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Abstract Breeding 4.0 represents a revolutionary approach in plant breeding through the integration of genetic information and
editing techniques. By combining genetic and genomic information, Breeding 4.0 introduces highly precise gene-based selection and
gene editing technologies to enhance breeding efficiency and accuracy. This transformative breeding approach accelerates the

improvement and optimization of crop varieties to meet the growing agricultural demands and challenges of sustainability. This paper
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summarizes the technical and methodological advancements in Breeding 4.0, including the development of genomic prediction and
genomic selection, the application of high-throughput phenotyping, and the utilization of artificial intelligence and machine learning.
The applications and benefits of Breeding 4.0 are evident, including examples and advantages of genetically modified breeding and
gene editing, as well as its contributions to sustainable agricultural development. However, Breeding 4.0 also faces considerations of
ethical, legal, and societ al., issues, as well as technical and methodological challenges. Undoubtedly, Breeding 4.0 represents the
forefront and future direction of modern breeding, laying the foundation for achieving higher-level breeding goals.

Keywords Breeding 4.0; Genetic information; Gene-based selection; Gene editing; Sustainable agricultural development

Breeding has always been a key area in agricultural development, continuously driving the improvement and
enhancement of crops. With the progress of science and technology and the deepening of genomic research,
breeding has undergone several stages of evolution. Breeding 4.0, as the latest stage of breeding revolution,
revolves around the genetic information integration and editing, ushering in a new era of breeding (Wallace et al.,
2018).

B — B LRAE AR K AR, ABHESIEFMI R 55t R . BEE R A BORAGRED R R 4 2
WHRERIRN, BMEAN T2 A BB M 4.0 VRS mb B, DLBL (5 BAE BN 9 4R
Nz, BT — A28 E R A (Wallace et al., 2018).

The core concept of Breeding 4.0 is to apply the genetic information integration and editing in the breeding
process. By integrating and analyzing large-scale genetic data, such as genome sequencing and big data analysis,
breeders can more accurately understand the genetic background and trait expression of crops, guiding the
determination of breeding goals and the selection process. Additionally, the emergence of gene editing technology
allows breeders to directly edit the genome of crops, precisely altering target traits and accelerating the breeding
process.

B 4.0 OS2 B (5 BRSO g BN T B Mol R o 85 B A A B A Y 8 A% s
ARk RTZEL I Py MO K 70 b, B A wT DUEE e I 1 R IR B A SONMPRIRERAE, NI 5 & A B AR
B AR AT o IR, JEDR 4B B A H L1 B Al REDS ELRR W ARAE I RO AL, RSBt e H AR
PER, s & AR .

Under the guidance of Breeding 4.0, transgenic breeding has become an important application area. By
introducing exogenous genes or regulating the expression of endogenous genes, transgenic breeding can confer
traits such as disease resistance and stress tolerance to crops, enhancing crop yield and quality. Simultaneously,
the rapid development of gene editing technology provides breeders with more precise and efficient tools. This
allows for precise modifications at target gene loci, achieving more accurate and fine-tuned crop improvements.
M 4.0 B5I90T, FEEERE MRS — A EEZNR UK. 8 51N S R 72 PRI R 3R A,
IR B AT LUK TAEsOE . TS PE S RAE, R PR B A T, R, PRI R HOR A PR o Jie
WONE MR 7T . R TR, 45 AT LR H ARdk R AL fd_ESEAT RS A A 2, SEB0 BE HE I ATA 41
FITEI R -

This study will focus on exploring the technologies and methods, applications and benefits, as well as the
challenges and future prospects of Breeding 4.0. Through in-depth research on the development of Breeding 4.0,
we aim to better understand the significance and impact of this breeding revolution stage, contributing to
sustainable agricultural development and food security.

AH TR R B A 4.0 BIECRMIT % REAIAI R et DA KT i AR AR AR R A 5t L R A IE T 6
4.0 BYR N, FRATTRE B0 L by PR IX — A i B B R SO SN, AR OY AT R S R R MR £ 22 A At TR

1 Technologies and Methods of Breeding 4.0

1.1 Genetic information integration

The core of Breeding 4.0 lies in the integration of genetic information. By consolidating large-scale genetic data,
such as genome sequencing, phenotype data, and environmental information, breeders can obtain comprehensive
and accurate genetic backgrounds and trait expression, guiding the formulation of breeding strategies and the
selection process. This integration of genetic information utilizes advanced genomics and data analysis
technologies, such as genome-wide association study, expression profiling analysis, and machine learning
algorithms, to comprehensively understand the genetic characteristics and potential trait expression of crops.
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In terms of genome-wide association study, the study “Genome Wide Association Study of Seedling and Adult
Plant Leaf Rust Resistance in Elite Spring Wheat Breeding Lines” (PLoS One, 2016) applied the GWAS method
to identify resistance genes or QTLs for leaf rust resistance in wheat. A total of 46 QTLs were identified, with
approximately 20-30 contributing to field resistance to varying extents (Gao et al., 2016). Similarly, in the study
“Genome-wide Association Study of Plant Architecture and Disease Resistance in Coffea canephora” (Euphytica,
2022), a genome-wide association analysis was conducted on plant architecture and disease resistance in Coffea
canephora (de Faria Silva et al., 2022).

T 4= 3L R H S B /3 BT 75 T » Genome Wide Association Study of Seedling and Adult Plant Leaf Rust Resistance in
Elite Spring Wheat Breeding Lines, (PLoS One, 2016)iX i 75 % FH GWAS 77 72K R /N 22 045 95 1 i 4
R BE QTLs, FLIRHIH 46 4> QTLs, M%) 20-30 ANEARFFLE _Evtwk 7 HIE$E(Gao et al., 2016). [F
F£ #1, Genome-wide association study of plant architecture and diseases resistance in Coffea canephora
(Euphytica, 2022), 1Mt FER BMERS (Coffea canephora) WIFE YIRS AN IR BLPEREAT 1 4% 2 BRI 4 SCBRAIT 72
(de Faria Silva et al., 2022).

In terms of expression profiling analysis, the study “Large-scale Transcriptional Profiling of Lignified Tissues in
Tectona grandis” (BMC Plant Biol., 2015) conducted extensive transcriptome analysis of lignified tissues in teak
(Tectona grandis), exploring expression differences across various developmental stages and transcription factors
that potentially regulate lignin biosynthesis (Galeano et al., 2015). Similarly, the study “Genetic and Molecular
Bases of Cucumber (Cucumis sativus L.) Sex Determination” (Mol. Breeding, 2019) delved into the genetic and
molecular basis of sex determination in cucumber (Cucumis sativus L.), utilizing various methods including
transcriptome analysis (Pawelkowicz et al., 2019).

