X4

/l\)\% A@\ H
B, 5, R, LA,
Bt AR HIE: 025-84399531 (O); Email: tjzhao@njau.edu.cn

RYBIEEN:
1992 FFELZFAR AR IRAR 2 AL 1995 FEFF RURME R A /E V)8 A% & b
T, PR AL, 2006 S FRAR S AL

BRI
MEAED AL B AL Gt 22 HOA BT AR, 0 K S0 5 5 D 5L U
KAEE 7T B R

1. K S 5 o) 48 B PR B 92 03 AN 5] B AR P Ve st AL e dlr, B X B SRR 0
G EWH, 2019-2022, WiH ¥4

2. KT R Ui K S AR B AR 24 el it 5% B B R B R T o e, B 5K AT
Wk iHRIT 5%, 2018-2020, 1F55 FFF

3. M PUBR R R G A g, B R LT, 2016-2020,
T8

4. $7H4E K PI342618B i v M A AN S QTL/ R KKk R 5T,
H X | R R4 EWE , 2016-2019, T H E#F

5. KEMZEESIERNPTE. WM LEME IR, BxEREE
4 EWHE, 2013-2016, W H

6. AR P K AT B RS SRR, 863 TR BRI, 2012-2015, R
T

7. KRG EBEINEEHE R R B e R 8 A B AE 438, 973 1H&I R, 2010-
2014, U FFF

FERAERE:

BHRKGH R 8 A, A K AR5 A 5 AT AE A kLS 2000 205 KA
— IR TR A SR (RRAY . HEMEARE ). M CGRAR. WIS E
S0, M (FEy . Pranptm ES%S) FEEIER/QTL. KRB L 200 R
(SCI UL 70 & 55), BmEEMBHM 4 A&, SKRWELR 4 T, KT =K H
SRR AR 0 AR 1 I, AR =S 2 .

15 FRBREERI:

1. Liu Meifeng, Wang Yaqi, Nie Zhixing, Gai Junyi, Bhat Javaid Akhter, Kong Jiejie, Zhao
Tuanjie*. Double mutation of two homologous genes YL1 and YL2 results in a leaf, yellowing
phenotype in soybean [Glycine max (L.) Merr]. Plant Molecular Biology, 2020
DOI:10.1007/s11103-020-01008-9

2. Yang Chengfeng, Huang Yanzhong, Lv Wenhuan, Zhang Yingying, Bhat Javaid Akhter, Kong



10.

11.

12.

13.

14.

15.

Jiejie, Xing Han, Zhao Jinming*, Zhao Tuanjie*. GmNACS acts as a positive regulator in
soybean drought stress. Plant Science, 2020, 293: 110442.

Fei Yun-Yan, Bhat Javaid Akhter, Gai Jun-Yi, Zhao Tuan-Jie*. Global Transcriptome profiling
of enterobacter strain nrs-1 in response, to hydrogen peroxide stress treatment. Applied
Biochemistry and Biotechnology, 2020, DOI:10.1007/s12010-020-03313-x

Karikari Benjamin, Bhat Javaid A, Denwar Nicholas N, Zhao Tuanjie*. Exploring the genetic
base of the soybean germplasm from Africa America and Asia as well as mining of beneficial
allele for flowering and seed weight. 3 BIOTECH, 2020, 10:195.

Sharmin Ripa Akter, Bhuiyan Mashiur Rahman, Lv Wenhuan, Yu Zheping, Chang Fangguo,
Kong Jiejie, Bhat Javaid Akhter*, Zhao Tuanjie*. RNA-Seq based transcriptomic analysis
revealed genes associated with seed-flooding tolerance in wild soybean (Glycine soja Sieb. &
Zucc.). Environmental and Experimental Botany, 2020, 171: 103906.

Hina Aiman, Cao Yongce, Song Shiyu, Li Shuguang, Sharmin Ripa Akter, Elattar Mahmoud
A., Bhat Javaid Akhter*, Zhao Tuanjie*. High-resolution mapping in two RIL populations
refines major "QTL Hotspot" regions for seed size and shape in soybean (Glycine max L.).
International Journal of Molecular Sciences, 2020, 21:1040.

