Carroll, D. (2003). New insights on trehalose: a 
multifunctional molecule. Glycobiology 13, 17R – 27R.  
 
Evans, C., Noirel, J., Ow, S.Y., Salim, M., Pereira-Medrano, A.G., Couto, N., Pandhal, J., 
Smith, D., Pham, T.K., Karunakaran, E., et al. (2012). An insight into iTRAQ: where do 
we stand now? Anal Bioanal Chem 404, 1011–1027.  
 
Farrant, J.M. (2000). A comparison of mechanisms of desiccation tolerance among three 
angiosperm resurrection plant species. Plant Ecology 151, 29–39.  
 
Farrant, J.M. (2007). Mechanisms of desiccation tolerance in angiosperm resurrection 
plants. In Plant Desiccation Tolerance (Jenks, M.A. and Wood, A.J., eds). Wallingford: 
CABI Press, pp. 51–90.  
 
Farrant, J.M., and Moore, J.P. (2011). Programming desiccation-tolerance: from plants to 
seeds to resurrection plants. Curr. Opin. Plant Biol. 14, 340–345.  
 
Farrant, J.M., Brandt, W., and Lindsey, G.C. (2007). An overview of mechanisms of 
desiccation tolerance in selected angiosperm resurrection plants. Plant Stress 1, 72–84.  
 



117 
 

 

 

Farrant, J.M., Bartsch, S., Loffell, D., Vander Willigen, C. and Whittaker, A. (2003). An 
investigation into the effects of light on the desiccation of three resurrection plants species. 
Plant Cell Env. 26, 1275–1286.  
 
Farrant, J.M., Bailly, C., Leymarie, J., Hamman, B., Côme, D., and Corbineau, F. (2004). 
Wheat seedlings as a model to understand desiccation tolerance and sensitivity. Physiol 
Plant 120, 563–574.  
 
Farrant, J.M., Lehner, A., Cooper, K., and Wiswedel, S. (2009). Desiccation tolerance in 
the vegetative tissues of the fern Mohria caffrorum is seasonally regulated. The Plant 
Journal 57, 65–79.  
 
Farrant, J.M., Cooper, K., and Nell, H. (2012). Desiccation tolerance. 238–265.  
 
Foreman, J., Demidchik, V., Bothwell, J.H.F., Mylona, P., Miedema, H., Torres, M.A., 
Linstead, P., Costa, S., Brownlee, C., Jones, J.D.G., et al. (2003). Reactive oxygen species 
produced by NADPH oxidase regulate plant cell growth. Nature 422, 442–446.  
 
Friml, J. (2003). Auxin transport - shaping the plant. Curr. Opin. Plant Biol. 6, 7–12.  
 
Fu, Y., Dominissini, D., Rechavi, G., and He, C. (2014). Gene expression regulation 
mediated through reversible m6A RNA methylation. Nat Rev Genet 15, 293–306.  
 
Gaff, D. F. (1971). Desiccation tolerant vascular plants of Southern Africa. Science 174: 
1033-1034.  
 
Gaff, D. F. (1977). Desiccation tolerant vascular plants of Southern Africa. Oecologia 31, 
95–109.  
 
Gaff, D. F. (1980). Protoplasmic tolerance of extreme water stress. In ‘Adaptation of plants 
to water and high temperature stress’. (Eds NC Turner, PJ Kramer) pp. 207–230. (John 
Wiley & Sons: New York).  
 
Gaff D.F. (1989). Responses of desiccation tolerant ‘resurrection’ plants to water deficit. In 
Structural and Functional Responses to Environmental Stresses: Water Shortage. XIV 
International Botanical Congress, Berlin, Germany 24 July-1 August 1987 (eds K.H. 
Kreeb, H. Richter & T.M. Hinckley), pp. 255–267. SPB Academic Publishing, The Hague, 
The Netherlands.  
 
Gaff, D.F., Bartels, D., and Gaff, J.L. (1997). Changes in Gene Expression during Drying 
in a Desiccation-Tolerant Grass Sporobolus stapfianus and a Desiccation-Sensitive Grass 
Sporobolus pyramidalis. Functional Plant Biol. 24, 617–622.  
 
Galvez-Valdivieso, G., Fryer, M.J., Lawson, T., Slattery, K., Truman, W., Smirnoff, N., 
Asami, T., Davies, W.J., Jones, A.M., Baker, N.R., et al. (2009). The High Light Response 
in Arabidopsis Involves ABA Signaling between Vascular and Bundle Sheath Cells. Plant 
Cell 21, 2143–2162.  



118 
 

 

 

Ge, Y., Dudoit, S., and Speed, T.P. (2003). Resampling-based multiple testing for 
microarray data analysis. Test 12, 1–77.  
 
Gechev, T.S., Benina, M., Obata, T., Tohge, T., Sujeeth, N., Minkov, I., Hille, J., Temanni, 
M.-R., Marriott, A.S., Bergström, E., et al. (2013). Molecular mechanisms of desiccation 
tolerance in the resurrection glacial relic Haberlea rhodopensis. Cell. Mol. Life Sci. 70, 
689–709.  
 
Ghasempour, H.R., Gaff, D.F., Williams, R.P.W., and Gianello, R.D. (1998). Contents of 
sugars in leaves of drying desiccation tolerant flowering plants, particularly grasses. Plant 
Growth Regulation 24, 185–191.  
 
Ginbot, Z.G., and Farrant, J.M. (2013). Physiological response of selected eragrostis 
species to water-deficit stress. African Journal of Biotechnology 10, 10405–10417.  
 
Goyal, K., Walton, L.J., and Tunnacliffe, A. (2005). LEA proteins prevent protein 
aggregation due to water stress. Biochem. J. 388, 151–157.  
 
Granot, G., Sikron-Persi, N., Gaspan, O., Florentin, A., Talwara, S., Paul, L.K., 
Morgenstern, Y., Granot, Y., and Grafi, G. (2009). Histone modifications associated with 
drought tolerance in the desert plant Zygophyllum dumosum Boiss. Planta 231, 27–34. 
  
Gray, J.C., Hansen, M.R., Shaw, D.J., Graham, K., Dale, R., Smallman, P., Natesan, 
S.K.A., and Newell, C.A. (2012). Plastid stromules are induced by stress treatments acting 
through abscisic acid. Plant J. 69, 387–398.  
 
Griffiths, C.A., Gaff, D.F., and Neale, A.D. (2014). Drying without senescence in 
resurrection plants. Front Plant Sci 5, 36.  
 
Groppa, M.D., and Benavides, M.P. (2008). Polyamines and abiotic stress: recent 
advances. Amino Acids 34, 35–45.  
 
Gupta, S.C., Sharma, A, Mishra, M., Mishra, R., Chowdhuri, D.K. (2010). Heat shock 
proteins in toxicology: how close and how far? Life Sci., 86, pp. 377–384  
 
Gygi, S.P., Rochon, Y., Franza, B.R., and Aebersold, R. (1999). Correlation between 
protein and mRNA abundance in yeast. Mol. Cell. Biol. 19, 1720–1730.  
 
Halkier, B.A., and Gershenzon, J. (2006). Biology and biochemistry of glucosinolates. 
Annu Rev Plant Biol 57, 303–333.  
 
Hallam, N.D. (1976). Anhydrous fixation of dry plant tissue using non-aqueous fixatives. 
Journal of Microscopy 106, 337–342.  
 
Han, X., He, L., Xin, L., Shan, B., and Ma, B. (2011). Peaks PTM: Mass Spectrometry-
Based Identification of Peptides with Unspecified Modifications. J. Proteome Res. 10, 
2930–2936.  



119 
 

 

 

Han, Y., Ma, B., and Zhang, K. (2005). SPIDER: software for protein identification from 
sequence tags with de novo sequencing error. J Bioinform Comput Biol 3, 697–716.  
 
He, R., Salvato, F., Park, J.-J., Kim, M.-J., Nelson, W., Balbuena, T.S., Willer, M., Crow, 
J.A., May, G.D., Soderlund, C.A., et al. (2014). A systems-wide comparison of red rice 
(Oryza longistaminata) tissues identifies rhizome specific genes and proteins that are 
targets for cultivated rice improvement. BMC Plant Biol 14, 46.  
 
He, Y., Tang, W., Swain, J.D., Green, A.L., Jack, T.P., and Gan, S. (2001). Networking 
Senescence-Regulating Pathways by Using Arabidopsis Enhancer Trap Lines. Plant 
Physiol 126, 707–716.  
 
Heinicke, E., Kumar, U., and Munoz, D.G. (1992). Quantitative dot-blot assay for proteins 
using enhanced chemiluminescence. J. Immunol. Methods 152, 227–236.  
 
Hershko, A., and Ciechanover, A. (1998). The ubiquitin system. Annu. Rev. Biochem. 67, 
425–479.  
 
Hoekstra, F.A., Wolkers, W.F., Buitink, J., Golovina, E.A., Crowe, J.H., and Crowe, L.M. 
(1997). Membrane Stabilization in the Dry State. Comparative Biochemistry and 
Physiology Part A: Physiology 117, 335–341.  
 
Hoekstra, F.A., Golovina, E.A., and Buitink, J. (2001). Mechanisms of plant desiccation 
tolerance. Trends in Plant Science 6, 431–438.  
 
Höfler, K., Migsch, H.,and Rottenburg, W. (1941). Überdie Austrocknun- gresistenzland 
wirtschaftlicher Kulturpflanzen. Forschungsdienst. Organ Deut. Landwirtschaftswiss. 12, 
50–61.  
 
Hong, Z., Lakkineni, K., Zhang, Z., and Verma, D.P. (2000). Removal of feedback 
inhibition of delta(1)-pyrroline-5-carboxylate synthetase results in increased proline 
accumulation and protection of plants from osmotic stress. Plant Physiol. 122, 1129–1136. 
  
Horbowicz, M., and Obendorf, R.L. (1994). Seed desiccation tolerance and storability: 
Dependence on flatulence-producing oligosaccharides and cyclitols—review and survey. 
Seed Science Research 4, 385–405.  
 
Hoyos, M.E., and Zhang, S. (2000). Calcium-Independent Activation of Salicylic Acid-
Induced Protein Kinase and a 40-Kilodalton Protein Kinase by Hyperosmotic Stress. Plant 
Physiol 122, 1355–1364.  
 
Hu, F.Y., Tao, D.Y., Sacks, E., Fu, B.Y., Xu, P., Li, J., Yang, Y., McNally, K., Khush, 
G.S., Paterson, A.H., et al. (2003). Convergent evolution of perenniality in rice and 
sorghum. Proceedings of the National Academy of Sciences 100, 4050–4054.  
 



120 
 

 

 

Iglesias, V.A., and Meins, F. (2000). Movement of plant viruses is delayed in a β-1,3-
glucanase-deficient mutant showing a reduced plasmodesmatal size exclusion limit and 
enhanced callose deposition. The Plant Journal 21, 157–166.  
 
