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2019, 12,615-631.

RNA sequencing reveals the complex regulatory network in the maize kernel. Nature Communications, 12.8 259
2013, 4, 2832. :

A 4-bp Insertion at ZmPLA1 Encoding a Putative Phospholipase A Generates Haploid Induction inAMaize.
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Genetic Determinants of the Network of Primary Metabolism and Their Relationships to Plant
Performance in a Maize Recombinant Inbred Line Population. Plant Cell, 2015, 27, 1839-1856.

High-Throughput CRISPR/Cas9 Mutagenesis Streamlines Trait Gene Identification in Maize. Plant Cell, 6.6 148
2020, 32,1397-1413. :

Genomed€wide dissection of the maize ear genetic architecture using multiple populations. New
Phytologist, 2016, 210, 1095-1106.

Genome-Wide Association Studies Identified Three Independent Polymorphisms Associated with

1+-Tocopherol Content in Maize Kernels. PLoS ONE, 2012, 7, e36807. 2.5 140

Natural variation in ZmFBL41 confers banded leaf and sheath blight resistance in maize. Nature
Genetics, 2019, 51, 1540-1548.

Distant eQTLs and Non-coding Sequences Play Critical Roles in Regulating Gene Expression and

Quantitative Trait Variation in Maize. Molecular Plant, 2017, 10, 414-426. 8.3 137

Cloning and characterization of a putative GS3 ortholog involved in maize kernel development.
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