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1  |  INTRODUCTION

The increasing global population, projected to reach 
9 billion by 2050, increasing consumer expectations, 
health- related recommendations for a more diverse diet 
and ambitions to transition to a more sustainable bio- 
industrial base will result in an ever- increasing demand 
for food, feed, fibre and other plant- derived products 
(Aschemann- Witzel et al.,  2019; de Boer et al.,  2014). 
Projections from the current rates of annual crop yield 
gains suggest that the global production will fall 40– 70% 
short of this future demand if new land is not made avail-
able (Ray et al., 2013). The planet, however, has reached 
the maximum sustainable capacity for agricultural land, 
while a doubling of the current global agricultural pro-
ductivity per hectare will be needed to meet this projected 

goal. An increase on this scale would provide food and nu-
trition security, as well as sufficient feedstocks to enable a 
thriving bio- economy.

While recognizing the importance of the food produc-
tion system as a whole, the H2020 CropBooster- P project 
is drafting a roadmap for the development of new and im-
proved crops critical for the future of European agriculture, 
taking into account a changing geopolitical landscape, 
climate change and agricultural priorities (Baekelandt 
et al., 2022; Harbinson et al., 2021). The CropBooster- P ex-
pert panel identified those key broad traits that will need 
to be optimized to improve crop productivity (Baekelandt 
et al., 2022), focusing on increased yield potential (Burgess, 
Masclaux- Daubresse, et al.,  2022), yield stability (Gojon 
et al., 2022) and nutritional quality (Scharff et al., 2021). 
Thus, CropBooster- P includes all recognizable traits 
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Abstract
To meet the increasing global demand for food, feed, fibre and other plant- derived 
products, a steep increase in crop productivity is a scientifically and technically 
challenging imperative. The CropBooster- P project, a response to the H2020 
call ‘Future proofing our plants’, is developing a roadmap for plant research to 
improve crops critical for the future of European agriculture by increasing crop 
yield, nutritional quality, value for non- food applications and sustainability. 
However, if we want to efficiently improve crop production in Europe and pri-
oritize methods for crop trait improvement in the coming years, we need to take 
into account future socio- economic, technological and global developments, in-
cluding numerous policy and socio- economic challenges and constraints. Based 
on a wide range of possible global trends and key uncertainties, we developed 
four extreme future learning scenarios that depict complementary future devel-
opments. Here, we elaborate on how the scenarios could inform and direct fu-
ture plant research, and we aim to highlight the crop improvement approaches 
that could be the most promising or appropriate within each of these four future 
world scenarios. Moreover, we discuss some key plant technology options that 
would need to be developed further to meet the needs of multiple future learning 
scenarios, such as improving methods for breeding and genetic engineering. In 
addition, other diverse platforms of food production may offer unrealized poten-
tial, such as underutilized terrestrial and aquatic species as alternative sources of 
nutrition and biomass production. We demonstrate that although several meth-
ods or traits could facilitate a more efficient crop production system in some of 
the scenarios, others may offer great potential in all four of the future learning 
scenarios. Altogether, this indicates that depending on which future we are head-
ing toward, distinct plant research fields should be given priority if we are to meet 
our food, feed and non- food biomass production needs in the coming decades.

K E Y W O R D S

crop productivity, crop yield, future- proofed crops, future world scenarios, plant research

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

mailto:m.parry@lancaster.ac.uk


   | 3 of 19BAEKELANDT et al.

related to increased yield potential (Burgess, Masclaux- 
Daubresse, et al.,  2022) and yield stability under unpre-
dictable environments (Gojon et al., 2022), with increased 
resource use efficiency (Gojon et al., 2022) and nutritional 
quality (Scharff et al.,  2021). We fully recognize that al-
though these are individually important target traits, they 
cannot be pursued individually and that an integrated ap-
proach is imperative. CropBooster- P has been focussing 
on the genetic basis for crop improvement delivered by 
conventional breeding and/or integrated with more ad-
vanced biotechnological methods (Table 1) and thus, on 
traits that can be transferred between plant species using 
both empirical and directed methods.

Considering a multitude of global trends and key un-
certainties, a scenario exercise was carried out and four 
future scenarios were developed (Cornelissen et al., 2021). 
These learning scenarios depict complementary future 
socio- economic developments, taking into account nu-
merous policy and socio- economic challenges and con-
straints. Whilst none of these, at least in isolation, are 
likely to accurately and precisely portray the future, to-
gether they form a starting point for setting the boundaries 
around the future space in which the crop improvement 
options will need to be positioned and assessed. By exam-
ining these scenarios, we will reach a better understand-
ing of the diversity of possible future outcomes and how 
these could inform and direct plant research, focussing on 
the three overarching traits of crop yield (potential), yield 
stability (sustainability) and nutritional quality. With this, 
we aim to indicate which crop improvement approaches 
are most appropriate for our four future world scenar-
ios. We will further explore some key options for future 
research that are, in fact, common for yield, nutritional 
quality and sustainability, such as the development of 

modelling and phenotyping approaches and improved 
methods for breeding and genome editing. Besides rely-
ing on conventional agricultural practices, we provide a 
preliminary look into the potential of diverse platforms 
of food production, for example, the use of underutilized 
terrestrial and aquatic species as alternative sources of 
nutrition and agricultural production. Tapping into these 
species as a source for food, feed and non- food biomass 
might be crucial in the coming decades.

2  |  FUTURE WORLD SCENARIOS 
AND HOW TO PRIORITIZE FUTURE 
PLANT RESEARCH

The four future learning scenarios were developed to 
encapsulate complementary future socio- economic de-
velopments that take into account numerous policy and 
socio- economic challenges and constraints (Cornelissen 
et al., 2021). It should be noted, however, that two major 
global developments have occurred since we formulated 
these scenarios; the Covid- 19 pandemic in 2020 and the 
outbreak of war in Europe in 2022. Although these events 
illustrate the versatility and the fragility of the world food 
production and trade system, and will potentially have 
major effects on the direction the future will take, we still 
believe that the future will lie somewhere in the option 
space defined by our scenarios, which allow a multitude 
of outcomes depending on the global environmental, ag-
ricultural, social, political, technological and economic 
trajectory.

The four possible future learning scenarios (Figure 1) 
were named ‘Bio- Innovation’, ‘My Choice’, ‘Food 
Emergency’ and ‘REJECTech’ (Baekelandt et al.,  2022; 

T A B L E  1  Impact assessment of the four learning scenarios (focus on technologies)

Bio- Innovation My Choice
Food 
Emergency REJECTech

Conventional breeding

Breeding based on phenotype- based 
selection

No limitations No limitations No limitations No limitations

Biotechnology

Molecular breeding, for example marker- 
assisted selection and genomic selection

No limitations No limitations No limitations No limitations

Genome editing, for example CRISPR/Cas 
technologies

No limitations With limitations No limitations Not desired Not accepted

Classical genetic modification, for example 
gene transfer

No limitations With limitations No limitations Not accepted

The impact of the four learning scenarios on the methods and technologies that could be used to improve crop productivity is shown. Methods and 
technologies are subdivided in conventional breeding and biotechnology, and their acceptance and/or limitations are shown for each of the four learning 
scenarios ‘Bio- Innovation’, ‘My Choice’, ‘Food Emergency’ and ‘REJECTech’. In the ‘Bio- Innovation’ scenario, the acceptance of the technologies is driven by 
innovations in a flourishing bio- economy, while in the ‘Food Emergency’ scenario, they are accepted because they are required to safeguard food security.
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Cornelissen et al., 2021). By design, each of these four is 
an extreme but plausible scenario and hence, the reality in 
the year 2050 is likely impacted by elements coming from 
each of the four learning scenarios, emphasizing the im-
portance to define and start tracking short- term and mid- 
term indicators for the scenarios, and utilize these to seek 
the most robust way forward.

2.1 | Future learning scenario ‘Bio- 
innovation’

In the ‘Bio- Innovation’ scenario, financial means, growth 
and technological options are assumed to be unlimited 
(Table 1). There would be no restrictions on research and 
the development of technology, and the full range of con-
ventional and biotechnological options can be exploited 
to meet the future needs. Key options can be implemented 
relatively quickly (3– 5 years) and technologies will allow 
targeted gene modification and/or transfer between all 
species in a very short time frame. Also, the targeted ma-
nipulation of more complex traits will be possible by 2030 
(Parisi & Rodríguez- Cerezo, 2021). The shorter technolog-
ical turnover time will enable researchers to use the most 
recent discoveries immediately to explore new research 
fields and determine the best options for improvement, 
allowing them to relatively quickly detect any shortcom-
ing and subsequently optimize performance features on 

a whole- plant and field level. The widespread use of ar-
tificial intelligence and integrated modelling strategies 
would further allow increased accuracy in predicting how 
to improve our future crops most efficiently, allowing a 
very precise approach to crop improvement.

In this scenario, it will be possible to improve or add 
multiple complex traits in an integrated way within the 
same crop using a variety of technologies (Table 1), allow-
ing fast crop improvement and decreased adverse environ-
mental impacts (Figure 1). A range of processes, such as 
resource use and photosynthesis, could be improved, re-
sulting in larger and more stable yields, more sustainable 
production, and better nutritional quality. This could be 
achieved by exploiting both natural variation and biotech-
nological approaches (genome editing, introducing new 
genes and pathways, etc.). This scenario would enable, in 
the longer term, the development of ‘breakthrough’ de-
signer crops, such as N- fixing cereals and perennial crops, 
and the conversion of C3 crops to C4.

In the ‘Bio- Innovation’ scenario, significant effort could 
be put in breeding new crops or crops cultivated with tra-
ditional or alternative farming approaches, for example, 
specific breeding programmes for underused or new crops 
in alternative cropping systems that can provide a reli-
able yield in a more uncertain climate (Burgess, Cano, & 
Parkes,  2022). The potential of, amongst others, the fast 
growing C4 tropical leafy vegetable amaranth, seaweeds 
or extremophile species could be relatively easily and 

F I G U R E  1  Impact assessment of the four learning scenarios (focus on traits). Four future world scenarios were developed within the 
CropBooster- P program, depicting complementary future socio- economic developments that take into account numerous policy and socio- 
economic challenges and constraints: ‘Bio- Innovation’, ‘My Choice’, ‘Food Emergency’ and ‘REJECTech’. For each of the scenarios, several 
key determinants, characteristics and impacts are presented, for example, the impact on what plant traits should be prioritized, including 
yield potential (depicted by a plant), yield stability (depicted by a droplet) and nutritional quality (depicted by a light bulb), whether genome 
engineering methods and technologies (depicted by a DNA helix) would be accepted and what the envisaged impact would be on the 
environmental sustainability (depicted by a landscape).
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efficiently exploited in Europe following timely improve-
ment based on major breeding efforts utilizing the biolog-
ical variability in these species. In addition, they may be 
used as model crops for harnessing other crops. Although 
important in all future scenarios, in the ‘Bio- Innovation’ 
future, priority might also be given to the generation of 
crops that contribute to mitigate global climate change via 
carbon sequestration deep in the soil (Jansson et al., 2021) 
or reduce temperature rises by planting trees and bushes 
optimized for urban planting or for green walls (Fineschi & 
Loreto, 2020). This scenario also offers great opportunities 
to efficiently and rapidly breed non- food species that can 
be used as cover crops, relay crops or intercrops such as N- 
fixing plants or species specifically dedicated to eco- system 
services, including N uptake, C sequestration, soil covering, 
pollination and pest control.

Within the ‘Bio- Innovation’ model, an equal thrust 
across yield potential, yield stability (sustainability), and 
nutritional quality can be envisaged to improve crop 
productivity (Figure  1), resulting in broader consumer 
choices, tailored diet options, a larger product variety, lon-
ger shelf lives and sustainable agriculture. It is worth not-
ing that a large part of the major modifications needed to 
fulfil the ‘Bio- Innovation’ future world depend on the use 
of new genomic techniques (NGTs, Table 1).

2.2 | Future learning scenario ‘My 
Choice’

The ‘My Choice’ scenario focusses on the consumer's pref-
erence, that is, consumers drive the market, similar to per-
sonalized medicine. Accordingly, there would be a need 
for a greater variety of crops and a diversity of nutrients to 
meet the specific requirements from different subgroups of 
consumers, likely resulting in less domination of the cur-
rent major crops. In this scenario, the restrictions on the 
application of plant breeding and biotechnology technolo-
gies are limited (Table 1). The high degree of personali-
zation could, however, significantly slowdown the speed 
of delivery. In addition, the starting costs to develop such 
technologies could be higher than in the ‘Bio- Innovation’ 
scenario, given the high degree of personalization and the 
shift to small- scale production.

Although improving crop yield remains necessary, it 
can be envisaged that in a ‘My Choice’ scenario, emphasis 
is put on nutrient quality and alternative nutrition sources 
that are produced in an environmentally sustainable 
manner (Figure  1). When compared to ‘Bio- Innovation’, 
however, the distinct focus on diversity could result in in-
creased crop diversification, a decrease in industrial farm-
ing and a value shift from commodity crops to food and 
specialty crops. In this scenario, we can also speculate that 

consumer demand would lead to the introduction of new 
traits for taste and other sensory properties, specific com-
pounds, food supplements or drugs to produce nutraceuti-
cal or medical food, alongside with an increased demand 
for alternative nutrient sources and nutrient dense foods, 
alternative crops, superfoods and crops with improved 
micronutrient content and specialized metabolites with 
nutritive roles. Examples include crops with increased 
concentrations of antioxidants, polyphenols or the use of 
alternative crops such as Camelina as a plant- based source 
of essential fatty acids (Scharff et al., 2021). It is expected 
that biofortification with micronutrients might become a 
key priority in this scenario. We can also foresee an indus-
trially driven demand for engineered crops that produce 
high- value compounds, such as additives for fuel industry 
(Ortiz et al., 2020) or molecules for pharmaceutical indus-
try (Burnett & Burnett, 2020).

Whilst conventional breeding can be used to obtain the 
desired traits in the ‘My Choice’ scenario, biotechnolog-
ical solutions will be more efficient, leading to a slightly 
increased period (5– 10 years) of safety regulation and rig-
orous testing before innovations would be made commer-
cially available (Table  1). For example, NGTs have been 
used to increase the amount of healthy omega- 3 long 
chain poly- unsaturated fatty acids in oilseeds, and these 
could potentially be used to improve human nutrition ei-
ther directly or indirectly via animal or fish feed (Napier 
et al., 2019). The fatty acid example is also accompanied 
by significant environmental benefits, because it de-
creases the demands on oceanic capture fisheries, which 
are already at their limits of productivity in many places. 
In this scenario, it is also expected that some aspects of 
social acceptance and consumer choice will shift towards, 
for instance, crops generated via NGTs. Despite the major 
benefits that nutritional enhancement may provide, crops 
of this kind have not been adopted by agriculture nor de-
manded by consumers, as can be seen by consumer rejec-
tion of Golden rice, enriched in Vitamin A (Kettenburg 
et al., 2018). Concerning yield, a major application of this 
scenario might be to increase transportability, shelf life 
and longevity demands, including delayed senescence. 
Technologies used in this scenario would include a com-
bination of NGTs and conventional breeding (Table  1), 
screening heritage crops for the genetic diversity present 
in ancestral genomes.