Illing, N., Denby, K.J., Collett, H., Shen, A., and Farrant, J.M. (2005). The Signature of 
Seeds in Resurrection Plants: A Molecular and Physiological Comparison of Desiccation 
Tolerance in Seeds and Vegetative Tissues. Integr. Comp. Biol. 45, 771–787.  
 
Ingle, R.A., Schmidt, U.G., Farrant, J.M., Thomson, J.A., and Mundree, S.G. (2007). 
Proteomic analysis of leaf proteins during dehydration of the resurrection plant Xerophyta 

viscosa. Plant Cell Environ. 30, 435–446.  
 
Ingram, J., and Bartels, D. (1996). The Molecular Basis of Dehydration Tolerance in 
Plants. Annual Review of Plant Physiology and Plant Molecular Biology 47, 377–403.  
 
Isaacson, T., Damasceno, C.M.B., Saravanan, R.S., He, Y., Catalá, C., Saladié, M., and 
Rose, J.K.C. (2006). Sample extraction techniques for enhanced proteomic analysis of 
plant tissues. Nat Protoc 1, 769–774.  
 
Iturriaga, G., Gaff, D.F., and Zentella, R. (2000). New desiccation-tolerant plants, 
including a grass, in the central highlands of Mexico, accumulate trehalose. Aust. J. Bot. 
48, 153–158.  
 
Jager, C.E., Symons, G.M., Ross, J.J., and Reid, J.B. (2008). Do brassinosteroids mediate 
the water stress response? Physiol Plant 133, 417–425.  
 
Janda, T., Horváth, E., Szalai, G., and PáLdi, E. (2007). Role of Salicylic Acid in the 
Induction of Abiotic Stress Tolerance. In Salicylic Acid: A Plant Hormone, S. Hayat, and 
A. Ahmad, eds. (Springer Netherlands), pp. 91–150.  
 
Jang, C.S., Kamps, T.L., Tang, H., Bowers, J.E., Lemke, C., and Paterson, A.H. (2009). 
Evolutionary fate of rhizome-specific genes in a non-rhizomatous Sorghum genotype. 
Heredity (Edinb) 102, 266–273.  
 
Jaradat, M.R., Feurtado, J.A., Huang, D., Lu, Y., and Cutler, A.J. (2013). Multiple roles of 
the transcription factor AtMYBR1/AtMYB44 in ABA signaling, stress responses, and leaf 
senescence. BMC Plant Biology 13, 192.  
 
Jiang, G., Wang, Z., Shang, H., Yang, W., Hu, Z., Phillips, J., and Deng, X. (2007). 
Proteome analysis of leaves from the resurrection plant Boea hygrometrica in response to 
dehydration and rehydration. Planta 225, 1405–1420.  
 
Kamenetsky, R., Peterson, R.L., Melville, L.H., Machado, C.F., and Bewley, J.D. (2005). 
Seasonal adaptations of the tuberous roots of Ranunculus asiaticus to desiccation and 
resurrection by changes in cell structure and protein content. New Phytologist 166, 193–
204.  



121 
 

 

 

Kamies, R., Rafudeen, M.S., and Farrant, J. (2010). The use of aeroponics to investigate 
antioxidant activity in the roots of Xerophyta viscosa. Plant Growth Regulation 62, 203–
211.  
 
Kamies, R. (2011). A methodological investigation of the proteins present in the roots of 
the resurrection plant, Xerophyta viscosa, for further proteomic analyses. MSc Thesis, 
University of Cape Town  
 
Karpinski, S., Escobar, C., Karpinska, B., Creissen, G., and Mullineaux, P.M. (1997). 
Photosynthetic electron transport regulates the expression of cytosolic ascorbate 
peroxidase genes in Arabidopsis during excess light stress. Plant Cell 9, 627–640.  
 
Kavi Kishor, P.B., Sangam, S., Amrutha, R.N., Sri Laxmi, P., Naidu, K.R., Rao, K.R.S.S., 
Rao, S., Reddy, K.J., Theriappan, P., and Sreenivasulu, N. (2005). Regulation of proline 
biosynthesis, degradation, uptake and transport in higher plants : Its implications in plant 
growth and abiotic stress tolerance. Current Science 88, 424–438.  
 
Kessner, D., Chambers, M., Burke, R., Agus, D., and Mallick, P. (2008). ProteoWizard: 
open source software for rapid proteomics tools development. Bioinformatics 24, 2534–
2536.  
 
Kirch, H.H., Nair, A., and Bartels, D. (2001). Novel ABA- and dehydration-inducible 
aldehyde dehydrogenase genes isolated from the resurrection plant Craterostigma 

plantagineum and Arabidopsis thaliana. Plant J. 28, 555–567.  
 
Kishor, P., Hong, Z., Miao, G.H., Hu, C., and Verma, D. (1995). Overexpression of 
[delta]-Pyrroline-5-Carboxylate Synthetase Increases Proline Production and Confers 
Osmotolerance in Transgenic Plants. Plant Physiol 108, 1387–1394.  
 
Konika Chawla, P.B. (2011). Systems Biology: A Promising Tool to Study Abiotic Stress 
Responses. 163–172.  
 
Koornneef, M., and Meinke, D. (2010). The development of Arabidopsis as a model plant. 
The Plant Journal 61, 909–921.  
 
Koster, K.L. (1991). Glass Formation and Desiccation Tolerance in Seeds 1. Plant Physiol 
96, 302–304.  
 
Kranner, I., Beckett, R.P., Wornik, S., Zorn, M., and Pfeifhofer, H.W. (2002). Revival of a 
resurrection plant correlates with its antioxidant status. Plant J. 31, 13–24.  
 
Krenz, B., Jeske, H., and Kleinow, T. (2012). The induction of stromule formation by a 
plant DNA-virus in epidermal leaf tissues suggests a novel intra- and intercellular 
macromolecular trafficking route. Front Plant Sci 3, 291.  
 
Krishna, P. (2003). Brassinosteroid-Mediated Stress Responses. J Plant Growth Regul 22, 
289–297.  



122 
 

 

 

Kubota, K., Kosaka, T., and Ichikawa, K. (2009). Shotgun protein analysis by liquid 
chromatography-tandem mass spectrometry. Methods Mol. Biol. 519, 483–494.  
 
Kurepa, J., and Smalle, J.A. (2008). Structure, function and regulation of plant 
proteasomes. Biochimie 90, 324–335.  
 
Lam, E., (2004). Controlled cell death, plant survival and development. Nat Rev Mol Cell 
Biol 5, 305–315.  
 
Lazarides (1992) Dersetified grasslands. Their biology and management. London: 
academic press. Resurrection grasses (poacea) in Australia, p 213-234. 
  
Layton, B.E., Boyd, M.B., Tripepi, M.S., Bitonti, B.M., Dollahon, M.N.R., and Balsamo, 
R.A. (2010). Dehydration-induced expression of a 31-kDa dehydrin in Polypodium 

polypodioides (Polypodiaceae) may enable large, reversible deformation of cell walls. Am. 
J. Bot. 97, 535–544.  
 
Lee, M.C.S., and Miller, E.A. (2007). Molecular mechanisms of COPII vesicle formation. 
Seminars in Cell & Developmental Biology 18, 424–434.  
 
Lee, Y., Lee, W.S., and Kim, S.-H. (2013). Hormonal regulation of stem cell maintenance 
in roots. J. Exp. Bot. 64, 1153–1165.  
 
Lei, Z., Dai, X., Watson, B.S., Zhao, P.X., and Sumner, L.W. (2011). A legume specific 
protein database (LegProt) improves the number of identified peptides, confidence scores 
and overall protein identification success rates for legume proteomics. Phytochemistry 72, 
1020–1027.  
 
Leprince, O., and Buitink, J. (2010). Desiccation tolerance: From genomics to the field. 
Plant Science 179, 554–564.  
 
Leung, J., and Giraudat, J. (1998). Abscisic acid signal transduction. Annu. Rev. Plant 
Physiol. Plant Mol. Biol. 49, 199–222.  
 
Link, K.P. (1959). The Discovery of Dicumarol and Its Sequels. Circulation 19, 97–107.  
 
Lippert, D., Yuen, M., and Bohlmann, J. (2009). Spruce proteome DB: a resource for 
conifer proteomics research. Tree Genetics & Genomes 5, 723–727.  
 
Liska, A.J., and Shevchenko, A. (2003). Expanding the organismal scope of proteomics: 
cross-species protein identification by mass spectrometry and its implications. Proteomics 
3, 19–28.  
 
Liu, M.S., Chien, C.T., and Lin, T.P. (2008). Constitutive components and induced gene 
expression are involved in the desiccation tolerance of Selaginella tamariscina. Plant Cell 
Physiol. 49, 653–663.  
 



123 
 

 

 

Ludwig-Muller, J., Krishna, P., and Forreiter, C. (2000). A Glucosinolate Mutant of 
Arabidopsis Is Thermosensitive and Defective in Cytosolic Hsp90 Expression after Heat 
Stress. Plant Physiol 123, 949–958.  
 
Marchant, A., Kargul, J., May, S.T., Muller, P., Delbarre, A., Perrot-Rechenmann, C., and 
Bennett, M.J. (1999). AUX1 regulates root gravitropism in Arabidopsis by facilitating 
auxin uptake within root apical tissues. EMBO J 18, 2066–2073.  
 
Maria Sgherri, C.L., Loggini, B., Puliga, S., and Navari-Izzo, F. (1994a). Antioxidant 
system in Sporobolus stapfianus: Changes in response to desiccation and rehydration. 
Phytochemistry 35, 561–565.  
 
Maria Sgherri, C.L., Loggini, B., Bochicchio, A., and Navari-Izzo, F. (1994b). Antioxidant 
system in Boea hygroscopica: Changes in response to desiccation and rehydration. 
Phytochemistry 37, 377–381.  
 
Mi, H., Muruganujan, A., Casagrande, J.T., and Thomas, P.D. (2013). Large-scale gene 
function analysis with the PANTHER classification system. Nat. Protocols 8, 1551–1566. 
  
Moore, J.P., Westall, K.L., Ravenscroft, N., Farrant, J.M., Lindsey, G.G., and Brandt, W.F. 
(2005). The predominant polyphenol in the leaves of the resurrection plant Myrothamnus 

flabellifolius, 3,4,5 tri-O-galloylquinic acid, protects membranes against desiccation and 
free radical-induced oxidation. Biochem. J. 385, 301–308.  
 
Moore, J.P., Nguema-Ona, E., Chevalier, L., Lindsey, G.G., Brandt, W.F., Lerouge, P., 
Farrant, J.M., and Driouich, A. (2006). Response of the Leaf Cell Wall to Desiccation in 
the Resurrection Plant Myrothamnus flabellifolius. Plant Physiol 141, 651–662.  
 
