	Species/ploidies
	TRE
	REG
	REN
	RENG

	P. aquatica (4x)
	407
	214 (52.58%)
	361 (88.70%)
	173 (80.84%)

	P. arundinacea (6x)
	83
	56 (67.47%)
	23 (27.71%)
	15 (26.79%)

	P. arundinacea (4x)
	76
	54 (71.05%)
	19 (25.00%)
	12 (22.22%)


Table S6. Transcript diversity revealed by RNA editing (RE).
[bookmark: _GoBack]Note: TRE, Total RE sites. REG, RE in genic region. REN, RE caused nonsynonymous. RENG, RE caused nonsynonymous in genic region