2.3 | Future learning scenario ‘Food 
Emergency’

In the ‘Food Emergency’ scenario, the focus is on maxi-
mizing yield potential and yield stability (sustainability) 
in the face of extreme weather events caused by global 
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climate change or other unforeseen natural or man- made 
disasters that put a pressure on the food production sys-
tem. This will probably require the production of a limited 
number of the most robust and high- yielding varieties of 
a few specific species, or could be based on a diversifica-
tion of varieties, for example, early and late maturing va-
rieties, at a farm level to ensure a more global production 
stability. Global climate change is not the only factor that 
could serve to trigger this kind of scenario. Indeed, recent 
events have demonstrated that the occurrence of a global 
pandemic and the outbreak of war on the European con-
tinent have major effects on food prices and security and 
thus can potentially lead to this scenario, even though 
it initially appeared unlikely in Europe. The worldwide 
Covid- 19 outbreak has exposed the vulnerability of the 
global food system, showing that free market mechanisms 
cannot be relied upon as a tool for food security and that 
the import of food into the European Union must no 
longer be taken for granted. In addition, the outbreak of 
war in Ukraine is threatening approximately 30% of the 
globally traded wheat and sunflower, and causing in-
creases in fossil energy prices, resulting in increased farm 
fuel costs and costs of nitrogenous fertilizer. In addition, 
Ukraine, Russia and Belarus are major suppliers of syn-
thetic fertilizers. Amongst the many problems arising 
from the Ukrainian conflict, are difficulties in the supply 
chain, strong increases of nitrogenous fertilizer prices and 
an unprecedented demand for biomass to produce biogas 
(Moussu, 2022).

In the ‘Food Emergency’ scenario, food security is 
under threat and accordingly, any solution that delivers 
food security will be exploited, even at the expense of 
environmental sustainability (degradation and damage, 
Figure 1). In this scenario, we therefore envisage that any 
technologies that are available to increase food security 
will be exploited, and these will be focussed on yield- 
delivering innovations for a selected number of key crops. 
In response to the food security crisis, it would be expected 
that new varieties with high and stable yield, whether 
produced by conventional breeding or NGTs, would be 
prioritized and adapted as rapidly as possible with the 
minimum of regulatory obstacles. These yield increases 
would be achieved by, for instance, increasing photosyn-
thesis, organ growth and development, and (re)mobili-
zation and partitioning of nutrients to the harvestable 
biomass. Alternatively, it may also focus on shortening the 
crop cultivation periods to enable multiple harvests per 
season. Modelling approaches could further contribute to 
identify crops, best varieties and crop traits with the high-
est potential to improve productivity in a specific soil and 
climate environment. Due to the food pressure, little to no 
emphasis is likely to be put on increasing nutritional qual-
ity. In addition, environmental sustainability is likely not 

to be given priority, putatively resulting in, for example, 
overexploitation of natural resources such as fresh water, 
extended fertilizer use or soil pollution.

In the ‘Food Emergency’ scenario, most emphasis will 
likely be put on increasing food and feed biomass pro-
duction, with yield potential and stability under stressful 
conditions being the main drivers for innovation in the 
agri- food system (Figure  1). Interestingly, pathways un-
derling yield stability have been shown to be coupled with 
those improving yield potential (Welcker et al.,  2022), 
whereas physiological processes involved in stress adap-
tation have not been selected so far, leaving margins of 
progress in that direction. In this scenario, very little effort 
will be put towards non- food biomass production. The pri-
ority is likely to be set on calorie production, probably also 
resulting in decreases of tailored diet options. Although 
the lack of environmental sustainability means that this 
approach will not work in the long- term, there is a need 
to develop safeguards in the event of a climate crisis to en-
sure global food security while preserving options for the 
production of sustainable, nutritious and diverse crops.

2.4 | Future learning scenario 
‘REJECTech’

In contrast to the other three scenarios, a large num-
ber of biotechnological breeding methods, including 
NGTs, are not desired or even accepted by society in a 
‘REJECTech’ scenario (Table  1). This could result from 
a general mistrust in science, policymakers and the con-
ventional agri- food systems. Even some classical methods 
of gene modification like mutagenesis may be prohibited. 
Accordingly, conventional breeding programmes would 
be prevailing, along with more traditional agricultural 
practices.

In this case, improvement of crop productivity would 
need to rely on the exploration of the genetic diversity 
in wild, related species and the introgression of traits 
through traditional breeding techniques, such as marker- 
assisted selection. Reliance on classical selection will slow 
down the process with several years and limit the exploita-
tion and combination of the traits of interest within the 
selected species and thus many potential improvements 
will not be possible. In addition, introgression, which is 
based on the transfer of sometimes large chromosomic 
fragments by crossover, is less precise and less effective 
than gene transfer or modern precision editing tech-
niques. This is likely to lead to more variation from wild 
relative traits but perhaps less predictability, as well as the 
concomitant transfer of undesirable traits. Another alter-
native would be to invest in the development of currently 
underutilized species, such as Camelina, to improve crop 
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nutritional quality and lupins to improve phosphorous use 
efficiency. However, yield increase and stabilization, nu-
tritional quality optimization or improving pest resistance 
for these underutilized species will likely need major time 
and efforts.

As food security is likely to decline in this scenario, 
the focus will be on improving crop yield and yield sta-
bility, rather than nutritional quality (Figure  1). Wild 
species germplasm and underutilized crop species could 
be exploited to adapt to ‘REJECTech’ conditions, but do-
mestication and breeding for high productivity or reduc-
tions of putative antinutrients often present in ancestral 
crops will take very long based on conventional breeding 
programmes (30– 50 years). In addition, technological in-
novations will be limited, and the bio- economic potential 
low. In a ‘REJECTech’ future world, the possible crop im-
provement technologies that can be used to improve crop 
yield will depend on the technologies that will be rejected 
and/or accepted by society, for example, classical genetic 
modification versus genome editing (Table 1). Similar as 
in the ‘Food Emergency’ scenario, any solution that de-
livers food security will be exploited in the ‘REJECTech’ 
scenario, even at the expense of environmental sustain-
ability (degradation and damage, Figure  1). The limited 
use of technologies that can be used in the ‘REJECTech’ 
scenario could, however, also promote a more sustainable 
production through crop management adaptation to mit-
igate climate change, by including intercropping cereals 
with legumes for example.

Growing concerns over food security in the 
‘REJECTech’ scenario could, in the medium term, develop 
into the ‘Food Emergency’ scenario.

3  |  OPTIMIZING BREEDING 
AND GENETIC ENGINEERING 
METHODS TO INCREASE CROP 
PRODUCTIVITY

Next to classical forward and reverse genetics, mapping of 
quantitative trait loci and genome- wide association stud-
ies are currently the preferred means to identify natural 
genetic variants positively influencing certain plant traits. 
Whilst being extremely valuable, conventional breeding 
approaches based exclusively on phenotypic diversity can 
be slow and it can take several years or decades to intro-
duce the desired traits by crossing. In addition, this meth-
odology then needs to be followed by several backcrosses to 
get rid of potential undesired traits (Ramstein et al., 2019). 
In contrast, molecular methods taking into account diver-
sity at the DNA level may allow a more rapid and cleaner 
introduction of desired alleles. This is especially valuable 
for complex traits that require multiple changes. This 

involves, however, the identification of the genetic ele-
ment underpinning variation in a trait and if there is no 
information available on what that element might be, then 
conventional breeding might be quicker. Genetic engi-
neering methods depend on a detailed knowledge about 
the underlying pathways, which is usually missing, even 
for well understood processes.

Biotechnology also offers the opportunity to transfer 
genes between species, which may allow rapid and signifi-
cant progress. The molecular methods encompass modern 
plant breeding approaches like marker- assisted selection/
breeding or genomic selection, gene transfer technolo-
gies and NGTs, including novel DNA mutagenesis tech-
nologies, such as CRISPR/Cas, and synthetic biology 
approaches, allowing the transfer of complete metabolic 
and/or genetic pathways. Contrary to plants obtained by 
the other molecular methods, which benefit from similar 
regulations in most jurisdictions worldwide, plants ob-
tained by NGTs are presently considered as genetically 
modified organisms (GMOs) in Europe, whereas numer-
ous countries in North and South America, Africa, Asia 
and Oceania treat them as non- GMO (Menz et al., 2020). 
Based on the same scientific knowledge regarding the 
safety of these technologies and the products made using 
these technologies, it is unfortunate that divergent deci-
sions have been taken, allowing only a part of the coun-
tries to freely exploit the benefits of NGTs in terms of 
production and sustainability.

To improve crops using what is known about loci, 
genes and gene regulatory networks that control plant 
traits, breeding technologies are required that can either 
introgress natural, modified or edited alleles into elite 
germplasm, or specifically modify the genome of the elite 
germ-plasm directly using site- directed mutagenesis. 
To meet our future crop productivity demands in time, 
several breeding technologies require further de-
velopment, including genomic selection, speed and fast 
breeding, double haploid (DH) breeding, accelerated do-
mestication and precision breeding.

Genomic selection. Traits are often under the control 
of multiple loci, which need to be selected for to im-
prove crop productivity (Boyle et al., 2017). Genomic 
selection consists of devising a model that allows the 
prediction of agronomic performance of a genotype 
based on its entire genome, as such accounting for 
multiple, often minor, loci in a single breeding step. It 
has been widely adopted by seed companies in recent 
years. The model is based on a large data set previously 
acquired by genotyping and phenotyping a training set 
of (related) genotypes (Millet et al., 2019). This train-
ing set is used to develop a multivariate model that cor-
relates the genome with the phenotype and with this 
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model, the phenotype of any related genome could be 
predicted. Genomic selection reduces costs (fewer field 
experiments) and time (fewer generations) and allows 
more readily the simultaneous exploitation of minor 
quantitative trait loci. The improvements needed for a 
more general use of the technology include the han-
dling of epistasis between loci and the use of knowledge 
about gene function for more accurate predictions or 
the application to genetically distant material (Hickey 
et al., 2019; Voss- Fels et al., 2019).
Speed and fast breeding. A game changer in 
(marker- assisted) plant breeding is ‘speed breeding’. 
Using highly controlled environments in growth 
chambers with tailored light regimes allows rapid cy-
cling of generations and shortens the classical breed-
ing process (Ghosh et al.,  2018; Hickey et al.,  2019). 
In a complementary approach, the generation time of 
crops can be reduced by introducing transgenes such 
as FLOWERING TIME (van Nocker & Gardiner, 2014) 
or by using precision breeding to knock out floral re-
pressors such as TERMINAL FLOWER1 (Charrier et 
al., 2019), which is particularly beneficial in perennial 
species. Future research needs to address the fine- 
tuning of the genetic approaches and the transfer to 
other crop species.
Doubled haploid breeding. The DH technology in-
duces the loss of one set of chromosomes to form a 
haploid, which is followed by doubling of the remain-
ing set of chromosomes, to restore in one step a fully 
homozygous diploid. In maize, in planta DH breed-
ing has considerably shortened breeding times, and 
the identification of MATRILINAL (MAT)/NOT LIKE 
DAD (NLD) as the gene responsible for haploid induc-
tion (Gilles et al., 2017; Kelliher et al., 2017) allowed 
the transfer of the DH technology to other species such 
as rice and wheat (Liu et al.,  2019; Yao et al.,  2018). 
However, improvement of DH induction rates and 
transfer to a wider range of crops are needed (Chaikam 
et al., 2019).
Accelerated domestication or neodomestication. 
The domestication of wild to crop plants by early 
Neolithic farmers took centuries or even millennia 
(Gepts,  2002). Precision breeding could allow accel-
erated domestication or neodomestication of wild 
species with desirable traits (Gutaker et al.,  2022) in 
a single generation through the simultaneous editing 
of previously identified domestication genes (e.g. fruit 
size). Proof- of- concept has been provided by the si-
multaneous editing of four key genes to domesticate 
Solanum pimpinellifolium, a wild relative of tomato (Li 
et al., 2018) and sufficient knowledge exists in at least 
two other crop species (Zsögön et al., 2018), to suggest 
that they would also be amenable for domestication. 

Also in horticulture, this might harbour great poten-
tial, because there are many yet unexploited ornamen-
tals and mutants of colour and shape of flowers and 
fruits.
Precision breeding. Among the recently developed 
tools, only the CRISPR/Cas technology is a technology 
that is revolutionizing our ability to create genetic varia-
tion leading to novel traits and to speed up the introduc-
tion of existing favourable traits in crops (Gao, 2021). 
CRISPR/Cas- mediated genome editing provides a se-
ductive alternative to transgenesis. It has the import-
ant advantage of site- specific, precise modifications of 
target genes without the addition of (foreign) genetic 
material through mutagenesis by non- homologous end 
joining or base editing (Yin et al., 2017). In addition, 
CRISPR/Cas also allows the introduction of foreign 
DNA at a specific/chosen site in the genome through 
homologous recombination, although still largely inef-
ficient in plants (Čermák et al., 2015). The potential of 
CRISPR/Cas is tremendous and since its discovery in 
2012, almost 300 proof of concepts for improved traits 
under greenhouse conditions have been obtained, of 
which several further confirmed by field experiments 
(Modrzejewski et al.,  2018, ‘https://www.eu-sage.eu/
genome-search’)’. However, to efficiently apply this 
form of precision breeding to all major crop species 
and to elite genotypes within the species, several tech-
nological hurdles still need to be overcome. First, de-
spite the precision of genome editing, there remains 
the risk of pleiotropic effects that may have undesirable 
effects on farming and post- harvest quality. Second, cis- 
regulatory elements rather than coding sequences may 
need to be targeted to modify specific aspects of gene 
expression profiles, such as the developmental timing 
and/or tissue specificity (Swinnen et al., 2016). Third, 
to more widely obtain edited plants no longer carry-
ing the editing tool, and as such not being classed as 
GMO, transient DNA (Veillet et al., 2019) or DNA- free 
genome editing technologies need to be further de-
veloped, especially for the many clonally propagated 
crops in which the transgene cannot be crossed out 
(Anders.,   2022; Dong et al.,  2021; Liang et al.,  2018; 
Svitashev et al., 2016; Zhang et al., 2016). Fourth, ge-
nome editing requires tissue culture, to which not all 
species or cultivars are amenable, so successful genome 
editing on specific species or genotype may require the 
optimization of nutrients and plant hormones used in 
tissue culture. The application of genetic tools such 
as expression of morphogenic transcription factors 
(Kong et al., 2020; Lowe et al., 2016) can also contrib-
ute significantly to improve transformation efficiency. 
Finally, to make the genome accessible to any type of 
editing, advanced CRISPR- based technologies such as 
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base editing and prime editing (Anzalone et al., 2019) 
need to be harnessed for plants and engineered and so- 
called PAM- less versions of the classical Cas9 enzyme 
could be interesting to develop (Rosello et al., 2022).
Gene transfer technologies. Since genome editing 
only allows the modification of existing genes, the 
transfer of complete metabolic and/or genetic pathways 
may in certain cases not be achievable via genome ed-
iting and will require the use of classical gene transfer 
techniques, previously successfully used to improve bi-
otic (e.g. in BT maize (Brookes, 2019)) or abiotic stress 
tolerance (e.g. in rice (Oladosu et al., 2019) and maize 
(Adee et al., 2016)) or increase nutritional quality (e.g. 
omega3- canola (Lin et al.,  2022)). An example is the 
transfer of symbiotic nitrogen fixation pathways from 
legumes to other botanical families. Recently, bacte-
rial, cyanobacterial (Lin et al.,  2014; López- Calcagno 
et al.,  2020; Nayak et al.,  2022; South et al.,  2019) or 
unicellular green algae genes were successfully used 
to improve growth and productivity of higher plants 
(Lin et al., 2014; López- Calcagno et al., 2020; Nayak et 
al., 2022; South et al., 2019). If the homologous recom-
bination rate could be improved, the CRISPR/Cas tech-
nology could be used to target the insertion site of the 
transgene in plant genomes, making the process even 
less prone to variability.

