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Abstract: In 2017, the progresses of maize biology research in China were well demonstrated by maintaining

the momentum of publishing high impact research articles in top international academic journals. Over the past

year, 206 research papers on maize biology were published in 91 SCI journals, among which 49 papers having rela-

tive high impact factor(IF>5). In summary, important progresses have been made in the following 7 directions: gene

editing studies, the genetics regulation of kernel development, the gene discovery for abiotic stresses, the gene dis-

covery for diseases, QTL gene cloning for important agronomic traits, the omics research(transcriptomics, proteomics

and metabolomics), new technologies for maize breeding.
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Table 1 Numbers of published papers related to maize biology research in different

journals by different institutes from China (2017)

WFIZFR Journal name

SAFFZMIA T S—year averaged impact factor

¥ Number

Nat Biotechnol

Nature Communications

PNAS

Plant Cell

Nucleic Acids Research

New Phytologist

Molecular Plant

Plant Physiology

Plant Biotechnology Journal

Journal of Experimental Botany

Plant Journal

Genetics

Sci Rep

Plant and Cell Physiology

Frontiers in Plant Science

Mol Plant Microbe Interact

BMC Plant Biology

J Proteome Res

BMC Genomics

Enviromental and Experimental Botany
Theretical and Applied Genetics

Plant Science

Plant Methods

Plant Molecular Biology

FEBS J

European Journal of Agronomy
Database—The Journal of Biological Databases and Curation
Journal of Integrative Plant Biology
Field Crops Research

Planta

International Journal of Biological Macromolecules
J Agric Food Chem

International Journal of Molecular Sciences
Plant Disease

Plos One

Anal Bioanal Chem

Journal of Plant Physiology

Amino Acids

Journal of Genetics And Genomics
Functional & Integrative Genomics

Cytometry A

46.223
13.092
10.414
9.996
9.338
7.857
7.429
7.428
6.657
6.538
6.371
5.092
4.847
4.817
4.672
4.598
4.541
4.430
4.284
4218
4.152
4.148
4.140
4.132
4.129
4.108
3.974
3.956
3.839
3.696
3.657
3.504
3.482
3.451
3.394
3.306
3.296
3.241
3.236
3.190
3.127
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4R 1 Continued 1

HWITI# 8K Journal name S5AERZIA T 5—year averaged impact factor i Number
Plant Physiology and Biochemistry 3.096 2
Plant Cell Reports 3.091 2
Environmental Science and Pollution Research 3.023 1
Free Radical Research 3.017 1
Genes 2.984 3
Sensors (Basel) 2.964 1
Nucleus 2.773 1
Mol Genet Genomics 2.742 2
Chromosome Res 2.694 1
Protoplasma 2.658 3
Microbiologyopen 2.638 1
Pestic Biochem Physiol 2.612 1
Virus Res 2.580 1
Molecular Breeding 2.546 5
BMC Genetics 2.517 1
Plant Growth Regulation 2.497 5
Int J Syst Evol Microbiol 2.488 3
Plant Biol (Stuttg) 2.459 1
Nucleus 2.387 1
Biochemical and Biophysical Research Communications 2.354 1
Peerj 2.354 1
Biol Open 2.263 1
Journal of Plant Research 2.155 1
Plant Cell Tissue and Organ Culture 2.001 1
International Journal of Phytoremediation 1.939 1
Euphytica 1.840 7
Agronomy Journal 1.838 6
Biotechnol Lett 1.810 1
Photosynthetica 1.810 2
Crop Science 1.787 3
Plant Molecular Biology Reporter 1.731 1
Genome 1.682 2
Acta Physiologiae Plantarum 1.681 4
Journal of Virological Methods 1.632 1
Plant Breeding 1.595 4
Genetic Resources and Crop Evolution 1.454 1
Journal of Plant Biology 1.443 2
Biologia Plantarum 1.371 1
Journal of Integrative Agriculture 1.131 6
Canadian Journal of Plant Science 1.114 1
Chilean Journal of Agricultural Research 1.008 1
Russian Journal of Plant Physiology 0.895 1
International Journal of Agriculture And Biology 0.806 5
Genes & Genomics 0.612 2
Cytology and Genetics 0.335 1
Physiol Mol Biol Plants 0.000 1
BMC Res Notes Not Available 1
Genet Mol Res Not Available 1
Methods Mol Biol Not Available 1
Plant Signal Behav Not Available 1

Total 266




264

2,
e

* B

B

—

— = = =

(o I o B

v 0N

14!

