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Genome-wide analysis of RING-type E3 ligase family identifies potential candidates regulating high
amylose starch biosynthesis in wheat (Triticum aestivum L.). Scientific Reports, 2021, 11, 11461.

Development and evaluation of chapatti quality of high amylose wheat mutants on the basis of
physicochemical, textural and sensory characteristics. LWT - Food Science and Technology, 2020, 133,
110051.

Marker-trait association identified candidate starch biosynthesis pathway genes for starch and
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