TE R IL 1 /3T 751 » Large-scale transcriptional profiling of lignified tissues in Tectona grandis (BMC Plant Biol.,
2015), ZIHF FER MM A (Tectona grandis) R AL HZUHAT 7 KRB FH o dlr, R TARK G B ®R
I8 72 5 A0 AT B8 48 K 2 AW B R ¥ 3¢ [T (Galeano et al., 2015) . Genetic and molecular bases of
cucumber (Cucumis sativus L.) sex determination (Mol. Breeding, 2019), 1ZIUHF 5 R 1T T 5 JN(Cucumis sativus

LO)VEA R 5E IR AN 73 5B, E0 A8 AL 0 78 N 1K) 2 Fh 5 i (Pawetkowicz et al., 2019).

The application of machine learning algorithms in plant breeding has made significant progress. These algorithms
can handle and analyze large-scale plant genotype and phenotype datasets, discovering meaningful patterns and
thus driving the development of plant science and breeding. Technological advancements have enabled machine
learning to play a crucial role in the analysis of various aspects (from biochemistry to yield) of plant phenotypes
(van Dijk et al., 2021). Particularly in the field of image analysis, the application of deep learning technology,
such as image segmentation, effectively reduces noise and bias, enhancing the accuracy of data analysis.
Additionally, machine learning technology has shown tremendous potential in understanding the interactions and
evolutionary patterns between plants and herbivores (Soltis et al., 2020).

WL~ I EEAE R & M b B R AT 1R BOHED o IR SX RE 6 AL BER 73 B KRS F) A A7 i PR 1Y
MFREHEE, KIAE OB, WHESIEY R M E MR . BOREDER L2 IR
(1) 22/ JZ TH (AR ARG 0 77 5 IR 23 B b R 45 DG 8 FH (van Dijk et al., 2021). R¢ @& £ BUE o A s T, 85 3
JE2SIRIN A, R B, AT R DR w2, AR SR TR . BRAh, HLER Y S BORAERE
R 5 B ) 2 18] AR AR ELAE P A EE A AR 5 T 4 87 HY UK 73 (Sollts et al., 2020).

Furthermore, machine learning technologies have demonstrated their importance in handling high-dimensional
multi-omics data, inferring gene regulatory networks, conducting correlation analysis of multi-omics data, and
gene discovery. Modern machine learning technologies such as supervised learning, semi-supervised learning,
unsupervised learning, and deep learning have been all applied in basic research in botany. In areas like plant
phenomics, whole-genome selection-assisted breeding, genotype-to-phenotype prediction, and modeling the
interaction between genotype and environment, machine learning technologies have also shown tremendous
potential for application (Yan and Wang, 2022).
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P07 R s L B B o) L R E R S) L ARME S IR S S S B ES 22 ST BOR, AfE A
Yora Bt Fe rh R 2 7N o AR YA A AR B A AL B DRI R AR IR LUK R R
PRI AR AR AU, HLAS 2 ST HOR FRE B e EOK (B2 % 7 (Yan and Wang, 2022).

1.2 Genome editing

Genome editing is another key technology in Breeding 4.0 (Xu et al., 2019). Through genome editing tools such
as the CRISPR-Cas9 system, breeders can directly modify specific loci in the crop genome, achieving precise
changes to target traits. Genome editing technology is characterized by its efficiency, precision, and repeatability,
enabling effective modifications of single or multiple genes. This provides greater flexibility and accuracy in crop
improvement.

1.2 R H g5

FERH T M 4.0 TR — DR ARXu et al., 2019). @i FE K %4 T E., U1 CRISPR-Cas9 £%4t,
BRG] L E S e e 3L R A b i e A, SEBLXT B AR MR RS A A . LR gmiERR B k. K
B AN o] R R A, 1T DU RO S B R R B 22 B DR B e, AR e R AR AL 1 B ORI R s VR AT AER P

Bortesi and Fischer (2015) described CRISPR/Cas9 as a tool for specific double-strand DNA breaks, comparing it
with other genome editing platforms such as ZFNs and TALENs. They emphasized its application and potential
future development in plant breeding.

Bortesi Ml Fischer (2015)fii& T CRISPR/Cas9 £ — > T-4R¢ & XUFE DNA Wi i) TR, J5 HoAth 5= D5 26 2
§F £3101 ZFNs FI TALENs JE47 7 Eo. T3 7 HC2E R0 75 o (1 FE AV E 1 R R

Schaeffer and Nakata (2015) discussed the evolution of CRISPR/Cas9 from conceptual validation studies to
applications in crop trait improvement, highlighting the need for crop-specific vectors and transformation
protocols.

Schaeffer il Nakata (2015)i1 /~ CRISPR/Cas9 MMEZIGUEWT 78 BIAEP) PR S0 R S 78 A%, 51 1 /R4
SERRARFIFEAL PP 7 2R

Xu et al. (2015) described the use of CRISPR/Cas9-mediated genome editing in rice, focusing on the modification
of genetic and “non-transgenic” target genomes.

Xu S5 AN 2015)f38 1 AEKFEH A CRISPR/Cas9 /i S E R H G, B i AE TR AL A0 “ Joie RE IR 7 H bRt
ESEAERIDY TS

Ding et al. (2016) provided insights into the latest developments and applications of CRISPR/Cas9 in plant
research, discussing the establishment of gene knockout in various plant species and how it can be used for
specific mutation/integration and transcriptional control of target genes.

Ding %5 A\ (2016)#&fft 1 CRISPR/Cas9 #E KR 78 1A f5e itk AT LT (0 ILA#E, 1338 1 A2 S M o i o i
A7 PRI R BRI 0 LA G ] FH 3 4R S 1 R AR R s 2 R ) e e

Together, these studies demonstrate the revolutionary impact of the CRISPR-Cas9 system in plant breeding,
providing new approaches for genome editing and trait improvement.

KR FUSL[F] 7R 1 CRISPR-Cas9 R GUAEAEY) B Flv () 5 i MER M, D2 DR 20 g A ANV IR b SR 14 1 3 1)
Jii%

1.3 High-throughput phenotypic analysis

High-throughput phenotypic analysis is one of the key methods in Breeding 4.0. By utilizing advanced sensor
technology, imaging technology, and automated systems, breeders can efficiently measure and analyze multiple
traits of crops, including growth characteristics, physiological indicators, and yield-related traits. High-throughput
phenotypic analysis provides high-resolution and large-scale trait data, offering breeders a more accurate basis for
crop evaluation and selection.

