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PR 20 A VIR G R R 22 5 A 20 i i R P AL
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SNPs 5 572 PIAH I, 74> SNPs 5 77 i % YA G .
X SNIPs o7 15 110 45 5 Ay 255 A 2 78 kR Rt I ol 4%
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A DA il % A 00 281 B kg A5 280 F) S PRI A

BT GWAS 75 B2k F BFA Y 42 11 1 S AER 1
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FAIT IKFE N SR T R R A i
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Bl A5 A A ) AL AN AR AR A A 3T A9/
JE A Y raE 19 GWAS WAE AR & J , anfe gt AL
B F RS S5 ARAAE Y T e T 35 T3 R BEAR L H
K s S AP AR 3 45 ) GWAS70 | e
H— R SR PEM RN R TF AT
PrrEiR o R BHET, JLTRA T AR PUE
Y SE I GWAS BFIT, FLAS A 72 AS [ llh s T i bt 12k
FE bR SN [R5 b R e Joip a8 T oot Vs b As Ak i) 22
SRR M EE TR, T 2ENAN
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Application of genome-wide association analysis in studying tea

FANG Wanping, LEI Xiaogang, YANG Bin, WANG Ya,MA Yuanchun

College of Horticulture , Nanjing Agricultural University, Nanjing 210095, China

Abstract  Genome-wide association analysis (GWAS) is based on high-throughput sequencing tech-
nology , combined with bioinformatics and statistical methods , to identify genetic variants that regulate com-
plex traits at the genome-wide level.It is the most powerful and effective method to study the genetic varia-
tion of complex agronomic traits and diseases , and its core is to study the association between genetic varia-
tion and target traits. This review briefly introduces the basic principles, processes and influencing factors of
GWAS analysis. A series of progress made by GWAS in studying the tea beverage consumption , important
agronomic traits of tea trees, tea quality and the population structure of tea plant were summarized.Finally,
the problems encountered and the direction of development in the GWAS research of tea plant were dis-
cussed. It will provide a basis for using GWAS in further researches on the selection of tea consumers, the
genetics and breeding of tea plant.

Keywords tea plant; genome-wide association analysis (GWAS) ; agronomic traits; tea consump-
tion; quality ; breeding
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