Table S1 Cumin run details
	Run No.
	Library ID
	Platform / Insert Size
	Raw Reads
	Filtered (Trimmed) Reads
	Average Read Length (bp)

	1
	600_1
	Ion S5 / 600 bp
	4,904,784
	4,894,366
	426

	2
	600_2
	Ion S5 / 600 bp
	4,613,897
	4,609,012
	453

	3
	400_1
	Ion S5 / 400 bp
	4,754,021
	4,747,998
	317

	4
	400_2
	Ion S5 / 400 bp
	4,047,509
	4,040,265
	337

	5
	400_3
	Ion S5 / 400 bp
	6,964,701
	6,951,659
	296

	6
	400_4
	Ion S5 / 400 bp
	6,249,923
	6,241,156
	312

	7
	400_5
	Ion S5 / 400 bp
	7,311,981
	7,270,346
	278

	8
	200_1
	Ion S5 / 200 bp
	10,008,521
	9,967,221
	203

	9
	200_2
	Ion S5 / 200 bp
	15,517,011
	15,376,131
	208

	10
	PacBio
	PacBio RS II / >10 kb
	5,035,930
	5,032,991
	>3,000

	Total
	—
	—
	69,408,278
	69,131,145
	—








Table S2 Short summary of the BUSCO 4.1.1 
	Complete BUSCOs (C
	1069

	Complete and single-copy BUSCOs (S)
	674

	Complete and duplicated BUSCOs (D)
	395

	Fragmented BUSCOs (F)
	403

	Missing BUSCOs (M)
	854

	Total BUSCO groups searched
	2326






Table S3. Gene models annotated by homology and functional classification in the cumin genome
	Annotation Database
	Number of Sequences Annotated
	Number of Annotations

	[bookmark: _GoBack]NCBI Nr
	34,135
	39,798

	InterPro
	25,712
	39,311

	Gene Ontology (GO)
	16,920
	38,141

	KEGG
	9,463
	9,463

	Total (all databases)
	34,143
	-





Table S4. Distribution of SSRs by repeat unit size
	Unit size
	Number of SSRs

	2
	112,728 (87.07%)

	3
	15,820 (12.22%)

	4
	4,311 (0.71%)

	5
	440

	6
	515