Moore JP, Lindsey GG, Farrant JM, Brandt WF (2007) An overview of the biology of the 
desiccation-tolerant resurrection plant Myrothamnus flabellifolia. Ann Bot 99, 211–217. 
  
Moore, J.P., Vicré-Gibouin, M., Farrant, J.M., and Driouich, A. (2008). Adaptations of 
higher plant cell walls to water loss: drought vs desiccation. Physiol Plant 134, 237–245. 
  
Moore, J.P., Le, N.T., Brandt, W.F., Driouich, A., and Farrant, J.M. (2009). Towards a 
systems-based understanding of plant desiccation tolerance. Trends Plant Sci. 14, 110–117. 
  
Moore, J.P., Nguema-Ona, E.E., Vicré-Gibouin, M., Sørensen, I., Willats, W.G.T., 
Driouich, A., and Farrant, J.M. (2012). Arabinose-rich polymers as an evolutionary 
strategy to plasticize resurrection plant cell walls against desiccation. Planta 237, 739–754.  
 
Mowla, S.B., Thomson, J.A., Farrant, J.M., and Mundree, S.G. (2002). A novel stress-
inducible antioxidant enzyme identified from the resurrection plant Xerophyta viscosa 

Baker. Planta 215, 716–726.  
 
Mtwisha, L., Farrant, J., Brandt, W., and Lindsey, G. (2006). Protection mechanisms 
against water deficit stress: desiccation tolerance in seeds as a study case. 531–549.  



124 
 

 

 

Mundree, S.G., and Farrant, J.M. (2000). Some Physiological and Molecular Insights into 
the Mechanisms of Desiccation Tolerance in the Resurrection Plant Xerophyta viscosa 

Baker. In Plant Tolerance to Abiotic Stresses in Agriculture: Role of Genetic Engineering, 
J.H. Cherry, R.D. Locy, and A. Rychter, eds. (Springer Netherlands), pp. 201–222.  
 
Munné-Bosch, S., and Alegre, L. (2002). The Function of Tocopherols and Tocotrienols in 
Plants. Critical Reviews in Plant Sciences 21, 31–57.  
 
Munné-Bosch, S., and Alegre, L. (2004). Die and let live: leaf senescence contributes to 
plant survival under drought stress. Functional Plant Biol. 31, 203–216.  
 
Ndima, T., Farrant, J., Thomson, J., and Mundree, S. (2001). Molecular characterization of 
XVT8, a stress-responsive gene from the resurrection plant Xerophyta viscosa Baker. Plant 
Growth Regulation 35, 137–145.  
 
Nishikawa, F., Kato, M., Hyodo, H., Ikoma, Y., Sugiura, M., and Yano, M. (2005). Effect 
of sucrose on ascorbate level and expression of genes involved in the ascorbate 
biosynthesis and recycling pathway in harvested broccoli florets. J. Exp. Bot. 56, 65–72.  
 
Norwood, M., Truesdale, M.R., Richter, A., and Scott, P. (2000). Photosynthetic 
carbohydrate metabolism in the resurrection plant Craterostigma plantagineum. J. Exp. 
Bot. 51, 159–165.  
 
Nowicki, M., Lichocka, M., Nowakowska, M., Kłosińska, U., and Kozik, E.U. (2013). A 
Simple Dual Stain for Detailed Investigations of Plant-Fungal Pathogen Interactions. Vcrb 
77, 61–74.  
 
Oide, S., Bejai, S., Staal, J., Guan, N., Kaliff, M., and Dixelius, C. (2013). A novel role of 
PR2 in abscisic acid (ABA) mediated, pathogen-induced callose deposition in Arabidopsis 
thaliana. New Phytol. 200, 1187–1199.  
 
O’Leary, B., Park, J., and Plaxton, W.C. (2011). The remarkable diversity of plant PEPC 
(phosphoenolpyruvate carboxylase): recent insights into the physiological functions and 
post-translational controls of non-photosynthetic PEPCs. Biochem J 436.  
 
Oliveira, A.P., Ludwig, C., Picotti, P., Kogadeeva, M., Aebersold, R., and Sauer, U. 
(2012). Regulation of yeast central metabolism by enzyme phosphorylation. Mol. Syst. 
Biol. 8, 623.  
 
Oliver, M.J. (1996). Desiccation tolerance in vegetative plant cells. Physiologia Plantarum 
97, 779–787.  
 
Oliver MJ, Bewley JD (1997) Desiccation tolerance of plant tissues. A mechanistic 
overview. Hort Rev 18, 171–214.  
 



125 
 

 

 

Oliver, M.J., O’Mahony, P., and Wood, A.J. (1998). “To dryness and beyond” – 
Preparation for the dried state and rehydration in vegetative desiccation-tolerant plants. 
Plant Growth Regulation 24, 193–201.  
 
Oliver, M.J., Tuba, Z., and Mishler, B.D. (2000). The evolution of vegetative desiccation 
tolerance in land plants. Plant Ecology 151, 85–100.  
 
Oliver, M.J., Velten, J., and Mishler, B.D. (2005). Desiccation Tolerance in Bryophytes: A 
Reflection of the Primitive Strategy for Plant Survival in Dehydrating Habitats? Integrative 
and Comparative Biology 45, 788–799.  
 
Oliver, M.J., Guo, L., Alexander, D.C., Ryals, J.A., Wone, B.W.M., and Cushman, J.C. 
(2011a). A Sister Group Contrast Using Untargeted Global Metabolomic Analysis 
Delineates the Biochemical Regulation Underlying Desiccation Tolerance in Sporobolus 

stapfianus. Plant Cell 23, 1231–1248.  
 
Oliver, M.J., Jain, R., Balbuena, T.S., Agrawal, G., Gasulla, F., and Thelen, J.J. (2011b). 
Proteome analysis of leaves of the desiccation-tolerant grass, Sporobolus stapfianus, in 
response to dehydration. Phytochemistry 72, 1273–1284.  
 
Oono, Y., Yazawa, T., Kawahara, Y., Kanamori, H., Kobayashi, F., Sasaki, H., Mori, S., 
Wu, J., Handa, H., Itoh, T., et al. (2014). Genome-Wide Transcriptome Analysis Reveals 
that Cadmium Stress Signaling Controls the Expression of Genes in Drought Stress Signal 
Pathways in Rice. PLoS ONE 9, e96946.  
 
Pereira, C.S., Lins, R.D., Chandrasekhar, I., Freitas, L.C.G., and Hünenberger, P.H. 
(2004). Interaction of the Disaccharide Trehalose with a Phospholipid Bilayer: A 
Molecular Dynamics Study. Biophys J 86, 2273–2285.  
 
Peters, S., Mundree, S.G., Thomson, J.A., Farrant, J.M., and Keller, F. (2007). Protection 
mechanisms in the resurrection plant Xerophyta viscosa (Baker): both sucrose and 
raffinose family oligosaccharides (RFOs) accumulate in leaves in response to water deficit. 
J. Exp. Bot. 58, 1947–1956.  
 
Pfannschmidt, T., Nilsson, A., and Allen, J.F. (1999). Photosynthetic control of chloroplast 
gene expression. Nature 397, 625–628.  
 
Phillips, J.R., Fischer, E., Baron, M., van den Dries, N., Facchinelli, F., Kutzer, M., 
Rahmanzadeh, R., Remus, D., and Bartels, D. (2008). Lindernia brevidens: a novel 
desiccation-tolerant vascular plant, endemic to ancient tropical rainforests. Plant J. 54, 
938–948.  
 
Platt, K.A., Oliver, M.J., and Thomson, W.W. (1997). Importance of the Fixative for 
Reliable Ultrastructural Preservation of Poikilohydric Plant Tissues. Observations on Dry, 
Partially, and Fully Hydrated Tissues of Selaginella lepidophylla. Ann Bot 80, 599–610.  
 



126 
 

 

 

Plaxton, W.C. (1996). The organization and regulation of plant glycolysis. Annu. Rev. 
Plant Physiol. Plant Mol. Biol. 47, 185–214.  
 
Poirier, Y., Antonenkov, V.D., Glumoff, T., and Hiltunen, J.K. (2006). Peroxisomal β-
oxidation—A metabolic pathway with multiple functions. Biochimica et Biophysica Acta 
(BBA) - Molecular Cell Research 1763, 1413–1426.  
 
Porembski, S., and Barthlott, W. (2000). Granitic and gneissic outcrops (inselbergs) as 
centers of diversity for desiccation-tolerant vascular plants. Plant Ecology 151, 19–28.  
 
Prieto-Dapena, P., Castaño, R., Almoguera, C., and Jordano, J. (2008). The ectopic 
overexpression of a seed-specific transcription factor, HaHSFA9, confers tolerance to 
severe dehydration in vegetative organs. The Plant Journal 54, 1004–1014.  
 
Proctor, M.C.F., and Pence, V.C. (2002). Vegetative tissues: bryophytes, vascular 
resurrection plants and vegetative propagules. In Desiccation and Survival in Plants: 
Drying without Dying, M. Black, and H.W. Pritchard, eds. (Wallingford: CABI), pp. 207–
237.  
 
Provart, N., and Zhu, T. (2003). A browser-based functional classification SuperViewer for 
Arabidopsis genomics. Currents in Computational Molecular Biology 2003, 271–272.  
 
Pulido, P., Perello, C., and Rodriguez-Concepcion, M. (2012). New Insights into Plant 
Isoprenoid Metabolism. Mol. Plant 5, 964–967.  
 
Qin, Y.M., Hu, C.Y., Pang, Y., Kastaniotis, A.J., Hiltunen, J.K., and Zhu, Y.X. (2007). 
Saturated Very-Long-Chain Fatty Acids Promote Cotton Fiber and Arabidopsis Cell 
Elongation by Activating Ethylene Biosynthesis. Plant Cell 19, 3692–3704.  
 
Ramanjulu, S., and Bartels, D. (2002). Drought- and desiccation-induced modulation of 
gene expression in plants. Plant Cell Environ. 25, 141–151.  
 
Ramel, F., Sulmon, C., Bogard, M., Couée, I., and Gouesbet, G. (2009). Differential 
patterns of reactive oxygen species and antioxidative mechanisms during atrazine injury 
and sucrose-induced tolerance in Arabidopsis thaliana plantlets. BMC Plant Biology 9, 28.  
 
Reimand, J., Kull, M., Peterson, H., Hansen, J., and Vilo, J. (2007). g:Profiler—a web-
based toolset for functional profiling of gene lists from large-scale experiments. Nucleic 
Acids Res 35, W193–W200.  
 
Reimand, J., Arak, T., and Vilo, J. (2011). g:Profiler—a web server for functional 
interpretation of gene lists (2011 update). Nucl. Acids Res. gkr378.  
 