4  |  THE POTENTIAL OF 
NOVEL AND UNDERUTILIZED 
TERRESTRIAL AND MARINE 
PLANT SPECIES

Currently, 70% of the calories consumed by humans come 
from just 15 major crops, of which more than half comes 
from maize, rice and wheat grain (Khoury et al.,  2014; 
Massawe et al., 2016; Ross- Ibarra et al., 2007) and a large 
proportion of the calories produced serve to feed ani-
mals (Poore & Nemecek,  2018). Numerous other crops 
have important nutritional, taste and other properties, 
or can grow well in environments where other crops fail 
(FAO, 2010). However, these crops are often neglected and 
largely ignored by local and national governments, given 
inadequate support to enable their trading, improvement 
and consumption in Europe. In addition to a diversifica-
tion of existing crops, there is in all the future scenarios 
a strong need to further investigate the potential value of 
germplasm of a wild, non- domesticated relative of a crop 
plant and the use of wild species, and to promote the fur-
ther development of terrestrial and marine species that 
are currently still underutilized in Europe. Besides ter-
restrial plants, seaweeds represent a great opportunity for 
feed, food and biomass production without competition 

for arable land and water but, to date, they are largely un-
derutilized in Europe (Directorate- General for Maritime 
Affairs and Fisheries, 2021; Torres- Tiji et al., 2020).

4.1 | De novo domestication of wild 
crop species

A vast amount of genetic diversity in important traits that 
is present in ancestral crops and wild germplasms has 
been lost due to the genetic bottlenecks that occurred dur-
ing the domestication process and during the selection 
of modern cultivars. Many staple crops fail to meet the 
micronutrient demands, resulting in deficiencies (Jiang 
et al.,  2021) and crop yields are challenged by climate 
change. Wild relatives and landraces that have been col-
lected could be used as breeding resources. To date, they 
have been largely underexploited owing to a limited ge-
netic information but development of genomics and bio-
informatics techniques may help to explore and identify 
the available genetic structure and variation that could be 
introgressed in elite lines. For example, rice landraces col-
lected from various agro- ecological regions in Northern 
India showed a large variation for mineral content rang-
ing for iron from 0.25 to 34.8 μg/g and for zinc from 0.85 
to 195.3 μg/g (Roy & Sharma, 2014), illustrating the wide 
range of possible gain. More recently, genomics and bioin-
formatics techniques allowed to identify the pan- genomic 
R genes related to rust resistance from wild diploid wheat 
(Arora et al.,  2019). These examples illustrate how new 
technologies, together with de novo domestication/redo-
mestication of wild relatives or ancestors of crop species 
may open the way to increase crop yield and, more impor-
tantly, provide yield stability when plants face suboptimal 
conditions (Zhang & Batley, 2020).

4.2 | Underutilized terrestrial species

The Neglected and Underutilized Species (NUS) include 
more than 7000 species worldwide whereas the main-
stream agricultural systems currently still rely on <100 
crop species and only three species (rice, wheat and corn) 
provide 60% of the food energy intake (Khoshbakht & 
Hammer, 2008; Prescott- Allen & Prescott- Allen, 1990). To 
satisfy the protein demand, Europe depends for about 25% 
on the import of protein crops, primarily soybean meal for 
feed use (Eurostat, e.g. EU protein balance sheet 2011– 17.
xls (de Visser et al.,  2014)). To secure future access, the 
EU is, amongst other measures, promoting the develop-
ment of fodder crops and protein crops such as lupin, pea 
or lentil, but the grain legume cultivation in Europe is 
currently still insufficient to meet the demand (European 
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Commission, 2018; Kezeya Sepngang et al., 2020; Watson 
et al., 2017; Zander et al., 2016). In view of the comprehen-
sive shift in human nutrition from meat to plant proteins, 
the quality of protein crops must be adjusted in their com-
position to ensure a versatile and healthy human diet (van 
Vliet et al.,  2020). To enable (re- )scaling and economic 
return, the protein crops need to show improved yield po-
tential and stability, need to be optimized for consump-
tion, and need to fit into the post- harvest processing chain. 
For instance, the broader use of lupin is limited due to al-
lergens and the presence of anti- nutritional compounds, 
which adversely affect livestock health. Furthermore, 
these underutilized species can have poor biotic or abiotic 
stress tolerance and yield stability. Hence, breeding efforts 
are particularly needed to target yield stability and seed 
quality (Abraham et al.,  2019). This can be accelerated 
exploiting the increased genome sequence information 
and using molecular markers and/or advanced breeding 
techniques (Hane et al., 2017; Książkiewicz et al., 2017). 
Another example of a nutritious crop that is currently still 
underutilized in Europe is amaranth, a C4 dicot which is 
harvested and used as a fast growing leafy vegetable or ce-
real (Onyango et al., 2008; Rastogi & Shukla, 2013) with 
a nutritional value superior to several commodity crops 
(Rastogi & Shukla, 2013). In addition, if sufficient water is 
supplied in the early season, amaranth species are drought 
tolerant. Despite some breeding efforts, this species is 
not widely grown (Williams & Haq, 2002) but its diverse 
genetic base offers interesting perspectives for further 
breeding in relation to nutrition and adapting agricultural 
systems to climate change (Rastogi & Shukla, 2013).

Currently, agriculture relies heavily on annual grain 
crops, which produce about 80% of the world's food (Ross- 
Ibarra et al., 2007). Perennial grain crops, however, offer 
several potential advantages, including reduced soil ero-
sion, improved soil health and enhanced resource and 
water use efficiency. Moreover, perennial species are gen-
erally more stress tolerant and resilient because their ex-
tensive and long- lived root system provides a better buffer 
to unfavourable conditions. An example of a perennial 
that could replace wheat is Thinopyrum intermedium. T. 
intermedium has a similar nutritional value quality as an-
nual wheat and provides promising but a yet unexploited 
yield potential for animal feed and human food produc-
tion (DeHaan et al., 2014). Currently, however, develop-
ment is slower and yields are lower compared to modern 
yields for wheat, demonstrating that further research and 
breeding on this intermediate wheat will be required if we 
want to unlock the full potential of this crop.

Given that climate change predictions suggest that fu-
ture agriculture will be challenged more due to more ex-
treme weather conditions and in particular salinity, the 
potential of halophytic crops should also be explored. An 

example of a crop that tolerates well saline conditions and 
has a high nutritional quality is Chenopodium quinoa (qui-
noa). Quinoa contains a high crude protein content rang-
ing from 13.8% to 21.9% depending on the variety and is 
considered the only plant that provides all the essential 
amino acids, carbohydrates and lipids in proportions ideal 
for human and animal nutrition (‘https://www.fao.org/
docum ents/card/es/c/36382 00 e- 1fbb- 4d7e- a359- d8f58 
2b1d0 82/’). In the future, the broad genetic variability for 
this species, with several varieties displaying even supe-
rior nutrient composition, offers the potential to meet our 
future crop productivity demands globally. Moreover, it is 
particularly suitable in those areas faced with increased 
groundwater salinity due to sea level rise or the needs to ir-
rigate with brackish water, problems that reduce the yield 
of most crops. In addition, quinoa can be used for salt se-
questration, giving the crop a dual functionality that allows 
for a more sustainable use of the soil (Böhm et al., 2018).

4.3 | The potential of marine species

Around 10,000 species of macroalgae are known, of which 
five genera represent more than 95% of the current seaweed 
production and value: the brown algae Saccharina (kombu) 
and Undaria (wakame), and the red algae Pyropia/Porphyra 
(nori), Kappaphycus/Eucheuma and Gracilaria. Green sea-
weeds are less used, but genera like Ulva and Caulerpa are 
also being cultivated (Chopin & Sawhney, 2009). Seaweeds, 
or macroalgae, are used for direct human consumption as 
a vegetable, a source of flavouring and as a thickener in the 
Asian cuisine. Nutritionally, seaweeds are often rich in min-
erals and vitamins (Radulovich et al., 2015). Generally, the 
content of lipids and digestible carbohydrates are low but 
some species have a relatively high protein content rang-
ing from 10% to 30%, with red and green seaweeds typically 
having higher contents than brown algae (Fleurence, 1999). 
Accordingly, protein- rich seaweeds, such as Palmaria pal-
mata and Porphyra spp., are potential substitutes for animal 
proteins or plant- based proteins, such as those derived from 
soybean. Further studies also have the potential to find new 
strains and species with higher protein and caloric content. 
Seaweeds are also used in industry as a source of colloids 
used as thickeners in food and feed, and minor uses include 
fertilizers, bioenergy, agrichemicals, cosmetics, nutraceuti-
cals and pharmaceuticals (Cai et al., 2021).

Intertidal seaweeds are typically more tolerant to 
physical and abiotic stressors than subtidal species. This 
is often correlated with more efficient antioxidative 
systems, such as increased activity of reactive oxygen- 
degrading enzymes and antioxidants, including vitamins, 
found higher up in the intertidal, where abiotic stress is 
more prevalent (Collén & Davison,  1999; Dring,  2005). 
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Conversely, subtidal species are more tolerant to negative 
biotic interactions than intertidal ones. Such differences 
may be exploited as a way of improving productivity and 
quality of seaweeds produced in aquaculture, for example, 
through breeding aimed at increasing the antioxidant ca-
pacity and resistance to oxidative stress. In fact, increased 
stress due to daily exposure to air in cultures of the red 
alga nori (Porphyra and Pyropia species) is used to control 
grazers, diseases and epiphytes (Blouin et al., 2011).

Despite the major potential that seaweeds offer, they 
remain largely understudied and currently still relatively 
few molecular tools are available to study and possibly 
engineer them (Badis et al.,  2021; Blomme et al.,  2021; 
Ichihara et al., 2022). Investment in the characterization of 
their biology, reproduction, growth and development and 
the development of more efficient classical breeding tech-
niques accompanied with modern analyses and molecular 
biological tools would be advantageous to further leverage 
the potential of this crop type and to allow aquatic species 
to become a competitive resource. With increasing knowl-
edge of seaweed physiology and genetics, combined with 
molecular biological tools, new strains could potentially 
be generated to meet the future demands. One complica-
tion in seaweed aquaculture is that it is done in open plots 
in the sea (Cai et al., 2021) with the potential of spreading 
of cultivated genotypes in ocean currents. In addition, cul-
tivated species are often growing next to their wild coun-
terparts, thus improved knowledge of the ecological and 
genetic effects of seaweed aquaculture is very important.

Seaweeds are the most rapidly expanding aquacul-
ture sector. However, the diversity of seaweeds that can 
currently be cultivated has yet to reach full potential. 
Currently, most seaweed production (95%) is through 
aquaculture, rather than harvested from the wild, and is 
located in Asia, with China as main producer (Buschmann 
et al., 2017; Ferdouse et al., 2018). Research is ongoing to 
explore further production in Europe and to optimize cul-
ture systems (Azevedo et al., 2019; Marinho et al., 2019; 
Steinhagen et al.,  2021). The absence of competition for 
arable land makes algal aquaculture at sea an interesting 
candidate for increased food and non- food production. 
There is, however, some competition for available plots 
from other aquaculture activities such as fish and shellfish 
cultures, as well as tourism and transport across water-
ways. However, there is increased interest for integrated 
multi- tropic aquaculture to increase nutrient availability 
for the algae and reduce the environmental footprint of 
fish aquaculture. If offshore farming of seaweeds can be 
achieved, which is currently being tested in several pilot 
studies (‘https://www.h2020 united.eu/’; Interreg,  2022), 
the potential area for cultivation is also virtually unlim-
ited, for example, in windmill parks. In the future, also 
additional studies will need to be performed to further 

investigate whether aquaculture of coastal species is pos-
sible and profitable in these environments (‘https://www.
north seafa rmers.org/news/22062 7wwha rvest’). These 
examples of de novo domestication and the use of un-
derutilized terrestrial and marine species are relevant to 
all four scenarios, but might be of particular importance 
in the ‘REJECTech’ scenario, in which society will need to 
rely mostly on the available crops, species and germplasm. 
However, relying on classical genetics to get rid of the un-
desirable traits may take decades. In the ‘Bio- Innovation’ 
and ‘My Choice’ scenarios, the (re)domestication of wild 
crops or introduction of interesting traits could be achieved 
in a rapid and targeted manner using NGTs. They consti-
tute an effective tool to accelerate breeding for improved 
yield, while retaining or reintroducing the traits related to 
nutritional quality or yield stability from ancestral species. 
There are currently several barriers limiting the integra-
tion of NUS into the agri- food system that can be grouped 
into three main classes: (1) the lack of recognition value 
from the national and international research systems and 
a local negative perception, (2) disabling policies that 
often promote major cereal staple crops and are reluctant 
to allow more traditional products to enter wider market-
places and the required infrastructures and markets for 
NUS, and (3) limited and fragmented data available both 
at molecular, nutritional and processing level and a lack of 
relevant information accessible to policymakers and prac-
titioners (Franzo et al., 2013; IPES- Food, 2017). However, 
a holistic approach, including an increase in knowledge, 
appreciation, awareness, breeding, processing, social ac-
ceptance and advertisement initiated in Brazil, Kenya, Sri 
Lanka and Turkey, has successfully targeted some NUS 
to improve diet and human nutrition (review by Hunter 
et al., 2019; Siddique et al., 2021). Similar multi- stakeholder 
approaches could be undertaken at wider scale to meet the 
challenges of malnutrition, yield stability, environmental 
sustainability and biodiversity preservation.