1.3 RERRE ST

FIEERM N EM 4.0 PRREINELZ — WA e BEREHR . B EARM A RS, B
T v DA Ot A A R B 2 AR, B AEKRHE . AR BB R A BAROCHEIR . il R AL A
M T R R A IR B, VBB IR O 1 HET VR DAl AT R AR
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Early research in high-throughput phenotypic analysis laid the foundational theoretical and technical support for
modern plant breeding, driving the development of this field. The molecular technology development in plant
breeding, such as the application of RAPDs and microsatellite markers, provided new methods, especially in DNA
separation, gene amplification, and data processing automation (Rafalski and Tingey, 1993).

LI ol R T SO RN B MRt 1 BRI R BRI EOR SCRE, HEE) 1 I — U A .
WFE B R 7> T EOR KR, 4 RAPDs A RSN, WY& Rt 17 ¥ %, JUHZ/E DNA
I3 HEPRUBORRI ¥ 4 BE H 3h 446 77 1 (Rafalski and Tingey, 1993).

Utilizing genomic strategies has accelerated gene discovery, and combining high-throughput transformation
processes with automated analysis methods has provided new avenues for improving plant quality (Mazur et al.,
1999). Comparative genomics research has advanced the adaptability of plants to stress, particularly by using
high-throughput phenotypic analysis techniques, laying the foundation for the effectiveness of engineering
strategies (Cushman and Bohnert, 2000).

FI R DR A0 2 SR I 7 HE BRI, 4G mnd R AR AR AN E Bk o M 7, R o e R A TR
A2 (Mazur et al., 1999). HLALHE R 2 27 0F U AL B2 i AL VD O0S 0855 1) 3 A D TR 8, e R M T ey i 3R
B MrEOR, N TRESRIE A R kiRt 1 B4l (Cushman and Bohnert, 2000).

The development of DNA sequencing technology, especially the study of the global pattern of gene expression,
has brought a revolutionary transformation in plant biology, holding significant importance in the field of plant
breeding (Harmer and Kay, 2000).

DNA MFHEARKIKIE, JHRER RIS, NEAEY Rk T E ot R s, XIEEY
B R A A % B 2R Y (Harmer and Kay, 2000) .

1.4 Data analysis and artificial intelligence

Breeding 4.0 utilizes data analysis and artificial intelligence to process and interpret large-scale genetic and
phenotypic data. By applying machine learning, deep learning, and statistical models, breeders can extract
valuable information from massive datasets, identify crucial genetic factors and trait associations, and predict the
breeding potential of crops. The technologies of data analysis and artificial intelligence play a crucial role in
decision-making and strategy formulation of breeding, enhancing breeding efficiency and accuracy.

L4 BEE ST A TE R

B 4.0 A B R 70 A AN R BE AT iR A BT g e KRR (R a8t AR R it . Il LA 22 30 L IR
FEESIMGETHEERY, A mT DL B B0 s 3R A RS R, U0 B A R RPACIR OGER I 79
DAEIEE R 77 Bl 2 A AN T RE I BORAE 7 R0 R SN SR ) 52 il ER B MR, IR T A
Tolt 280 3R FURE A6 B

Early plant breeding research primarily relied on traditional methods but gradually started incorporating statistical
models and computational approaches to optimize the breeding process and gain deeper insights into the
characteristics of different varieties. Donald (1968) proposed a plant breeding approach based on model features
in his paper “Breeding for Ideotypes of Crop Plants”, where these features influence photosynthesis, growth, and
(in cereals) grain production. Shorter et al. (1991) investigated the role of breeding, physiology, and models in
assessing the adaptation of plant genotypes to target environments. Smith et al. (1997) explored how models and
statistical methods could be used to evaluate different varieties’ responses to biological control agents, thereby
improving the effectiveness of biological control. Goldman (1999) discussed the method of using Wisconsin
Fast-growing Plants in a cycle selection process, which holds significance for education and research.

IR E R £ T G070k, (BB SNSRI BOE R B R e, IR
NHEATE S AR . Donald (1968)fEHAESC (MEMIELAEAYMIE FP) FhaRH 1 —Fh gk TRARURAE A9 HE )
BRI, RERIEEEDCEE . A RMEES )R . Shorter FE(1991)WFFT T B A, A B2 AN
BRI LE VAt R ) 25 DR R0 B AR A S50 244 777 THT VR F - Smiith 25 (1997)#R 1) 1 Al ik SR A G vt J7 ik 1F Ak
AN TR] it AR A A4 f) R B N, A TD 50 AR P A O Rk . Goldman (1999) 118 17 A5 Bt e < PR i e
VBT IR IE AR E, XX T 30E M 7 B R

With the rapid development of data analysis and artificial intelligence, significant progress has been made in
applying these technologies in the field of plant breeding. Khan et al. (2022) discussed how Al is reshaping
modern crop breeding by integrating “omics” approaches to better understand crops’ responses to environmental
stress. They emphasized the role of Al in high-throughput phenotypic analysis and gene function analysis,
highlighting how it improves the accuracy of crop phenotype, genotype, and environmental data. Hilli (2022)
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emphasized the application of ground and aerial platforms, as well as sensors, in characterizing crop phenotypes
under different stress factors. The paper discussed how Al-based technologies enhance traditional breeding
programs to meet the growing demands of agriculture. Xing et al. (2022) focused on the role of Al and computer
vision (CV) in enhancing phenotype feature analysis in soybean breeding. They discussed how CV provides a
high-resolution, cost-effective method for analyzing crop phenotypes, which is crucial for designing breeding
programs.

Wt A 2t 7 A AN N 2 e R IR e, N B 0 A A0 N T BEAE AR B R USAS 1 B ORHERE, Khan
(2022)01 18 T AT AT E B BACED B M, WG A7 J7 R I MR R P R D SO
AT AL 72 Sl B R R A AL R D RE 7 B o AR D, AR E I S s R AL . i DR U A3 5 B 4
PE A AERATE . Hilli (2022)53 38 1 Hu i A4S v & KA SRR RACA F S R R R IR . R85
BHE TR T AT MIH AR DTSRG Rt R 23K sk . Xing 5(2022) 57 T AT Rt
BN (CV)FETR m K B A R AR AE D M 5 T R R o AATT0HE 1 CV iRt —Fm e . A
R ITER I HTER A, X0 it B iR R

Sagan et al. (2022) proposed a data-driven approach for calibrating hyperspectral big data, which is crucial for
high-throughput plant phenotypic analysis and breeding. Their work focuses on the automated calibration
workflow for near-ground hyperspectral data.