HOKHE, RO, OB, LA, BHIg. B KT HEH E A REREHL B @ T
FEH] QTL 7 #r. mh [ A A7, 2020, 53(4): 683-694.

Liu Meifeng, Wang Yagqi, Gai Junyi, Bhat Javaid Akhter, Li Yawei, Kong Jiejie, Zhao Tuanjie*.
Genetic Analysis and gene mapping for a short-petiole mutant in soybean (Glycine max (L.)
Merr.). Agronomy, 2019, 9:709.

Yu Zheping, Chang Fangguo, Lv Wenhuan, Sharmin Ripa Akter, Wang Zili, Kong Jiejie, Bhat
Javaid Akhter, Zhao Tuanjie*. Identification of QTN and candidate gene for seed-flooding
tolerance in, soybean [Glycine max (L.) Merr.] using genome-wide association study (GWAS).
Genes, 2019,10: 957.

Al Amin G. M., Kong Keke, Sharmin Ripa Akter, Kong Jiejie, Bhat Javaid Akhter*, Zhao
Tuanjie*. Characterization and rapid gene-mapping of leaf lesion mimic phenotype of spl-1
mutant in soybean (Glycine max (L.) Merr.). International Journal of Molecular Sciences, 2019,
20(9): 2193.

Karikari Benjamin, Li Shuguang, Bhat Javaid Akhter, Cao Yongce, Kong Jiejie, Yang Jiayin,
Gai Junyi*, Zhao Tuanjie*. Genome-wide detection of major and epistatic effect QTLs for seed
protein and oil content in soybean under multiple environments using high-density Bin map.
International Journal of Molecular Sciences, 2019, 20(4): 979.

Li Shuguang, Xu Haifeng, Yang Jiayin*, Zhao Tuanjie*. Dissecting the genetic architecture of
seed protein and oil content in soybean from the Yangtze and Huaihe River Valleys using multi-
locus genome-wide association studies. International Journal of Molecular Sciences, 2019,
20(12): 3041.

Wang Ruikai, Liu Li, Kong Jiejie, Xu Zhiyong, Bhat Javaid Akhter, Zhao Tuanjie*. QTL
architecture of vine growth habit and gibberellin oxidase gene diversity in wild soybean
(Glycine soja). Scientific Reports, 2019, 9: 7393.

Zhang Xi, Hina Aiman, Song Shiyu, Kong Jiejie, Bhat Javaid Akhter*, Zhao Tuanjie*. Whole-
genome mapping identified novel QTL hotspots regions for seed storability in soybean
(Glycine max L.). BMC Genomics, 2019, 20: 499.

Cao Yongce, Li Shuguang, Chen Guoliang, Wang Yanfeng, Bhat Javaid Akhter, Karikari



16.

17.

18.

19.

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

Benjamin, Kong Jiejie, Gai Junyi*, Zhao Tuanjie*. Deciphering the genetic architecture of
plant height in soybean using two RIL populations sharing a common M8206 parent. Plants,
2019, 8:373.
Karikari Benjamin, Chen Shixuan, Xiao Yuntao, Chang Fangguo, Zhou Yilan, Kong Jigjie,
Bhat Javaid Akhter*, Zhao Tuanjie*. Utilization of interspecific high-density genetic map of
ril population, for the QTL detection and candidate gene mining for 100-seed weight in soybean.
Frontiers in Plant Science,2019, 10:1001.
Zhang, Xi; Xu, Mengge; Hina, Aiman; Kong, Jiejie; Gai, Junyi; He, Xiaohong; Zhao, Tuanjie.
Seed storability of summer-planting soybeans under natural and artificial aging conditions.
Legume Research, 2019, 42(2): 250-259.

Fei Yun-Yan, Bhat Javaid Akhter, Zhang Ying-Ying, Al Amin G. M., Gai Jun-Yi, Zhao Tuan-
Jie*. Complex gene response of herbicide-resistant Enterobacter strain NRS-1 under different
glyphosate stresses. 3 BIOTECH, 2018, 8(10):422.

