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Table 1 List of national registered tea plant cultivars before 2015

HOA ) RO

Registration year

At A2 R

Cultivar name

AR Jat cultivar: il i K FP Mengku Daye . KUK K IHFh Fengqing Daye i K Fh Menghai Daye | 5k & 145 Lechang
Baimao ., i #§ K i il Hainan Daye , JXUEUK fill Fenghuang Shuixian . 7 #H # Ningzhouzhong . # 1L #f Huangshanzhong . #31] il
Qimenzhong &3 Jiukengzhong , 25 & LA Yuntaishanzhong . JA ¥ # 2% Meitan Taicha % 25 F{ £ 4% Lingyun Baimaocha , 4%

TetE R Clonal cultivar: i 4% K 145 Fuding Dabaicha i 4 K Z %% Fuding Dahaocha ,ffi % K [17% Fu’an Dabaicha (#ff (5§ Mei-
zhan ORI K F1 45 Zhenghe Dabaicha , & Maoxie kW ¥ Tieguanyin, ## Huangdan . & # /Kl Fujian Shuixian 4% (1l Ben-

25U8 419 Qianmei 419 5 JH 502 Qianmei 502 4 2 65 Fuyun 6 iz 75 Fuyun 7 42 105 Fuyun 10 k&35 Zhuyeqi eI

43 Longjing 43 % #{ 15 Anhui 1. %% 35 Anhui 3.%#( 7% Anhui 7 .35 Yingshuang % § Cuifeng . #}1I% Jinfeng .38 = Bi-

yun  #i4< 12 Zhenong 12, & 7k 15 Shuyong 1,941 1% Yinghong 1. % 7k 2 5 Shuyong 2.7 #l 2% Ningzohu 2,z it 10 &

FE£T 35 Guihong 3 H:41 45 Guihong 4 #4783 Yangshulin 783 .4 95 Wannong 95 825 55 Xicha 5.4 7% 115 Xicha
11.784¢ Hanlii , JgFH-K M Longjing Changye #i4¢ 113 Zhenong 113,75 14 Qingfeng {5 FH 105 Xinyang 8. /\fili2§ Baxiancha

#JH 601 Qianmei 601 ¥4 YA 701 Qianmei 701 & 3£ 5% Gaoyaqi #5125 Zhuyeqi 12, 225 Bathaozao /R J% B 135 Jian-

bohuang 13, #j7ik 703 Shuyong 703, %j7k 808 Shuyong 808 . #j7k 307 Shuyong 307 . %j7k 401 Shuyong 401, %j7K 3+ Shuyong 3.

S35 25 Fuzao 2 143k M\ Lingtou Dancong . %541 Xiuhong , TLIK T Wulinghong . z K% 4% Yunda Danlii (#4245 2 5 Gancha
2. 25 U8 809 Qianmei 809 , #F 25 - Shuchazao . lE 4 111 Wannong 111, 5. 44k 55 Zaobaijian 5, F§ YT. 25 Nanjiang 2, #7 4¢ 21
Zhenong 21 545 1°5 E’cha 1, %125 102 Zhongcha 102, # M ¥ Huangguanyin 5% & Yuemingxiang . % £l 15 Mingke 1,%%

Il 4E Xiapu Chunboli \ W 15 Chunyu 1. 25 Chunyu 2, /€%¢ Maolu #7115 Nanjiang 1.4 #2% Shifocui ., ¢
2% 91 Wancha 91 58111 554% Yaoshan Xiult FEF 185 Guixiang 18, E£¢ Yulii \#7 4 139 Zhenong 139 . #i 4% 117 Zhenong 117 ,

125 108 Zhongcha 108 . H14% 302 Zhongcha 302, JH#: Dangui % 2% Chunlan Fi # Ruixiang %45 545 E’cha 5.1 Jff 95 Hong-

yan 9 7 JfE 125 Hongyan 12,18 75 Hongyan 7 .7 Jfff 15 Hongyan 1,47 25 Baimao 2,44t} Jinmudan , # ¥ Huang-

H1%5 111 Zhongcha 111 85 7% 845 Qiancha 8% K 8902 Anqing 8902 . L F# 5 Bayu Tezao . L3 %% Shanpolii, 75 %% 120 Sucha

1985 BAF Ziyangzhong i FH2R Zaobaijian ,H. & KM Fl Yichang Daye \EH2%Ff Yixingzhong
shan KM% Daye Wulong . KT 1 Damianbai . il Shangmeizhou
1987
Yunkang 10, 29t 145 Yunkang 14 4§ {£4 Juhuachun
1994
7K 906 Shuyong 906
1998 S8k 445 E’chad
2002
& Huangqi
2004 Begg 15 Guilil
2006 #1112 131 Mingshan Baihao 131
2010
meigui . &4} Zimudan
2011 #5213 Tezao 213
2014

120 4E#k 145 Huaqiu 1. KJiF 2845 Tianfu 28 #4242 Xiangfeicui 7 JfE 135 Hongyan 13
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Table 2 List of registered tea plant cultivars after 2018

R

Kot

Year Number

YL R

Cultivar name

2018

2019

2020

2021

2022

9

39

42

32

6

E M Maoxie A 111 Benshan , # H. Huangdan W% Tieguanyin 4 (5 Meizhan , KM% g Daye Wulong %845 Ziyan JI| 2% 6 %5 Ch-
uancha 6 . BEZ% 145 Shancha 1

