®E ER e &

F£R] O ITALHgEs PR | B 5
¥ OBt FAhr f#-L/Ph.D
LS SR N FRE R

Tel: 15951817539 E-Mail: wangchen@njau.edu.cn
iviwaLB

MG AR E 0 7oA Y BRSBTS AR R J A
AR

P B R P T A AR
HEEM:

2014/12-2015/12 Israel, ARO, Volcanic Center, f#+:j5, 5Jii: Etti Or.

2013/01-2014/12  FEmAL R, A AbAbe, TR, 00 L0

2008/09-2012/06, R HLARML R, 220, WML, Tt S0 East

TAEZ:

2013/12-2%, MRAOW RS, WEEE, HI#d%

2012/08-2013/11, B 54O R, R, YT

RERFE (BE10%) :

1. 2014 4F “PREA " R ARIM AR BHAE S SE S D BT “RIFHIFBUD”

2. 2013 FFIRER “TLHBHMFELRI”

3.2013 4Ei 3 “HET EST Hd K8 4 AP2 [ CDNA 75 [ b JLRiA /3 #7535 rh RS Sh BRI FI TR 2R 27
AR # 5000 18735

4.2009. 2010. 2011. 2012 SRER“BRMAIE . “Gi 5. M —%< e, M L RBE . L

2R

ERHRSERRBIEE :

1. ek B E IR ERIE (T-URE) 2016-2019 1 Jii;
2. ARV F R T BOR B S0 2 TT TR A 2015-2017 1 Jii;
3. ERHFEARFEREETH 2014-2016 1 Jii;
4. FEFE LR A 2015-2017 1 Jif;
5. ExE L EH FiH 2013-2015 1 Jii;
6. LA ML s 2013-2015 1 Jii;
7. s H ERHT E SH 2014-2016 1 Jif;
8. MR R AT BT & 2013-2015 1 Jii;
9. VLA FAE H R AIH LR A 2011-2013 1 Jii;

10. HEHK2EA SRT HiH 2016-2017 1 Ti;


mailto:wangchen@njau.edu.cn

11, EZRHRFA SRT HiH 2015-2016 1 J7i;
RAEF:

1 AT YR OSSR AR P S BRI G 3 R T T

2. — MR RAPD R [X 733 & it A 7 i

3. R X ARk i A £ 5 PR 7
FERE.

L DRI ER S omE (HESTEYYY . CRRE. AlE) %,

2. ZHiHLIRH

1) Wang Chen, Fang Jinggui*. 2015. miR-RACE: An Effective Approach to Accurately Determine the
Sequence of Computationally Identified miRNAs. In: Mathieu Rederstorff eds. Small Non-Coding RNAs:
Methods and Protocols, Chapter 16, Humana Press 1296:109-118.

2) Wang Chen. And Fang Jinggui. 2015. RLM-RACE, PPM-RACE and gRT-PCR, an integrated strategy to
accurately validate miRNA target genes. In: Mathieu Rederstorff eds. Small Non—-Coding RNAs:
Methods and Protocols, Chapter 16, Humana Press. 1296:175-186.

3. ST Lie

(EBEEM) « GRS TADE) M.
IEHAERRK SCI LRI (BITWER):

1. Wang Baoju, Wang Jian, Wang Chen*, Shen Wenbiao, Jia Haifeng, Zhu Xudong, Li Xiaopeng. 2016. Study on
Modes of Expression and Cleavage Role of miR156b/c/d and its Target Gene Vv-SPL9 During the Whole Growth
Stage of Grapevine. Journal of Heredity, 1-13.

2. Zhang Cheng, Jia Haifeng, Zeng Jingjue, Perraiz Tarig, Xie Zhengiang, Zhu Xudong, Wang Chen*. 2016.
Fertilization of Grapevine Based on Gene Expression. The Plant Genome (Accept)
3. Zhu Xudong, LengXiangpeng, Sun Xin, Mu Qian, Wang Baoju, Li Xiaopeng, Wang Chen*, Fang Jinggui*.
2015. Discovery of conservation and diversification of miR171 genes by phylogenetic analysis based on
globalgenomes. The Plant Genome, 8(2): doi:10.3835/plantgenome, 2014.10.0076.
4. Zhang Cheng, Wu Weimin, Wang Xicheng, Fang Jinggui, Wang Chen*. 2015. Functional conservation
analysis and expression modes of grape anthocyanin synthesis genes responsive to the low temperature stress.
Gene, 574(1): 168-177.