Chang Fangguo, Guo Chengyu, Sun Fengluan, Zhang Jishun, Wang Zili, Kong Jiejie, He
Qingyuan, Sharmin Ripa A., Zhao Tuanjie*. Genome-wide association studies for dynamic
plant height and number of nodes on the main stem in summer sowing soybeans. Frontiers in
Plant Science, 2018, 9: 1184.
Niu Jingping, Guo Na, Zhang Zhang, Wang Zili, Huang Jianli, Zhao Jinming, Chang Fangguo,
Wang Haitang, Zhao Tuanjie*, Xing Han*. Genome-wide SNP-based association mapping of
resistance to Phytophthora sojae in soybean (Glycine max (L.) Merr.). Euphytica, 2018,
214(10): UNSP 187.

skAEGR, EKHE, B, WO HE, LN, S, BRI B RGEA TR/
NJRIMN FAEHAIfR R QTL Ef7. KEFFEE, 2018, 37(06):860-865

faikh, LI, 2, LA, BRI KGEARE A NWL1 Rt % E 5 1
SENL. KERIE, 2018, 37(5):690-696

BRI, HUKER, FHEE, LA, T, BRI B KRS EAH H A RO R B 5
& QTL L. 2 WA, 2018, 16(18)'5987 5993

BB, REME, UK, SLATA], LA, BEE BERHIXCR E RS M AR SSR
FRICZREMEA BT, KERFE, 2018, 37(2):173—178

AR, VRddk, XUSER, LA, it BBIE*. REZFE AR vI-1 FOGER
PESREPRIE AL, AR, 2018, 32(5):840-847

JERRTIT, ST, TR, LA, BXEIZ*. TLHEIX B K58 & SSR Al PAV 401
FRICZ VM. 2 THEY) B, 2018, 16(15):4971-4981

Cao Yongce, Li Shuguang, He Xiaohong, Chang Fangguo, Kong Jiejie, Gai Junyi*, Zhao
Tuanjie*. Mapping QTLs for plant height and flowering time in a Chinese summer planting
soybean RIL population. Euphytica, 2017, 213(2): UNSP 39.

Cao Yongce, Li Shuguang, Wang Zili, Chang Fangguo, Kong Jiejie, Gai Junyi*, Zhao Tuanjie*.
Identification of major quantitative trait loci for seed oil content in soybeans by combining
linkage and genome-wide association mapping. Frontiers in Plant Science, 2017, 8: 1222.

Li Shuguang, Cao Yongce, He Jianbo, Zhao Tuanjie*, Gai Junyi*. Detecting the QTL-allele
system conferring flowering date in a nested association mapping population of soybean using
a novel procedure. Theoretical and Applied Genetics, 2017, 130(11): 2297-2314.

Niu Jingping, Guo Na, Sun Jutao, Li Lihong, Cao Yongce, Li Shuguang, Huang Jianli, Zhao
Jinming, Zhao Tuanjie*, Xing Han*. Fine Mapping of a resistance gene RpsHN that controls



31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44,

45.

Phytophthora sojae using recombinant inbred lines and secondary populations. Frontiers in
Plant Science, 2017, 8: 538.

Zhao Jing, Chen Lei, Zhao Tuanjie*, Gai Junyi*. Chicken Toes-Like Leaf and Petalody Flower
(CTP) is a novel regulator that controls leaf and flower development in soybean. Journal of
Experimental Botany, 2017, 68(20): 5565-5581.