Reinbothe, S., Mollenhauer, B., and Reinbothe, C. (1994). JIPs and RIPs: the regulation of 
plant gene expression by jasmonates in response to environmental cues and pathogens. 
Plant Cell 6, 1197–1209.  
 



127 
 

 

 

Reynolds, E.S. (1963). The use of lead citrate at high pH as an electron-opaque stain in 
electron microscopy. J. Cell Biol. 17, 208–212.  
 
Del Río, L.A., Corpas, F.J., Sandalio, L.M., Palma, J.M., Gómez, M., and Barroso, J.B. 
(2002). Reactive oxygen species, antioxidant systems and nitric oxide in peroxisomes. J. 
Exp. Bot. 53, 1255–1272.  
 
Rivals, I., Personnaz, L., Taing, L., and Potier, M. C. (2007). Enrichment or depletion of a 
GO category within a class of genes: which test? Bioinformatics 23, 401–407.  
 
Robert-Seilaniantz, A., Grant, M., and Jones, J.D.G. (2011). Hormone crosstalk in plant 
disease and defense: more than just jasmonate-salicylate antagonism. Annu Rev 
Phytopathol 49, 317–343.  
 
Rodriguez, M.C.S., Edsgärd, D., Hussain, S.S., Alquezar, D., Rasmussen, M., Gilbert, T., 
Nielsen, B.H., Bartels, D., and Mundy, J. (2010). Transcriptomes of the desiccation-
tolerant resurrection plant Craterostigma plantagineum. Plant J. 63, 212–228.  
 
Röhrig, H., Schmidt, J., Colby, T., Bräutigam, A., Hufnagel, P., and Bartels, D. (2006). 
Desiccation of the resurrection plant Craterostigma plantagineum induces dynamic 
changes in protein phosphorylation. Plant Cell Environ. 29, 1606–1617.  
 
Röhrig, H., Colby, T., Schmidt, J., Harzen, A., Facchinelli, F., and Bartels, D. (2008). 
Analysis of desiccation-induced candidate phosphoproteins from Craterostigma 

plantagineum isolated with a modified metal oxide affinity chromatography procedure. 
Proteomics 8, 3548–3560.  
 
Romero-Rodríguez, M.C., Pascual, J., Valledor, L., and Jorrín-Novo, J. (2014). Improving 
the quality of protein identification in non-model species. Characterization of Quercus ilex 
seed and Pinus radiata needle proteomes by using SEQUEST and custom databases. J 
Proteomics 105, 85–91.  
 
Ross, P.L., Huang, Y.N., Marchese, J.N., Williamson, B., Parker, K., Hattan, S., 
Khainovski, N., Pillai, S., Dey, S., Daniels, S., et al. (2004). Multiplexed Protein 
Quantitation in Saccharomyces cerevisiae Using Amine-reactive Isobaric Tagging 
Reagents. Mol Cell Proteomics 3, 1154–1169.  
 
Roudier, F., Gissot, L., Beaudoin, F., Haslam, R., Michaelson, L., Marion, J., Molino, D., 
Lima, A., Bach, L., Morin, H., et al. (2010). Very-Long-Chain Fatty Acids Are Involved in 
Polar Auxin Transport and Developmental Patterning in Arabidopsis. Plant Cell 22, 364–
375.  
 
Roux, J.P. (1979). Cape Peninsula Ferns. Cape Town: Cape and Transvaal Printers Pty. 
Ltd., pp. 18–19.  
 
Sablowski, R. (2011). Plant stem cell niches: from signalling to execution. Curr. Opin. 
Plant Biol. 14, 4–9.  



128 
 

 

 

Sadka, A., DeWald, D.B., May, G.D., Park, W.D., and Mullet, J.E. (1994). Phosphate 
Modulates Transcription of Soybean VspB and Other Sugar-Inducible Genes. Plant Cell 6, 
737–749.  
 
Schnall, J.A., and Quatrano, R.S. (1992). Abscisic Acid Elicits the Water-Stress Response 
in Root Hairs of Arabidopsis thaliana. Plant Physiol. 100, 216–218.  
 
Scott, P. (2000). Resurrection Plants and the Secrets of Eternal Leaf. Ann Bot 85, 159–166.  
 
Sgherri, C., Stevanovic, B., and Navari-Izzo, F. (2004). Role of phenolics in the 
antioxidative status of the resurrection plant Ramonda serbica during dehydration and 
rehydration. Physiologia Plantarum 122, 478–485.  
 
Shan, C., and Liang, Z. (2010). Jasmonic acid regulates ascorbate and glutathione 
metabolism in Agropyron cristatum leaves under water stress. Plant Science 178, 130–139.  
 
Shannon, P., Markiel, A., Ozier, O., Baliga, N.S., Wang, J.T., Ramage, D., Amin, N., 
Schwikowski, B., and Ideker, T. (2003). Cytoscape: a software environment for integrated 
models of biomolecular interaction networks. Genome Res. 13, 2498–2504.  
 
Sherwin, H.W., and Farrant, J.M. (1996). Differences in Rehydration of Three 
Desiccation-tolerant Angiosperm Species. Annals of Botany 78, 703–710.  
 
Sherwin, H.W., and Farrant, J.M. (1998). Protection mechanisms against excess light in the 
resurrection plants Craterostigma wilmsii and Xerophyta viscosa. Plant Growth Regulation 
24, 203–210.  
 
Sinclair, B.J., Ferguson, L.V., Salehipour-shirazi, G., and MacMillan, H.A. (2013). Cross-
tolerance and Cross-talk in the Cold: Relating Low Temperatures to Desiccation and 
Immune Stress in Insects. Integr. Comp. Biol. ict004.  
 
Smirnoff, N. (1993). The role of active oxygen in the response of plants to water deficit 
and desiccation. New Phytologist 125, 27–58.  
 
Spurr, A.R. (1969). A low-viscosity epoxy resin embedding medium for electron 
microscopy. Journal of Ultrastructure Research 26, 31–43.  
 
De Storme, N., and Geelen, D. (2014). Callose homeostasis at plasmodesmata: molecular 
regulators and developmental relevance. Front. Plant Sci 5, 138.  
 
Sun, W., Van Montagu, M., and Verbruggen, N. (2002). Small heat shock proteins and 
stress tolerance in plants. Biochimica et Biophysica Acta (BBA) - Gene Structure and 
Expression 1577, 1–9.  
 
Supek, F., Bošnjak, M., Škunca, N., and Šmuc, T. (2011). REVIGO Summarizes and 
Visualizes Long Lists of Gene Ontology Terms. PLoS ONE 6, e21800.  
 



129 
 

 

 

Sweetman, C., Deluc, L.G., Cramer, G.R., Ford, C.M., and Soole, K.L. (2009). Regulation 
of malate metabolism in grape berry and other developing fruits. Phytochemistry 70, 1329–
1344.  
 
Tardieu, F. (2005). Plant tolerance to water deficit: physical limits and possibilities for 
progress. Comptes Rendus Geoscience 337, 57–67.  
 
Tardieu, F., Parent, B., and Simonneau, T. (2010). Control of leaf growth by abscisic acid: 
hydraulic or non-hydraulic processes? Plant, Cell & Environment 33, 636–647.  
 
Tcherkez, G., Boex-Fontvieille, E., Mahe, A., and Hodges, M. (2012). Respiratory carbon 
fluxes in leaves. Curr Opin Plant Biol 15, 308–314.  
 
Telfer, A. (2002). What is beta-carotene doing in the photosystem II reaction centre? 
Philos Trans R Soc Lond B Biol Sci 357, 1431–1470.  
 
Toldi, O., Tuba, Z., and Scott, P. (2009). Vegetative desiccation tolerance: Is it a goldmine 
for bioengineering crops? Plant Science 176, 187–199.  
 
Ton, J., and Mauch-Mani, B. (2004). Beta-amino-butyric acid-induced resistance against 
necrotrophic pathogens is based on ABA-dependent priming for callose. Plant J. 38, 119–
130.  
 
Ton, J., Flors, V., and Mauch-Mani, B. (2009). The multifaceted role of ABA in disease 
resistance. Trends Plant Sci. 14, 310–317.  
 
Tuba, Z., Lichtenthaler, H.K., Csintalan, Z., Nagy, Z., and Szente, K. (1996). Loss of 
chlorophylls, cessation of photosynthetic CO2 assimilation and respiration in the 
poikilochlorophyllous plant Xerophyta scabrida during desiccation. Physiologia Plantarum 
96, 383–388.  
 
Tuba Z. (2008). Notes on the poikilochlorophyllous desiccation-tolerant plants. Acta 
Biologica Szegediensis 52, 111-113.  
 
Tunnacliffe, A., and Wise, M.J. (2007). The continuing conundrum of the LEA proteins. 
Naturwissenschaften 94, 791–812.  
 
Valledor, L., Recuenco-Munoz, L., Egelhofer, V., Wienkoop, S., and Weckwerth, W. 
(2012). The different proteomes of Chlamydomonas reinhardtii. J Proteomics 75, 5883–
5887.  
 
Velasco, R., Salamini, F., and Bartels, D. (1994). Dehydration and ABA increase mRNA 
levels and enzyme activity of cytosolic GAPDH in the resurrection plant Craterostigma 

plantagineum. Plant Mol. Biol. 26, 541–546.  
 



130 
 

 

 

Veljovic-Jovanovic, S., Kukavica, B., Stevanovic, B., and Navari-Izzo, F. (2006). 
Senescence- and drought-related changes in peroxidase and superoxide dismutase isoforms 
in leaves of Ramonda serbica. J. Exp. Bot. 57, 1759–1768.  
 
Veljovic-Jovanovic, S., Kukavica, B., and Navari-Izzo, F. (2008). Characterization of 
polyphenol oxidase changes induced by desiccation of Ramonda serbica leaves. Physiol 
Plant 132, 407–416.  
 
Veramendi, J., Roessner, U., Renz, A., Willmitzer, L., and Trethewey, R.N. (1999). 
Antisense repression of hexokinase 1 leads to an overaccumulation of starch in leaves of 
transgenic potato plants but not to significant changes in tuber carbohydrate metabolism. 
Plant Physiol. 121, 123–134.  
 
Vertucci CW and Farrant JM (1995) Acquisition of desiccation tolerance. In: Kigel J, 
Galili G (eds) Seed development and germination. Marcel Dekker Press Inc, New York, pp 
237–271.  
 
Vicre, M., Farrant, J.M., Driouch, A. (2004). Insights into the cellular mechanisms of 
desiccation tolerance among angiosperm resurrection plant species. Plant Cell and 
Environment 27, 1329-1340.  
 
Vicré, M., Lerouxel, O., Farrant, J., Lerouge, P., and Driouich, A. (2004). Composition and 
desiccation-induced alterations of the cell wall in the resurrection plant Craterostigma 

wilmsii. Physiol Plant 120, 229–239.  
 
