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Single-Cell RNA Sequencing Resolves Molecular Relationships Among Individual Plant Cells

Plant Physiology, 2019,179(4):1444-1456. |1F:6.305
BEARKA . PIETTIRR Kigia: RARERANF. METEE. KD
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A Single-Cell RNA Sequencing Profiles the Developmental Landscape of Arabidopsis Root

Molecular Plant, 2019,12:648-660. |F:10.812
BEARKE . PIEITIRR Kigin: RARERANF. METEE. DKL
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Defining the developmental program leading to meiosis in maize

Science, 2019,364:52-56. |F:41.037
B FREEE Kigia: RARERANF. EX. BEOR
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