Supplementary Table S1. The samples of genome re-sequencing analyses in this study.
	Ecotype
	Categories of lotus
	Name
	Location
	Flower color
	Flower type
	Rhizome enlargement
	Sequencing depth
	[bookmark: OLE_LINK29][bookmark: OLE_LINK30]≥1X coverage
	Mapping ratio of reads

	Temperate Lotus
	Seed lotus
	Xianglian
	Hunan
	red
	few petal
	yes
	4 
	0.99916 
	97.62%

	
	
	Jianxuan17
	Fujian
	red
	few petal
	yes
	5
	0.99887
	96.76%

	
	Rhizome lotus
	Zhouou
	Hubei
	White with pink tip
	few petal
	yes
	4 
	0.99979
	97.53%

	
	
	Paozi
	Hubei
	red
	few petal
	yes
	4 
	0.99971 
	97.89%

	
	Flower lotus
	Qianbanlian
	Hubei
	pink
	thousand petal
	yes
	4 
	0.99953 
	97.53%

	
	
	Baige
	Hubei
	white
	few petal
	yes
	5 
	0.99948 
	96.79%

	
	Wild lotus
	Heilongjianghonglian
	Heilongjiang
	red
	few petal
	yes
	4 
	0.99950 
	97.59%

	
	
	Puzheheibailian
	Yunnan
	white
	double petal
	yes
	5 
	0.99959 
	97.61%

	
	
	Baiyangdianhonglian
	Hebei
	red
	few petal
	yes
	4 
	0.99980 
	96.89%

	
	
	Xihuhonglian
	Hangzhou
	red
	few petal
	yes
	4 
	0.99972 
	97.30%

	
	
	Weishanhonglian
	Shandong
	red
	few petal
	yes
	8 
	0.99976 
	97.50%

	
	
	543-year wild lotus
	Liaoning
	red
	few petal
	yes
	11 
	0.99993 
	97.00%

	
	
	432-year wild lotus
	Liaoning
	red
	few petal
	yes
	10 
	0.99993 
	96.46%

	Tropical Lotus
	Thai lotus
	Ti-6
	Thailand
	white
	few petal
	no
	9 
	0.99932 
	97.53%

	
	
	Zhigaowushang
	Thailand
	white
	thousand petal
	no
	5 
	0.99948 
	97.78%

	
	
	Chiang Mai wild lotus
	Chiang Mai
	white
	few petal
	no
	5 
	0.99892 
	96.03%

	
	
	Fenhonglingxiao
	Thailand
	pink
	thousand petal
	no
	5
	0.99961
	97.02%

	
	
	Donghonghua
	Guangdong
	red
	few petal
	no
	6 
	0.99922
	96.71%

	Outgroup
	Nelumbo lutea
	American wild lotus
	USA
	yellow
	few petal
	yes
	9
	0.99787
	92.21%




Supplementary Table S2. The concordance rate of SNPs between genome re-sequencing data and transcriptome data.
	Genome
	Transcriptome
	Total sites
	Shared sites
	Shared sites w/ the same genotype
	Shared sites w/ different genotypes
	Shared sites w/ different SNP
	Concordance rate

	Zhouou 
	Zhouou
	228
	116
	83
	20
	13
	0.8879

	Xihuhonglian 
	Zhouou
	228
	116
	58
	18
	40
	0.6552

	Paozi 
	Zhouou
	228
	116
	66
	18
	32
	0.7241

	Weishanhuhonglian 
	Zhouou
	228
	116
	64
	25
	27
	0.7672

	Fenhonglingxiao 
	Fenhonglingxiao
	267
	144
	111
	24
	9
	0.9375

	Ti-6 
	Fenhonglingxiao
	267
	144
	82
	37
	25
	0.8264

	Zhigaowushang 
	Fenhonglingxiao
	267
	144
	88
	29
	27
	0.8125


















Supplementary Table S3. Comparison of Tajima’s D and nucleotide diversity (π) between the most differentiated and the least differentiated genomic regions in temperate and tropical subgroups.
	
	
	Tajima's D (temperate)
	Tajima's D (tropical)
	Tajima's D 
(all Asian lotus)
	π (temperate)
	π (tropical)

	[bookmark: _GoBack]Top 10% candidate regions by FST
	median
	1.911972
	1.646541
	1.856309
	0.00131093
	0.001413

	
	mean
	1.850349456
	1.582662443
	1.770106175
	0.00189516
	0.001983

	
	s.d.
	0.614706846
	0.474837811
	0.726505128
	0.00199792
	0.002042

	Bottom 10% candidate regions by FST
	median
	0.802947
	1.2449825
	2.0662875
	0.00053354
	0.000658

	
	mean
	0.816762
	1.120887716
	1.772857371
	0.0007641
	0.000936

	
	s.d.
	0.626467
	0.702921359
	1.12515133
	0.00080409
	0.000942


















Supplementary Table S3. Variant summary of five lotus subgroups.
	[bookmark: _Hlk459752524]Groups
	SNP 
	INSa
	DELb
	MISSENSE 
	NONSENSE 
	SILENT 
	EXON 
	INTRON 
	Ts/Tv ratioc
	Total 

	rhizome lotus
	1,154,765
	21,225
	24,405
	14,189
	549
	7,450
	22,656
	134,701
	2.8676
	1,200,395

	flower lotus
	3,020,048
	53,647
	56,989
	33,476
	1,307
	18,513
	54,303
	360,333
	3.0138
	3,130,684

	seed lotus
	[bookmark: OLE_LINK33][bookmark: OLE_LINK34]4,094,993
	92,478
	97,776
	43,474
	1,673
	24,207
	71,037
	479,703
	3.1228
	4,285,247

	Thai lotus
	5,802,262
	242,844
	272,207
	59,345
	2,397
	32,184
	97,360
	737,977
	2.9891
	6,317,313

	wild lotus
	6,098,985
	153,982
	171,778
	57,268
	2,463
	30,769
	92,863
	711,029
	2.8705
	6,424,745









aINS: insertion.
bDEL: deletion.
cTs/Tv ratio: transitions/transversion ratio.

Supplementary Table S4. Average value of nucleotide diversity (π) and pairwise FST (F-statistics) among five subgroups. 
	
	[bookmark: RANGE!B1]π (10-3)
	FST (rhizome lotus)
	FST (flower lotus)
	FST (seed lotus)
	FST (Thai lotus )
	FST (wild lotus)

	rhizome lotus
	0.8963
	
	
	
	
	

	flower lotus
	1.8499
	0.2266
	
	
	
	

	seed lotus
	1.8543
	0.381
	0.1596
	
	
	

	Thai lotus
	3.1809
	0.1521
	0.1278
	0.1181
	
	

	wild lotus
	2.177
	0.0894
	0.1067
	0.2199
	0.106
	








