Supplementary information of Chromosome-level assembly of Triplophysa pappenheimi genome

Table s1. Summary of TE sequence in Triplophysa pappenheimi.
	Type
	Number
	Length
	Rate(%)

	ClassI:Retroelement
	214454
	65911764
	10.52

	ClassI/DIRS
	9880
	8622353
	1.38

	ClassI/LINE
	70021
	20589308
	3.29

	ClassI/LTR/Copia
	895
	393292
	0.06

	ClassI/LTR/ERV
	9376
	1000646
	0.16

	ClassI/LTR/Gypsy
	31647
	14694191
	2.35

	ClassI/LTR/Ngaro
	3804
	1435422
	0.23

	ClassI/LTR/Pao
	1019
	410822
	0.07

	ClassI/LTR/Unknown
	73222
	17013296
	2.72

	ClassI/SINE
	14590
	1752434
	0.28

	ClassII:DNA transposon
	494037
	83945659
	13.4

	ClassII/Academ
	9
	530
	0

	ClassII/CACTA
	67503
	11842291
	1.89

	ClassII/Crypton
	6815
	1015756
	0.16

	ClassII/Dada
	1366
	192801
	0.03

	ClassII/Ginger
	686
	80715
	0.01

	ClassII/Helitron
	189903
	27007416
	4.31

	ClassII/IS3EU
	4575
	527048
	0.08

	ClassII/Kolobok
	12252
	2836183
	0.45

	ClassII/Maverick
	1445
	372976
	0.06

	ClassII/Merlin
	2976
	305355
	0.05

	ClassII/Mutator
	1655
	281303
	0.04

	ClassII/P
	1641
	440201
	0.07

	ClassII/PIF-Harbinger
	19185
	3807809
	0.61

	ClassII/PiggyBac
	1416
	211717
	0.03

	ClassII/Sola
	4485
	1050668
	0.17

	ClassII/Tc1-Mariner
	14010
	4638449
	0.74

	ClassII/Unknown
	97949
	17498556
	2.79

	ClassII/Zator
	991
	182038
	0.03

	ClassII/Zisupton
	6826
	939678
	0.15

	ClassII/hAT
	58349
	10714169
	1.71

	Unknown
	891
	156426
	0.02

	srpRNA
	10
	2824
	0

	Total
	709392
	150016673
	23.95
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Table s2. Summary of tandem repeat in Triplophysa pappenheimi.
	Type
	Number
	Length
	Rate(%)

	microsatellite(1-9 bp units)
	142271
	4211259
	0.67

	minisatellite(10-99 bp units)
	57853
	8895444
	1.42

	satellite(>=100 bp units)
	8272
	36862755
	5.89

	Total
	208396
	49969458
	7.98



Table s3 Gene prediction of Triplophysa pappenheimi genome via three methods.
	Method
	Software
	Species
	Gene number

	Ab initio
	Augustus
	-
	33,581

	
	SNAP
	-
	66,205

	Homology-based
	GeMoMa
	C. auratis
	24,824

	
	
	C. carpio
	26,815

	
	
	D. rerio
	23,076

	
	
	T. dalaica
	23,957

	RNAseq
	GeneMarkS-T
	-
	22,122

	
	PASA
	-
	21,700

	Integration
	EVM
	-
	24,952













	Species
	D. rerio
	T.dalaica
	T.pappenheimi
	C.auratus
	C.carpio

	GeneNum 
	30994
	23964
	24952
	52035
	45261

	Genelen 
	948273597
	375206378
	300834996
	902816353
	618332472

	AveGenlen 
	30595.39
	15657.08
	12056.55
	17350.17
	13661.48

	ExonLen 
	53136963
	42672966
	43792645
	88873626
	55285599

	AveExonLen 
	1714.43
	1780.71
	1755.08
	1707.96
	1221.48

	ExonNum 
	293241
	245956
	247792
	502828
	336753

	AveExonNum 
	9.46
	10.26
	9.93
	9.66
	7.44

	CDSLencds 
	53136963
	42672966
	43784613
	88873626
	55285599

	AveCDSlen 
	1714.43
	1780.71
	1754.75
	1707.96
	1221.48

	CDSNumcds 
	293241
	245956
	247791
	502828
	336753

	AveCDSNum 
	9.46
	10.26
	9.93
	9.66
	7.44

	IntronLen 
	895136634
	332533412
	257042351
	813942727
	563046873

	AveIntronLen 
	28880.97
	13876.37
	10301.47
	15642.22
	12440

	IntronNum
	262247
	221992
	222840
	450793
	291492

	AveIntronnum 
	8.46
	9.26
	8.93
	8.66
	6.44


Table s4 The comparison of gene models annotated from the Triplophysa pappenheimi genome with those from other species.