ERE, VERAR, SKRMELR, STMERH, Zme s, SLANA, ®EIGE, (/N (L KEH i
BT E I AR S . KELRRE, 2017, 36(5):669-678

FLAre], Yk, B, FLAR, AlLAmin G M, BAFI4E*. KT 3480 5848k NJ9903-5
PERF ISR RE AT TE. KE R, 2017, 36(4):494-501

TV, fEAh, T, LA, BEIGE*. KT 2 ANFh A 58 B RASR (T 84 i S8t
M. AR, 2017, 31(4):621-626

Li Lihong, Guo Na, Niu Jingping, Wang Zili, Cui Xiaoxia, Sun Jutao, Zhao Tuanjie*, Xing
Han*. Loci and candidate gene identification for resistance to Phytophthora sojae via
association analysis in soybean [Glycine max (L.) Merr.]. Molecular Genetics and Genomics,
2016, 291(3): 1095-1103.

Wang Wubin, Li Xuliang, Chen Shixuan, Song Shiyu, Gai Junyi*, Zhao Tuanjie*. Using
presence/absence variation markers to identify the QTL/allele system that confers the small
seed trait in wild soybean (Glycine soja Sieb. & Zucc.). Euphytica, 2016, 208(1): 101-111.
Wang Wubin, Liu Meifeng, Wang Yufeng, Li Xuliang, Cheng Shixuan, Shu Liping, Yu Zheping,
Kong Jiejie, Zhao Tuanjie*, Gai Junyi*. Characterizing two inter-specific bin maps for the
exploration of the QTLs/genes that confer three soybean evolutionary traits. Frontiers in Plant
Science, 2016, 7:1248.

Wang Yaqi, Chen Wei, Zhang Ye, Liu Meifeng, Kong Jiejie, Yu Zheping, Jaffer Ali M., Gai
Junyi*, Zhao Tuanjie*. Identification of two duplicated loci controlling a disease-like rugose
leaf phenotype in soybean. Crop Science, 2016, 56(4): 1611-1618.

WM, FEEL, BHEILE . TR RAR NRS-1 5 ASFOH B 2 R v b
DRewtFe. TAEY ik, 2016, 43(8):1690-1698

A, VR, F A, LA, @00, maft, BRI YLK S E MO 5 40 B
BEAT ST EFERIPTIE S . KREAR, 2016, 35(1):100-105

FHT), KEM, FERF, MET, 207, SLAA, mH, BEg. KE 3 MLl
AR FATAEMRET PAV 7 FAMCIHISEZG R R, KEFRFE, 2016, 35(1):1-10

He Qingyuan, Yang Hongyan, Xiang Shihua, Tian Dong, Wang Wubin, Zhao Tuanjie*, Gai
Junyi*. Fine mapping of the genetic locus L1 conferring black pods using a chromosome
segment substitution line population of soybean. Plant Breeding, 2015, 134(4): 437-445.
Zhang YingHu, Liu MeiFeng, He JianBo, Wang YuFeng, Xing GuangNan, Li Yan, Yang
ShouPing, Zhao TuanJie*, Gai JunYi*. Marker-assisted breeding for transgressive seed protein
content in, soybean [Glycine max (L.) Merr.] Theoretical and Applied Genetics, 2015, 128(6):
1061-1072.

Zhang Yinghu, He Jianbo, Wang Yufeng, Xing Guangnan, Zhao Jinming, Li Yan, Yang
Shouping, Palmer R. G., Zhao Tuanjie*, Gai Junyi*. Establishment of a 100-seed weight
quantitative trait locus-allele matrix of the germplasm population for optimal recombination
design in soybean breeding programmes. Journal of Experimental Botany, 2015, 66(20): 6311-
6325.

FEHT), SR, KEI, P, B0, /D, JLANN, S8, BIEg 1L



46.

47.

48.

Hi XK A RL i B S R R IR IE S i8R O R . B ORHME Y =R, 2015,
37(6):780-788

XIUF, OGRS, SRS, YPEK, LA, s, B4+ B4 KT PI342618B &4
P QTL AL 7. KE R}, 2015, 34(6):933-937

Vg, M6, M, AR, BHEIZ*, a0 KB B2 s R 4 RS
B RBUETEY. KGR, 2015, 34(03):463-469

RV, TR, etalr, RIS, ILARE Bl LERERN KEEMItR R ESREE. 4
FHYIE R, 2015, 13(06):1396-1406