5411155 Mengshan 5 454 98 Chanong 98 8} 4% 245 Xicha 24 . 15 Hongyan 1.5¢2% 85 Wancha 8 B¢ 4% 95 Wancha 9 B %%
1% Qiancha 1,275 85 Qiancha 8 .4 45 Qianfu 4 . %1% 0310 Taixuan 0310, 41} Baimudan . #4% 35 Qingnong 3 7€ Han-
mei, 7 4K 38 5 Qingnong 38 %25 1 5 E’cha 1,504 55 E’cha 5 1M1 5% Zhuyeqi . il 4% 2 5 Xiangboli 2., 74 3% 15 Xilian 1,
2 Bathaozao  # 4: 7% 2% Huangjincha 2 fR¥E 8 445 1 %5 Baojing Huangjincha 1, E%F Yunsun 2 & Bixiangzao . #F Ming-
feng AR # 1345 Jianbohuang 13 .3l 15 Xiaoxiang 1.#14T. 345 Xianghong 3 .#IZSHF 4 % Xiangchayan 4 HIZ5HF 245 Xiangchay-
an 2 AT 8 5 Xiangchayan 8. )5 2 35 Luyun 3,71 # 15 Zhonghuang 1, "% 25 Zhonghuang 2.4t.2% 36 Beicha 36 5 = 1 5
Luyun 1.5z 25 Luyun 2.4t 1%5 Beicha 1.,77145 111 Zhongcha 111

7R )5 40 Dongfang Zichan i 2% 35 Yucha 3.#1 7% 4 % Yucha 4, =41 105 Yunkang 10, 2% 1% Yuncha 1.#£2% 105 Wancha
10, 5c 14 2% Jingbai 2. 5% 1 1%5 Jingbai 15045 6 %5 E’cha 6,584 11 E’cha 11 %625 12 E’ cha 12 W% WF 15 Xiangchayan 12§
T 35 Xiangchayan 3., #% 42 7% 168 %5 Huangjincha 168 #1415 Zhongbai 1.4:% 15 Jinming 1 #4515 Guicha 1 2% 25 Gui-
cha 2,715 502 Zhongcha 502, 145 601 Zhongcha 601, #1245 602 Zhongcha 602, 125 603 Zhongcha 603, # 4¢ 12 Zhenong 12, #i 4€
113 Zhenong 113 . #if¢ 117 Zhenong 117 .#i4& 121 Zhenong 121 #i4¢ 21 Zhenong 21 . #if¢ 25 Zhenong 25 .#i4¢ 139 Zhenong 139, #it
4¢ 301 Zhenong 301 . #i4& 302 Zhenong 302 . #i4& 701 Zhenong 701 ,#i4& 702 Zhenong 702 . #i4< 901 Zhenong 901 . #i 4 902 Zhenong
9024 Wi & Guyuchun #7455 Shuchazao . ¥ 75 Hongyan 7.4 4% 112 Zhongcha 112 H17¢ 125 Zhongcha 125, #17% 147 Zhong-
cha 147 .%3# 15 Dongming 1

JII %5105 Chuancha 1011 ¥k 318 Chuanmu 318, KJf§ 55 Tianfu 5. KJiF 65 Tianfu 6,12 665 Zhongming 66, M1 J5 LM\ Ao-
fuhou Dacong . ##¥% 15 Caoxi 1724 15 Fuliang Zhuye 1,845 45 Gancha 4 . Z54% 15 Wula 1. H Chungui Jii & Ruixi-
ang ., JUJE# Jiulongpao . 1 4% 102 Zhongcha 102, H 2% 302 Zhongcha 302, H1 2% 108 Zhongcha 108, H1 4§ 604 Zhongcha 604 . H1 45 605
Zhongcha 605, 145 606 Zhongcha 606 . % [ —- % Chunyu 2 %2 1& Lifeng B4 21 % Hangcha 21 U5 22 %5 Hangcha 22 W —%
Chunyu 1,%52% 201 E’cha 201 %% 15 Yihuang 1.#l 25 6 5 Xiangchayan 6, F 2§ Yulii \ P4 1l1 45 15 Xishancha 1, 741145 8%
Xishancha 8 . H1%% 501 Zhongcha 501 . H1%; 75 Zhongming 7

H12% 149 Zhongcha 149 . #1 2% 152 Zhongcha 152 . H1 2% 153 Zhongcha 153 . H1 2% 154 Zhongcha 154 . #12% 158 Zhongcha 158 . H1%; 6 =
Zhongming 6
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Retrospect and prospect of development and innovation of
tea plant genetics and breeding in China

WANG Xinchao, WANG Lu,HAO Xinyuan, LI Nana, HUANG Jianyan, DING Changqing, YANG Yajun

Tea Research Institute , Chinese Academy of Agricultural Sciences/
National Center for Tea Improvement ,Hangzhou 310008, China

Abstract China has a long history of tea plant breeding and a solid research foundation as the origin
of tea plants and a major tea producing country in the world.Clonal tea cultivars and vegetative propagation
techniques first appeared in China, and China has bred the largest number of tea cultivars in the world. The
researches on the genetics and breeding of tea plants in China have accelerated after the reform and opening
up.After entering the 21st century, it has achieved good results in many fields including the number and di-
versity of cultivars bred, breeding technology, and basic theory of breeding, especially in the fields of tea
whole genome sequencing and assembly , functional genomics and other fields, leading the world and strong-
ly supporting the high-quality development of tea industry in China. This article reviews the history and
achievements of researches on the genetics and breeding of tea plants in China, and sorts out the problems
existing in the genetic rules of the main characters of tea plants, breeding techniques, and innovation of
breakthrough varieties. In view of these problems, some priorities of researches on the innovation of basic
theories of genetics and breeding , breeding technology and cultivar in the future are put forward.It will pro-
vide valuable reference for further studies on the genetics and breeding of tea plants.

Keywords tea plant; genetics and breeding ; cultivar ; breeding technology ; breeding theory ; molecular
design breeding
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