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<i>SISTE1<[i> promotes abscisic acidd€dependent salt stressd€responsive pathways via improving ion
homeostasis and reactive oxygen species scavenging in tomato. Journal of Integrative Plant Biology,
2020, 62, 1942-1966.

Identification of candidate miRNAs related in storage root development of sweet potato by high

throughput sequencing. Journal of Plant Physiology, 2020, 251, 153224. 3.5 17

Characterization of a Novel Chitinase from Sweet Potato and Its Fungicidal Effect against
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