Sagan 5(2022)#& 1 | —FPECE RSN 77 i%, H T RHESDGIE KB, X0 T s B R B R E Rl 2
KRB AT AR 2T e v s o AR 1) B SR HE AR R

By comprehensively utilizing genetic information integrating, genome editing, high-throughput phenotypic
analysis, and data analysis technologies, Breeding 4.0 provides breeders with more powerful and efficient tools
and methods. This accelerates the process of crop improvement, achieving more precise and sustainable breeding
goals.

2R s B E BRI, RN, milER SR TR, B 4.0 NEMERME T
SRR SR LA %, I TR R AOHERE, SEBL T SRS AT RS A E A E AR

2 Innovations and Advances in Breeding 4.0

2.1 Development of genomic prediction and genomic selection

An important innovation in Breeding 4.0 is the development of genomic prediction and genomic selection.
Genomic prediction utilizes genomic and phenotypic data to forecast the genetic value and expression of traits in
individual crops. By establishing prediction models, breeders can rapidly and accurately assess the genetic
potential of a large number of crop individuals, thereby making better selections for superior varieties. Genomic
selection, on the other hand, employs genomic data to guide the breeding selection process. Through genomic
selection, breeders can directly choose individuals within the genome that possess the desired traits, accelerating
the breeding process and improving selection efficiency.

2 B 4.0 BIRIFTASE R

2.1 H R A A A R A i R R R

B 4.0 f)— A EEE G ik DR A T AN ik DR A8 6 P o o kDR ZEL 9000 ) P ik AT 41 A0 A 2 7R et R i
MAEIA AR B IBALAN B AR IE TG DL o R S AR, 8 ] DUBRd o i o PP A KR AR A 1Y
WALV 7, NI FE S A 3000 R ol o 58 AT 2L 39 96 U R P 22 DR A Bt ok 3 BRI R S . I8 I 3 K]
ik, HME R DLEBGE AL R P BAA T RIERIAE, AR 7 aMaiRE, S IR

Recent studies indicate that significant progress and applications of genomic prediction and genomic selection in
the field of plant breeding. Buntaran et al. (2022) utilized simulations to assess the response to genomic selection,
emphasizing the necessity of selecting entries in plant breeding projects to maximize the genetic gains for the
traits of interest. They highlighted the role of genomic prediction in improving prediction accuracy and
accelerating the breeding cycle.

BT I FTRR B, S DRI ZH FU A1 5 DR A 08 6 A AR 6 A A 6 25 32 R ASZFH - Buntaran 55(2022 4) F)
PSSR PP AL o] S R L e B g Wi S, 5 7 AE AR B A0 H Pk 2% H USROS R PR R348 2 1) 75
o AR SR 5 R DR A T AR S SR R ff A A R R 7 TR AR

Montesinos-Lopez et al. (2022a) demonstrated that using incomplete block designs for series allocation in
genomic selection can improve predictions in plant breeding. Compared to random allocation, this method
performs better, enhancing the efficiency of resource optimization in breeding programs.
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Montesinos-Lopez %5(2022a) &7 | £ 5= [ A1 B 48 FH AN 584 XA WA T S 91 73 e mT DA SGEAEY) & e
PRI . SBEALBCAHEL, AR OTVERILEE LY, G0 1 F MRt SRR AR

Weil} et al. (2022) explored phenotype selection in maize, and used near-infrared spectroscopy data for prediction.
They found that phenotype prediction was minimally influenced by population structure, especially when dealing
with diverse germplasm, making it a promising tool in practical breeding.

WeilBS5E(2022) %R 1 1 TOKHIR AL, AL ZLAD I B BT 1 . AR B, RTINS HEAR S5 57
WAL, R R fEAL B Z R A BTN, TR SR B M — AR ER T A,

Montesinos-Lopez et al. (2022b) compared gradient boosting machines and Bayesian threshold BLUP for
genomic prediction of categorical traits in wheat breeding. They found that gradient boosting machines generally
outperform Bayesian models, indicating the need for further research on this approach in the context of genomic
selection.

Montesinos-Lopez 55(2022b) HL #5456 B 2 T HLA DU-307 B BLUP F /N2 & b o ik [R] 20 Rl 1 73 SRR
T o ABATTAIL, BEREESRTHHLE & L DU ST R R DL i, IX R WY 75 A B PRI A e 37 3 T 0 X A 5 %2t
(L E L

Feldmann et al. (2022) discussed the impact of different methods for calculating genomic relationship matrices on
genomic variance and heritability estimates, proposing a novel matrix that produces accurate estimates in both
plants and animals.

Feldmann £5(2022)10 18 1 1+ SR R4 5¢ R K B A [F) 75 0ons B R 20 07 72 A% g il i seme, $2 iy 1 —#
FERE AN b e 7 AL HER Al v BB AR R

These studies represent a sample of innovative research in the field of genomic prediction and selection in plant
breeding, showcasing various approaches and their impact on improving breeding programs.

LRI FUARER 1 AEAEA) 6 o ) ik DR A TU0 R a2 6 0 IR AE REAT I RURTIE FT ) — A, JoR 1 & M7 ik
O et & AR 2 .

2.2 Application of high-throughput phenotyping

In Breeding 4.0, there have been significant advancements in the application of high-throughput phenotyping.
High-throughput phenotyping utilizes advanced sensor technology, imaging technology, and automated systems to
efficiently measure multiple traits of crops. Through large-scale, high-resolution trait data, breeders can gain a
more accurate understanding of the phenotypic characteristics of crops, guiding breeding decisions and strategy
formulation. The application of high-throughput phenotyping makes crop assessment more comprehensive and
accurate, accelerating the screening and promotion of superior varieties.

