Table S3 Summary of the sequence assembly results. Number: the number of sequences. Mean Length: the average length of the sequence. N50/N90: The spliced transcripts were sorted by length from long to short, and the length of the transcript that was added to the spliced transcript was not less than 50%/90% of the total length. Total bases: the total number of bases in the sequence.
	Type
	Number
	Mean Length
	N50
	N90
	Total Bases

	Transcript
	507230
	678
	864
	325
	344050046

	Unigene
	428638
	750
	922
	381
	321620652
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