RKFHEANA

é kK 163 il 5
HAFEH 1974. 11 = E=2] SR e
Z I A [A] 1998. 07 EE st 23
Tl EIA Hpg W AR 5% e AR A K
it il B R % RV
TAE AL BIEPH AR HR AR 025-85393314
TMNET . ) . g e . Zhang chq2002
R SRS A E B IR Osohu. com
H 1 1 il 210038
BEERANA(Lha| bl 2 b 22 S 2 6
E X BRFIER ST HN LS, LB EYERFELVRASRR,
LR PSR ELRN S H, LA AR P ML F AR R IFEK
12 R (%) ) /Ryu sk =4, VL9 “333 LI 3 = FIREEFRN R
LA FHEIHE “BHERRR R 7 LA “HFHELE” MATFFEEF TR0
B:IE% % Plant physiology, Bioinformatics, PLOS ONE ZEH fm A

gl . -

ot
N4
Q:«E

B

FHF I -

(I TLIBURAN =M B AR Z 2020 4E5FK R ) nindbith, oA R AR
R/ LIEWET, R

(I2) ILFBURAO AL B ARAR R 2019 4R33K GERD ) -, 1A RARAT
R/ LIE W ET, R

(11) 2018 4 BT ER/K X B 2 B R 7 F SRR TG R 1, 200 /5, Pl TiRZE/
HliWERE, 25

(10) i & A KR B R R BT EEHE, 2018 4EVLIR A KL QIR H . 45 S 80
W AP, 2017 SEVEIE KA ANEIIZR - RIDE , 48 'S80

(8) fHY) ta—siRNA EEK B BTV G, LB ANA T, EFF

(7) BEEEHURIIN W PPk § KA FRIS BT 5T, L8 AE6FmHE, 25

(7) B A RS FRRRBE T, 2015 4EVT95 8 KA QAN it kI H , 1559

Jifi

(6) WLE R & (A IE 5 5 7T, 2014 S Hh 7 e B 5% K 2 A B G Mk I 25 01 33
H, f&aS#0m

(5) 1Y ta-siRNA POEEFFRFILE BRI, ExARREEET R0H, B
WM RER, 2012 ST KA SR AR E . f5 T H0m

(4) JRUTHESN DNA HEL B A I A, ER A RRIEIE S HESESE, 25




(3) [ EE RiB BOATRVEHE ™ SRR SR R AL, IR ERSIT, RRIH L5
(2) Wi 5 FhRRET R IRERT L, TTHREHHT, T

(1) BEAAEH a A 51 BERTE, Bt RH R, 6

Wi

(BT R, ok, IR, AT, E 1. 4000 B A 5B IR A A mUR TR 75 R AT A
[J]. &R B R, 2020, 36 (02) :47-51.

(36) 5T, BAME, 2= RS, T4, BN AR T SE R AE (i [T ). PR A B
i, 2020, 36 (02) : 84-87.

(35) A, HEEEVR, FhEE, LR, TR T« i1 C PR I 3 25 8]+ 22 2k DR o A A Y
T L), SRR B4, 2020, 36 (02) :88-92.

(34) JGHTIIR, 2= 5, SR ICT*, k. PR HONT /Iy RNA RIKIEHE AL [T]. SRR
SRR AR, 2018, 34 (02) 1 70-74.

(33) £Az, KKTH, 2. SEIHE SR AR R fi 2 2 b B3R R N A AN A %
FRIA R L], A #E, 2018 (03) 1 124-127.

(32)Guangping Li,Yun Wang, Xiaoming Lou,Hailing Li,Changqing Zhang*.
Identification of blueberry miRNAs and their targets based on hight—throughput
sequencing and degradome analysis[J]. Int J. Mol. Sci. (SCI IF=3.226), 2018.
(31) 23, RATE, EIRE, 5k K+, BEDx  “HelF" FagdRicth BESORTIT
[J]. HrEEJ7 R, 2017, 04:131-135.

(30) FKAHT, Touse. G AL RPUEAYARTE B L AE T 2K A e R R R [T].
SRR B4k, 2016, 03:63-66.

(29) B, kK, 1Ri5%, M, S8EE. 4ENEYESH N AR I, PEEZ
U, 2016, 05:77-79.

(28) 322, (BT A, okKE, A, KRERME G HESCRYHR ], FEREZ
1, 2016, 04:194-195.

@D KK, PR, 27, UG s A 5 047, s bl R. 20165,
(26) Lingfei Shangguan, Xin Sun, Changging Zhang, Qian Mu, Xiangpeng Leng,
Jinggui Fang. Genome identification and analysis of genes encoding the key
enzymes involved in organic acid biosynthesis pathway in apple, grape, and sweet
orange. Scientia Horticulturae(SCI IF=1.538), 2015.

(25) Tk KT, BE®R K, g, Tt —AE ZEY R A SRR Lt R st
IFHRICE 5. )54, 2015. 50 (3) : 388-393.

(24) Xiaoshuang Liu, Guangxin Zhang, Changging Zhang#*, and Jin Wang*, Predicted
Trans—Acting siRNAs in the Human Brain. Int J. Mol. Sci. (SCI IF=2.339), 2015.




(23) Tk K5, 253, 257 7. MY ta-siRNA & A B OB 78 8k JE . 7 Jb Al 4 2%
. 2014.

(22) Shangguan Lingfei, Wang Xiaomin, Leng Xiangpeng, Liu Dan, Ren Guohui, Tao
Ran, Zhang Changqing, Fang Jinggui. Identification and bioinformatic analysis
of signal responsive/calmodulin-binding transcription activators gene models
in Vitis vinifera. Molecular Biology Reports (SCI IF=2.506), 2014.