Villesen, P. (2007). FaBox: an online toolbox for fasta sequences. Molecular Ecology 
Notes 7, 965–968.  
 
Volaire, F., and Norton, M. (2006). Summer Dormancy in Perennial Temperate Grasses. 
Ann Bot 98, 927–933.  
 
Walford, S.A., Thomson, J.A., Farrant, J.M. and Mundree, S.G. (2004). Isolation and 
characterization of a novel dehydration-induced Grp94 homologue from the resurrection 
plant Xerophyta viscosa. S. Afr J Bot 70, 741-750.  
 
Walters, C., Farrant, J.M., Pammenter, N.W., Berjak, P. (2002) Desiccation and damage. 
In: Black M, Pritchard H (eds) Desiccation and survival in plants: drying without dying. 
CAB International, London, pp 263–291.  
 
Wang, X., Chen, S., Zhang, H., Shi, L., Cao, F., Guo, L., Xie, Y., Wang, T., Yan, X., and 
Dai, S. (2010). Desiccation tolerance mechanism in resurrection fern-ally Selaginella 

tamariscina revealed by physiological and proteomic analysis. J. Proteome Res. 9, 6561–
6577.  
 
 
 



131 
 

 

 

Wang, Z., Zhu, Y., Wang, L., Liu, X., Liu, Y., Phillips, J., and Deng, X. (2009). A WRKY 
transcription factor participates in dehydration tolerance in Boea hygrometrica by binding 
to the W-box elements of the galactinol synthase (BhGolS1) promoter. Planta 230, 1155–
1166.  
 
Warde-Farley, D., Donaldson, S.L., Comes, O., Zuberi, K., Badrawi, R., Chao, P., Franz, 
M., Grouios, C., Kazi, F., Lopes, C.T., et al. (2010). The GeneMANIA prediction server: 
biological network integration for gene prioritization and predicting gene function. Nucleic 
Acids Res. 38, W214–W220.  
 
Waters, M., Fray, R., and Pyke, K. (2004). Stromule formation is dependent upon plastid 
size, plastid differentiation status and the density of plastids within the cell. The Plant 
Journal 39, 655–667.  
 
Weele, C.M. van der, Spollen, W.G., Sharp, R.E., and Baskin, T.I. (2000). Growth of 
Arabidopsis thaliana seedlings under water deficit studied by control of water potential in 
nutrient‐agar media. J. Exp. Bot. 51, 1555–1562.  
 
Wehmeyer, N., and Vierling, E. (2000). The Expression of Small Heat Shock Proteins in 
Seeds Responds to Discrete Developmental Signals and Suggests a General Protective 
Role in Desiccation Tolerance. Plant Physiol 122, 1099–1108.  
 
Wernersson, R. (2006). Virtual Ribosome--a comprehensive DNA translation tool with 
support for integration of sequence feature annotation. Nucleic Acids Res 34, W385–
W388.  
 
Al-Whaibi, M.H. (2011). Plant heat-shock proteins: A mini review. Journal of King Saud 
University - Science 23, 139–150.  
 
Whittaker, A., Bochicchio, A., Vazzana, C., Lindsey, G., and Farrant, J. (2001). Changes 
in leaf hexokinase activity and metabolite levels in response to drying in the desiccation‐
tolerant species Sporobolus stapfianus and Xerophyta viscosa. J. Exp. Bot. 52, 961–969.  
 
Whittaker, A., Martinelli, T., Bochicchio, A., Vazzana, C., and Farrant, J. (2004). 
Comparison of sucrose metabolism during the rehydration of desiccation-tolerant and 
desiccation-sensitve leaf material of Sporobolus stapfianus. Physiologia Plantarum 122, 
11–20.  
 
Whittaker, A., Martinelli, T., Farrant, J.M., Bochicchio, A., and Vazzana, C. (2007). 
Sucrose phosphate synthase activity and the co-ordination of carbon partitioning during 
sucrose and amino acid accumulation in desiccation-tolerant leaf material of the C4 
resurrection plant Sporobolus stapfianus during dehydration. J. Exp. Bot. 58, 3775–3787.  
 
Wilkinson, S., Kudoyarova, G.R., Veselov, D.S., Arkhipova, T.N., and Davies, W.J. 
(2012). Plant hormone interactions: innovative targets for crop breeding and management. 
J. Exp. Bot. 63, 3499–3509.  
 



132 
 

 

 

Willigen, C.V., Pammenter, N.W., Mundree, S., and Farrant, J. (2001). Some physiological 
comparisons between the resurrection grass, Eragrostis nindensis, and the related 
desiccation-sensitive species, E. curvula. Plant Growth Regulation 35, 121–129.  
 
Winkel-Shirley, B. (2002). Biosynthesis of flavonoids and effects of stress. Curr. Opin. 
Plant Biol. 5, 218–223.  
 
Wise, M.J., and Tunnacliffe, A. (2004). POPP the question: what do LEA proteins do? 
Trends Plant Sci. 9, 13–17.  
 
Wiśniewski, J.R., Zougman, A., Nagaraj, N., and Mann, M. (2009). Universal sample 
preparation method for proteome analysis. Nat Meth 6, 359–362.  
 
Wituszynska, W., and Karpinski, S. (2013). Programmed Cell Death as a Response to High 
Light, UV and Drought Stress in Plants. In Abiotic Stress - Plant Responses and 
Applications in Agriculture, K. Vahdati, ed. (InTech).  
 
Wu, H., Shen, Y., Hu, Y., Tan, S., and Lin, Z. (2011). A phytocyanin-related early 
nodulin-like gene, BcBCP1, cloned from Boea crassifolia enhances osmotic tolerance in 
transgenic tobacco. J. Plant Physiol. 168, 935–943.  
 
Xiao, Y., Savchenko, T., Baidoo, E.E.K., Chehab, W.E., Hayden, D.M., Tolstikov, V., 
Corwin, J.A., Kliebenstein, D.J., Keasling, J.D., and Dehesh, K. (2012). Retrograde 
Signaling by the Plastidial Metabolite MEcPP Regulates Expression of Nuclear Stress-
Response Genes. Cell 149, 1525–1535.  
 
Xu, S., Ding, H., Su, F., Zhang, A., and Jiang, M. (2009). Involvement of Protein 
Phosphorylation in Water Stress-induced Antioxidant Defense in Maize Leaves. Journal of 
Integrative Plant Biology 51, 654–662.  
 
Xu, W., Jia, L., Shi, W., Liang, J., Zhou, F., Li, Q., and Zhang, J. (2013). Abscisic acid 
accumulation modulates auxin transport in the root tip to enhance proton secretion for 
maintaining root growth under moderate water stress. New Phytol 197, 139–150.  
 
Yamaguchi, M., and Sharp, R.E. (2010). Complexity and coordination of root growth at 
low water potentials: recent advances from transcriptomic and proteomic analyses. Plant 
Cell Environ. 33, 590–603.  
 
Yobi, A., Wone, B.W.M., Xu, W., Alexander, D.C., Guo, L., Ryals, J.A., Oliver, M.J., and 
Cushman, J.C. (2013). Metabolomic profiling in Selaginella lepidophylla at various 
hydration states provides new insights into the mechanistic basis of desiccation tolerance. 
Mol Plant 6, 369–385.  
 
Yuan, J.S., Galbraith, D.W., Dai, S.Y., Griffin, P., and Stewart Jr., C.N. (2008). Plant 
systems biology comes of age. Trends in Plant Science 13, 165–171.  
 



133 
 

 

 

Zenkteler, E., and Bagniewska-Zadworna, A. (2005). Ultrastructural changes in rhizome 
parenchyma of Polypodium vulgare during dehydration with or without abscisic acid 
pretreatment. Biol Plant 49, 209–214.  
 
Zhang, J., Xin, L., Shan, B., Chen, W., Xie, M., Yuen, D., Zhang, W., Zhang, Z., Lajoie, 
G.A., and Ma, B. (2012). PEAKS DB: De Novo Sequencing Assisted Database Search for 
Sensitive and Accurate Peptide Identification. Molecular & Cellular Proteomics 11, 
M111.010587–M111.010587.  
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Supplementary Materials 

 

Table S1: Proteins identified from the custom database that did not show any significant 

change in both the DS and DT in response to desiccation stress. 

D/Base entry TAIR #Unique Protein description 

EhRi_060518 AT1G26480 23 14-3-3-like protein GF14 iota  
EhRi_033274 AT5G38480 8 14-3-3-like protein GF14 psi  
EhRi_061751 AT1G09780 6 2,3-bisphosphoglycerate-independent 

phosphoglycerate mutase 1  
EhRi_040450 AT1G16470 2 20S proteasome subunit PAB1  
EhRi_058322 AT5G43010 17 26S proteasome AAA-ATPase subunit RPT4a  
EhRi_018880 AT5G23540 4 26S proteasome non-ATPase regulatory 

subunit 14  
EhRi_048240 AT4G38630 6 26S proteasome non-ATPase regulatory 

subunit 4  
EhRi_045694 AT2G32730 19 26S proteasome regulatory complex, non-

ATPase subcomplex, Rpn2/Psmd1 subunit  
EhRi_038274 AT5G09900 7 26S proteasome regulatory particle non-

ATPase subunit 5A  
EhRi_020236 AT2G20580 37 26S proteasome regulatory subunit S2 1A  
EhRi_058417 AT2G33150 12 3-ketoacyl-CoA thiolase 2  
EhRi_037065 AT3G52580 5 40S ribosomal protein S14-3  
EhRi_041109 AT1G07770 9 40S ribosomal protein S15a-1  
EhRi_039752 AT5G04800 5 40S ribosomal protein S17-4  
EhRi_052714 AT5G35530 43 40S ribosomal protein S3-3  
EhRi_041284 AT4G34670 3 40S ribosomal protein S3a-2  
EhRi_058584 AT5G58420 15 40S ribosomal protein S4-3  
EhRi_052938 AT1G48830 7 40S ribosomal protein S7-1  
EhRi_058299 AT2G40010 9 60S acidic ribosomal protein P0-1  
EhRi_059411 AT2G27530 2 60S ribosomal protein L10a-2  
EhRi_059103 AT3G02360 51 6-phosphogluconate dehydrogenase, 

decarboxylating 3  
EhRi_033447 AT4G02480 4 AAA-type ATPase family protein  
EhRi_042322 AT1G36160 15 acetyl-CoA carboxylase 1  
EhRi_036245 AT4G35830 13 aconitate hydratase 1  
EhRi_032650 AT2G05710 4 aconitate hydratase 3  
EhRi_061670 AT5G04740 7 ACT domain-containing protein  
EhRi_070660 AT5G09810 6 actin 7  
EhRi_044363 AT2G37250 2 adenosine kinase  
EhRi_047963 AT4G13940 29 adenosylhomocysteinase  
EhRi_061239 AT1G80300 17 ADP,ATP carrier protein 1  
EhRi_035492 AT1G15500 4 ADP,ATP carrier protein 2  
EhRi_058258 AT4G28390 13 ADP/ATP carrier 3 protein  
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Table S1 continued 