5. Leng Xiangpeng, Han Jian, Wang Xiaomin, Zhao Mizhen, Sun Xin, Wang Chen*, Fang Jinggui*. 2015.
Characterization of a calmodulin-binding Transcription Factor from Strawberry (Fragaria > ananassa). The Plant
Genome, 8(2): doi:10.3835/plantgenome2014.08.0039.

6. LengXiangpeng, Song Changnian, Han Jian, ShangguanLingfei, Fang Jinggui, Wang Chen*. 2015.
Determination of the precise sequences of computationally predicted miRNAs in Citrus reticulata by miR-RACE

and characterization of the related target genes using RLM-RACE[J]. Gene, 575(2): 498-505.



7. lJia,Haifeng Wang Chen, Zhang Cheng, Muhammad Salman Haider, Zhao Pengcheng, Liu Zhongjie,
Shangguan,Lingfei Tariq Pervaiz, Fang Jinggui*. 2016. Functional Analysis of VvBG1 During Fruit Development
and Ripening of Grape [J]. Journal of Plant Growth Regulation, 1-13.

8. Fang Jinggui*, Zhu Xudong, Wang Chen, Shangguan Lingfei. Applications of DNA technologies in
agriculture.Current Genomics, 2016, 17(4): 379-386.Wang C, Han J, Shangguan LF, Yang G, Kayesh E, Zhang
YY, Leng XP, Fang JG*. 2014. Depiction of grapevine phenology by genes expression information and test of its
workability in guiding fertilization. Plant Molecular Biology Reporter. 5: 1070-1084.

9.Jia Haifeng, Jiu Songtao, Zhang Cheng, Wang Chen, Tariq Pervaiz, Liu Zhongjie, Wang Baoju, Cui Liwen, Fan
g Jinggui*. Abscisic acid and sucrose regulate tomato and strawberry fruit ripening through the abscisic acid-stress
ripening transcription factor. Plant Biotechnol J. 2016,doi: 10.1111/pbi.12563.

10. Wang Chen, Leng XP, Zhang YY, Kayesh E, Zhang YP, Sun X, Fang J G*. 2014. Transcriptome-wide
analysis of dynamic variations in regulation modes of grapevine microRNAs on their target genes during
grapevine development. Plant Molecular Biology, 84:269-285.

11. Wang Chen, Han J, Nicholas KK, Wang XC, Liu H, Li XY, Leng XP, Fang JG*. 2013. The characterization
of target mMRNAs for table grapevines miRNAs with an integrated strategy of modified RLM RACE, PPM RACE
and qRT-PCRs of cleavage products. Journal of Plant physiology,170 (10): 943-957.

12. Wang Chen, Han J, Liu C, Nicholas K, Kayesh E, Shangguan LF, Li X, Fang J. 2012. Identification of
microRNAs from Amur grapes (VitisamurensisRupr.) by deep sequencing and analysis of microRNA variations
with bioinformatics. BMC Genomics 13: 122.

13. Wang Chen, Shangguan LF, Nicholas KK, Wang XC, Han J, Song CN, Fang JG. 2011.Characterization of
microRNAs identified in a table grapevine cultivar with validation of computationally predicated grapevine
mMiRNAs by miR-RACE. PLoS ONE 6(7): e21259.

14. Wang Chen, Wang XC, Nicholas KK, Song CN, Zhang CQ, Li XY, Han J, Fang JG. 2011. Deep sequencing
of grapevine flower and berry short RNA library for discovery of novel microRNAs and validation of precise
sequences of grapevine microRNAs deposited in miRBase. PhysiologiaPlantarum 143: 64-81.

15. Han J, Fang JG*, Wang Chen*, Yin YL, Sun X, Leng XP, Song CN. 2014, Grapevine microRNAs responsive
to exogenous gibberellin. BMC Genomics 15:111.