[4 ! I
I I I 14
[4 [ 9

+ AN = = =
Q!

HOwW
SR AY ) 24 A AN [ e
I REHIN TR 2 AL A o

RS F7 e o I A 2 A o

s W%

e LR B
T KT

G ECAT

G AN
Ly
AN BRI

G AN T

e AN B [l

F A1 R
G(REMHY 3 7 ) O A ] o
G BT
e

G ANkl

G AN ch

fEo],

N

Auejoq [euamol [ BRUEREN

[eumol

ey

[Powiodxe  £3ojouypoatorq  A3ojorsAyd juerd  jsioo1dyd sproe SUOTBOTUNWIWOD  [OUYDDI0Iq

SOIPURL) jo ﬁm:y::u—. el WUR[d JIRNII[O]N MIN RIS BIUN] [[°2 e SVNd aInjeN eN

%:ﬁiw A1 Jo swreN]

W R

BUIYY) Wiy soymnsut JuatspIp O Aq (0°g<gpAnenb ysry qum sjeumol ur szaded paysiiqng - g a1qe,
HEERXIEHHOS LY FEOIZES SHEZ YT YED T #itl OCEHEH L10C c¥



44 RAGMWAE 2017 7P [H TR A W) 2AF T 0k 5

2 BARTRAT B REN

TR TR TR Z IR Las B, X £k
TRLIN & B B 2T BT I i SR A
PERAI PRI A R . P R A B A
TR AR K A IR X 222 LAY T KRy o 4
GEAL A Moury3 HEAT T SEREFITIRE 73 AT , SR T L
LA BN B2 60% , (EAR AR AY 8 3 A KA 51
A KRBT 32 BB 2 5 SERELS R M R B, AR A
%% 1 4~ PLATZ(plant AT-rich sequence— and zinc—
binding) 8 71, HRI N BEAENIL, pr LA S5 413 Ry
PRI AL RN 5 AR SRR, Floury3 F¢ 5 7E IR 3L
VERYANML I, B RNA SRA T 112 A AR
51 RPCS3 M TFCT H.AE, JE[F] 2 5 (RNA HI 5SrRNA
W SRR, DTS I IR K B R A4 o 645 i
R T opaque ZE A8 (&b , TR M FE (defective kernel B
# empty pericarp) R AR 5T T KR A IR E
B — SRR, 3 B 4 578 KA 732 i — 2y
{E pentatricopeptide repeat(PPR) % Ji 3 K 58 7% It
. Wang 55%F £ K TR B I LR (dek36)HEAT T
FARVRTERE ST, 45 SR R B %S R i 1 4~ i 7E
2R ) 14> PPR(E+ subgroup) 2 1 (BA5 4ok {4
RNA #3558 D0 6E) , % H S Zebiif rh e i 2 &
1A complexI IIL IV PG PEAH G , dek36 221K H PPR
LA 1 5 AZ B 1 FEAR 3k 3N S A ARG . D
I [ R (AtDEK36) 58722 LAt B0 1 IR A
IR A 7 32 BHLAF Y T HL Ardek36 L AT 2R 4
RINA 4 25 45 DI RE , 40 g T 5 728 % v Y Lok 1A
atp4 . nad7 . cemFNI | cemFN2 %5 RNA 4 5 6 3
cemFNI .cemFN2 rps12 i) RNA 2 8 50 % 32 31| ™ &
S LA KAE R A WSS L SE HEBF 58 T PPR7S.
PPR78 %R 2E VAR BT 7= 4 i 2R LA dek SS9 AR 1A
SEARZEL, A RENE K B 1L H TR THRE AT A
AL A BE % ™ 5 W LR AR S ] nadS B R 2
mRNA PFEE P, 185 53 40 1 AN SO B i 201, e
it —DUE] TR0 nad5 A SRR RYTEE
A, EMPY JE 58 LU 52 T 2 kLA 2
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