EhRi_062710 AT4G39660 3 alanine:glyoxylate aminotransferase 2  

EhRi_058372 AT1G20220 6 Alba DNA/RNA-binding protein  

EhRi_058378 AT1G23800 11 aldehyde dehydrogenase 2B7  

EhRi_058886 AT3G29320 8 alpha-glucan phosphorylase 1  

EhRi_061238 AT4G33090 2 aminopeptidase M1  

EhRi_018129 AT5G66055 2 Ankyrin repeat domain-containing protein, 
chloroplastic precursor 

EhRi_060239 AT4G24830 4 argininosuccinate synthase  

EhRi_048974 AT1G54385 2 ARM repeat superfamily protein  

EhRi_055054 AT5G53480 19 armadillo/beta-catenin-like repeat-containing 
protein  

EhRi_032837 AT4G31990 6 aspartate aminotransferase  

EhRi_043912 AT4G31180 4 Asx tRNA synthetase (AspRS/AsnRS) class II 
core domain-contating protein  

EhRi_042167 AT5G08680 33 ATP synthase subunit beta-3  

EhRi_043056 AT3G06650 30 ATP-citrate lyase B-1  

EhRi_043255 AT5G50920 10 ATP-dependent Clp protease ATP-binding 
subunit ClpC  

EhRi_054731 AT1G59453 7 B-block binding subunit of TFIIIC  

EhRi_061946 AT5G63980 8 bifunctional 3’(2’),5’-bisphosphate 
nucleotidase and inositol polyphosphate 1-
phosphatase  

EhRi_070521 AT2G36530 35 bifunctional enolase 2/transcriptional activator  

EhRi_070495 AT5G35360 16 biotin carboxylase subunit CAC2  

EhRi_058311 AT1G09210 3 calreticulin 1b  

EhRi_040235 AT4G12400 15 carboxylate clamp-tetratricopeptide repeat 
protein  

EhRi_050287 AT5G15450 20 casein lytic proteinase B3  

EhRi_046955 AT4G35090 4 catalase 2  
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Table S1 continued 

EhRi_058242 AT5G03340 2 cell division control protein 48C  

EhRi_038020 AT2G22125 23 cellulose synthase-interactive protein 1  

EhRi_053942 AT3G44110 3 chaperone protein dnaJ 3  

EhRi_059629 AT2G28000 16 chaperonin-60 alpha  

EhRi_059071 AT2G44350 7 citrate synthase 4  

EhRi_035239 AT1G52360 10 coatomer subunit beta’-2  

EhRi_044217 AT4G31490 9 coatomer subunit beta-2  

EhRi_053598 AT4G36910 2 cystathionine beta-synthase domain-
containing protein  

EhRi_034524 AT3G53110 5 DEAD-box ATP-dependent RNA helicase 38  

EhRi_045647 AT1G20920 3 DEAD-box ATP-dependent RNA helicase 42  

EhRi_070609 AT5G11200 14 DEAD-box ATP-dependent RNA helicase 56  

EhRi_063967 AT1G48430 2 Dihydroxyacetone kinase  

EhRi_046234 AT1G59610 6 dynamin-2B  

EhRi_050667 AT3G60190 14 dynamin-related protein 1E  

EhRi_037640 AT5G25350 5 EIN3-binding F-box protein 2  

EhRi_058739 AT2G05990 4 enoyl-[acyl-carrier-protein] reductase 
[NADH]  

EhRi_058826 AT1G11480 12 eukaryotic translation initiation factor-like 
protein  

EhRi_038756 AT3G24200 3 FAD/NAD(P)-binding oxidoreductase family 
protein  

EhRi_070489 AT4G26530 19 fructose-bisphosphate aldolase 5  

EhRi_057548 AT3G25530 6 gamma-hydroxybutyrate dehydrogenase  

EhRi_031523 AT5G40760 16 glucose-6-phosphate dehydrogenase 6  

EhRi_061335 AT5G42740 4 glucose-6-phosphate isomerase  

EhRi_040110 AT5G17330 12 glutamate decarboxylase 1  
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Table S1 continued 

EhRi_035858 AT4G23100 2 glutamate-cysteine ligase  

EhRi_041557 AT5G37600 3 glutamine synthetase 1;1  

EhRi_070575 AT4G19880 2 Glutathione S-transferase family protein  

EhRi_049816 AT2G30870 3 glutathione S-transferase PHI 10  

EhRi_056627 AT1G78380 7 glutathione S-transferase TAU 19  

EhRi_044578 AT3G24170 5 glutathione-disulfide reductase  

EhRi_049064 AT1G16300 29 glyceraldehyde 3-phosphate dehydrogenase  

EhRi_031875 AT1G30580 15 GTP-binding protein  

EhRi_043654 AT4G02080 4 GTP-binding protein SAR1A  

EhRi_052561 AT2G44100 42 guanosine nucleotide diphosphate 
dissociation inhibitor 1  

EhRi_047262 AT5G62670 105 H(+)-ATPase 11  

EhRi_070616 AT1G74310 20 heat shock protein 101  

EhRi_043914 AT3G23990 12 heat shock protein 60  

EhRi_055733 AT3G12580 42 heat shock protein 70-4  

EhRi_031982 AT5G52640 44 heat shock protein 90.1  

EhRi_070566 AT5G56000 31 Heat shock protein 90-4  

EhRi_05886 AT4G40030 5 Histone H3.3  

EhRi_061147 AT2G28740 15 histone H4  

EhRi_053790 AT1G53540 10 HSP20-like chaperone  

EhRi_059132 AT4G02450 2 HSP20-like chaperone  

EhRi_057983 AT4G24190 107 HSP90-like protein GRP94  

EhRi_070529 AT1G65930 17 isocitrate dehydrogenase  

EhRi_052799 AT3G58610 15 ketol-acid reductoisomerase ketol-acid 
reductoisomerase  
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Table S1 continued 

EhRi_057350 AT4G30920 12 leucine aminopeptidase 2  

EhRi_066989 AT1G17420 3 lipoxygenase 3  

EhRi_058302 AT3G22400 22 lipoxygenase 5  

EhRi_058643 AT5G28540 91 Luminal-binding protein 1  

EhRi_035605 AT5G01750 3 lurp1 protein 

EhRi_052090 AT5G63190 7 MA3 domain-containing protein  

EhRi_038864 AT3G47520 15 malate dehydrogenase  

EhRi_037701 AT1G53240 12 malate dehydrogenase 1  

EhRi_033839 AT1G50890 10 microtubule-associated protein SPIRAL2-like  

EhRi_070843 AT5G09590 3 mitochondrial HSO70 2  

EhRi_057069 AT1G63940 4 Monodehydroascorbate reductase  

EhRi_040871 AT2G24270 8 NADP-dependent glyceraldehyde-3-
phosphate dehydrogenase  

EhRi_063374 AT5G25880 52 NADP-dependent malic enzyme 3  

EhRi_059367 AT4G09320 3 nucleoside diphosphate kinase 1  

EhRi_031329 AT4G23900 8 nucleoside diphosphate kinase IV  

EhRi_038750 AT2G43750 12 O-acetylserine (thiol) lyase (OAS-TL) 
isoform oasB  

EhRi_036282 AT4G35360 8 pantothenate kinase 2 

EhRi_060620 AT4G35850 5 pentatricopeptide repeat-containing protein  

EhRi_050133 AT3G14420 3 peroxisomal (S)-2-hydroxy-acid oxidase 
GLO1  

EhRi_070970 AT3G10340 29 phenylalanine ammonia-lyase 4  

EhRi_050267 AT5G14040 3 phosphate transporter 3;1  

EhRi_044648 AT4G37870 12 phosphoenolpyruvate carboxykinase [ATP]  
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Table S1 continued 

EhRi_046334 AT4G24620 16 phosphoglucose isomerase 1  

EhRi_040819 AT1G56190 14 phosphoglycerate kinase  

EhRi_044908 AT1G60680 21 probable aldo-keto reductase 2  

EhRi_052976 AT1G60710 11 probable aldo-keto reductase 4  

EhRi_048958 AT3G27280 5 prohibitin 4  

EhRi_050117 AT5G42790 2 proteasome alpha subunit F1  

EhRi_050757 AT5G19820 7 protein EMBRYO DEFECTIVE 2734  

EhRi_061441 AT1G67230 13 protein little nuclei1  

EhRi_058985 AT1G51980 9 putative mitochondrial-processing peptidase 

subunit alpha-1  

EhRi_039190 AT3G51800 5 putative nuclear DNA-binding protein G2p  

EhRi_058496 AT2G29560 12 putative phosphoenolpyruvate enolase  

EhRi_062143 AT1G20960 7 putative U5 small nuclear ribonucleoprotein 

helicase  

EhRi_059244 AT5G15400 8 putative ubiquitin conjugation factor E4  

EhRi_036779 AT1G15690 2 Pyrophosphate-energized vacuolar membrane 

proton pump 1  

EhRi_066612 AT5G50850 4 pyruvate dehydrogenase E1 beta  

EhRi_042020 AT5G60860 22 RAB GTPase homolog A1F  

EhRi_041661 AT4G17170 11 RAB GTPase homolog B1C  

EhRi_059049 AT3G16100 11 RAB GTPase-like protein G3C  

EhRi_049419 AT3G55020 4 RabGAP/TBC domain-containing protein  

EhRi_048650 AT1G43890 9 Ras-related protein Rab-18  

EhRi_058535 AT1G48630 13 receptor for activated C kinase 1B  
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Table S1 continued 