2.2 HIERRAP ERINA

FEEM 4.0, milERANE KN ARG 7 B2, Sl RN e AL RS BOR . g
FARF A B R Gk RGN EAEY N 2 AR 8 KRR & HER MR B, & Fh s n] DL kA
T EAED R AR AR, TR S B AR SR SRS A 5 o Ry R AL 5E 1 N AE A A E DAl BE N 4T
AER, JFINER 1R R A R SR AHE)

Recent research indicated that in the field of plant breeding, High-throughput phenotyping (HTP) technology is
rapidly advancing, particularly in the high-throughput phenotyping of canopy-based traits for major crops in field
environments. Here are some key findings:

BOEHIRE RN, EHY)E RO, il E R E HTP)BOR IEFERGE K &, 42 7 H ) PR B b 32
TR TE 2 TR R sl BRI E o DA — S S B I

Kuroki et al. (2022) developed a ground-based high-throughput phenotyping rover for use in size-limited breeding
fields. This rover is suitable for small-scale breeding fields commonly found in Japan and other Asian countries.
The device, an open-source hardware, can be constructed at a low cost, effectively improving phenotyping
efficiency.

Kuroki £5(2022) N7E RS A BRI E M, JFR 1 — Mk Tt 5 il 2 R R e @A, & H T HoA
AR A I R 2 LB /S RIS 7 B 3, B0 R TR, RS B AT R, A R R R E R

To enhance the phenotyping efficiency of small plants, Wu et al. (2022) developed a miniaturized phenotyping
platform, MVS-Pheno V2, based on multi-view stereo 3D reconstruction. This platform is suitable for low-stature
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plants, particularly in breeding and management research related to canopy structure.
N T SRR NIRRT E R, Wu S8(2022) 1K 1 — Fik - 2 MU 32K 3D iR AR A N 5E T
3 MVS-Pheno V2, &M TARAMARY), Fenlid T ST 45 H A 5C i) & FoAn g BT 7.

Combining high-throughput phenotyping with spatial dependency analysis, Jang et al. (2023) demonstrated its
potential application in revealing hidden heterogeneity in breeding fields, which could be valuable for precision
agriculture in field management.

Jang %5(2023 )4 =y 18 & R AU E 5 23 (A O 73 BT R 4, TR B M EE b o R RSO TR, X RS AR
H Y FH 3 A B TR AE S A

Tayade et al. (2022) employed spectral index analysis methods by using various vegetation indices, combined
with artificial intelligence and various remote sensing applications. This provides essential tools for
high-throughput phenotyping in precision agriculture.

Tayade 55(2022)K 1] & A i fi5 KD GBS HO M 7705, Sa N TR e 2 Mg BN, ks Rl i)
el E R E S T T A

These studies indicate the rapid development of high-throughput phenotyping technology in the field of plant
breeding, particularly in crop phenotyping under field conditions. These technologies not only enhance the
efficiency of collecting phenotypic data but also provide more accurate data support for breeding programs.
XEERT RN, el R Y I TE BORAEAE ) & b U B I e, R 2 7 H R S5 T BV 3 Y
Mg o XSGR R T RMBIR R WCERE, N EMREFF RO 7 R R S

2.3 Application of artificial intelligence and machine learning in Breeding 4.0

Another innovation in Breeding 4.0 is the application of artificial intelligence (Al) and machine learning (ML) in
breeding. By employing Al and ML methods, breeders can handle and interpret large-scale genetic and phenotypic
data, discovering hidden patterns and correlations. Algorithms of Al and ML can learn from massive datasets and
predict the breeding potential of crops, suggesting optimal selection strategies. This data-driven approach provides
more accurate and intelligent support for breeding decisions, fostering improvement and innovation in crop
varieties.

2.3 NTHEBEAHLSEIEET R 4.0 PHINAH

ARl 4.0 (57— R N TR REAMPLES S IE T RPN 8N A TERAILESEIN % §
Foft 25 A DA FEURT AR KOS 8 A AN SR AR A, R BBk AR R ORI . N TR AL a7 > i) B ik g g
MR EE 23], FFRIE RS R T M s g 307 58 XM Bl SR 3 1 759208 B A oS R 1
HERf . SR REN SR, et TR AT K SR AT BT .

The latest literature showcases the recent applications and advancements of artificial intelligence and machine
learning in the field of plant breeding. These studies not only encompass genome selection and phenotype analysis
but also involve the investigation of traits in various crops, demonstrating the significant role of artificial
intelligence and machine learning in modern plant breeding.

BT ISR s 1 N T REAIHL A% 2 S AE AR B A A S5 L AL JiE o SR SEAIT FEANMNIS 2 17 2k (R 4H ik
PRIy, IS T 2RV RORF AT 7T, o N TR REAILES 2 S AE AR & M b i B 2R A .

The study “Machine Learning Applied to the Search for Nonlinear Features in Breeding Populations” indicated
that deep learning methods can better identify differences between positive alleles and genetic backgrounds. By
employing machine learning methods, the understanding of non-linear interactions in plant breeding datasets is
enhanced, leading to improved prediction accuracy, significant reduction in computation time, and enhanced
detection of important alleles related to qualitative or quantitative traits (Gabur et al., 2022).

Machine Learning Applied to the Search for Nonlinear Features in Breeding Populations, 70 E7~, IRE2:>]
5 fe T G VR TE P S AT R DR S B AR T S DXl . RIS 57 20 T, 4 1A B P SR R Lt =
HAEFIRREAR, SRTH AR, KRR TN ], SRS 1 R E I BUE R AR A E AR P A
Wl(Gabur et al., 2022).

The study “Machine Learning and Ensemble Learning for Transcriptome Data: Principles and Advances” delved
into the latest machine learning studies on ensemble learning, RNA-seq technology, and plant genomics and
transcriptome analysis. The study has shown that ensemble learning frameworks perform well in machine learning,
outperforming traditional statistical methods, and have wide applications in plant attribute classification, gene
importance assessment, and molecular breeding. (Wang et al., 2022).
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Machine Learning and Ensemble Learning for Transcriptome Data: Principles and Advances, %I 7T R AT 12
TEERE 2] RNA-seq SOARFIHE )L BRI 20 5 # s L A K BB L e 52 ST AT 7S, W e R W AR By S HEZRAE L
ar i SRR, AR TAR GG Tk, AR IR PR 28 R S EAE TR A ANy T B A R A T2 B - (Wang
et al., 2022).

The study “Traits Expansion and Storage of Soybean Phenotypic Data in Computer Vision-Based Test”, based on
computer vision (CV) technology, collected phenotypic data of soybeans, and expanded four trait types in the
“Guidelines for Testing Plant Variety Specificity, Consistency, and Stability: Soybeans”. The study highlighted the
potential of computer vision (CV) technology in large-scale, low-cost, and precise analysis of crop phenotypes,
providing accurate phenotype data for breeding program design (Xing et al., 2022).

