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Table S1. The GenomeScope profile of Coptis teeta inferred from 19-mers.
	Indicators
	Value

	K-mer
	19

	K-mer depth
	54

	Heterozygosity (%)
	0.22

	Genome size (Mb)
	958.95

	Repetitive fraction (%)
	73.28

	Used bases (G)
	64.99

	Coverage (X)
	68



Table S2. Summary of the haplotype-level repetitive sequence annotation of the assembled Coptis teeta genome.
	Elements
	Number of elements (Hap1)
	Length (Hap1) (bp)
	Percentage of genome (Hap1)
	Number of elements (Hap2)
	Length (Hap2) (bp)
	Percentage of genome (Hap2)

	Retroelements/SINEs
	242
	49,108
	0.01%
	144
	47,195
	0.01%

	Retroelements/LINEs
	50,963
	36,635,697
	3.93%
	57,059
	33,693,540
	3.75%

	Retroelements/LTR elements
	222,949
	334,373,833
	35.89%
	214,333
	309,665,818
	34.45%

	
	Copia
	63,816
	66,012,230
	7.09%
	64,853
	61,273,408
	6.82%

	
	Gypsy
	143,253
	259,530,780
	27.86%
	138,351
	242,884,191
	27.02%

	
	others
	15,880
	8,830,823
	0.94%
	11,129
	5,508,219
	0.61%

	DNA transposons
	
	118,658
	45,609,168
	4.90%
	121,155
	45,893,308
	5.11%

	
	hobo-Activator
	37,987
	11,782,028
	1.26%
	40,851
	12,448,886
	1.39%

	
	Tc1-IS630-Pogo
	7,422
	2,967,047
	0.32%
	2,964
	1,231,030
	0.14%

	
	MULE-MuDR
	31,025
	13,575,035
	1.46%
	28,899
	12,666,502
	1.41%

	
	PiggyBac
	1,529
	905,533
	0.10%
	671
	664,813
	0.07%

	
	Tourist/Harbinger
	11,121
	5,360,930
	0.58%
	12,430
	6,100,960
	0.68%

	
	others
	29,574
	11,018,595
	1.18%
	35,340
	12,781,117
	1.42%

	Rolling-circles
	9,582
	5,000,385
	0.54%
	11,751
	6,056,441
	0.67%

	Unclassified
	588,630
	192,882,465
	20.70%
	580,318
	186,515,721
	20.75%

	Satellites
	3,590
	591,245
	0.06%
	3,097
	458,339
	0.05%

	Simple repeats
	1,461
	130,209
	0.01%
	1,390
	122,148
	0.01%

	Total repeats
	996,075
	615,272,110
	66.04%
	989,247
	582,452,510
	64.80%


Notes: SINEs: short interspersed nuclear elements; LINEs: long interspersed nuclear elements; LTR elements: long terminal repeat elements.

Table S3. Statistics of the non-coding RNA (ncRNA) annotation in the assembled Coptis teeta genome.
	
	ncRNA type
	rRNA
	tRNA
	other ncRNA
	Total ncRNA

	Hap1
	Copy number
	3625
	1,949
	1,228
	6,802

	
	Average length (bp)
	6226.22
	75.74
	131.12
	6433.07

	
	Total length (bp)
	1,321,191
	147,609
	161,012
	1,629,812

	
	Percentage of genome (%)
	0.14
	0.02
	0.02
	0.17

	Hap2
	Copy number
	4510
	1,875
	1,215
	7,600

	
	Average length (bp)
	5922.08
	76.08
	129.97
	6128.13

	
	Total length (bp)
	4,602,937
	142,655
	157,909
	4,903,501

	
	Percentage of genome (%)
	0.51
	0.02
	0.02
	0.55



Table S4. Statistics of the functional annotation of protein-coding genes in the assembled Coptis teeta genome.
	Statistic
	Hap1
	Hap2

	
	Number
	Percentage (%)
	Number
	Percentage (%)

	Total genes
	43,979
	100
	46,311
	100

	Genes with Non-Redundant Protein Database (NR) annotation
	41,580
	94.55
	42,449
	91.66

	Genes with Swiss-Prot annotation
	28,388
	64.55
	28,187
	60.86

	[bookmark: _Hlk168165152]Genes with Protein Family Database (Pfam) annotation
	28,538
	64.89
	26,769
	57.8

	Genes with Kyoto Encyclopedia of Genes and Genomes (KEGG) annotation
	6,601
	15.01
	6,330
	13.67

	Genes with Gene Ontology (GO) annotation
	24,061
	54.71
	23,624
	51.01

	Genes with at least one database annotation
	41,831
	95.12
	42,605
	92.00




Table S5. Benchmarking Universal Single-Copy Orthology (BUSCO) assessment of genome assembly and annotation of protein-coding genes in Coptis teeta.
	Type
	Statistic
	Hap1
	Hap2

	Genome assembly
	Complete BUSCOs (%)
	96.6 
	95.4 

	
	Complete and single-copy BUSCOs (%)
	90.0 
	90.8 

	
	Complete and duplicated BUSCOs (%)
	6.6 
	4.6 

	
	Fragmented BUSCOs (%)
	0.4 
	0.8 

	
	Missing BUSCOs (%)
	3.0 
	3.8 

	Annotation of Protein-coding genes
	Complete BUSCOs (%)
	96.34
	94.8

	
	Complete and single-copy BUSCOs (%)
	90.02
	90.58

	
	Complete and duplicated BUSCOs (%)
	6.32
	4.21

	
	Fragmented BUSCOs (%)
	1.36
	1.24

	
	Missing BUSCOs (%)
	2.29
	3.97