EhRi_034140 AT1G19440 3 3-ketoacyl-CoA synthase 4  
EhRi_061170 AT3G04790 2 ribose 5-phosphate isomerase A  
EhRi_042954 ATCG00490 12 ribulose-1,5-bisphosphate carboxylase/oxygenase 

large subunit  
EhRi_053000 AT5G15270 3 RNA-binding KH domain-containing protein  
EhRi_048868 AT4G19210 4 RNAse l inhibitor protein 2  
EhRi_051477 AT3G25230 8 rotamase FKBP 1  
EhRi_070532 AT3G05500 8 Rubber elongation factor protein  
EhRi_058824 AT5G27470 8 seryl-tRNA synthetase / serine--tRNA ligase  
EhRi_043632 AT2G03510 13 SPFH/Band 7/PHB domain-containing membrane-

associated protein  
EhRi_033314 AT3G54670 5 structural maintenance of chromosomes 1  
EhRi_031692 AT1G79440 88 succinate-semialdehyde dehydrogenase  
EhRi_058753 AT3G20050 14 T-complex protein 1 subunit alpha  
EhRi_039426 AT1G24510 3 T-complex protein 1 subunit epsilon  
EhRi_048519 AT5G20890 18 TCP-1/cpn60 chaperonin family protein  
EhRi_035691 AT1G53300 9 TPR repeat-containing thioredoxin TTL1  
EhRi_036370 AT3G18860 3 transducin family protein / WD-40 repeat family 

protein  
EhRi_043135 AT3G60750 15 transketolase  
EhRi_041129 AT1G13950 4 translation initiation factor eIF-5A  
EhRi_060938 AT3G13920 36 translational initiation factor 4A-1  
EhRi_052549 AT3G16640 5 translationally-controlled tumor protein-like protein  
EhRi_061700 AT1G06950 27 translocon at the inner envelope membrane of 

chloroplasts 110  
EhRi_056133 AT2G21170 43 triosephosphate isomerase  
EhRi_070921 AT5G19770 5 tubulin alpha-3  
EhRi_058714 AT5G62690 2 tubulin beta-2/beta-3 chain  
EhRi_043579 AT4G05050 16 ubiquitin 11  
EhRi_041749 AT3G08900 3 UDP-arabinopyranose mutase 3  
EhRi_059330 AT4G10960 4 UDP-D-glucose/UDP-D-galactose 4-epimerase 5  
EhRi_049019 AT5G59290 7 UDP-glucuronic acid decarboxylase 3  

EhRi_062029 AT2G19830 3 vacuolar protein sorting-associated protein 32-1  

EhRi_065167 AT2G41740 4 villin 2  
EhRi_038406 AT3G01280 3 voltage dependent anion channel 1  

EhRi_056872 AT1G78900 9 V-type proton ATPase catalytic subunit A  

EhRi_047548 AT3G18060 5 WD40 domain-containing protein  
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Table S2: Proteins identified in the Swiss/Prot database. 

Accession Coverage 

(%) 

#Unique Description 

Q9T0K1|GBIS2_ARATH 6 2 (Z)-gamma-bisabolene synthase 2  

P46266|1433_PEA 29 4 14-3-3-like protein  

O81822|HS177_ARATH 14 3 17.7 kDa class II heat shock protein  

P05478|HSP16_SOYBN 13 3 18.5 kDa class I heat shock protein  

O23894|PRS6A_BRACM 7 2 26S protease regulatory subunit 6A 
homolog  

Q9SEI4|PRS6B_ARATH 11 3 26S protease regulatory subunit 6B 
homolog  

O48844|PSD1A_ARATH 5 6 26S proteasome non-ATPase 
regulatory subunit 1 homolog A  

Q9SZD4|PRS4A_ARATH 6 2 26S proteasome regulatory subunit 4 
homolog A  

Q96468|BAS1_HORVU 6 2 2-Cys peroxiredoxin BAS1_ 
chloroplastic (Fragment)  

Q2QWT4|DPNP_ORYSJ 6 2 3'(2')_5'-bisphosphate nucleotidase  

P42798|R15A1_ARATH 12 2 40S ribosomal protein S15a-1  

Q9M339|RS32_ARATH 22 5 40S ribosomal protein S3-2  

O80377|RSSA_DAUCA 9 2 40S ribosomal protein SA  

O98454|RK22_SPIMX 14 2 50S ribosomal protein L22_ 
chloroplastic  

Q42699|METE_CATRO 10 3 5-
methyltetrahydropteroyltriglutamate-
-homocysteine methyltransferase  

P57691|RLA03_ARATH 14 5 60S acidic ribosomal protein P0-3  

Q0DK10|RL11_ORYSJ 18 4 60S ribosomal protein L11  

Q9SH69|6PGD1_ARATH 13 3 6-phosphogluconate dehydrogenase_ 
decarboxylating 1_ chloroplastic  

Q2R480|6PGD2_ORYSJ 13 4 6-phosphogluconate dehydrogenase_ 
decarboxylating 2_ chloroplastic  
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Table S2 continued 

Q9FWA3|6GPD3_ARATH 16 3 6-phosphogluconate 
dehydrogenase_ decarboxylating 3  

Q9C8H1|AB11C_ARATH 3 2 ABC transporter C family member 
11  

Q9SIB9|ACO2M_ARATH 6 2 Aconitate hydratase 2_ 
mitochondrial  

P53498|ACT_CHLRE 34 2 Actin  

Q96481|ACT4_SOLLC 28 2 Actin-105 (Fragment)  

P23344|ACT2_DAUCA 26 2 Actin-2  

P0C542|ACT7_ORYSI 32 3 Actin-7  

P30169|ACT7_SOLTU 34 4 Actin-75  

P31167|ADT1_ARATH 22 3 ADP_ATP carrier protein 1_ 
mitochondrial  

P40941|ADT2_ARATH 21 4 ADP_ATP carrier protein 2_ 
mitochondrial  

P49076|ARF_MAIZE 41 5 ADP-ribosylation factor  

Q9SU63|AL2B4_ARATH 10 4 Aldehyde dehydrogenase family 2 
member B4_ mitochondrial  

Q8S528|AL2B7_ARATH 15 8 Aldehyde dehydrogenase family 2 
member B7_ mitochondrial  

Q56YU0|AL2C4_ARATH 7 2 Aldehyde dehydrogenase family 2 
member C4  

P80607|UPTG_MAIZE 11 2 Alpha-1_4-glucan-protein synthase 
[UDP-forming  

Q9LKJ3|PHSH_WHEAT 10 2 Alpha-glucan phosphorylase_ H 
isozyme  

P26854|ATPAM_MARPO 30 5 ATP synthase subunit alpha_ 
mitochondrial  

Q9TJR9|ATPB_PROWI 16 2 ATP synthase subunit beta_ plastid  

P83484|ATPBN_ARATH 26 3 ATP synthase subunit beta-2_ 
mitochondrial  
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Table S2 continued 

Q9LV11|PMA11_ARATH 11 3 ATPase 11_ plasma membrane-type  

Q9SH76|PMA6_ARATH 11 2 ATPase 6_ plasma membrane-type  

Q42556|PMA9_ARATH 9 2 ATPase 9_ plasma membrane-type  

Q9FRX6|AS1_ANTMA 2 2 Aureusidin synthase  

P25696|ENO2_ARATH 20 2 Bifunctional enolase 2/transcriptional 
activator  

O04983|ACCC_ARATH 6 2 Biotin carboxylase_ chloroplastic  

Q9LEV3|CBSX3_ARATH 16 3 CBS domain-containing protein 
CBSX3_ mitochondrial  

P54774|CDC48_SOYBN 6 3 Cell division cycle protein 48 homolog  

P42730|CLPB1_ARATH 29 18 Chaperone protein ClpB1  

Q75GT3|CLPB2_ORYSJ 9 4 Chaperone protein ClpB2_ chloroplastic  

Q8VYJ7|CLPB4_ARATH 8 3 Chaperone protein ClpB4_ 
mitochondrial  

P29185|CH61_MAIZE 18 4 Chaperonin CPN60-1_ mitochondrial  

P29357|HSP7E_SPIOL 40 3 Chloroplast envelope membrane 70 kDa 
heat shock-related protein  

P49298|CISY_CITMA 7 3 Citrate synthase_ mitochondrial  

Q2RBN7|CLH1_ORYSJ 2 3 Clathrin heavy chain 1  

Q0DJ99|COPD2_ORYSJ 4 2 Coatomer subunit delta-2  

Q0DH40|CCB15_ORYSJ 6 2 Cyclin-B1-5  

P32260|CYSKP_SPIOL 6 2 Cysteine synthase_ 
chloroplastic/chromoplastic  

Q9SRZ6|ICDHC_ARATH 16 2 Cytosolic isocitrate dehydrogenase 
[NADP]  

O04130|SERA_ARATH 4 2 D-3-phosphoglycerate dehydrogenase_ 
chloroplastic  

Q0JM17|RH56_ORYSJ 6 2 DEAD-box ATP-dependent RNA 
helicase 56  
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Table S2 continued 

Q9SMH3|DYH1A_CHLRE 1 2 Dynein-1-alpha heavy chain_ 
flagellar inner arm I1 complex  

Q8H0T4|UPL2_ARATH 1 3 E3 ubiquitin-protein ligase UPL2  

P25698|EF1A_SOYBN 14 2 Elongation factor 1-alpha  

O23755|EF2_BETVU 9 6 Elongation factor 2  

P35016|ENPL_CATRO 16 4 Endoplasmin homolog  

P26301|ENO1_MAIZE 27 4 Enolase 1  

P80030|FABI_BRANA 4 2 Enoyl-[acyl-carrier-protein] 
reductase [NADH]_ chloroplastic  

Q40471|IF4A9_TOBAC 24 3 Eukaryotic initiation factor 4A-9  

Q6ZCX3|FH6_ORYSJ 2 2 Formin-like protein 6  

P46256|ALF1_PEA 12 3 Fructose-bisphosphate aldolase_ 
cytoplasmic isozyme 1  

P46257|ALF2_PEA 16 4 Fructose-bisphosphate aldolase_ 
cytoplasmic isozyme 2  

P29356|ALF_SPIOL 17 5 Fructose-bisphosphate aldolase_ 
cytoplasmic isozyme  

Q9FZ42|GRDH1_ARATH 12 4 Glucose and ribitol dehydrogenase 
homolog 1  

Q9LK23|G6PD5_ARATH 16 7 Glucose-6-phosphate 1-
dehydrogenase_ cytoplasmic 
isoform 1  

Q8H103|G6PIP_ARATH 8 4 Glucose-6-phosphate isomerase 1_ 
chloroplastic  

Q0DG35|GLT2_ORYSJ 2 2 Glutamate synthase 2 [NADH]_ 
chloroplastic  

P38562|GLNA4_MAIZE 16 2 Glutamine synthetase root isozyme 4  

Q8L7C9|GSTUK_ARATH 4 2 Glutathione S-transferase U20  

Q9SAJ6|G3PP1_ARATH 23 2 Glyceraldehyde 3-phosphate 
dehydrogenase GAPCP1 
chloroplastic  
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Table S2 continued 