Traits Expansion and Storage of Soybean Phenotypic Data in Computer Vision-Based Test, 1% 753 T CV HA
WEE T KRR, VR T “HMY AR —SE MR e R . KT i DA iR 2R A
WFFLR I SN L (CV) EORLE R AR . ARBAS TS 73 ST B 07 T 1078 /7, ) 9 B R e de it 4R it
VEETF B 26 BB (Xing et al., 2022).

The study “Computational Intelligence to Study the Importance of Characteristics in Flood-Irrigated Rice”
demonstrated the effectiveness of computational intelligence and machine learning in determining the relative
importance of variables in flood-irrigated rice. The study has shown the importance of using multiple regression,
computational intelligence, and machine learning to predict rice characteristics, especially under flooded irrigation
conditions (Silva Junior et al., 2023).

Computational intelligence to study the importance of characteristics in flood-irrigated rice, 1ZHF7CUER T iH5
R AINLAS 27 ST AL E /KRG R A B A R DT TR 25t WAk Bis I 2 B H . THE R Re LA
S ST TN KRR L B, R AE WK E R 5% £ T (Silva Janior et al., 2023).

The study “Perspective for Genomic-Enabled Prediction Against Black Sigatoka Disease and Drought Stress in
Polyploid Species” reviewed the challenges and prospects of genomic selection (GS) in polyploid plants,
emphasizing the two major threats to banana production: black spot disease and drought. The study proposed
bioinformatics tools and artificial intelligence methods, including machine learning, as well as GS schemes
applied to banana BSD and drought (Nkoulou et al., 2022).

Perspective for genomic-enabled prediction against black sigatoka disease and drought stress in polyploid species,
KRWFFLFAR T GS 122 A5 AR ) S PRI HT 56, 85 A 3R R 10470 58 IR 50 AT 5 — A A 7 1
K. et 7AEYE R TEMNTERT %, BfEilass>, AT 74 BSD M+ 1) GS 7%
(Nkoulou et al., 2022),

Through the development of genomic prediction and selection, the application of high-throughput phenotypic
determination, and the utilization of artificial intelligence and machine learning, Breeding 4.0 has achieved
revolutionary progress in genetic information integration and editing. These innovations and advancements
provide breeders with more accurate and efficient tools and methods, driving rapid development and continuous
progress in crop breeding.

A R AL I A R PR A e B R e, Rl R A R, DL TR Re LR 22 ST iz L, B4 4.0
I T AR AT BB BN G 4R T T B PR . IX e BT AN RO B R SR TR . SR LR
Jiiks HESh TAEYIE M PO A AR

3 Breeding 4.0 Applications and Benefits

3.1 Examples and advantages of transgenic breeding

Transgenic breeding is a significant application area within Breeding 4.0. By introducing foreign genes into crops,
transgenic breeding can confer new traits and advantages to the crops. For instance, herbicide-resistant soybeans
and BT cotton are successful examples of transgenic breeding, representing landmark achievements in this field.
Herbicide-resistant soybeans possess the characteristic of tolerance to herbicides, enabling farmers to more
effectively control weeds (Biotechnology Progress, 1985). On the other hand, BT cotton, through the
incorporation of insecticidal genes, exhibits resistance to pests, reducing the need for pesticides (Wilson et al.,
1994). Transgenic breeding can improve crop production efficiency and economic benefits by introducing specific
genes to enhance disease resistance, stress tolerance, yield, and quality.

3 B 4.0 BRI R o

3.1 R E F LIRS

FRIL B AL A 4.0 TPy — A E N GUR. JE 5NN R B, BB E AT DU AR
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SR o PUBR B K & BAG X B BRI 52 (e, {575 A% IR B % B0 4 Rt %8 il 2% B (Biotechnology Progress, 1985);
BT HeAE MG G IR, B O B, gl 170 AR 251 75 5K (Wilson et al., 1994). %5 [K &
BTG NFrE IR R, AT DS EERAG B hr ) Pum e . Wi, PR R S B AR R, AR R AE P A
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In recent years, landmark achievements in transgenic breeding have emerged in the field of plant breeding. For
example, Shailani et al. (2020) explored the improvement of rice tolerance to drought and salinity stress through
gene stacking technology. This approach achieves transgenic improvement of rice by combining multiple genes
with different tolerance mechanisms. Anwar and Kim (2020) investigated the progress of transgenic breeding in
enhancing plant tolerance to abiotic stressors such as temperature, drought, and salinity. Their research
emphasized the potential of transgenic technology in plant genetic improvement. Galan-Avila et al. (2021)
developed a novel method for transgenic breeding in Cannabis sativa L. This study provides an efficient gene
transformation approach with significant implications for Cannabis breeding, especially concerning targeted
genome editing by using the CRISPR/Cas system. These research papers demonstrate the significant progress and
applications of transgenic breeding technologies in the field of plant breeding in recent years. Each study has
overcome the limitations of traditional breeding, opening up new possibilities for plant breeding.

SLARESR, FERLYE P U b B R 7 b M E SR AN BT I, 140 Shailani %5(2020) AFRI T il 2 A
HE B BRS8N 3k 70 W38 AT 32 o I A )5 il 45 & A [ i S HLI AR 2 NSk BT SEB 17 KR
[R5 3L R . Anwar Al Kim (2020)B 98 T #5568 & FIZESR i R R J 2 st (i g, T2, #h4945%)
FO TS 7 TSR . AT O 0358 7 e S R R 7 L B TR 24 B M /7 Galdn-Avvila 252021 AR
e T R i%, T KRR(Cannabis sativa LYBYIR R 3608 FFf . I SLRGE T — R0 R0 1E A5 Ty
P SHRMRE A BN, AR /EHH CRISPR/Cas REEHAT H b KA 45 5 TH » X LLHF 78 Sk
N TR S R B R EORAERE ) B b U ) F B AN o BRI AR 1At A RBRE,
T B Rt ok 1B AT REE

3.2 Examples and advantages of genome editing breeding

Genome editing is another application area with tremendous potential in Breeding 4.0. One of the landmark
papers in genome editing technology was published in 2014 in the journal “Human Molecular Genetics”. This
research described the CRISPR-Cas9 system composed of the nonspecific Cas9 nuclease and a set of
programmable specific sequence CRISPR RNA (crRNA), which guides Cas9 to cleave DNA, thereby generating
double-strand breaks at the target site. Subsequent cellular DNA repair processes lead to the desired insertions,
deletions, or replacements at the target site (Zhang et al., 2014). Through CRISPR-Cas9 technology, researchers
can precisely modify specific gene sequences in the genome, achieving accurate control over traits. The
breakthrough in this technology has revolutionized the field of genome editing, providing new tools and methods
for Breeding 4.0.

