[bookmark: _GoBack]Table S1 Statistics on the Number of Reads and Bases for Subreads across Different Length Ranges

	Length
	Reads Num
	Reads(%)
	Base(nt)
	Base(%)

	1-1000
	10,562,095
	25.24
	5,620,622,222
	6.25

	1001-2000
	10,875,871
	25.99
	16,530, 126,239
	18.4

	2001-3000
	10,584,833
	25.3
	26,208,943,707
	29.17

	3001-4000
	5,945,895
	14.21
	20,407,578, 146
	22.71

	4001-5000
	2,412, 176
	5.76
	10,658,950,277
	11.86

	5001-6000
	887, 152
	2.12
	4,794,677,214
	5.34

	6001-7000
	296,797
	0.71
	1,904,825,001
	2.12

	7001-8000
	109,942
	0.26
	816,998,979
	0.91

	8001-9000
	47,411
	0.11
	400, 160,980
	0.45

	9001-10000
	23,491
	0.06
	222,083,315
	0.25

	>=10001
	98,577
	0.24
	2,295,352,479
	2.55

	Total
	41,844,240
	100
	89,860,318,559
	100



Table S2 Sequence Classification Statistics
	Type
	Seq Num
	Total
Base(nt)
	Average
Length(nt)
	Min
Length(nt)
	Max
Length(nt)
	N50
	GC(%)

	CCS(ROI)
	638,500
	1,821,217,493
	2,852
	71
	22,656
	3310
	41.80

	FL
	448,651
	1,234,791,853
	2,752
	51
	14,379
	3227
	43.16

	FLNC
	441,782
	1,214,068,054
	2,748
	53
	14,379
	3221
	43.21

	HQ
	39,944
	111,091,249
	2,781
	55
	9,658
	3190
	44.86

	LQ
	21
	76,770
	3,656
	1,664
	7,780
	3848
	46.90




Table S3 Subreads N10-N90 Length Information

	#N
	N 10
	N20
	N30
	N40
	N50
	N60
	N70
	N80
	N90

	SeqLen(nt)
	5,219
	4,225
	3,648
	3,228
	2,868
	2,543
	2, 196
	1,806
	1,298



Table S4 Number of Reads and Bases for High-Quality and Low-Quality Transcripts across Different Length Ranges
	
Length
	High quality
	Low quality

	
	Reads
Num
	Reads(%)
	Base(nt)
	Base(%)
	Reads
Num
	Reads(%)
	Base(nt)
	Base(%)

	1-1000
	2,728
	6.83
	1,634,258
	1.47
	0
	0
	0
	0

	1001-2000
	7,857
	19.67
	12,620,921
	11.36
	3
	14.29
	5521
	7.19

	2001-3000
	13,655
	34.19
	34, 150,746
	30.74
	5
	23.81
	12375
	16.12

	3001-4000
	9,452
	23.66
	32,502, 116
	29.26
	7
	33.33
	24933
	32.48

	4001-5000
	4,312
	10.8
	19,045,048
	17.14
	2
	9.52
	9074
	11.82

	5001-6000
	1,409
	3.53
	7,578,074
	6.82
	2
	9.52
	10862
	14.15

	6001-7000
	386
	0.97
	2,449,579
	2.21
	1
	4.76
	6225
	8.11

	7001-8000
	114
	0.29
	849, 142
	0.76
	1
	4.76
	7780
	10.13

	8001-9000
	29
	0.07
	242,633
	0.22
	0
	0
	0
	0

	9001-10000
	2
	0.01
	18,732
	0.02
	0
	0
	0
	0

	>=10001
	0
	0
	0
	0
	0
	0
	0
	0

	Total
	39,944
	100
	111,091,249
	100
	21
	100
	76770
	100




Table S5 Non-Redundant Transcript Statistics
	
	Total Number
	Total Base(nt)
	Max
Length(nt)
	Min
Length(nt)
	Average
Length(nt)
	N50
	GC Content (%)

	Non redundant_ isoforms
	23,403
	67,060,901
	9,074
	104
	2,865
	3,246
	45.09

	lncRNA
	2,397
	4,655,304
	5,953
	201
	1,942
	2,665
	39.06

	mRNA
	20,960
	62,397,800
	9,074
	209
	2,977
	3,289
	45.54

	UniTransM odel
	15, 188
	46,826,374
	9,481
	105
	3,083
	3,480
	44.71




	
	Pacbio

	Gene Num
	15, 197

	Total length(nt)
	45,767,809

	Average length(nt)
	3,011

	Max length(nt)
	9,074

	Min length(nt):
	104


Table S6 Unigene Assembly Statistics