5  |  CONCLUDING REMARKS AND 
FUTURE OUTLOOK

Within the CropBooster- P project, four learning sce-
narios were developed, depicting contrasting future 
socio- economic developments and taking into account nu-
merous policy, socio- economic challenges and constraints 
that could potentially develop (Baekelandt et al.,  2022; 
Cornelissen et al., 2021). Based on this analysis, it appears 
that each future world scenario might have a different 
impact regarding to which plant research fields should be 
prioritized. Whereas increasing yield potential and stabil-
ity will for instance be of utmost priority in a ‘REJECTech’ 
or ‘Food Emergency’ scenario, the ‘Bio- Innovation’ and 
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‘My Choice’ scenarios allow for more diverse methods to 
improve crop productivity and equal efforts can be made 
to also improve the nutritional quality of crops. Whilst 
many traits that contribute to yield potential (Burgess, 
Masclaux- Daubresse, et al.,  2022), yield stability (Gojon 
et al., 2022) and nutritional quality (Scharff et al., 2021) 
have been described and might provide promising targets 
for exploitation, also more knowledge on breeding and 
biotechnological approaches is needed. In addition, in all 
four scenarios, a better exploitation of novel and underu-
tilized marine and terrestrial species might harbour great 
potential to meet the future crop productivity demands. 
Generating crops that can meet the future needs and help 
to deliver food security in an environmentally sustainable 
way could ideally be done by combining conventional 
breeding approaches, including molecular variants such 
as marker- assisted breeding or genomic selection, and bi-
otechnological crop breeding techniques, such as genetic 
engineering and/or the fast- evolving genome editing tech-
nologies (Zhang et al.,  2019). The latter might however 
not be possible in a ‘REJECTech’ scenario (Table 1).

Another important point that has to be considered is 
that quality can relate to nutritional quality for humans 
and animals (e.g. proteins, fatty acids and vitamins), but 
also to digestibility for humans and cattle (e.g. digestibil-
ity and antinutrients) and industrial quality (e.g. fibres, 
conversion of biomass, digestibility and composition in 
specific high- value compounds). For non- food purposes, 
quality concerns plant characteristics that determine the 
specific application for which the crop is used. For in-
stance, fibre digestibility for cattle or fibre quality for in-
dustry represent different requirements. To meet future 
demands, plants should be bred that have both a higher 
yield of harvestable parts used for food and feed produc-
tion, as well as a non- food or feed residue with proper-
ties maximally suited to match requirements to produce 
non- food commodities, such as liquid fuel or biomaterials. 
In this way, multipurpose crops can be grown that have a 
minimal environmental footprint per tonne produced by 
optimizing land use and diversifying economic use. It is 
conceivable that such crops can deliver quality food and 
feed, as well as raw materials for bioprocessing systems 
of environmentally friendly processes and ecosystem ser-
vices. An example is increasing the efficiency of extract-
ing and degrading lignin, which is a major limitation in 
the conversion of biomass to fermentable sugars (Chen 
& Dixon,  2007; Van Acker et al.,  2013). Although the 
biosynthetic pathways underlying the production of cell 
wall components are well characterized, the mechanisms 
regulating their deposition are far from understood and 
differ between species (Camargo et al., 2019). In addition, 
reducing the amount of lignin in plants is often accom-
panied by yield reduction (Bonawitz & Chapple,  2013; 

De Meester et al.,  2022). Although several hypotheses 
explaining the molecular basis of these responses have 
been proposed (Muro- Villanueva et al., 2019), the mecha-
nisms that lead to dwarfism remain not fully understood. 
However, recent advances in genomics and bioinformat-
ics highlighted several strategies that can be exploited to 
engineer the host species without the yield reduction (De 
Meester et al., 2018, 2020; Ralph et al., 2019). Alternatively, 
completely different lignin polymers with different com-
position and properties can be engineered using genes 
from other biosynthetic pathways or other taxa in a syn-
thetic biology approach (Hoengenaert et al., 2022; Oyarce 
et al., 2019; Wilkerson et al., 2014). This opens promising 
perspectives (De Meester et al., 2022), particularly in the 
context of the ‘Bio-Innovation’ and ‘My Choice’ scenarios.

Despite the differences in priorities to improve yield 
potential, yield stability and/or nutritional quality in the 
different scenarios, we have to acknowledge that in prac-
tice this may run into scientific and technical challenges. 
For instance, the major crop traits for yield potential, yield 
stability and nutritional quality have mostly a complex 
multigenic nature and are highly interlinked. The genes 
and pathways underlying individual traits may therefore 
have the potential to affect many other important traits, in 
a positive or in a negative manner. Increasing the above- 
ground yield might, for instance, influence the allocation 
of carbon to roots or have an impact on the nutritional 
value of a crop. Consequently, it is essential for each sce-
nario that future research is holistic and considers these 
interactions and how they can be optimized best, rather 
than individually considering a single trait. The develop-
ment of (very) high- throughput functional phenotyping 
facilities will be necessary to assess the complexity of the 
plant system and to capture the extensive local and sys-
temic physical, metabolic and signalling exchanges be-
tween plant tissues and organs. To decrease undesirable 
trade- offs among traits and/or breed for new traits, for 
instance, it will be crucial to integrate the phenotyping of 
different traits and to study the impact of manipulations 
on the performance of the whole canopy. Therefore, de-
tailed phenotyping will require further development in 
the context of controlled conditions, as well as in relevant 
growth conditions, and also to increase the power of phe-
notyping in relevant growth conditions, such as in field 
conditions. With this respect, roots are among the plant 
organs in which responses to many external stimuli take 
place that contribute to the plant acclimation and adapta-
tion to various environmental conditions (Calleja- Cabrera 
et al.,  2020; Lombardi et al.,  2021; Lynch et al.,  2022; 
Meister et al., 2014; Muller et al., 2019; Tardieu et al., 2017; 
Vives- Peris et al., 2020). Capturing root architecture, de-
velopment and activity is complex and time consuming. 
Several root phenotyping facilities are available but there 
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is a major need to develop phenotyping techniques and 
infrastructures to deepen our knowledge and move faster 
towards a functional root characterization.

A next critical success factor is to install a dynamic flow 
with feedback loops from findings in the lab on how com-
plex traits work to measuring performance of optimized 
crops in the field. Detailed measurements on field- grown 
crop plants will also be fundamental to refine and val-
idate crop modelling outcomes and integrate the impact 
of physical and biological soil properties on plant develop-
ment. Subsequent development and distribution of more 
sophisticated crop models incorporating a wider range of 
biological pathways and processes could be of great help to 
identify the traits to explore and design ideotypes and en-
able better predictions about the most powerful approaches 
to increase crop performance (Chenu et al., 2017; Hammer 
et al., 2019; Muller & Martre, 2019; Peng et al., 2020). In 
the future, dynamic models should not only include an up-
date on real- time trends associated with climate change, 
but also year- to- year variations, extreme events such as 
heat waves and late frost, and the effect that rapid fluctua-
tions in environmental factors have on specific crop traits, 
such as irradiance on photosynthesis, or water availability 
on development and therefore on crop yield and quality. 
Further development of models to better account for mul-
tiple stresses such as nutrient availability, genetic variabil-
ity, physiological processes and adaptive responses, and 
their interconnected dependencies, will in the future be 
essential to predict plant behaviour in response to a chang-
ing environment and nutrient availability. Development in 
artificial intelligence, combined with availability of mas-
sive phenotyping and genotyping data sets, will probably 
be helpful to address such complexity. Combined with the 
societal needs and expectations, this may allow to identify 
the most relevant alleles, genes, traits and techniques that 
can and need to be used to future- proof our crops. To make 
this work, a virtual network between academia, breed-
ers, producers and consumers will make the difference. 
Information flow in both directions of the value chain will 
help to focus on the right topics and questions, and will 
enable time and resource effectiveness.

The complexity and interactions between the traits 
amenable to breeding requires a holistic approach mo-
bilizing also other disciplines (agronomy, ecophysiology, 
soil science and social sciences) to consider the role of 
each crop within the food and farming system, as well as 
its potential to mitigate climate change and environmen-
tal damage.

ACKNO WLE DGE MENTS
The review is developed within the CropBooster- P pro-
ject (https://www.cropb ooste r- p.eu/), which has received 

funding from the European Union‘s Horizon 2020 
Research and Innovation Program under grant agreement 
No. 817690. The authors thank Dr Annick Bleys (VIB- 
UGent) for her comments and input to the manuscript.

CONFLICT OF INTEREST
The authors declare that they have no conflict of interest.

DATA AVAILABILITY STATEMENT
Data sharing is not applicable to this article as no new data 
were created or analyzed in this study.

ORCID
Alexandra Baekelandt   https://orcid.
org/0000-0003-0816-7115 
Vandasue L. R. Saltenis   https://orcid.
org/0000-0002-1455-7171 
Philippe Nacry   https://orcid.org/0000-0001-7766-4989 
Marc Cornelissen   https://orcid.
org/0000-0002-9979-0393 
Amrit Kaur Nanda   https://orcid.
org/0000-0002-8008-9767 
Abhishek Nair   https://orcid.org/0000-0002-1764-8212 
Peter Rogowsky   https://orcid.org/0000-0003-4822-3783 
Laurens Pauwels   https://orcid.
org/0000-0002-0221-9052 
Bertrand Muller   https://orcid.org/0000-0001-6387-9460 
Jonas Collén   https://orcid.org/0000-0002-7353-1764 
Jonas Blomme   https://orcid.org/0000-0003-2941-0233 
Mathias Pribil   https://orcid.org/0000-0002-9174-9548 
Lars B. Scharff   https://orcid.org/0000-0003-0210-3428 
Jessica Davies   https://orcid.org/0000-0001-9832-7412 
Ralf Wilhelm   https://orcid.org/0000-0001-9045-8792 
Norbert Rolland   https://orcid.org/0000-0003-1959-6636 
Jeremy Harbinson   https://orcid.
org/0000-0002-0607-4508 
Wout Boerjan   https://orcid.org/0000-0003-1495-510X 
Erik H. Murchie   https://orcid.
org/0000-0002-7465-845X 
Alexandra J. Burgess   https://orcid.
org/0000-0002-1621-6821 
Jean- Pierre Cohan   https://orcid.
org/0000-0003-2117-7027 
Philippe Debaeke   https://orcid.
org/0000-0002-4173-8170 
Sébastien Thomine   https://orcid.
org/0000-0003-0045-1701 
Dirk Inzé   https://orcid.org/0000-0002-3217-8407 
René Klein Lankhorst   https://orcid.
org/0000-0003-1845-8733 
Martin A. J. Parry   https://orcid.
org/0000-0002-4477-672X 

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://www.cropbooster-p.eu/
https://orcid.org/0000-0003-0816-7115
https://orcid.org/0000-0003-0816-7115
https://orcid.org/0000-0003-0816-7115
https://orcid.org/0000-0002-1455-7171
https://orcid.org/0000-0002-1455-7171
https://orcid.org/0000-0002-1455-7171
https://orcid.org/0000-0001-7766-4989
https://orcid.org/0000-0001-7766-4989
https://orcid.org/0000-0002-9979-0393
https://orcid.org/0000-0002-9979-0393
https://orcid.org/0000-0002-9979-0393
https://orcid.org/0000-0002-8008-9767
https://orcid.org/0000-0002-8008-9767
https://orcid.org/0000-0002-8008-9767
https://orcid.org/0000-0002-1764-8212
https://orcid.org/0000-0002-1764-8212
https://orcid.org/0000-0003-4822-3783
https://orcid.org/0000-0003-4822-3783
https://orcid.org/0000-0002-0221-9052
https://orcid.org/0000-0002-0221-9052
https://orcid.org/0000-0002-0221-9052
https://orcid.org/0000-0001-6387-9460
https://orcid.org/0000-0001-6387-9460
https://orcid.org/0000-0002-7353-1764
https://orcid.org/0000-0002-7353-1764
https://orcid.org/0000-0003-2941-0233
https://orcid.org/0000-0003-2941-0233
https://orcid.org/0000-0002-9174-9548
https://orcid.org/0000-0002-9174-9548
https://orcid.org/0000-0003-0210-3428
https://orcid.org/0000-0003-0210-3428
https://orcid.org/0000-0001-9832-7412
https://orcid.org/0000-0001-9832-7412
https://orcid.org/0000-0001-9045-8792
https://orcid.org/0000-0001-9045-8792
https://orcid.org/0000-0003-1959-6636
https://orcid.org/0000-0003-1959-6636
https://orcid.org/0000-0002-0607-4508
https://orcid.org/0000-0002-0607-4508
https://orcid.org/0000-0002-0607-4508
https://orcid.org/0000-0003-1495-510X
https://orcid.org/0000-0003-1495-510X
https://orcid.org/0000-0002-7465-845X
https://orcid.org/0000-0002-7465-845X
https://orcid.org/0000-0002-7465-845X
https://orcid.org/0000-0002-1621-6821
https://orcid.org/0000-0002-1621-6821
https://orcid.org/0000-0002-1621-6821
https://orcid.org/0000-0003-2117-7027
https://orcid.org/0000-0003-2117-7027
https://orcid.org/0000-0003-2117-7027
https://orcid.org/0000-0002-4173-8170
https://orcid.org/0000-0002-4173-8170
https://orcid.org/0000-0002-4173-8170
https://orcid.org/0000-0003-0045-1701
https://orcid.org/0000-0003-0045-1701
https://orcid.org/0000-0003-0045-1701
https://orcid.org/0000-0002-3217-8407
https://orcid.org/0000-0002-3217-8407
https://orcid.org/0000-0003-1845-8733
https://orcid.org/0000-0003-1845-8733
https://orcid.org/0000-0003-1845-8733
https://orcid.org/0000-0002-4477-672X
https://orcid.org/0000-0002-4477-672X
https://orcid.org/0000-0002-4477-672X


14 of 19 |   BAEKELANDT et al.

REFERENCES
Abraham, E. M., Ganopoulos, I., Madesis, P., Mavromatis, A., 

Mylona, P., Nianiou- Obeidat, I., Parissi, Z., Polidoros, A., Tani, 
E., & Vlachostergios, D. (2019). The use of lupin as a source 
of protein in animal feeding: Genomic tools and breeding ap-
proaches. International Journal of Molecular Sciences, 20(4), 
851. https://doi.org/10.3390/ijms2 0040851

Adee, E., Roozeboom, K., Balboa, G. R., Schlegel, A., & Ciampitti, 
I. A. (2016). Drought- tolerant corn hybrids yield more in 
drought- stressed environments with no penalty in non- stressed 
environments. Frontiers in Plant Science, 7, 1534. https://doi.
org/10.3389/fpls.2016.01534

Anders, C., Hoengenaert, L., &  Boerjan, W. (2022) Accelerating 
wood domestication in forest trees through genome editing: 
Advances and prospects. Curr Opin Plant Biol, Dec 29; 71, 
102329. https://doi.org/10.1016/j.pbi.2022.102329 Epub ahead 
of print. PMID: 36586396.