16. Ren GH, Wang BJ, Zhu XD, Mu Q, Wang Chen*, Tao R, Fang JG.2014, Cloning, expression, and
characterization of miR058 and its target PPO during the development of grapevine berry stone. Gene, 166-173.
17. Xin Sun, Yanping Zhang, Xudong Zhu, Nicholas KibetKorir, Ran Tao, Chen Wang*, Jinggui Fang*.2014,
Advances in identification and validation of plant microRNAs and their target genes.PhysiologiaPlantarum,
166-173.

18. Zhang YP, Han J, Liu D, Wen XC, Li Y, Tao R, Peng YB, Fang JG, Wang Chen*. 2014. Genome-wide

identification and analysis of FK506-binding protein gene family in peach (Prunuspersica). Gene. 416-424.



19. Shangguan L, Wang Chen, Kayesh E, Zhang Y P, Nicholas K K, Han J, Fang J G. 2012. Review and
structural analysis of the evolution of grapevine (Vitisvinifera L.) genes involved in flower and fruit development.
The Journal of Horticultural Sciences & Biotechnology, 87(3): 243-249.

20. Song C, Wang Chen, Zhang CQ, Nicholas KK, Yu HP, Ma ZQ, Fang JG. 2010. Deep sequencing discovery of
novel and conserved microRNAs in trifoliate orange (Citrus trifoliata). BMC Genomics 11: 431.

21. Fang JG, Wang Chen, Yu Hua Ping, Zheng Y, Li Xiao Ying, Song Chang Nian, Chen Jin Feng. 2009.
Identification of 57 navel sweet orange cultivars with AFLP markers. The Journal of Horticultural Sciences &
Biotechnology, 84: 585-590.

22. Song CN, Fang JG, Wang Chen, Guo L, Nicholas KK, Ma ZQ. 2010. miR-RACE, a new efficient approach to
determine the precise sequences of computationally identified trifoliate orange (Poncirustrifoliata) microRNAs.
PLo0S ONE, 5(6): €10861.

23. Nicholas KK, Han J, Shangguan LF, Wang Chen, Kayesh E, Zhang YY, Fang JG. 2012. Plant variety and
cultivar identification: advances and prospects. Critical Reviews in Biotechnology. 33(2):111-125.

24. Wang XC, Guo L, Shangguan LF, Wang Chen, Nicholas K K, Yang G, Song CN, Zhang Z, Fang JG. 2012.
Analysis of expressed sequence tags from grapevine flower and fruit and development of simple sequence repeat
markers. Molecular Biology Reports, 39(6): 6825-6834.

25. Song C, Jia Q, Fang J, Li F, Wang Chen, Zhang Z. 2010. Computational identification of citrus microRNAs
and target analysis in citrus expressed sequence tags. Plant Biology, 12: 927-934.

26. Yu H, Song C, Jia Q, Wang Chen, Li F, Nicholas K, Zhang X, Fang J. 2011.Computational identification of
microRNAs in apple expressed sequence tags and validation of their precise sequences by miR-RACE.
PhysiologiaPlantarum, 141: 56-70.

27. Li X, Shangguan L, Song C, Nicholas K, Wang Chen, Gao Z, Shen Y, Fang J. 2010. Analysis of expressed
sequence tags from mei (PrunusmumeSieb. et Zucc.) flowers and fruits and development of simple sequence
repeat markers. BMC Genetics, 11: 66.

28. Dong Q, Cao X, Yang G, Yu H, Nicholas K, Wang Chen, Fang J. 2010. Discovery and characterization of
SNPs in Vitisvinifera and genetic assessment of some grapevine cultivars.ScientiaHorticulturae, 125: 233-238.

29. EWiRk, ER, HATY, MK, WA 2013, #i% VVGA20x1 FEX s AN E A K I 2R IK S T
B RO R 2254, 36(1): 29-34.

30. (R, FASR, ER, IV, 55> 2013, HERRAE O S UFGT fl MYBA H:KZRIX R KRBT,
i HUAO R 52447, 36(4): 30-36.