P08735|G3PC1_MAIZE 12 2 Glyceraldehyde-3-phosphate dehydrogenase 

1_ cytosolic  

P34921|G3PC_DIACA 8 2 Glyceraldehyde-3-phosphate dehydrogenase_ 

cytosolic  

Q9M8L4|GLPK_ARATH 5 3 Glycerol kinase  

Q42968|SSG1_ORYGL 5 2 Granule-bound starch synthase 1_ 

chloroplastic/amyloplastic  

P52885|SAR1_TOBAC 25 2 GTP-binding protein SAR1  

P31584|YPTV1_VOLCA 19 2 GTP-binding protein yptV1  

P93340|GBLP_NICPL 10 3 Guanine nucleotide-binding protein subunit 

beta-like protein  

Q9C7X7|HSP7N_ARATH 39 8 Heat shock 70 kDa protein 18  

O65719|HSP7C_ARATH 39 2 Heat shock 70 kDa protein 3  

Q9S9N1|HSP7E_ARATH 38 8 Heat shock 70 kDa protein 5  

Q9LTX9|HSP7G_ARATH 13 2 Heat shock 70 kDa protein 7_ chloroplastic  

P26791|HSP70_DAUCA 19 2 Heat shock 70 kDa protein  

P24629|HSP71_SOLLC 42 5 Heat shock cognate 70 kDa protein 1  

P09189|HSP7C_PETHY 43 3 Heat shock cognate 70 kDa protein  

P36181|HSP80_SOLLC 22 2 Heat shock cognate protein 80  

A2YWQ1|HSP81_ORYSI 26 3 Heat shock protein 81-1  

Q69QQ6|HSP82_ORYSJ 24 2 Heat shock protein 81-2  

Q08277|HSP82_MAIZE 27 5 Heat shock protein 82  

P51819|HSP83_IPONI 31 2 Heat shock protein 83  

P27323|HS901_ARATH 28 5 Heat shock protein 90-1  

Q43468|STIP_SOYBN 6 4 Heat shock protein STI  

Q9SQ76|HXK2_SOLTU 6 2 Hexokinase-2  

Q43217|H2B3_WHEAT 16 3 Histone H2B.3  

P69248|H32_PETCR 17 3 Histone H3.2  

Q6WZ83|H4_EUCGL 44 5 Histone H4  

O04294|IMA2_ARATH 4 2 Importin subunit alpha-2  
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Table S2 continued 

Q8LPJ5|ICDHP_ARATH 9 2 Isocitrate dehydrogenase [NADP]_ 
chloroplastic/mitochondrial  

P28297|ACEA_ARATH 5 2 Isocitrate lyase  

Q15GI3|IGS1_PETHY 8 2 Isoeugenol synthase 1  

Q01292|ILV5_SPIOL 7 2 Ketol-acid reductoisomerase_ 
chloroplastic  

Q8S950|NACK1_TOBAC 2 2 Kinesin-like protein NACK1  

Q05431|APX1_ARATH 16 3 L-ascorbate peroxidase 1_ 
cytosolic  

Q1PER6|APX2_ARATH 11 2 L-ascorbate peroxidase 2_ 
cytosolic  

Q42876|AMPL2_SOLLC 8 2 Leucine aminopeptidase 2_ 
chloroplastic  

Q8GSM2|LOX23_HORVU 5 3 Lipoxygenase 2.3_ chloroplastic  

Q9FNX8|LOX4_ARATH 3 2 Lipoxygenase 4_ chloroplastic  

P29038|LDH_MAIZE 11 4 L-lactate dehydrogenase  

O24581|BIP3_MAIZE 30 5 Luminal-binding protein 3  

Q42434|BIP_SPIOL 31 4 Luminal-binding protein  

P83373|MDHM_FRAAN 9 2 Malate dehydrogenase_ 
mitochondrial  

Q39043|MD37F_ARATH 30 6 Mediator of RNA polymerase II 
transcription subunit 37f  

Q9C6D2|MTK_ARATH 7 2 Methylthioribose kinase  

P37225|MAON_SOLTU 6 2 NAD-dependent malic enzyme 59 
kDa isoform_ mitochondrial  

Q35322|NDUS3_ORYSJ 13 2 NADH dehydrogenase 
[ubiquinone] iron-sulfur protein 3  

Q9XGZ0|MAOP3_ARATH 12 3 NADP-dependent malic enzyme 3  

P47923|NDK2_PEA 9 2 Nucleoside diphosphate kinase 2_ 
chloroplastic  
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Table S2 continued 

O49203|NDK3_ARATH 18 4 Nucleoside diphosphate kinase III_ 
chloroplastic/mitochondrial  

Q9SKQ0|CP19B_ARATH 36 8 Peptidyl-prolyl cis-trans isomerase 
CYP19-2  

Q38931|FKB62_ARATH 4 2 Peptidyl-prolyl cis-trans isomerase 
FKBP62  

Q3L181|PERR_RAUSE 10 2 Perakine reductase  

O64963|PAL1_PRUAV 6 2 Phenylalanine ammonia-lyase 1  

P26600|PAL5_SOLLC 7 2 Phenylalanine ammonia-lyase  

Q9T074|PCKA_ARATH 9 4 Phosphoenolpyruvate 
carboxykinase [ATP]  

Q9LD57|PGKH1_ARATH 19 3 Phosphoglycerate kinase 1_ 
chloroplastic  

Q9SBN4|PGKH_VOLCA 16 3 Phosphoglycerate kinase_ 
chloroplastic  

Q42962|PGKY_TOBAC 25 2 Phosphoglycerate kinase_ cytosolic  

P93844|PLDA2_ORYSJ 6 2 Phospholipase D alpha 2  

P52574|REHY_TORRU 7 2 Probable 1-Cys peroxiredoxin  

P55844|RL14_PEA 14 2 Probable 60S ribosomal protein 
L14  

C6TBN2|AKR1_SOYBN 18 4 Probable aldo-keto reductase 1  

Q93ZN2|ALKR4_ARATH 23 2 Probable aldo-keto reductase 4  

Q7XKI5|TIP32_ORYSJ 7 2 Probable aquaporin TIP3-2  

P0C0L1|APX6_ORYSJ 13 3 Probable L-ascorbate peroxidase 
6_ chloroplastic  

Q8H016|LOX6_ORYSJ 2 2 Probable lipoxygenase 6  

Q8H1B3|MD37B_ARATH 12 4 Probable mediator of RNA 
polymerase II transcription subunit 
37b  
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Table S2 continued 

Q9LHA8|MD37C_ARATH 49 6 Probable mediator of RNA polymerase II 

transcription subunit 37c  

P22953|MD37E_ARATH 38 2 Probable mediator of RNA polymerase II 

transcription subunit 37e  

Q93WJ8|MDAR4_ARATH 6 2 Probable monodehydroascorbate reductase_ 

cytoplasmic isoform 4  

O49299|PGMC1_ARATH 14 2 Probable phosphoglucomutase_ cytoplasmic 1  

O04331|PHB3_ARATH 9 2 Prohibitin-3_ mitochondrial  

Q9LK25|PHB4_ARATH 8 2 Prohibitin-4_ mitochondrial  

Q9LSU0|PSA3_ORYSJ 16 4 Proteasome subunit alpha type-3  

Q9LSU3|PSA6_ORYSJ 6 2 Proteasome subunit alpha type-6  

Q9LST6|PSB2_ORYSJ 14 3 Proteasome subunit beta type-2  

Q6YZX6|ACOC_ORYSJ 8 2 Putative aconitate hydratase_ cytoplasmic  

Q9LRZ2|FB147_ARATH 5 2 Putative F-box protein At3g16820  

Q2QSB9|AMPL1_ORYSJ 7 2 Putative leucine aminopeptidase 1  

Q06572|AVP_HORVU 6 5 Pyrophosphate-energized vacuolar membrane 

proton pump  

Q38799|ODPB1_ARATH 5 2 Pyruvate dehydrogenase E1 component subunit 

beta-1_ mitochondrial  

P22200|KPYC_SOLTU 6 2 Pyruvate kinase_ cytosolic isozyme  

P49103|RAB2A_MAIZE 24 5 Ras-related protein Rab-2-A  

O24466|RAE1A_ARATH 19 2 Ras-related protein RABE1a  

P0C5D6|SAPK3_ORYSJ 16 2 Serine/threonine-protein kinase SAPK3  
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Table S2 continued 

P43291|SRK2A_ARATH 14 2 Serine/threonine-protein kinase SRK2A  

Q02028|HSP7S_PEA 18 4 Stromal 70 kDa heat shock-related protein_ 

chloroplastic  

Q9SAY1|SUT11_ARATH 2 2 Sulfate transporter 1.1  

P24704|SODC1_ARATH 18 2 Superoxide dismutase [Cu-Zn] 1  

O65768|SODC_CARPA 23 2 Superoxide dismutase [Cu-Zn]  

P28769|TCPA_ARATH 6 3 T-complex protein 1 subunit alpha  

Q9M4S8|TPIC_FRAAN 15 3 Triosephosphate isomerase_ chloroplastic  

Q43772|UGPA_HORVU 12 2 UTP--glucose-1-phosphate 

uridylyltransferase  

P49087|VATA_MAIZE 6 4 V-type proton ATPase catalytic subunit A 

(Fragment)  

Q9SZN1|VATB2_ARATH 12 4 V-type proton ATPase subunit B2  
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Fig S1: GO biological process terms commonly up-regulated in both DT and DS rhizomes 
in response to desiccation-tolerance. The colours indicate the statistical significance of 
each biological process. In this case, carboxylic acid metabolic process is the most 
significant term followed by organ senescence and then the rest of the biological process 
terms. The size of the pie chart ‘slice’ is proportional to the number of genes associated 
with a particular biological pocess. 
 
 

 
Fig S2: GO biological process terms commonly down-regulated in both DT and DS 
rhizomes in response to desiccation-tolerance. The colours indicate the statistical 
significance of each biological process. In this case, monocarboxylic acid metabolic 
process is the most significant process term. The size of the pie chart ‘slice’ is proportional 
to the number of genes associated with a particular biological pocess. 
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Fig S3: GO biological process terms specific for up-regulated DT rhizome proteins. The 
bars represent the number of genes associated with the terms and the percentage of genes 
per term is shown as bar label. The colour gradient of the bars indicates statistical 
significance with the most statistically significant term on top. The asterisk indicates that 
all reported GO terms are significant at the corrected P-value of 0.05 and lower. 
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Fig S4: GO biological process terms specific for up-regulated DS rhizome proteins. The 
bars represent the number of genes associated with the terms and the percentage of genes 
per term is shown as bar label. The colour gradient of the bars indicates statistical 
significance with the most statistically significant term on top. The asterisk indicates that 
all reported GO terms are significant at the corrected P-value of 0.05 and lower. 
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Fig S5: GO biological process terms specific for down-regulated DT rhizome proteins. The 
bars represent the number of genes associated with the terms and the percentage of genes 
per term is shown as bar label. The colour gradient of the bars indicates statistical 
significance with the most statistically significant term on top. The asterisk indicates that 
all reported GO terms are significant at the corrected P-value of 0.05 and lower. 
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Fig S6: GO biological process terms specific for down-regulated DS rhizome proteins. The 

bars represent the number of genes associated with the terms and the percentage of genes 

per term is shown as bar label. The colour gradient of the bars indicates statistical 

significance with the most statistically significant term on top. The asterisk indicates that 

all reported GO terms are significant at the corrected P-value of 0.05 and lower. 