(21) Zhang Changqging*, Li Guangping, Zhu Shinong, Zhang Shuo, Fang Jinggui.
tasiRNAdb: a database of ta—siRNA regulatory pathways. Bioinformatics (SCI
IF=5.323), 2014.

(20) Lingfei Shangguan, Jian Han, Emrul Kayesh, Xin Sun, Changqing Zhang, Tariq
Pervaiz, Xicheng Wen, Jinggui Fang. Evaluation of Genome Sequencing Quality
in Selected Plant Species Using Expressed Sequence Tags. PLOS ONE (SCI IF=3. 73),
2013.

(19) Changging Zhang#*, Guangping Li, Jin Wang, Shinong Zhu, and Hailing Li.
Cascading cis—Cleavage on Transcript from trans—Acting siRNA-Producing Locus
3. Int. J. Mol. Sci. (SCI IF=2.464), 2013.

(18) Li Guangping, Zhang Changging, Cao Fuliang. An efficient approach to
identify 42 ginkgo biloba cultivars by using RAPD markers with a manual cultivar
identification diagram strategy. Genetics and Molecular Research(SCI
IF=1.184), 2013.

(17) Zhang Changing*, Li Guangping Wang Jin, Fang Jinggui. Identification of
trans—acting siRNAs and their regulatory <cascades in grapevine,
Bioinformatics(SCI IF=5.468), 2012.

(16) Zhang Changqing, Wang Jin, Zhu Huaiqiu, Gao Xiang. A mutation degree model
for identifying transcriptional regulatory elements, BMC Bioinformatics (SCI
IF=3.03), 2011.

(15) Wang Chen, Wang Xicheng, Kibet Nicholas Korir, Song Changnian, Zhang
Changqing, Li Xiaoying, Han Jian, Fang Jinggui. 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.
Physiologia Plantarum(SCI IF=3.112), 2011

(14) Song Changnian, Wang Chen, Zhang Changging, Nicholas Kibet Korir, Yu
Huaping, Ma Zhenggqiang and Fang Jinggui. Sequencing discovery of novel and

conserved microRNAs in trifoliate orange. BMC Genomics(SCI IF=3.76), 2010.




(13) 3k&F, b, wfl. CYP72B1 JE[AAI AURS & [Kmi B, A K R ANHEE R WER I
SRR TS, A 5 A Y B (SCT TF=0. 209), 2009

(12) 3K, Z5)F, Y89 WA ISSR-PCR RNIARES 50k, PHlbsl s
i, 2010

(11) Z=E7°F, skKT, s WA FLS RGBT 00, T E R
i, 2010

(10) Z=)°F, skK75, =4 M PGIP FERMYJE 3+ i fe X A5 B2%orbr, vEduhl
WaEak, 2010

(9) kKT, e, FESE, WG, RV TR R OSSR, Rl
R, 2010

(8) kK, ZF, =, WiEse. PEZ pgip BTSRRI,
254k, 2009

(1) kalk, 28206, k&K, TRk AR MicroRNA ATATI, & FEFHE 2k %
&, 2008

(6) sk, ME#HE, Tk, VEGFR3 KN H ) ¥ i Thae X B Iill, 299EME
A, 2008

(5) ikKd, Tab, mE. BUEEIT TCHA L[N S 2h X H SR o i R R, g,
2008

) 5kKF, T, Kbk, sk, Tk GRS BB SRR T, R
4k, 2007

(3) #/7F, skKE, WEL Mg PCIP B R RIA BRI M & Sos A, PEALR S
i, 2007

(2) ZIF, B&
2R, 2006
(1) 3k&d, T, ¢, B8 EEEYS T B M AEYE B YR RN,
TR, 2005

LR

) EFE KT SHE, RA FRE, ATIROR. — P 6 4 & S = A7 J7 %,
201410616377. X

Q) kK, Kbk, w8 BEREEITEE L 200910183528

() skKHE, T, = WREEITET, 200710133326

AT ER

(2) R IR 20 1 51 R R (R /E 2R 3R BT 65 (874K : OBRRP, 2015

(1) —MEP) tasiRNA P AR PE RGBT [tasiRNAdD], 2015

d

T, SOWAE, WEL OSRKE. M PGIP BEFE M TIRE KA F A, [T

i




-+

@)k KHE, mlEm, mE (F
sk KE, T4, (HZHEDE
RENEDL:

OB HBERE TR R G ERRI IO, =85, RrERREmimiE F &
BoEA T RORERME) ) , LA EEIT, 201847 H

4) P E S SR RR R — — 2 E RGP, —555, (Rr RO R
i M B AL AR BOR R ORTEHE ), P E RS2, 2017 4 12 H

(3) PRt BARRL S T Zm R F AR S, (RIS e s 7 50 47), ™
HTERRREEER S AR SOFHE &R R4, 2017 4F 12
QEETHRB2EHE+ — B FHEARL L, (Cascading cis—Cleavage on
Transcript from trans—Acting siRNA-Producing Locus 3) , BT HARARIFEAL
Fr AR PP & 2y, 2015 4 12 /]

(D FR T AR T R B ¥R, (dentification of trans—acting siRNAs
and their regulatory cascades in grapevine) , B TH HARRIFZEMFFEARIL L
P& 2y, 2013 4F 12 ]

RERRIE SEHIEOR) , WL RS Rk, 2013
HRHEEHOR) , _BREROE R A, 2012