3.2 ZHgwiE T ML pl AR

B w2 B R 4.0 H 55— AN BRI TR U SRR g R bR BRI L2 — R 2014 R R
{(Human Molecular Genetics) Z%& FRIAFST, IXIUHE A T CRISPR-Cas9 R 4% HAEH: 5714 Cas9 1% IR

F—2H 7] Jw 2 1R € /7 5] CRISPR RNA (crRNA)ZH R, 7] 5] 'F Cas9 VI%| DNA, MIf7E B PRz s 7= A XUk

W, B 5 40 DNA 252 372 F 8UE B A sl BT B . MIBRELE 40e(Zhang et al., 2014). iEiT

CRISPR-Cas9 £, W70 A G RERS 52 s A8 L DR 21 P 4 s E IR e 1, SRR MR RS A 4 . X TR

ISR 5] T HE R G AT IR ey, DA Bl 4.0 $R4E T B T RA .

By utilizing gene editing technologies like CRISPR-Cas9, breeders can precisely modify specific gene sequences
in the crop genome, achieving accurate control and improvement of traits. Gene editing can be employed to
enhance disease resistance, improve quality characteristics, and increase yield in crops. For instance, Veillet et al.
(2019) successfully achieved efficient editing of target bases by targeting the acetyl lactate synthase (ALS) genes
of tomatoes and potatoes, by using the CRISPR/Cas9 gene editing tool, creating herbicide-resistant plants. And
12.9% of tomatoes and 10% of potatoes in the first generation of plants do not contain genetically modified
ingredients. The study by Yasumoto et al. (2020) demonstrated the application of gene editing in potato breeding
by using TALENs and CRISPR-Cas9 technologies. Precise editing of the potato genome was achieved through
transient TALEN expression via Agrobacterium infection, holding significant implications for crop breeding.
Kawall’s research (2021) discussed methods to accelerate modern plant breeding by using gene editing
technologies. By altering specific features of rapeseed through gene editing, such as increasing yield and
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modifying nutritional components, the study showcased the enormous potential of this technology in plant
breeding. Nerkar et al. (2022) emphasized the powerful potential of gene editing technology in precisely
modifying specific loci in the crop genome, which is a long-term goal for crop breeders. The study also discussed
the regulatory approval status of gene-edited crops and the prospects of developing high-yielding stress-resistant
crops through precise gene editing.

LA ] CRISPR-Cas9 S5 FE KR HEOAR, & M vl LUK i 12 VR P ik R AL v (R S8 JE R 91 SEBIR
PR ECPRE B R 42 R 5 1R o R R 2 4 ) DA T 1 IR BT TR o 1 50 o DR L B P 45 7 T« B, Veillet
5(2019)38 3 #0173 56 A 5 44 2 1) SR FLIR & BB (ALS) B [H], A1 CRISPR/Cas9 5 [H 4 T 2L i T 52 IR
T A BRI e R i, QUG S PURR AR, LR UEY R 12.9% 8 AT 10% 10 B8 B A& i
R 4> - Yasumoto 25(2020)HIHF 58 i€ 7< 7 A TALENs A1 CRISPR-Cas9 FEARHHAT R R R i fE DR 2 E
Pl R o JE i Agrobacterium JEYLEAT BRI TALEN 3RIE, SCBL 73 S48 B AL R A R i, IX0HE
Yra B EEE . Kawall 2021) I FEITE 1 F 2R i S EARIE B Y B R 5% . B i
T PRI B SO T TR R R E AR, Bl R AN E SR, R TR IR E M TP E
K 735 Nerkar 25 (2022) 53 1 1 5 PR i 8 450 AR AE A HEAE VR P ik DR AL Ry 5 o7 s D5 T ) 5 KT8 70, XA R
BAE RV — MK E AR, BEFCIEN R 1 R R AR 00 A o e 00, DA 8 i RS A 2 R g R T
PV 5

3.3 The contribution of Breeding 4.0 to the sustainable development of agriculture

The application of Breeding 4.0 has made positive contributions to the sustainable development of agriculture.
The use of innovative technologies such as gene editing and transgenic breeding can enhance crop resistance and
adaptability, reducing dependence on pesticides and fertilizers, thereby minimizing the negative environmental
impact of agriculture. Additionally, Breeding 4.0 can address the growing demand for food by increasing crop
yields, improving quality, and enhancing stress tolerance, providing a more sustainable food supply. The
innovations and progress in Breeding 4.0 offer new pathways and possibilities for achieving green, efficient, and
sustainable agricultural development.

3.3 B 4.0 SRV AT RRSE R R I TR

B 4.0 BRI AR AT RESE K A T AR TR . I8 I R g R B R R S R R R N, AT
DS s E D A U A A, b o AR 2 AN AR ARAE, AT FEARR 0 AP XS SRS ) i e o Bk Ah, B R
4.0 JEFT DO SR m A E P B o R BRI R v A U7 5, R AT N FER, JRRBtE 2]
PRI EYIBENL. B 4.0 BT AMBE RO SEBLG (. mRk. PSR Al R e St 18 BBk AR NI AT BE

Through the development of applications such as transgenic breeding and gene editing, Breeding 4.0 can offer
more choices and solutions for agricultural production. These applications demonstrate significant potential in
enhancing crop quality, increasing resistance, improving yields, and making important contributions to the
sustainable development of agriculture.

T I A B DR AR B R G B A R R R, B A 4.0 BERE AR AR P SR A B 2 IR BRI IR T 380 IXLE Y
FHECSCEAEDD 5T SEANHTIE . S v AT T R DL EK A 0, Aol il R A R A 17 3 1) Tk

4 Challenges and Prospects of Breeding 4.0

4.1 Considerations of ethical, legal, and social issues

Breeding 4.0 introduces new genetic information integration and editing technologies, triggering a series of
considerations regarding ethical, legal, and social issues. For instance, transgenic breeding has sparked
controversies related to food safety, environmental impact, and intellectual property rights. The application of
gene editing technology also involves ethical concerns and considerations of societal acceptance. Whelan and
Lema (2017) explored the application of gene editing technology in plant breeding, with a particular focus on
whether these technologies should be considered a form of conventional breeding or be subject to regulations
governing genetically modified crops. The research indicates that policymakers should consider safety
information, legal/regulatory definitions, and tools from the social sciences when making decisions. To ensure the
sustainable development of Breeding 4.0, a balance between technological innovation and the ethical and legal
frameworks of society must be struck, establishing transparent, responsible, and sustainable breeding practices.