Anzalone, A. V., Randolph, P. B., Davis, J. R., Sousa, A. A., Koblan, 
L. W., Levy, J. M., Chen, P. J., Wilson, C., Newby, G. A., 
Raguram, A., & Liu, D. R. (2019). Search- and- replace genome 
editing without double- strand breaks or donor DNA. Nature, 
576(7785), 149– 157. https://doi.org/10.1038/s4158 6- 019- 1711- 4

Arora, S., Steuernagel, B., Gaurav, K., Chandramohan, S., Long, 
Y., Matny, O., Johnson, R., Enk, J., Periyannan, S., Singh, N., 
Asyraf Md Hatta, M., Athiyannan, N., Cheema, J., Yu, G., 
Kangara, N., Ghosh, S., Szabo, L. J., Poland, J., Bariana, H., 
… Wulff, B. B. H. (2019). Resistance gene cloning from a wild 
crop relative by sequence capture and association genetics. 
Nature Biotechnology, 37(2), 139– 143. https://doi.org/10.1038/
s4158 7- 018- 0007- 9

Aschemann- Witzel, J., Ares, G., Thøgersen, J., & Monteleone, E. 
(2019). A sense of sustainability? –  How sensory consumer sci-
ence can contribute to sustainable development of the food sec-
tor. Trends in Food Science & Technology, 90, 180– 186. https://
doi.org/10.1016/j.tifs.2019.02.021

Azevedo, I. C., Duarte, P. M., Marinho, G. S., Neumann, F., & Sousa- 
Pinto, I. (2019). Growth of Saccharina latissima (Laminariales, 
Phaeophyceae) cultivated offshore under exposed conditions. 
Phycologia, 58(5), 504– 515. https://doi.org/10.1080/00318 
884.2019.1625610

Badis, Y., Scornet, D., Harada, M., Caillard, C., Godfroy, O., Raphalen, 
M., Gachon, C. M. M., Coelho, S. M., Motomura, T., Nagasato, 
C., & Cock, J. M. (2021). Targeted CRISPR- Cas9- based gene 
knockouts in the model brown alga Ectocarpus. New Phytologist, 
231(5), 2077– 2091. https://doi.org/10.1111/nph.17525

Baekelandt, A., Saltenis, V. L. R., Pribil, M., Nacry, P., Harbinson, J., 
Rolland, N., Wilhelm, R., Davies, J., Inzé, D., Parry, M. A. J., & 
Klein Lankhorst, R. (2022). CropBooster- P: Towards a roadmap 
for plant research to future- proof crops in Europe. Food and 
Energy Security, in press.

Blomme, J., Liu, X., Jacobs, T. B., & De Clerck, O. (2021). A molecular 
toolkit for the green seaweed Ulva mutabilis. Plant Physiology, 
186(3), 1442– 1454. https://doi.org/10.1093/plphy s/kiab185

Blouin, N. A., Brodie, J. A., Grossman, A. C., Xu, P., & Brawley, S. 
H. (2011). Porphyra: A marine crop shaped by stress. Trends 
in Plant Science, 16(1), 29– 37. https://doi.org/10.1016/j.tplan 
ts.2010.10.004

Böhm, J., Messerer, M., Müller, H. M., Scholz- Starke, J., Gradogna, 
A., Scherzer, S., Maierhofer, T., Bazihizina, N., Zhang, H., 
Stigloher, C., Ache, P., Al- Rasheid, K. A. S., Mayer, K. F. X., 

Shabala, S., Carpaneto, A., Haberer, G., Zhu, J.- K., & Hedrich, 
R. (2018). Understanding the molecular basis of salt seques-
tration in epidermal bladder cells of Chenopodium quinoa. 
Current Biology, 28(19), 3075– 3085. https://doi.org/10.1016/j.
cub.2018.08.004

Bonawitz, N. D., & Chapple, C. (2013). Can genetic engineering of 
lignin deposition be accomplished without an unacceptable 
yield penalty? Current Opinion in Biotechnology, 24(2), 336– 
343. https://doi.org/10.1016/j.copbio.2012.11.004

Boyle, E. A., Li, Y. I., & Pritchard, J. K. (2017). An expanded view 
of complex traits: From polygenic to omnigenic. Cell, 169(7), 
1177– 1186. https://doi.org/10.1016/j.cell.2017.05.038

Brookes, G. (2019). Twenty- one years of using insect resistant (GM) 
maize in Spain and Portugal: Farm- level economic and envi-
ronmental contributions. GM Crops & Food, 10(2), 90– 101. 
https://doi.org/10.1080/21645 698.2019.1614393

Burgess, A. J., Cano, M. E. C., & Parkes, B. (2022). The deployment of 
intercropping and agroforestry as adaptation to climate change. 
Crop and Environment, 1(2), 145– 160. https://doi.org/10.1016/j.
crope.2022.05.001

Burgess, A. J., Masclaux- Daubresse, C., Strittmatter, G., Weber, A., 
Taylor, S., Harbinson, J., Yin, X., Long, S., Westhoff, P., Paul, 
M. J., Ceriotti, A., Loreto, F., Rodrigues, V., Pribil, M., Nacry, P., 
Scharff, I. B., Jensen, P. E., Muller, P., Cohan, J. P., … Baekelandt, 
A. (2022). Approaches to improve crop yield potential. in 
preparation.

Burnett, M. J. B., & Burnett, A. C. (2020). Therapeutic recombinant 
protein production in plants: Challenges and opportunities. 
Plants, People, Planet, 2(2), 121– 132. https://doi.org/10.1002/
ppp3.10073

Buschmann, A. H., Camus, C., Infante, J., Neori, Á., Israel, A., 
Hernández- González, M. C., Pereda, S. V., Gomez- Pinchetti, J. 
L., Golberg, A., Tadmor- Shalev, N., & Critchley, A. T. (2017). 
Seaweed production: Overview of the global state of exploita-
tion, farming and emerging research activity. European Journal 
of Phycology, 52(4), 391– 406. https://doi.org/10.1080/09670 
262.2017.1365175

Cai, J., Lovatelli, A., Aguilar- Manjarrez, J., Cornish, L., Dabbadie, 
L., Desrochers, A., Diffey, S., Garrido Gamarro, E., Geehan, J., 
Hurtado, A., Lucente, D., Mair, G., Miao, W., Potin, P., Przybyla, 
C., Reantaso, M., Roubach, R., Tauati, M., & Yuan, X. (2021). 
Seaweeds and microalgae: An overview for unlocking their potential 
in global aquaculture development. FAO fisheries and aquaculture 
circular No. 1229. FAO. https://doi.org/10.4060/cb5670en

Calleja- Cabrera, J., Boter, M., Oñate- Sánchez, L., & Pernas, M. (2020). 
Root growth adaptation to climate change in crops. Frontiers in 
Plant Science, 11, 544. https://doi.org/10.3389/fpls.2020.00544

Camargo, E. L. O., Ployet, R., Cassan- Wang, H., Mounet, F., & 
Grima- Pettenati, J. (2019). Digging in wood: New insights in 
the regulation of wood formation in tree species. Advances 
in Botanical Research, 89, 201– 233. https://doi.org/10.1016/
bs.abr.2018.11.007

Čermák, T., Baltes, N. J., Čegan, R., Zhang, Y., & Voytas, D. F. 
(2015). High- frequency, precise modification of the tomato ge-
nome. Genome Biology, 16, 232. https://doi.org/10.1186/s1305 
9- 015- 0796- 9

Chaikam, V., Molenaar, W., Melchinger, A. E., & Boddupalli, P. 
M. (2019). Doubled haploid technology for line development 
in maize: Technical advances and prospects. Theoretical and 

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.3390/ijms20040851
https://doi.org/10.3389/fpls.2016.01534
https://doi.org/10.3389/fpls.2016.01534
https://doi.org10.1016/j.pbi.2022.102329
https://doi.org/10.1038/s41586-019-1711-4
https://doi.org/10.1038/s41587-018-0007-9
https://doi.org/10.1038/s41587-018-0007-9
https://doi.org/10.1016/j.tifs.2019.02.021
https://doi.org/10.1016/j.tifs.2019.02.021
https://doi.org/10.1080/00318884.2019.1625610
https://doi.org/10.1080/00318884.2019.1625610
https://doi.org/10.1111/nph.17525
https://doi.org/10.1093/plphys/kiab185
https://doi.org/10.1016/j.tplants.2010.10.004
https://doi.org/10.1016/j.tplants.2010.10.004
https://doi.org/10.1016/j.cub.2018.08.004
https://doi.org/10.1016/j.cub.2018.08.004
https://doi.org/10.1016/j.copbio.2012.11.004
https://doi.org/10.1016/j.cell.2017.05.038
https://doi.org/10.1080/21645698.2019.1614393
https://doi.org/10.1016/j.crope.2022.05.001
https://doi.org/10.1016/j.crope.2022.05.001
https://doi.org/10.1002/ppp3.10073
https://doi.org/10.1002/ppp3.10073
https://doi.org/10.1080/09670262.2017.1365175
https://doi.org/10.1080/09670262.2017.1365175
https://doi.org/10.4060/cb5670en
https://doi.org/10.3389/fpls.2020.00544
https://doi.org/10.1016/bs.abr.2018.11.007
https://doi.org/10.1016/bs.abr.2018.11.007
https://doi.org/10.1186/s13059-015-0796-9
https://doi.org/10.1186/s13059-015-0796-9


   | 15 of 19BAEKELANDT et al.

Applied Genetics, 132(12), 3227– 3243. https://doi.org/10.1007/
s0012 2- 019- 03433 - x

Charrier, A., Vergne, E., Dousset, N., Richer, A., Petiteau, A., & 
Chevreau, E. (2019). Efficient targeted mutagenesis in apple 
and first time edition of pear using the CRISPR- Cas9 system. 
Frontiers in Plant Science, 10, 40. https://doi.org/10.3389/
fpls.2019.00040

Chen, F., & Dixon, R. A. (2007). Lignin modification improves 
fermentable sugar yields for biofuel production. Nature 
Biotechnology, 25(7), 759– 761. https://doi.org/10.1038/
nbt1316

Chenu, K., Porter, J. R., Martre, P., Basso, B., Chapman, S. C., Ewert, 
F., Bindi, M., & Asseng, S. (2017). Contribution of crop models 
to adaptation in wheat. Trends in Plant Science, 22(6), 472– 490. 
https://doi.org/10.1016/j.tplan ts.2017.02.003

Chopin, T., & Sawhney, M. (2009). Seaweeds and their maricul-
ture. Marine Agronomy. In J. H. Steele, S. A. Thorpe, & K. K. 
Turekian (Eds.), The Encyclopedia of Ocean Sciences (pp. 4477– 
4486). Elsevier.

Collén, J., & Davison, I. R. (1999). Stress tolerance and reactive oxy-
gen metabolism in the intertidal red seaweeds Mastocarpus stel-
latus and Chondrus crispus. Plant, Cell & Environment, 22(9), 
1143– 1151. https://doi.org/10.1046/j.1365- 3040.1999.00477.x

Cornelissen, M., Małyska, A., Kaur Nanda, A., Klein Lankhorst, 
R., Parry, M. A. J., Rodrigues Saltenis, V., Pribil, M., Nacry, P., 
Inzé, D., & Baekelandt, A. (2021). Biotechnology for tomor-
row's world: Scenarios to guide directions for future inno-
vation. Trends in Biotechnology, 39(5), 438– 444. https://doi.
org/10.1016/j.tibte ch.2020.09.006

de Boer, J., Schösler, H., & Aiking, H. (2014). “Meatless days” or “less 
but better”? Exploring strategies to adapt Western meat con-
sumption to health and sustainability challenges. Appetite, 76, 
120– 128. https://doi.org/10.1016/j.appet.2014.02.002

De Meester, B., de Vries, L., Özparpucu, M., Gierlinger, N., Corneillie, 
S., Pallidis, A., Goeminne, G., Morreel, K., De Bruyne, M., De 
Rycke, R., Vanholme, R., & Boerjan, W. (2018). Vessel- specific 
reintroduction of CINNAMOYL- COA REDUCTASE1 (CCR1) 
in dwarfed ccr1 mutants restores vessel and xylary fiber integ-
rity and increases biomass. Plant Physiology, 176(1), 611– 633. 
https://doi.org/10.1104/pp.17.01462

De Meester, B., Madariaga Calderón, B., de Vries, L., Pollier, J., 
Goeminne, G., Van Doorsselaere, J., Chen, M., Ralph, J., 
Vanholme, R., & Boerjan, W. (2020). Tailoring poplar lig-
nin without yield penalty by combining a null and haploin-
sufficient CINNAMOYL- CoA REDUCTASE2 allele. Nature 
Communications, 11(1), 5020.

De Meester, B., Vanholme, R., Mota, T., & Boerjan, W. (2022) Lignin 
engineering in forest trees: From gene discovery to field trials. 
Plant Commun, Nov 14. 3(6): 100465 https://doi.org/10.1016/j.
xplc.2022.100465 Epub 2022 Oct 27. PMID: 36307984; PMCID: 
PMC9700206.

De Meester, B., Van Acker, R., Wouters, M., Traversari, S., Steenackers, 
M., Neukermans, J., Van Breusegem, F., Dejardin, A., Pilate, G., 
& Boerjan, W. (2022). Field and saccharification performances 
of poplars severely downregulated in CAD1. New Phytologist, 
236, 2075– 2090. https://doi.org/10.1111/nph.18366

de Visser, C. L. M., Schreuder, R., & Stoddard, F. (2014). The EU's de-
pendence on soya bean import for the animal feed industry and 
potential for EU produced alternatives. Oilseeds & fats, Crops 
and Lipids, 21(4), D407. https://doi.org/10.1051/ocl/2014021

DeHaan, L. R., Wang, S., Larson, S. R., Cattani, D. J., Zhang, X., & 
Kantarski, T. (2014). Current efforts to develop perennial wheat 
and domesticate Thinopyrum intermedium as a perennial 
grain. In C. Batello, L. Wade, S. Cox, N. Pogna, A. Bozzini, & J. 
Choptiany (Eds.), Perennial crops for food security: Proceedings 
of the FAO expert workshop (pp. 72– 89). FOA.

