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Abstract: In recent years, there are an increasing number of scientists participating in maize basic research in

our country, which results in an improved overall quality of research in the field of maize biology. The progresses of

maize biology research in China well demonstrated by starting to have high impact research articles published in top

international academic journals. Over the past year, 338 research articles were published in 104 journals of SCI(Sci-

ence Citation Index), with 46 of them having relatively high impact factor(IF>5). In summary, important progresses

had been made in the following directions: the genetics regulation of kernel development, the gene discovery for abi-

otic stresses, the gene discovery for biotic stresses, QTL gene cloning for important agronomic traits, the omics re-

search(transcriptomics, proteomics and metabolomics), physiologies for maize cultivation, new technologies for

maize genetic studies and breeding.
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Table 1 ~ Numbers of published papers related to maize biology research in different journals by

different institutes from China (2016)

=7 s g = R
W4 SN T R AR 140 SAESMA T R AR
Impact factor Number of Impact factor Number of
Journal name Journal name

of five years ~ articles of five years articles
Nature Genetics 32.197 1 J Agric Food Chem 2912 1
Proc Natl Acad Sci US A 10.285 3 Genomics 2.896 2
Plant Cell 9.88 1 Mol Genet Genomics 2.858 3
PLoS Pathog 7.758 1 Int J Syst Evol Microbiol 2.782 4
New Phytol 7.554 5 Molecules 2.749 1
PLoS Genet 7.481 2 BMC Biotechnol 2.748 1
Plant Physiol 7.367 9 Int J Biometeorol 2.649 1
Mol Ecol Resour 7.347 1 Virus Res 2.611 1
Molecular Plant 6.885 6 J Sep Sci 2.586 2
Plant ] 6.468 5 Molecular Breeding 2.575 5
Plant Cell Environ 6.443 1 Protoplasma 2.546 1
Environ Sci Technol 6.396 1 Plant Biol (Stuttg) 2.488 2
J Exp Bot 6.229 8 Biochem Biophys Res Commun 2.575 2
Plant Biotechnol J 5.951 2 J Sci Food Agric 2.546 2
Sci Rep 5.525 17 Plant Growth Regulation 2.185 1
Plant Cell Physiol 4.847 2 Peer J 2.392 1
Anal Chim Acta 4.841 1 AoB Plants 2.164 1
Biochim Biophys Acta 4.805 1 Microbiologyopen 2.152 1
BMC Plant Biol 4.604 12 Transgenic Res 2.099 3
Front Plant Sci 4.461 29 Dev Genes Evol 2.078 1
Front Microbiol 4.36 1 Int J Phytoremediation 1.451 2
Sci Total Environ 4.317 1 Insect Sci 1.041 1
BMC Genomics 4.278 13 J Plant Res 2.039 1
Theor Appl Genet 4.115 7 Plant Molecular Biology Reporter 1.995 5
Ann Bot 4.088 1 Euphytica 1.866 6
J Environ Manage 4.049 1 J Econ Entomol 1.847 1
J Integr Plant Biol 3.993 7 Int J Genomics 1.841 1
J Proteomics 3.986 1 Science of Nature 2.071 1
Database (Oxford) 3.983 2 Genetica 1.686 1
Plant Sci 3.981 4 J Virol Methods 1.642 1
Toxins (Basel) 3.942 2 Indian J Microbiol 1.156 1
Front Genet 3.92 1 Journal of Plant Biochemistry and Biotechnology 1.15 1
Plant Mol Biol 3.874 3 Genet Mol Res 0.912 7
Physiol Plant 3.799 4 J Genet 1.2 4
J Environ Sci (China) 3.726 3 Maydica 0.695 4
Photosynth Res 3.6 1 Plant Disease 3.268 1
Planta 3.593 6 Field Crops Research 3.541 4
PLoS One 3.535 29 Phytochemistry 3.218 1
Genetics 3.49 2 Plant Cell Tissue And Organ Culture 2.286 1
Viruses 3.437 1 Environmental Science and Pollution Research 2.876 1
Plant Physiol Biochem 3.434 5 Journal of Plant biology 1.369 1
Journal of Agricultural and Food Chemistry 3.308 1 Crop Science 1.758 6
Phytopathology 3.248 1 Acta Physiologiae Plantarum 1.692 3
J Plant Physiol 3.241 1 Plant Breeding 1.629 2
Mycorrhiza 3.231 2 European Journal of Plant Pathology 1.698 2
Int J Biol Macromol 3.22 3 Agronomy Journal 1.86 3
Phytochemistry 3.218 1 European Food Research and Technology 1.778 1
Int J Mol Sci 3.213 4 Journal of Integrative Agriculture 0.867 11
G3 (Bethesda) 3.198 1 Annals of Microbiology 1.331 1
Plant Cell Rep 3.187 3 Genes & Genomics 0.697 1
Pest Manag Sci 3.116 1 Spanish journal of agricultural research 0.873 1
J Genet Genomics 3.013 3 Research Journal of Biotechnology 0.336 1
J Agric Food Chem 2912 1 & it 338
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TE 2 I S5 AR 8 FR3B IIBTR QTL AL AL, XX 7
OO N DA e 71175 e i = 0 e i S T
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