Table S4 Repetitive sequence classification results
	Type
	RepeatMasker TEs Length (Bp)
	RepeatMasker TEs % in genome
	RepeatProteinMask TEs Length (Bp)
	RepeatProteinMask TEs % in genome
	De novo Length (Bp)
	De novo % in genome
	Combined TEs Length (Bp)
	Combined TEs % in genome

	DNA
	45903463
	2.2
	425934
	0.02
	132974642
	6.37
	152224769
	7.29

	LINE
	73518669
	3.52
	955257
	0.05
	131483008
	6.3
	135456731
	6.49

	SINE
	54751
	0
	0
	0
	189811
	0.01
	244350
	0.01

	LTR
	445241331
	21.32
	401905163
	19.24
	1569113702
	75.13
	1592515846
	76.26

	Other
	3799
	0
	0
	0
	0
	0
	3799
	0

	Unknown
	243283
	0.01
	0
	0
	51950493
	2.49
	52185826
	2.5

	Total TE
	562541781
	26.94
	403286051
	19.31
	1828526065
	87.56
	1859257878
	89.03


RepeatMasker TEs: Transposable elements annotated in the genome using the RepeatMasker software, based on the RepBase database. RepeatProteinMask TEs: Transposable elements annotated in the genome using the RepeatProteinMask software, based on the RepBase database. De novo: Repetitive sequences obtained through De novo prediction methods, RepeatModeler, and LTR-FINDER, used as a library to identify repetitive sequences in the genome with the RepeatMasker software. Combined TEs: The result of integrating the above three methods and removing redundancy. DNA: DNA transposons. LINE: Long interspersed nuclear elements (>1000bp). SINE: Short interspersed nuclear elements (about 300bp). LTR: Long terminal repeat elements (1.5kbp-10kbp). Unknown: Repetitive sequences that cannot be classified by RepeatMasker. Other: Repetitive sequences that can be classified by RepeatMasker but do not belong to any of the above categories.
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