TG BE IR 2442 2018 ,19(3) :390-398
Journal of Plant Genetic Resources DOI:10. 13430/j. cnki. jpgr. 2018. 03. 003

TED B ROCHEEIAR K T 555

Zal' BB, ERE A A Nak mit mEE
(" ERFEBL B R S R B A WS R RIS, AL 5 100101 52 A ERRT RO T &l b5t 100045)

R

BE.AREETHTERAEIEARE TG AR @i Taff AR FRAITH B LIE, AR SMFEE S
AR T RS AT HAAREEREANE A AFTATHERCEREAET REEREIH DA, EHH K60 F K
HNTARAHGLE, MESTAEDF ARAF ZAEWF SREDFFFHALRFEYHRGRBR Y, 5 FHRK
SEAT R FARARGEN, 2017 FEADHEARALELRE ERABEAFITENHOLE ALRELRAHBER LEKT
TR FARRGLRE, ERFTE GO AARRES,

KER AL > FRAFTA AR LS

Development of Key Breeding Technology
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Abstract ; Traditional breeding is a method to develop new varieties through genetic recombination and pheno-
type selection based on sexual hybridization. With the gradual reduction of genetic diversity of the varieties used , the
bottleneck of traditional breeding becomes more and more obvious,and it is difficult to develop a breakthrough vari-
ety with conventional breeding technology. The innovation of biotechnology has greatly promoted the development of
modern breeding. The rapid progress in multiple biological disciplines, including molecular biology, genomics, sys-
tems biology and synthetic biology, has led to the innovation of design breeding. In 2017 , breeding technology devel-
oped rapidly, particularly in genome,haploid breeding and molecular design breeding technology , which will bring a
new revolution for breeding technology.
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Table 2 Publications in field of utilization of hybrid vigor
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Table 3 Publications in breeding by molecular design

Here P RICH
Rank Country No. of publications
1 HE  China 300
2 EH USA 147
3 ENEE  India 53
4 H7  Japan 45
5 f8[E  Germany 28
6 #HE  South Korea 25
7 JnE K Canada 24
8 E France 20
9 RAFN.  Australia 19
10 FEHE  Philippines 19
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Fig. 3 Institutions who published papers in breeding by molecular design
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Table 4 Publications in transgenic breeding

Here P R
Rank Country No. of publications
1 HE  China 227
2 EHE  USA 55
3 ENE  India 34
4 #E  South Korea 32
5 (PG  Brazil 24
6 HZ  Japan 14
7 LTI Pakistan 12
8 [ Germany 10
9 Jn& R Canada 9
10 B laly 9
11 fif2%2  Netherlands 9
12 P~ Poland 9
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Fig. 4 Institutions who published papers in transgenic breeding
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