Improving biomass and starch accumulation of bioenergy crop duckweed (Landoltia punctata) by abscisic acid application
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Supplementary Table 1 The primers of genes related with starch metabolism

	Primer name
	Primer F
	Primer R

	LeAPL1
	GCAGATGTAGTTCGCCAGTTT
	GTTGTTTCCCTCCCATAATAGG

	LeAPL2
	GGGAGGACATAGGGACGATAAA
	CAGAAAGCGAGGAGAGGTGAAG

	LeAPL3
	TCGTCCGTCTCCTTCCCTTC
	GCGGAACTGGGCTGAAACTC

	LeAMY
	TCCCGCTGTAAATAAGGTGGC
	GGGGGCATTCTTGGCAT

	β-actin
	GAATGGGACAGAAGGATGCG
	TTCGGTGAGAAGAATAGGATGCT


The large subunits of AGPase gene (LeAPL1, LeAPL2, and LeAPL3), a-amylase gene (LeAMY). The primers sequences for LeAPL1, LeAPL2, LeAPL3 and LeAMY according to our previous experiment 7.
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Supplementary figure 1. Expression of the three large subunits of AGPase gene-LeAPL1 (A), LeAPL2 (B), LeAPL3 (C), and a-amylase gene-LeAMY (D) over time in L. punctata during ABA treatment and in controls. Relative expression was quantified by qRT-PCR and normalized to β-actin. Each bar represents three repetitions sample. Error bars representing standard errors are shown in each case. 
