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Reveal Their Involvement in the Development, Ripening, and Abiotic/Biotic Stress Responses.
International Journal of Molecular Sciences, 2017, 18, 1581.

A Novel Role for Banana MaASR in the Regulation of Flowering Time in Transgenic Arabidopsis. PLoS 95 4
ONE, 2016, 11, e0160690. )

Genome-wide analyses of the bZIP family reveal their involvement in the development, ripening and
abiotic stress response in banana. Scientific Reports, 2016, 6, 30203.

Genome-wide identification and expression analysis of the &amp;beta;-amylase genes strongly
associated with fruit development, ripening, and abiotic stress response in two banana cultivars. 14 18
Frontiers of Agricultural Science and Engineering, 2016, 3, 346.

Role for the banana <scp>AGAMOUS</scp>&€hike gene <i> <scp>MaMADS7<[scp> <[i> in regulation of fruit
ripening and quality. Physiologia Plantarum, 2015, 155, 217-231.
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The MaASR gene as a crucial component in multiple drought stress response pathways in Arabidopsis.
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