31, ARE, EVE, FWEMS, TR, KRKE, HAT*. 2013, A ST 5. MR, 49 (3):
234-240.

32. Eripk, RER, BEEr, KRV, R KRKE, BEE. 2013, #HE 55K ZAEHE VWGIDLA #1457
2. WA E L KRB AT, [E 224, 40(5): 839-848.



33 EEE, MR, IR, R, BR, Bt 2013, EEEN LR EI R LA R R,
YA PR, 49(4): 324-330.

34. P, XUTERR, ANV, FE, B, ER, BESTT . 2013, BRRE A L FRIRE TR R G AR R
L. BE Z 54k, 40(5): 828-838.

35. SR, ER, B4vt*, LEEK, B, skEZSE 2012, IREEE A MO AL oAl SR, 24(6),
24-30

36. B, kX, HAT, RKAE, X, EVpk. 2012, # % HEZ LR F IHEE T microR156 .
mcromiR172 % FLAEELPRI7E 4 3 IR AR T AR o I S8 e itk T A FRLIRIARF 7. R R Aol K232 224), 35, (4):
59- 64.

37. ER, MK, AT AN, ZEROET, 9. 2011, 4 E 2 microRNAs J HAREE R 7E & 2 — osifeid
FEPHRIE R R . PHALHEY) 4R, 31(12): 2429-2436.

38. ER, Xut, Bk, KKE, ZBRH, =4 2010, BT EST A E (Vitisvinifera) APETAAL2 F:A]
CDNA i K HRIE W1, B, 27 (2): 207-212.

39. BR, T 0¥, WIEE, Mt 2, AT 2010 BB AL LR LK cDNA UERMMEKEE.
Heb AR 24, 25(4): 30-34.

40. £R, BE5t, T, EUTE 2009, FARSEH RS, ATRL AR, 21(5): 529-534.

41. BR, B, BE&ES, B, $OR%E. 2009, RS ERIE A . IO EREE, (1): 197-200.

2. ER, B4R ot 2009. % T R AE T = BRI A EAR E AR, 25(9): 169-173.

43. ERF, HAEG, B, HHER, KEH. 2009, KA E IR A G R REIUIR, o E R SR,
25(24): 298-302.

44. R, s, Xk, EUIE. 2009, % S5 &S FRRUY. LIRS, 36(4): 38-40.

45. EVURL, ER, FHETTY, FMK, ¥ HIlE. 2013, % VVGA20xL HER vl A0 E AL K I 2RIk ST
R AR 52541, 36(1): 29-34.

46. 4, TR, T, S0ME. 2009, RUESFmiERs AR, hER 7 W, 38(4): 58-59.

7.HT, ER BAR, Wk, TR, RKE. 2011, Hi% SPLO A1 SPL10 LK 4K cDNA 7ifE. W41
SERLFIRIE AT, [ 254K, 38(2): 240- 250.

48. LEEK, ER, B, FRH, MR, RKE. 2011, FIH] GenBank H1oR B %] EST Fr41 70 B A 3
BRI T RAK T S TR, T EAROLRLE, 44(13): 2748-2755.

49. &, ER, BE, W6, B4, &S 2011, HiE I BAC AR A SCEE R ) cDNA-RAPD 7).
JbAe 244K, 2011, 26(2): 43-48.

50. KEZE, ER, THT, G, AN 2000, & FHI AR AL RNA JEUS AL, PELR R,
19(11): 135- 140.

51. £FE, R, HEAH* RKE, FEEK 2011 HEHEROAEKEE KA TR, i

% 5%, 176: 65-70.

e
I
1



52. HE, EEWK, THF, Bk, TR, EMIE HAES* 2010, #i% SBP F:H ZRAEME B 220, B
R4 2 5 RN H A5, 29(4), 791-798.

FARERE s 2RSS

1. {RNA Biology)» . (PLoSone) . {BMC Genomics) . {PhysiologiaPlantarum) . {Genomics) . {Plant
Genome) . (Gene) F1 (Hortiscience) <5 b T EH AN 5

2. WHEEZ LA SRRBK. LR S KEEMFF2ER