Directorate- General for Maritime Affairs and Fisheries. (2021). 
Commission publishes knowledge hub on algae biomass. https://
ocean s- and- fishe ries.ec.europa.eu/news/commi ssion - publi 
shes- knowl edge- hub- algae - bioma ss- 2021- 03- 12_en

Dong, S., Qin, Y. L., Vakulskas, C. A., Collingwood, M. A., Marand, 
M., Rigoulot, S., Zhu, L., Jiang, Y., Gu, W., Fan, C., Mangum, 
A., Chen, Z., Yarnall, M., Zhong, H., Elumalai, S., Shi, L., 
& Que, Q. (2021). Efficient targeted mutagenesis mediated 
by CRISPR- Cas12a ribonucleoprotein complexes in maize. 
Frontiers in Genome Editing, 3, 670529. https://doi.org/10.3389/
fgeed.2021.670529

Dring, M. J. (2005). Stress resistance and disease resistance in sea-
weeds: The role of reactive oxygen metabolism. Advances in 
Botanical Research, 43, 175– 207. https://doi.org/10.1016/S0065 
- 2296(05)43004 - 9

European Commission. (2018). Report from the commission to the 
council and the European Parliament on the development of 
plant proteins in the European Union. https://eur- lex.europa.
eu/legal - conte nt/EN/TXT/?uri=CELEX %3A520 18DC0757.

FAO. (2010). The state of world fisheries and aquaculture. World re-
view of fisheries and aquaculture. FAO. http://www.fao.org/
docre p/013/i1820 e/i1820 e00.htm

Ferdouse, F., Holdt, S. L., Smith, R., Murúa, P., & Yang, Z. (2018). 
The global status of seaweed production, trade and utiliza-
tion. Globefish Research Programme (Vol. 124). Food and 
Agriculture Organization of the United Nations. https://www.
proqu est.com/schol arly- journ als/globa l- statu s- seawe ed- produ 
ction - trade/ docvi ew/21641 10004/ se- 2

Fineschi, S., & Loreto, F. (2020). A survey of multiple interac-
tions between plants and the urban environment. Frontiers 
in Forests and Global Change, 3, 30. https://doi.org/10.3389/
ffgc.2020.00030

Fleurence, J. (1999). Seaweed proteins: Biochemical, nutritional as-
pects and potential uses. Trends in Food Science & Technology, 
10(1), 25– 28. https://doi.org/10.1016/S0924 - 2244(99)00015 - 1

Franzo, J., Hunter, D., Borelli, T., & Mattei, F. (2013). Diversifying 
food and diets: Using agricultural biodiversity to improve nutri-
tion and health. Routlegde.

Gao, C. (2021). Genome engineering for crop improvement and 
future agriculture. Cell, 184(6), 1621– 1635. https://doi.
org/10.1016/j.cell.2021.01.005

Gepts, P. (2002). A comparison between crop domestication, clas-
sical plant breeding, and genetic engineering. Crop Science, 
42(6), 1780– 1790. https://doi.org/10.2135/crops ci2002.1780

Ghosh, S., Watson, A., Gonzalez- Navarro, O. E., Ramirez- Gonzalez, 
R. H., Yanes, L., Mendoza- Suárez, M., Simmonds, J., Wells, 
R., Rayner, T., Green, P., Hafeez, A., Hayta, S., Melton, R. E., 
Steed, A., Sarkar, A., Carter, J., Perkins, L., Lord, J., Tester, M., 
… Hickey, L. T. (2018). Speed breeding in growth chambers 
and glasshouses for crop breeding and model plant research. 
Nature Protocols, 13(12), 2944– 2963. https://doi.org/10.1038/
s4159 6- 018- 0072- z

Gilles, L. M., Khaled, A., Laffaire, J.- B., Chaignon, S., Gendrot, 
G., Laplaige, J., Bergès, H., Beydon, G., Bayle, V., Barret, P., 

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1007/s00122-019-03433-x
https://doi.org/10.1007/s00122-019-03433-x
https://doi.org/10.3389/fpls.2019.00040
https://doi.org/10.3389/fpls.2019.00040
https://doi.org/10.1038/nbt1316
https://doi.org/10.1038/nbt1316
https://doi.org/10.1016/j.tplants.2017.02.003
https://doi.org/10.1046/j.1365-3040.1999.00477.x
https://doi.org/10.1016/j.tibtech.2020.09.006
https://doi.org/10.1016/j.tibtech.2020.09.006
https://doi.org/10.1016/j.appet.2014.02.002
https://doi.org/10.1104/pp.17.01462
https://doi.org/10.1016/j.xplc.2022.100465
https://doi.org/10.1016/j.xplc.2022.100465
https://doi.org/10.1111/nph.18366
https://doi.org/10.1051/ocl/2014021
https://oceans-and-fisheries.ec.europa.eu/news/commission-publishes-knowledge-hub-algae-biomass-2021-03-12_en
https://oceans-and-fisheries.ec.europa.eu/news/commission-publishes-knowledge-hub-algae-biomass-2021-03-12_en
https://oceans-and-fisheries.ec.europa.eu/news/commission-publishes-knowledge-hub-algae-biomass-2021-03-12_en
https://doi.org/10.3389/fgeed.2021.670529
https://doi.org/10.3389/fgeed.2021.670529
https://doi.org/10.1016/S0065-2296(05)43004-9
https://doi.org/10.1016/S0065-2296(05)43004-9
https://eur-lex.europa.eu/legal-content/EN/TXT/?uri=CELEX%3A52018DC0757
https://eur-lex.europa.eu/legal-content/EN/TXT/?uri=CELEX%3A52018DC0757
http://www.fao.org/docrep/013/i1820e/i1820e00.htm
http://www.fao.org/docrep/013/i1820e/i1820e00.htm
https://www.proquest.com/scholarly-journals/global-status-seaweed-production-trade/docview/2164110004/se-2
https://www.proquest.com/scholarly-journals/global-status-seaweed-production-trade/docview/2164110004/se-2
https://www.proquest.com/scholarly-journals/global-status-seaweed-production-trade/docview/2164110004/se-2
https://doi.org/10.3389/ffgc.2020.00030
https://doi.org/10.3389/ffgc.2020.00030
https://doi.org/10.1016/S0924-2244(99)00015-1
https://doi.org/10.1016/j.cell.2021.01.005
https://doi.org/10.1016/j.cell.2021.01.005
https://doi.org/10.2135/cropsci2002.1780
https://doi.org/10.1038/s41596-018-0072-z
https://doi.org/10.1038/s41596-018-0072-z


16 of 19 |   BAEKELANDT et al.

Comadran, J., Martinant, J.- P., Rogowsky, P. M., & Widiez, T. 
(2017). Loss of pollen- specific phospholipase NOT LIKE DAD 
triggers gynogenesis in maize. EMBO Journal, 36(6), 707– 717. 
https://doi.org/10.15252/ embj.20179 6603

Gojon, A., Nussaume, L., Luu, D. T., Murchie, E. H., Baekelandt, 
A., Rodrigues Saltenis, V. L., Cohan, J.- P., Desnos, T., Inzé, D., 
Ferguson, J. N., Guiderdonni, E., Krapp, A., Klein Lankhorst, 
R., Maurel, C., Rouached, H., Parry, M. A. J., Pribil, M., Scharff, 
L. B., & Nacry, P. (2022). Approaches and determinants to sus-
tainably improve crop production. Food and Energy Security in 
press. https://doi.org/10.1002/fes3.369

Gutaker, R. M., Chater, C. C. C., Brinton, J., Castillo- Lorenzo, E., 
Breman, E., & Pironon, S. (2022). Scaling up neodomestication 
for climate- ready crops. Current Opinion in Plant Biology, 66, 
102169. https://doi.org/10.1016/j.pbi.2021.102169

Hammer, G., Messina, C., Wu, A., & Cooper, M. (2019). Biological 
reality and parsimony in crop models— Why we need both in 
crop improvement! in silico Plants, 1(1), diz010. https://doi.
org/10.1093/insil icopl ants/diz010

Hane, J. K., Ming, Y., Kamphuis, L. G., Nelson, M. N., Garg, G., Atkins, 
C. A., Bayer, P. E., Bravo, A., Bringans, S., Cannon, S., Edwards, 
D., Foley, R., Gao, L.- L., Harrison, M. J., Huang, W., Hurgobin, B., 
Li, S., Liu, C.- W., McGrath, A., … Singh, K. B. (2017). A compre-
hensive draft genome sequence for lupin (Lupinus angustifolius), 
an emerging health food: Insights into plant- microbe interactions 
and legume evolution. Plant Biotechnology Journal, 15(3), 318– 
330. https://doi.org/10.1111/pbi.12615

Harbinson, J., Parry, M. A. J., Davies, J., Rolland, N., Loreto, F., 
Wilhelm, R., Metzlaff, K., & Klein Lankhorst, R. (2021). 
Designing the crops for the future; the CropBooster program. 
Biology, 10(7), 690. https://doi.org/10.3390/biolo gy100 70690

Hickey, L. T., Hafeez, A. N., Robinson, H., Jackson, S. A., Leal- 
Bertioli, S. C. M., Tester, M., Gao, C., Godwin, I. D., Hayes, B. 
J., & Wulff, B. B. H. (2019). Breeding crops to feed 10 billion. 
Nature Biotechnology, 37(7), 744– 754. https://doi.org/10.1038/
s4158 7- 019- 0152- 9

Hoengenaert, L., Wouters, M., Kim, H., De Meester, B., Morreel, K., 
Vandersyppe, S., Pollier, J., Desmet, S., Goeminne, G., Ralph, 
J., Boerjan, W., & Vanholme, R. (2022). Overexpression of the 
scopoletin biosynthetic pathway enhances lignocellulosic bio-
mass processing. Science Advances, 8(28), abo5738. https://doi.
org/10.1126/sciadv.abo5738

Hunter, D., Borelli, T., Beltrame, D. M. O., Oliveira, C. N. S., 
Coradin, L., Wasike, V. W., Wasilwa, L., Mwai, J., Manjella, 
A., Samarasinghe, G. W. L., Madhujith, T., Nadeeshani, H. V. 
H., Tan, A., Ay, S. T., Güzelsoy, N., Lauridsen, N., Gee, E., & 
Tartanac, F. (2019). The potential of neglected and underuti-
lized species for improving diets and nutrition. Planta, 250(3), 
709– 729. https://doi.org/10.1007/s0042 5- 019- 03169 - 4

Ichihara, K., Yamazaki, T., & Kawano, S. (2022). Genome editing 
using a DNA- free clustered regularly interspaced short palin-
dromic repeats- Cas9 system in green seaweed Ulva prolifera. 
Phycological Research, 70(1), 50– 56.

Interreg. (2022). Wier en Wind. https://www.grens regio.eu/proje 
cten/wier- wind

IPES- Food. (2017). Unravelling the food– health nexus: Addressing 
practices, political economy, and power relations to build 
healthier food systems (The Global Alliance for the Future of 
Food and IPES- Food). https://www.ipes- food.org/_img/uploa 
d/files/ Health_FullR eport (1).pdf.

Jansson, C., Faiola, C., Wingler, A., Zhu, X.- G., Kravchenko, A., 
de Graaff, M.- A., Ogden, A. J., Handakumbura, P. P., Werner, 
C., & Beckles, D. M. (2021). Crops for carbon farming. 
Frontiers in Plant Science, 12, 636709. https://doi.org/10.3389/
fpls.2021.636709

Jiang, L., Strobbe, S., Van Der Straeten, D., & Zhang, C. (2021). 
Regulation of plant vitamin metabolism: Backbone of bio-
fortification for the alleviation of hidden hunger. Molecular 
Plant, 14(1), 40– 60. https://doi.org/10.1016/j.molp.2020.11. 
019

Kelliher, T., Starr, D., Richbourg, L., Chintamanani, S., Delzer, B., 
Nuccio, M. L., Green, J., Chen, Z., McCuiston, J., Wang, W., 
Liebler, T., Bullock, P., & Martin, B. (2017). MATRILINEAL, 
a sperm- specific phospholipase, triggers maize haploid induc-
tion. Nature, 542(7639), 105– 109. https://doi.org/10.1038/natur 
e20827

Kettenburg, A. J., Hanspach, J., Abson, D. J., & Fischer, J. (2018). 
From disagreements to dialogue: Unpacking the Golden Rice 
debate. Sustainability Science, 13(5), 1469– 1482. https://doi.
org/10.1007/s1162 5- 018- 0577- y

Kezeya Sepngang, B., Muel, F., Smadja, T., Stauss, W., Stute, I., 
Simmen, M., & Mergenthaler, M. (2020). Report on legume 
markets in the EU. https://www.legva lue.eu/media/ 1511/d31- 
repor t- on- legum e- marke ts- in- the- eu.pdf

Khoshbakht, K., & Hammer, K. (2008). How many plant species are 
cultivated? Genetic Resources and Crop Evolution, 55(7), 925– 
928. https://doi.org/10.1007/s1072 2- 008- 9368- 0

Khoury, C. K., Bjorkman, A. D., Dempewolf, H., Ramirez- Villegas, J., 
Guarino, L., Jarvis, A., Rieseberg, L. H., & Struik, P. C. (2014). 
Increasing homogeneity in global food supplies and the impli-
cations for food security. Proceedings of the National Academy 
of Sciences of the United States of America, 111(11), 4001– 4006. 
https://doi.org/10.1073/pnas.13134 90111

Kong, J., Martin- Ortigosa, S., Finer, J., Orchard, N., Gunadi, A., 
Batts, L. A., Thakare, D., Rush, B., Schmitz, O., Stuiver, M., 
Olhoft, P., & Pacheco- Villalobos, D. (2020). Overexpression of 
the transcription factor GROWTH- REGULATING FACTOR5 
improves transformation of dicot and monocot species. 
Frontiers in Plant Science, 11, 572319. https://doi.org/10.3389/
fpls.2020.572319

Książkiewicz, M., Nazzicari, N., Yang, H. A., Nelson, M. N., 
Renshaw, D., Rychel, S., Ferrari, B., Carelli, M., Tomaszewska, 
M., Stawiński, S., Naganowska, B., Wolko, B., & Annicchiarico, 
P. (2017). A high- density consensus linkage map of white lupin 
highlights synteny with narrow- leafed lupin and provides 
markers tagging key agronomic traits. Scientific Reports, 7, 
15335. https://doi.org/10.1038/s4159 8- 017- 15625 - w

Li, T., Yang, X., Yu, Y., Si, X., Zhai, X., Zhang, H., Dong, W., Gao, C., 
& Xu, C. (2018). Domestication of wild tomato is accelerated by 
genome editing. Nature Biotechnology, 36, 1160– 1163. https://
doi.org/10.1038/nbt.4273

Liang, Z., Chen, K., Zhang, Y., Liu, J., Yin, K., Qiu, J.- L., & Gao, C. 
(2018). Genome editing of bread wheat using biolistic deliv-
ery of CRISPR/Cas9 in vitro transcripts or ribonucleoproteins. 
Nature Protocols, 13(3), 413– 430. https://doi.org/10.1038/
nprot.2017.145

Lin, M. T., Occhialini, A., Andralojc, P. J., Parry, M. A. J., & Hanson, 
M. R. (2014). A faster Rubisco with potential to increase pho-
tosynthesis in crops. Nature, 513(7519), 547– 550. https://doi.
org/10.1038/natur e13776

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.15252/embj.201796603
https://doi.org/10.1002/fes3.369
https://doi.org/10.1016/j.pbi.2021.102169
https://doi.org/10.1093/insilicoplants/diz010
https://doi.org/10.1093/insilicoplants/diz010
https://doi.org/10.1111/pbi.12615
https://doi.org/10.3390/biology10070690
https://doi.org/10.1038/s41587-019-0152-9
https://doi.org/10.1038/s41587-019-0152-9
https://doi.org/10.1126/sciadv.abo5738
https://doi.org/10.1126/sciadv.abo5738
https://doi.org/10.1007/s00425-019-03169-4
https://www.grensregio.eu/projecten/wier-wind
https://www.grensregio.eu/projecten/wier-wind
https://www.ipes-food.org/_img/upload/files/Health_FullReport(1).pdf
https://www.ipes-food.org/_img/upload/files/Health_FullReport(1).pdf
https://doi.org/10.3389/fpls.2021.636709
https://doi.org/10.3389/fpls.2021.636709
https://doi.org/10.1016/j.molp.2020.11.019
https://doi.org/10.1016/j.molp.2020.11.019
https://doi.org/10.1038/nature20827
https://doi.org/10.1038/nature20827
https://doi.org/10.1007/s11625-018-0577-y
https://doi.org/10.1007/s11625-018-0577-y
https://www.legvalue.eu/media/1511/d31-report-on-legume-markets-in-the-eu.pdf
https://www.legvalue.eu/media/1511/d31-report-on-legume-markets-in-the-eu.pdf
https://doi.org/10.1007/s10722-008-9368-0
https://doi.org/10.1073/pnas.1313490111
https://doi.org/10.3389/fpls.2020.572319
https://doi.org/10.3389/fpls.2020.572319
https://doi.org/10.1038/s41598-017-15625-w
https://doi.org/10.1038/nbt.4273
https://doi.org/10.1038/nbt.4273
https://doi.org/10.1038/nprot.2017.145
https://doi.org/10.1038/nprot.2017.145
https://doi.org/10.1038/nature13776
https://doi.org/10.1038/nature13776


   | 17 of 19BAEKELANDT et al.

