TABLE A1
 Genetic distances generated from the SSR marker analysis of sweetpotato germplasm (1-24) in this study.
	Code
	1
	2
	3
	4
	5
	6
	7
	8
	9
	10
	11
	12
	13
	14
	15
	16
	17
	18
	19
	20
	21
	22
	23
	24

	1
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	2
	0.748
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	3
	0.680
	0.687
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	4
	0.693
	0.700
	0.680
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	5
	0.836
	0.789
	0.653
	0.707
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	6
	0.727
	0.707
	0.687
	0.693
	0.687
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	7
	0.707
	0.673
	0.619
	0.680
	0.632
	0.680
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	8
	0.693
	0.700
	0.680
	0.761
	0.707
	0.761
	0.680
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	9
	0.693
	0.700
	0.612
	0.653
	0.734
	0.605
	0.687
	0.687
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	10
	0.680
	0.646
	0.632
	0.653
	0.666
	0.707
	0.666
	0.653
	0.646
	1
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	11
	0.714
	0.741
	0.680
	0.693
	0.755
	0.727
	0.632
	0.707
	0.700
	0.721
	1
	
	
	
	
	
	
	
	
	
	
	
	
	

	12
	0.680
	0.673
	0.659
	0.673
	0.680
	0.823
	0.619
	0.687
	0.659
	0.734
	0.734
	1
	
	
	
	
	
	
	
	
	
	
	
	

	13
	0.653
	0.687
	0.625
	0.646
	0.707
	0.673
	0.653
	0.687
	0.700
	0.605
	0.666
	0.646
	1
	
	
	
	
	
	
	
	
	
	
	

	14
	0.632
	0.693
	0.714
	0.721
	0.687
	0.687
	0.605
	0.707
	0.687
	0.748
	0.782
	0.727
	0.680
	1
	
	
	
	
	
	
	
	
	
	

	15
	0.721
	0.768
	0.632
	0.646
	0.761
	0.680
	0.612
	0.673
	0.646
	0.680
	0.721
	0.700
	0.680
	0.727
	1
	
	
	
	
	
	
	
	
	

	16
	0.721
	0.693
	0.673
	0.659
	0.707
	0.707
	0.605
	0.646
	0.632
	0.687
	0.680
	0.727
	0.632
	0.734
	0.748
	1
	
	
	
	
	
	
	
	

	17
	0.680
	0.700
	0.659
	0.653
	0.680
	0.714
	0.666
	0.673
	0.700
	0.734
	0.687
	0.693
	0.646
	0.687
	0.632
	0.687
	1
	
	
	
	
	
	
	

	18
	0.714
	0.673
	0.666
	0.714
	0.659
	0.714
	0.673
	0.680
	0.639
	0.707
	0.673
	0.741
	0.666
	0.673
	0.659
	0.789
	0.802
	1
	
	
	
	
	
	

	19
	0.707
	0.666
	0.612
	0.639
	0.632
	0.680
	0.693
	0.639
	0.653
	0.639
	0.659
	0.653
	0.639
	0.632
	0.619
	0.680
	0.700
	0.782
	1
	
	
	
	
	

	20
	0.700
	0.687
	0.659
	0.673
	0.687
	0.687
	0.666
	0.714
	0.700
	0.666
	0.714
	0.639
	0.734
	0.659
	0.646
	0.693
	0.653
	0.687
	0.659
	1
	
	
	
	

	21
	0.680
	0.714
	0.632
	0.673
	0.680
	0.707
	0.721
	0.687
	0.714
	0.721
	0.693
	0.659
	0.687
	0.653
	0.673
	0.700
	0.795
	0.761
	0.761
	0.714
	1
	
	
	

	22
	0.714
	0.714
	0.632
	0.666
	0.741
	0.687
	0.659
	0.693
	0.666
	0.653
	0.653
	0.673
	0.639
	0.653
	0.673
	0.680
	0.680
	0.653
	0.619
	0.659
	0.693
	1
	
	

	23
	0.714
	0.680
	0.646
	0.659
	0.673
	0.700
	0.680
	0.734
	0.653
	0.700
	0.687
	0.666
	0.666
	0.687
	0.673
	0.721
	0.666
	0.700
	0.659
	0.870
	0.707
	0.659
	1
	

	24
	0.755
	0.707
	0.680
	0.727
	0.741
	0.748
	0.666
	0.700
	0.659
	0.653
	0.714
	0.700
	0.625
	0.646
	0.693
	0.700
	0.666
	0.714
	0.687
	0.741
	0.721
	0.734
	0.755
	1



	Code
	Variety
	Code
	Variety
	Code
	Variety
	Code
	Variety

	1
	Guangshu87
	7
	Simon1
	13
	Xinnianggao
	19
	Wulixiang

	2
	Jishu26
	8
	Au-1
	14
	Longshu515
	20
	Dayehong

	3
	Xinong431
	9
	Taiwanziyang
	15
	Guijingzi8
	21
	Zheshu75

	4
	Shangshu19
	10
	AU-2
	16
	Guicai1
	22
	Tianeshu

	5
	Pushu32
	11
	Ziluolan
	17
	Qinshu8
	23
	Fushu18

	6
	Longshu9
	12
	Yizi138
	18
	AU-3
	24
	Qinshu5



[bookmark: _GoBack]FIGURE A1. Characteristics of SSRs in the sweet potato genome.
a. Distribution of different repeat types 
b. Frequency distribution of major repeat motifs. The different colours show the different motif types.
c. Frequency distribution of main motif sequence in I. Dinucleotide, II. Trinucleotide and III. Tetranucleotide repeats.

 

c.









Repeat type	AAAT/ATTT	ACAT/ATGT	AATT/AATT	AAAC/GTTT	56.006813699121395	17.99354491662184	7.5667921821767976	7.0736955352339965	Trimer

Frequency (%)


Repeat type	AAAT/ATTT	ACAT/ATGT	AATT/AATT	AAAC/GTTT	56.006813699121395	17.99354491662184	7.5667921821767976	7.0736955352339965	Tetramer

Frequency (%)


Percentage	 [VALUE]
 [VALUE]
[VALUE]
[VALUE]
[VALUE]
[VALUE]

Mononucleotide	Dinucleotide	Trinucleotide	Tetranucleotide	Pentanucleotide	Hexanucleotide	12.766307477173644	38.495591765312916	31.451389771699056	8.3408735707822661	5.6084410777180373	3.3373963373140803	Repeat type

Frequency (%)


Percentage	A/T	C/G	AT/AT	AC/GT	AG/CT	CG/CG	AAT/ATT	AAC/GTT	AAG/CTT	others	AAAT/ATTT	ACAT/ATGT	AATT/AATT	AAAC/GTTT	others	AAAAT/ATTTT	AAAAC/GTTTT	AATAT/ATATT	others	AAAAAT/ATTTTT	AAAAAC/GTTTTT	others	12.607027750566452	0.15927972660719228	31.27416303364317	3.840660450021312	3.3770293209299544	3.7389607184786918E-3	27.416303364316853	1.7221653069312854	1.2473172956844916	1.0656038047664271	4.6714575216672767	1.5008188323973468	0.63113656927920314	0.59000800137593756	0.94745264606250035	1.7752585491336828	1.0237274447194658	0.5084986577131021	2.300956426151787	0.53541917488614865	0.42549372976287508	2.38	Motif type

Frequency (%)


Repeat type	AT/AT	AC/GT	AG/CT	CG/CG	81.240894345266994	9.9768837778511621	8.7725091784999716	9.7126983818644486E-3	Dimer

Frequency (%)


