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Identification of drought tolerant mechanisms in a drought-tolerant maize mutant based on

physiological, biochemical and transcriptomic analyses. BMC Plant Biology, 2020, 20, 315. 3.6 32

Comparison of protein extraction methods for 2DE-based proteomic analysis of duckweed Spirodela
polyrhiza, a small aquatic model plant. Aquatic Botany, 2020, 163, 103216.

Maize mesocotyl: Role in response to stress and deepa€sowing tolerance. Plant Breeding, 2020, 139,

466-473. 1.9 18

A rapid and universal method for isolating starch granules in plant tissues. Plant, Cell and
Environment, 2019, 42, 3355-3371.

Proteomic Analysis of Starch Biosynthesis in Maize Seeds. Starch/Staerke, 2019, 71, 1800294. 2.1 11

QTLs for constitutive aerenchyma from Zea nicaraguensis improve tolerance of maize to root-zone

oxygen deficiency. Journal of Experimental Botany, 2019, 70, 6475-6487.

2-DE-based proteomic analysis of protein changes associated with etiolated mesocotyl growth in Zea

mays. BMC Genomics, 2019, 20, 758. 2.8 8



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS
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