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Progress on the Maize Biology Research of China in 2022
CHEN Jian, LIU Qiu—jie, SONG Wei-bin, LAI Jin—sheng
(National Maize Improvement Center of China, China Agricultural University, Beijing 100193, China)

Abstract: Maize biology research in China kept high—speed progress in 2022, with an incessant springing up

of innovative research achievements. In 2022, at least 573 research papers were published in 87 SCI or SCIE jour-

nals, among which 88 papers published in international high—level journals. This review summarizes the representa-

tive research achievements of maize biology from research groups of China in 2022, including the research progress-

es made in the following areas: omics of maize, genetic regulation of maize kernel development, genetic regulation of

plant architecture, genetic mechanisms underlying maize inflorescence development, genetic regulation of maize bi-

otic and abiotic stresses, genetic regulation of nutrient use in maize and maize breeding technologies.
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Table 1~ Numbers of published papers related to maize biology research in
different journals by different institutes of China(2022)
W4 5 A P B W44 SARSZIR 1 B
Journal name Five—year Number Journal name Five-year Number
impact factor impact factor
Nature 60.9 1 Pestic Biochem Phys 4.7 1
Science 54.5 1 J Plant Physiol 4.5 1
Nat Genet 37.4 2 Biology—Basel 44 2
Mol Plant 22.6 6 Front Genet 43 5
Nat Plants 18.6 3 Gm Crops Food 43 3
Genome Biol 17.4 4 Phytopathol Res 4.2 1
Nat Commun 17.0 7 Agronomy—Basel 4.0 62
Plant Biotechnol J 13.2 7 Plant Growth Regul 4.0 1
Plant Cell 12.9 10 Genes—Basel 3.9 13
Brief Bioinform 10.6 1 Physiol Mol Biol Pla 3.9 2
Plant Commun 10.5 1 Phytopathology 39 3
New Phytol 10.5 18 Rhizosphere—Neth 3.8 1
J Integr Plant Biol 10.1 4 Chromosome Res 3.6 1
Cell Rep 9.9 1 Int J Biometeorol 3.6 1
Plant Physiol 8.7 8 Aob Plants 34 1
Plant Cell Environ 8.1 1 Plant Direct 34 1
J Exp Bot 8.0 6 Protoplasma 33 1
Plant J 7.9 7 Life-Basel 32 5
Plant Phenomics 7.5 1 Photosynthetica 3.2 4
Biol Res 72 1 Dna Cell Biol 3.1 1
Sci China Life Sci 7.1 2 Funct Plant Biol 3.1 1
Front Plant Sci 6.8 117 Mol Breeding 3.1 4
Cells—Basel 6.7 4 S Afr ] Bot 3.1 1
Crop J 6.5 23 G3-Genes Genom Genet 3.0 1
Plant Physiol Bioch 6.4 5 Plant Cell Tiss Org 3.0 1
Int J Mol Sci 6.2 49 Physiol Mol Plant P 2.9 1
Plant Methods 6.1 1 Plant Signal Behav 2.9 1
Environ Exp Bot 6.0 5 Acta Physiol Plant 2.9 2
BMC Plant Biol 59 27 Int ] Genomics 2.7 1
Plant Cell Rep 5.9 3 Theor Exp Plant Phys 2.5 2
Mol Plant Pathol 59 2 J Plant Nutr 24 1
Physiol Plantarum 59 1 Plant Biotechnol Rep 24 1
Plant Cell Physiol 5.7 2 Euphytica 2.1 4
Plant Sci 5.7 7 Plant Breeding 2.1 1
Theor Appl Genet 5.7 5 BMC Genomic Data 1.9 1
Plant Soil 52 10 Genes Genom 1.9 1
Plants People Planet 5.2 1 Genet Resour Crop Ev 1.9 1
J Plant Interact 5.1 2 Open Life Sci 1.9 1
Plant Dis 5.0 6 Commun Soil Sci Plan 1.8 1
J Plant Growth Regul 4.8 2 Russ J Plant Physl+ 1.6 2
Planta 4.8 2 Phyton—Int J Exp Bot 14 6
Plants—Basel 4.8 47 Pak J Bot 1.1 2
BMC Genomics 4.7 7 Bangl J Bot 0.4 3
Plant Genome—Us 4.7 3 4 it 573
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