4 B 4.0 KIBkARTET R

4.1 BB, B &REKE R

ARl 4.0 SIN T H LS BRMMAE DR, XB5IR T —RFNEE, RS RENEE. fl,

FeRDNE MG R T R TR 24y IABERMARI IR BUS5 5 A S R R R BRI R A 2 e S e 2

[ RN AL 224532 L 25 B . Whelan 1 Lema (2017)#8 1 1 R B BORERE E AP R, Rl 9% T
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4.2 Technical and methodological challenges

Breeding 4.0 faces several challenges on the technical and methodological fronts. Despite significant progress in
gene editing technologies such as CRISPR-Cas9, there are still issues to be addressed concerning the precision,
efficiency, and safety of gene editing. Additionally, challenges related to high-throughput phenotypic
determination and data processing need to be overcome to enhance the analytical and interpretative capabilities in
the breeding process. Ongoing research and innovation are essential to address these technical and methodological
challenges and drive the continued development of Breeding 4.0.

4.2 AR ITHE LR HEAR

B 4.0 WllgE — LSBT % BB . S IR B SR U CRISPR-Cas9 CL2 U | B RHIRERE, H
ATy 5 AR R R G B RS T . AR AN 22 VR S5 DT AR IF) e A, s 3o R 2R N S AN 5 b ) Bk it
TR, DAER s A Pl AR o I s o A R AR R 7 o X e AR 5 v b Bk 7 A W R A RN 41 R
HESE M 4.0 IR E.

4.3 Future directions of Breeding 4.0

The future directions of Breeding 4.0 involve further optimizing genetic information integration and editing
technologies to enhance their precision and efficiency. Simultaneously, there is a need to intensify research on the
ethical and societal impacts of breeding practices to ensure sustainable and responsible applications. Additionally,
the integration of technologies such as artificial intelligence and machine learning can provide more accurate data
analysis and predictions, accelerating the progress of the breeding process. Breeding 4.0 can also explore
cross-disciplinary collaborations with other fields, such as synthetic biology and systems biology, to achieve more
innovative and efficient breeding methods. Future iterations of Breeding 4.0 will continue to focus on improving
crop yields, adaptability, and quality, making greater contributions to the sustainability of agriculture.

4.3 BM 4.0 FIRR R BN

B 4.0 Rk KRR AR — SIS B R g R AR, BRI R, FR, F5Emn
SR B Fh ST R (P IE AN A S s O TT, DA PR AT RS A SR N o B4k, A N TR eIl ay 2= 3]
SRR, AT DASR A e B o A AT, IE B A R EE R . B R 4.0 I8 AT LR R 5 HAB AR A2
X, BlE A R R A eE,  DOSEEUE AR S R B M . RRIE Bl 4.0 4k S E0) THE
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5 Conclusion

Breeding 4.0, as a revolution in genetic information integration and editing, holds significant and far-reaching
implications for the field of plant breeding. By amalgamating genetic and genomic information, Breeding 4.0
offers more precise and efficient breeding methods, accelerating the improvement and optimization of crop
varieties. Innovative applications such as transgenic breeding and gene editing technologies bring forth new
possibilities for breeding, enabling us to precisely manipulate plant genomes to meet the ever-growing demands of
agriculture and address challenges in sustainable development.

5 4R

B 4.0 fE N EE G SR SO 48 0 B Aoy, XHAEA) B U R A B ) R USRI RE . EId E
WAL FERERAGE, B 4.0 24t 7 ERAM A E %, v UIE AR o R AL . Fe3
PR TR 5 [R] 2 B 3 R 55 BISBT FRISL I O B R i R 1B AT RERE , (8 SRATTRES SRS W It BRI A B T A, DA
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The significance of Breeding 4.0 is not only evident in the speed and efficiency of crop variety improvement but
also in its contribution to sustainable agriculture. Through precise genotype selection and gene editing
technologies, Breeding 4.0 can cultivate crop varieties that are more adaptable to environmental changes and
resistant to diseases and pests. This reduces reliance on chemical pesticides and fertilizers, enhances crop yield
and quality, thereby achieving the goals of sustainable agriculture. Additionally, Breeding 4.0 can offer a variety
of nutrient-rich cultivars, meeting the nutritional needs and health preferences of consumers.

B 4.0 1 HENEAARIAEA AT R R B AIRCR b, AT H AR AT 8 A R Tk .
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Breeding 4.0 marks the next generation of breeding technologies, but with continuous progress in science and
technology, we can anticipate the arrival of Breeding 5.0. Breeding 5.0 will further explore genome design,
optimize signaling pathways, and introduce new traits and characteristics. Through innovative technologies and
methods, Breeding 5.0 is poised to achieve a completely new design of genes, pathways, and traits to further
enhance the adaptability, yield, and quality of crops. Breeding 5.0 may involve a broader range of gene editing
and regulation technologies, as well as the application of emerging synthetic biology and artificial intelligence.

B 4.0 bR EHBMEARBGE AL HBEEHERAMER A WL, RATTLHRER 5.0 HgEk. &
it 5.0 F it — B IR R I A A B L A5 T IRAR R LLRE B R AR F 51N o Sl G118 B H R M 7572,
B 5.0 A SIS IERE . @R s, Dt — B REERERE . BN . B 5.0
R T REDS I BB i2 R BE D G BB AT RAZE SR, RASCHT X 1 & AE ) 22 AN T RE A N

However, the realization of Breeding 5.0 still requires extensive research and innovation, including a deep
understanding of the genome and gene functions, as well as continuous improvements in genetic improvement
technologies. At the same time, we need to carefully address the ethical, legal, and societal issues brought about
by Breeding 4.0 and 5.0, ensuring the safety and sustainability of breeding technologies. Despite facing numerous
challenges, the implementation of Breeding 5.0 represents the future direction of the breeding field, offering
limitless possibilities for exploring a more intelligent, efficient, and sustainable agricultural production.

SR, BN 5.0 BSEBAR T ERERWT M EIH, G R R MR E DY RERIR AN 1, DL B %L
RAARBABHE . F, FRATHETHENES R E 4.0 M15.0 FrarsREG R, At R, ke
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