Tab. S3 Statistical of sequence comparison between sequencing data and selected reference genome
	Sample
name
	Total 
reads
	Total mapped 
reads
	Multiple mapped 
reads
	Uniquely mapped 
reads
	Reads map 
to '+'
	Reads map 
to '-'

	CK1
	48,070,602
	47,249,951
(98.29%)
	1,671,838
(3.48%)
	45,578,113
(94.81%)
	22,766,661
(47.36%)
	22,811,452
(47.45%)

	CK2
	46,700,836
	45,485,220
(97.40%)
	1,605,551
(3.44%)
	43,879,669
(93.96%)
	21,920,791
(46.94%)
	21,958,878
(47.02%)

	CK3
	49,330,188
	48,503,887
(98.32%)
	1,664,375
(3.37%)
	46,839,512
(94.95%)
	23,399,096
(47.43%)
	23,440,416
(47.52%)

	D1
	49,044,630
	48,247,501
(98.37%)
	1,686,607
(3.44%)
	46,560,894
(94.94%)
	23,265,247
(47.44%)
	23,295,647
(47.50%)

	D2
	49,665,372
	49,048,706
(98.76%)
	1,780,679
(3.59%)
	47,268,027
(95.17%)
	23,623,852
(47.57%)
	23,644,175
(47.61%)

	D3
	50,990,540
	50,192,030
(98.43%)
	1,760,356
(3.45%)
	48,431,674
(94.98%)
	24,195,705
(47.45%)
	24,235,969
(47.53%)

	MD1
	49,243,532
	48,606,436
(98.71%)
	1,703,245
(3.46%)
	46,903,191
(95.25%)
	23,440,231
(47.60%)
	23,462,960
(47.65%)

	MD2
	50,460,534
	49,733,429
(98.56%)
	1,687,253
(3.34%)
	48,046,176
(95.22%)
	24,010,036
(47.58%)
	24,036,140
(47.63%)

	MD3
	50,850,412
	49,081,881
(96.52%)
	1,669,047
(3.28%)
	47,412,834
(93.24%)
	23,680,815
(46.57%)
	23,732,019
(46.67%)


Total mapped reads: The number of Reads that have been mapped to the reference genome and the percentage of reads in clean reads; Uniquely mapped reads: The number of reads mapped to the unique position of the reference genome and the percentage of Reads in clean reads. Multiple mapped reads: The number of reads to multiple locations of the reference genome and the percentage of reads in clean reads were compared. Reads map to ‘+’: the number of reads to the reference genome plus strand and the percentage of reads in clean reads were compared. Reads map to ‘-’: the number of reads to the negative strand of the reference genome and the percentage of reads in clean reads.