Lin, X. L., Baisley, J., Bier, A., Vora, D., & Holub, B. (2022). 
Transgenic canola oil improved blood omega- 3 profiles: 
A randomized, placebo- controlled trial in healthy adults. 
Frontiers in Nutrition, 9, 847114. https://doi.org/10.3389/
fnut.2022.847114

Liu, C., Zhong, Y., Qi, X., Chen, M., Liu, Z., Chen, C., Tian, X., Li, 
J., Jiao, Y., Wang, D., Wang, Y., Li, M., Xin, M., Liu, W., Jin, 
W., & Chen, S. (2019). Extension of the in vivo haploid in-
duction system from diploid maize to hexaploid wheat. Plant 
Biotechnology Journal, 18, 316– 318. https://doi.org/10.1111/
pbi.13218

Lombardi, M., De Gara, L., & Loreto, F. (2021). Determinants of 
root system architecture for future- ready, stress- resilient 
crops. Physiologia Plantarum, 172(4), 2090– 2097. https://doi.
org/10.1111/ppl.13439

López- Calcagno, P. E., Brown, K. L., Simkin, A. J., Fisk, S. J., Vialet- 
Chabrand, S., Lawson, T., & Raines, C. A. (2020). Stimulating 
photosynthetic processes increases productivity and water- use 
efficiency in the field. Nature Plants, 6(8), 1054– 1063. https://
doi.org/10.1038/s4147 7- 020- 0740- 1

Lowe, K., Wu, E., Wang, N., Hoerster, G., Hastings, C., Cho, M. J., 
Scelonge, C., Lenderts, B., Chamberlin, M., Cushatt, J., Wang, 
L., Ryan, L., Khan, T., Chow- Yiu, J., Hua, W., Yu, M., Banh, J., 
Bao, Z., Brink, K., … Gordon- Kamm, W. (2016). Morphogenic 
regulators Baby boom and Wuschel improve monocot transfor-
mation. Plant Cell, 28(9), 1998– 2015. https://doi.org/10.1105/
tpc.16.00124

Lynch, J. P., Mooney, S. J., Strock, C. F., & Schneider, H. M. (2022). 
Future roots for future soils. Plant, Cell & Environment, 45(3), 
620– 636. https://doi.org/10.1111/pce.14213

Marinho, G. S., Sørensen, A.- D. M., Safafar, H., Pedersen, A. H., & 
Holdt, S. L. (2019). Antioxidant content and activity of the sea-
weed Saccharina latissima: A seasonal perspective. Journal of 
Applied Phycology, 31(2), 1343– 1354. https://doi.org/10.1007/
s1081 1- 018- 1650- 8

Massawe, F., Mayes, S., & Cheng, A. (2016). Crop diversity: An unex-
ploited treasure trove for food security. Trends in Plant Science, 
21(5), 365– 368. https://doi.org/10.1016/j.tplan ts.2016.02.006

Meister, R., Rajani, M. S., Ruzicka, D., & Schachtman, D. P. (2014). 
Challenges of modifying root traits in crops for agricul-
ture. Trends in Plant Science, 19(12), 779– 788. https://doi.
org/10.1016/j.tplan ts.2014.08.005

Menz, J., Modrzejewski, D., Hartung, F., Wilhelm, R., & Sprink, 
T. (2020). Genome edited crops touch the market: A view 
on the global development and regulatory environment. 
Frontiers in Plant Science, 11, 586027. https://doi.org/10.3389/
fpls.2020.586027

Millet, E. J., Kruijer, W., Coupel- Ledru, A., Alvarez Prado, S., 
Cabrera- Bosquet, L., Lacube, S., Charcosset, A., Welcker, C., 
van Eeuwijk, F., & Tardieu, F. (2019). Genomic prediction 
of maize yield across European environmental conditions. 
Nature Genetics, 51(6), 952– 956. https://doi.org/10.1038/s4158 
8- 019- 0414- y

Modrzejewski, D., Hartung, F., Sprink, T., Krause, D., Kohl, C., 
Schiemann, J., & Wilhelm, R. (2018). What is the available 
evidence for the application of genome editing as a new tool 
for plant trait modification and the potential occurrence 
of associated off- target effects: A systematic map protocol. 
Environmental Evidence, 7(1), 18. https://doi.org/10.1186/s13 
75 0- 018- 0130- 6

Moussu, N. (2022). Europe rediscovers biogas in search for energy in-
dependence. https://www.eurac tiv.com/secti on/energ y/news/ 
europ e- redis cover s- bioga s- in- searc h- for- energ y- indep enden ce/

Muller, B., Guédon, Y., Passot, S., Lobet, G., Nacry, P., Pagès, L., 
Wissuwa, M., & Draye, X. (2019). Lateral roots: Random diver-
sity in adversity. Trends in Plant Science, 24(9), 810– 825. https://
doi.org/10.1016/j.tplan ts.2019.05.011

Muller, B., & Martre, P. (2019). Plant and crop simulation models: 
Powerful tools to link physiology, genetics, and phenomics. 
Journal of Experimental Botany, 70(9), 2339– 2344. https://doi.
org/10.1093/jxb/erz175

Muro- Villanueva, F., Mao, X. Y., & Chapple, C. (2019). Linking phen-
ylpropanoid metabolism, lignin deposition, and plant growth 
inhibition. Current Opinion in Biotechnology, 56, 202– 208. 
https://doi.org/10.1016/j.copbio.2018.12.008

Napier, J. A., Haslam, R. P., Tsalavouta, M., & Sayanova, O. (2019). 
The challenges of delivering genetically modified crops with 
nutritional enhancement traits. Nature Plants, 5(6), 563– 567. 
https://doi.org/10.1038/s4147 7- 019- 0430- z

Nayak, L., Panda, D., Dash, G. K., Lal, M. K., Swain, P., Baig, M. J., 
& Kumar, A. (2022). A chloroplast glycolate catabolic pathway 
bypassing the endogenous photorespiratory cycle enhances 
photosynthesis, biomass and yield in rice (Oryza sativa L.). 
Plant Science, 314, 111103. https://doi.org/10.1016/j.plant 
sci.2021.111103

Oladosu, Y., Rafii, M. Y., Samuel, C., Fatai, A., Magaji, U., Kareem, I., 
Kamarudin, Z. S., Muhammad, I., & Kolapo, K. (2019). Drought 
resistance in rice from conventional to molecular breeding: A 
review. International Journal of Molecular Sciences, 20(14), 
3519. https://doi.org/10.3390/ijms2 0143519

Onyango, C. M., Shibairo, S. I., Imungi, J. K., & Harbinson, J. 
(2008). The physico- chemical characteristics and some nu-
tritional values of vegetable amaranth sold in Nairobi- Kenya. 
Ecology of Food and Nutrition, 47(4), 382– 398. https://doi.
org/10.1080/03670 24080 2003926

Ortiz, R., Geleta, M., Gustafsson, C., Lager, I., Hofvander, P., 
Löfstedt, C., Cahoon, E. B., Minina, E., Bozhkov, P., & 
Stymne, S. (2020). Oil crops for the future. Current Opinion 
in Plant Biology, 56, 181– 189. https://doi.org/10.1016/j.
pbi.2019.12.003

Oyarce, P., De Meester, B., Fonseca, F., de Vries, L., Goeminne, G., 
Pallidis, A., De Rycke, R., Tsuji, Y., Li, Y., Van den Bosch, S., Sels, 
B., Ralph, J., Vanholme, R., & Boerjan, W. (2019). Introducing 
curcumin biosynthesis in Arabidopsis enhances lignocellulosic 
biomass processing. Nature Plants, 5(2), 225– 237. https://doi.
org/10.1038/s4147 7- 018- 0350- 3

Parisi, C., & Rodríguez- Cerezo, E. (2021). Current and future market 
applications of new genomic techniques. EUR 30589 EN, publi-
cations Office of the European Union, Luxembourg, 2021, ISBN 
978- 92- 76- 30206- 3, JRC123830, https://doi.org/10.2760/02472

Peng, B., Guan, K., Tang, J., Ainsworth, E. A., Asseng, S., Bernacchi, 
C. J., Cooper, M., Delucia, E. H., Elliott, J. W., Ewert, F., Grant, 
R. F., Gustafson, D. I., Hammer, G. L., Jin, Z., Jones, J. W., 
Kimm, H., Lawrence, D. M., Li, Y., Lombardozzi, D. L., … Zhou, 
W. (2020). Towards a multiscale crop modelling framework 
for climate change adaptation assessment. Nature Plants, 6(4), 
338– 348. https://doi.org/10.1038/s4147 7- 020- 0625- 3

Poore, J., & Nemecek, T. (2018). Reducing food's environmental im-
pacts through producers and consumers. Science, 360(6392), 
987– 992. https://doi.org/10.1126/scien ce.aaq0216

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.3389/fnut.2022.847114
https://doi.org/10.3389/fnut.2022.847114
https://doi.org/10.1111/pbi.13218
https://doi.org/10.1111/pbi.13218
https://doi.org/10.1111/ppl.13439
https://doi.org/10.1111/ppl.13439
https://doi.org/10.1038/s41477-020-0740-1
https://doi.org/10.1038/s41477-020-0740-1
https://doi.org/10.1105/tpc.16.00124
https://doi.org/10.1105/tpc.16.00124
https://doi.org/10.1111/pce.14213
https://doi.org/10.1007/s10811-018-1650-8
https://doi.org/10.1007/s10811-018-1650-8
https://doi.org/10.1016/j.tplants.2016.02.006
https://doi.org/10.1016/j.tplants.2014.08.005
https://doi.org/10.1016/j.tplants.2014.08.005
https://doi.org/10.3389/fpls.2020.586027
https://doi.org/10.3389/fpls.2020.586027
https://doi.org/10.1038/s41588-019-0414-y
https://doi.org/10.1038/s41588-019-0414-y
https://doi.org/10.1186/s13750-018-0130-6
https://doi.org/10.1186/s13750-018-0130-6
https://www.euractiv.com/section/energy/news/europe-rediscovers-biogas-in-search-for-energy-independence/
https://www.euractiv.com/section/energy/news/europe-rediscovers-biogas-in-search-for-energy-independence/
https://doi.org/10.1016/j.tplants.2019.05.011
https://doi.org/10.1016/j.tplants.2019.05.011
https://doi.org/10.1093/jxb/erz175
https://doi.org/10.1093/jxb/erz175
https://doi.org/10.1016/j.copbio.2018.12.008
https://doi.org/10.1038/s41477-019-0430-z
https://doi.org/10.1016/j.plantsci.2021.111103
https://doi.org/10.1016/j.plantsci.2021.111103
https://doi.org/10.3390/ijms20143519
https://doi.org/10.1080/03670240802003926
https://doi.org/10.1080/03670240802003926
https://doi.org/10.1016/j.pbi.2019.12.003
https://doi.org/10.1016/j.pbi.2019.12.003
https://doi.org/10.1038/s41477-018-0350-3
https://doi.org/10.1038/s41477-018-0350-3
https://doi.org/10.2760/02472
https://doi.org/10.1038/s41477-020-0625-3
https://doi.org/10.1126/science.aaq0216


18 of 19 |   BAEKELANDT et al.

Prescott- Allen, R., & Prescott- Allen, C. (1990). How many plants 
feed the world? Conservation Biology, 4(4), 365– 374. https://doi.
org/10.1111/j.1523- 1739.1990.tb003 10.x

Radulovich, R., Neori, A., Valderrama, D., Reddy, C. R. K., Cronin, 
H., & Forster, J. (2015). Farming of seaweeds. In B. Tiwari, & 
D. Troy (Eds.), Seaweed sustainability –  food and nonfood ap-
plications (pp. 27– 59). Academic Press. https://doi.org/10.1016/
B978- 0- 12- 41869 7- 2.00003 - 9

Ralph, J., Lapierre, C., & Boerjan, W. (2019). Lignin structure and 
its engineering. Current Opinion in Biotechnology, 56, 240– 249. 
https://doi.org/10.1016/j.copbio.2019.02.019

Ramstein, G. P., Jensen, S. E., & Buckler, E. S. (2019). Breaking the 
curse of dimensionality to identify causal variants in breeding 
4. Theoretical and Applied Genetics, 132(3), 559– 567. https://
doi.org/10.1007/s0012 2- 018- 3267- 3

Rastogi, A., & Shukla, S. (2013). Amaranth: A new millennium 
crop of nutraceutical values. Critical Reviews in Food Science 
and Nutrition, 53(2), 109– 125. https://doi.org/10.1080/10408 
398.2010.517876

Ray, D. K., Mueller, N. D., West, P. C., & Foley, J. A. (2013). Yield 
trends are insufficient to double global crop production by 
2050. PLoS One, 8(6), e66428. https://doi.org/10.1371/journ 
al.pone.0066428

Rosello, M., Serafini, M., Mignani, L., Finazzi, D., Giovannangeli, C., 
Mione, M. C., Concordet, J.- P., & Del Bene, F. (2022). Disease 
modeling by efficient genome editing using a near PAM- 
less base editor in vivo. Nature Communications, 13(1), 3435. 
https://doi.org/10.1038/s4146 7- 022- 31172 - z

Ross- Ibarra, J., Morrell, P. L., & Gaut, B. S. (2007). Plant domesti-
cation, a unique opportunity to identify the genetic basis of 
adaptation. Proceedings of the National Academy of Sciences 
of the United States of America, 104, 8641– 8648. https://doi.
org/10.1073/pnas.07006 43104

Roy, S. C., & Sharma, B. D. (2014). Assessment of genetic diversity 
in rice [Oryza sativa L.] germplasm based on agro- morphology 
traits and zinc- iron content for crop improvement. Physiology 
and Molecular Biology of Plants, 20(2), 209– 224. https://doi.
org/10.1007/s1229 8- 014- 0221- y

Scharff, L. B., Saltenis, V. L. R., Jensen, P. E., Baekelandt, A., 
Burgess, A. J., Burow, M., Ceriotti, A., Cohan, J. P., Geu- Flores, 
F., Halkier, B. A., Haslam, R. P., Inzé, D., Klein Lankhorst, R., 
Murchie, E. H., Napier, J. A., Nacry, P., Parry, M. A. J., Santino, 
A., Scarano, A., … Pribil, M. (2021). Prospects to improve the 
nutritional quality of crops. Food and Energy Security, 11, e327. 
https://doi.org/10.1002/fes3.327

Siddique, K. H. M., Li, X., & Gruber, K. (2021). Rediscovering Asia's 
forgotten crops to fight chronic and hidden hunger. Nature Plants, 
7(2), 116– 122. https://doi.org/10.1038/s4147 7- 021- 00850 - z

South, P. F., Cavanagh, A. P., Liu, H. W., & Ort, D. R. (2019). Synthetic 
glycolate metabolism pathways stimulate crop growth and pro-
ductivity in the field. Science Advances, 363(6422), eaat9077. 
https://doi.org/10.1126/scien ce.aat9077

Steinhagen, S., Enge, S., Larsson, K., Olsson, J., Nylund, G. M., Albers, 
E., Pavia, H., Undeland, I., & Toth, G. B. (2021). Sustainable 
large- scale aquaculture of the northern hemisphere sea lettuce, 
Ulva fenestrata, in an off- shore seafarm. Journal of Marine 
Science and Engineering, 9(6), 615. https://doi.org/10.3390/
jmse9 060615

Svitashev, S., Schwartz, C., Lenderts, B., Young, J. K., & Mark Cigan, 
A. (2016). Genome editing in maize directed by CRISPR- Cas9 

ribonucleoprotein complexes. Nature Communications, 7, 
13274. https://doi.org/10.1038/ncomm s13274

Swinnen, G., Goossens, A., & Pauwels, L. (2016). Lessons from 
domestication: Targeting cis- regulatory elements for crop im-
provement. Trends in Plant Science, 21(6), 506– 515. https://doi.
org/10.1016/j.tplan ts.2016.01.014

Tardieu, F., Cabrera- Bosquet, L., Pridmore, T., & Bennett, M. 
(2017). Plant phenomics, from sensors to knowledge. Current 
Biology, 27(15), R770– R783. https://doi.org/10.1016/j.
cub.2017.05.055

Torres- Tiji, Y., Fields, F. J., & Mayfield, S. P. (2020). Microalgae as a 
future food source. Biotechnology Advances, 41, 107536. https://
doi.org/10.1016/j.biote chadv.2020.107536

Van Acker, R., Vanholme, R., Storme, V., Mortimer, J. C., Dupree, 
P., & Boerjan, W. (2013). Lignin biosynthesis perturbations af-
fect secondary cell wall composition and saccharification yield 
in Arabidopsis thaliana. Biotechnology for Biofuels, 6(1), 46. 
https://doi.org/10.1186/1754- 6834- 6- 46

van Nocker, S., & Gardiner, S. E. (2014). Breeding better cultivars, 
faster: Applications of new technologies for the rapid deploy-
ment of superior horticultural tree crops. Horticulture Research, 
1, 14022. https://doi.org/10.1038/hortr es.2014.22

van Vliet, S., Kronberg, S. L., & Provenza, F. D. (2020). Plant- 
based meats, human health, and climate change. Frontiers 
in Sustainable Food Systems, 4, 128. https://doi.org/10.3389/
fsufs.2020.00128

Veillet, F., Perrot, L., Chauvin, L., Kermarrec, M.- P., Guyon- Debast, 
A., Chauvin, J.- E., Nogué, F., & Mazier, M. (2019). Transgene- 
free genome editing in tomato and potato plants using 
Agrobacterium- mediated delivery of a CRISPR/Cas9 cytidine 
base editor. International Journal of Molecular Sciences, 20(2), 
402. https://doi.org/10.3390/ijms2 0020402

Vives- Peris, V., López- Climent, M. F., Pérez- Clemente, R. M., & 
Gómez- Cadenas, A. (2020). Root involvement in plant re-
sponses to adverse environmental conditions. Agronomy, 10(7), 
942. https://doi.org/10.3390/agron omy10 070942

Voss- Fels, K. P., Cooper, M., & Hayes, B. J. (2019). Accelerating crop 
genetic gains with genomic selection. Theoretical and Applied 
Genetics, 132(3), 669– 686. https://doi.org/10.1007/s0012 
2- 018- 3270- 8

Watson, C. A., Reckling, M., Preissel, S., Bachinger, J., Bergkvist, 
G., Kuhlman, T., Lindström, K., Nemecek, T., Topp, C. F. E., 
Vanhatalo, A., Zander, P., Murphy- Bokern, D., & Stoddard, F. L. 
(2017). Grain legume production and use in European agricul-
tural systems. Advances in Agronomy, 144, 235– 303. https://doi.
org/10.1016/bs.agron.2017.03.003

Welcker, C., Spencer, N. A., Turc, O., Granato, I., Chapuis, R., Madur, 
D., Beauchene, K., Gouesnard, B., Draye, X., Palaffre, C., 
Lorgeou, J., Melkior, S., Guillaume, C., Presterl, T., Murigneux, 
A., Wisser, R. J., Millet, E. J., van Eeuwijk, F., Charcosset, A., & 
Tardieu, F. (2022). Physiological adaptive traits are a potential 
allele reservoir for maize genetic progress under challenging 
conditions. Nature Communications, 13(1), 3225. https://doi.
org/10.1038/s4146 7- 022- 30872 - w

Wilkerson, C. G., Mansfield, S. D., Lu, F., Withers, S., Park, J.- Y., 
Karlen, S. D., Gonzales- Vigil, E., Padmakshan, D., Unda, F., 
Rencoret, J., & Ralph, J. (2014). Monolignol ferulate transfer-
ase introduces chemically labile linkages into the lignin back-
bone. Science, 344(6179), 90– 93. https://doi.org/10.1126/scien 
ce.1250161

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1111/j.1523-1739.1990.tb00310.x
https://doi.org/10.1111/j.1523-1739.1990.tb00310.x
https://doi.org/10.1016/B978-0-12-418697-2.00003-9
https://doi.org/10.1016/B978-0-12-418697-2.00003-9
https://doi.org/10.1016/j.copbio.2019.02.019
https://doi.org/10.1007/s00122-018-3267-3
https://doi.org/10.1007/s00122-018-3267-3
https://doi.org/10.1080/10408398.2010.517876
https://doi.org/10.1080/10408398.2010.517876
https://doi.org/10.1371/journal.pone.0066428
https://doi.org/10.1371/journal.pone.0066428
https://doi.org/10.1038/s41467-022-31172-z
https://doi.org/10.1073/pnas.0700643104
https://doi.org/10.1073/pnas.0700643104
https://doi.org/10.1007/s12298-014-0221-y
https://doi.org/10.1007/s12298-014-0221-y
https://doi.org/10.1002/fes3.327
https://doi.org/10.1038/s41477-021-00850-z
https://doi.org/10.1126/science.aat9077
https://doi.org/10.3390/jmse9060615
https://doi.org/10.3390/jmse9060615
https://doi.org/10.1038/ncomms13274
https://doi.org/10.1016/j.tplants.2016.01.014
https://doi.org/10.1016/j.tplants.2016.01.014
https://doi.org/10.1016/j.cub.2017.05.055
https://doi.org/10.1016/j.cub.2017.05.055
https://doi.org/10.1016/j.biotechadv.2020.107536
https://doi.org/10.1016/j.biotechadv.2020.107536
https://doi.org/10.1186/1754-6834-6-46
https://doi.org/10.1038/hortres.2014.22
https://doi.org/10.3389/fsufs.2020.00128
https://doi.org/10.3389/fsufs.2020.00128
https://doi.org/10.3390/ijms20020402
https://doi.org/10.3390/agronomy10070942
https://doi.org/10.1007/s00122-018-3270-8
https://doi.org/10.1007/s00122-018-3270-8
https://doi.org/10.1016/bs.agron.2017.03.003
https://doi.org/10.1016/bs.agron.2017.03.003
https://doi.org/10.1038/s41467-022-30872-w
https://doi.org/10.1038/s41467-022-30872-w
https://doi.org/10.1126/science.1250161
https://doi.org/10.1126/science.1250161


   | 19 of 19BAEKELANDT et al.

Williams, J. T., & Haq, N. (2002). Global research on underutilized 
crops. An assessment of current activities and proposals for en-
hanced cooperation. ICUC. https://www.biove rsity inter natio 
nal.org/filea dmin/_migra ted/uploa ds/tx_news/Global_resea 
rch_on_under utili zed_crops_792.pdf

Yao, L., Zhang, Y., Liu, C., Liu, Y., Wang, Y., Liang, D., Liu, J., Sahoo, 
G., & Kelliher, T. (2018). OsMATL mutation induces haploid 
seed formation in indica rice. Nature Plants, 4(8), 530– 533. 
https://doi.org/10.1038/s4147 7- 018- 0193- y

Yin, K., Gao, C., & Qiu, J.- L. (2017). Progress and prospects in 
plant genome editing. Nature Plants, 3, 17107. https://doi.
org/10.1038/nplan ts.2017.107

Zander, P., Amjath- Babu, T. S., Preissel, S., Reckling, M., Bues, A., 
Schläfke, N., Kuhlman, T., Bachinger, J., Uthes, S., Stoddard, 
F., Murphy- Bokern, D., & Watson, C. (2016). Grain legume de-
cline and potential recovery in European agriculture: A review. 
Agronomy for Sustainable Development, 36(2), 26. https://doi.
org/10.1007/s1359 3- 016- 0365- y

Zhang, F., & Batley, J. (2020). Exploring the application of wild 
species for crop improvement in a changing climate. Current 
Opinion in Plant Biology, 56, 218– 222. https://doi.org/10.1016/j.
pbi.2019.12.013

Zhang, Y., Liang, Z., Zong, Y., Wang, Y., Liu, J., Chen, K., Qiu, J.- L., 
& Gao, C. (2016). Efficient and transgene- free genome edit-
ing in wheat through transient expression of CRISPR/Cas9 

DNA or RNA. Nature Communications, 7, 12617. https://doi.
org/10.1038/ncomm s12617

Zhang, Y., Malzahn, A. A., Sretenovic, S., & Qi, Y. (2019). The emerg-
ing and uncultivated potential of CRISPR technology in plant 
science. Nature Plants, 5(8), 778– 794. https://doi.org/10.1038/
s4147 7- 019- 0461- 5

Zsögön, A., Čermák, T., Naves, E. R., Notini, M. M., Edel, K. H., 
Weinl, S., Freschi, L., Voytas, D. F., Kudla, J., & Peres, L. E. P. 
(2018). De novo domestication of wild tomato using genome 
editing. Nature Biotechnology, 36, 1211– 1216. https://doi.org/ 
10.1038/nbt.4272

How to cite this article: Baekelandt, A., Saltenis, 
V. L. R., Nacry, P., Malyska, A., Cornelissen, M., 
Nanda, A. K., Nair, A., Rogowsky, P., Pauwels, L., 
Muller, B., Collén, J., Blomme, J., Pribil, M., 
Scharff, L. B., Davies, J., Wilhelm, R., Rolland, N., 
Harbinson, J., Boerjan, W. … Parry, M. A. J. (2023). 
Paving the way towards future- proofing our crops. 
Food and Energy Security, 00, e441. https://doi.
org/10.1002/fes3.441

 20483694, 0, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/fes3.441 by T

est, W
iley O

nline L
ibrary on [23/02/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://www.bioversityinternational.org/fileadmin/_migrated/uploads/tx_news/Global_research_on_underutilized_crops_792.pdf
https://www.bioversityinternational.org/fileadmin/_migrated/uploads/tx_news/Global_research_on_underutilized_crops_792.pdf
https://www.bioversityinternational.org/fileadmin/_migrated/uploads/tx_news/Global_research_on_underutilized_crops_792.pdf
https://doi.org/10.1038/s41477-018-0193-y
https://doi.org/10.1038/nplants.2017.107
https://doi.org/10.1038/nplants.2017.107
https://doi.org/10.1007/s13593-016-0365-y
https://doi.org/10.1007/s13593-016-0365-y
https://doi.org/10.1016/j.pbi.2019.12.013
https://doi.org/10.1016/j.pbi.2019.12.013
https://doi.org/10.1038/ncomms12617
https://doi.org/10.1038/ncomms12617
https://doi.org/10.1038/s41477-019-0461-5
https://doi.org/10.1038/s41477-019-0461-5
https://doi.org/10.1038/nbt.4272
https://doi.org/10.1038/nbt.4272
https://doi.org/10.1002/fes3.441
https://doi.org/10.1002/fes3.441

	Paving the way towards future-­proofing our crops
	Abstract
	1|INTRODUCTION
	2|FUTURE WORLD SCENARIOS AND HOW TO PRIORITIZE FUTURE PLANT RESEARCH
	2.1|Future learning scenario ‘Bio-­innovation’
	2.2|Future learning scenario ‘My Choice’
	2.3|Future learning scenario ‘Food Emergency’
	2.4|Future learning scenario ‘REJECTech’

	3|OPTIMIZING BREEDING AND GENETIC ENGINEERING METHODS TO INCREASE CROP PRODUCTIVITY
	4|THE POTENTIAL OF NOVEL AND UNDERUTILIZED TERRESTRIAL AND MARINE PLANT SPECIES
	4.1|De novo domestication of wild crop species
	4.2|Underutilized terrestrial species
	4.3|The potential of marine species

	5|CONCLUDING REMARKS AND FUTURE OUTLOOK
	ACKNO​WLE​DGE​MENTS
	CONFLICT OF INTEREST
	DATA AVAILABILITY STATEMENT

	REFERENCES


