Table S5. Primers of SSR in the Cucurbita chloroplast genome.
	SSR number
	SSR type
	SSR
	Size
	Start
	End
	Location
	Forward primer (5'-3')
	Reverse primer (5'-3')
	Product size (bp)

	1
	p1
	(T)10
	10
	1532
	1541
	psbA-trnK
	CCCATGTCAACCAATATCAACA
	ATCCGACTAGTTCCGGGTTC
	231

	3
	p1
	(A)10
	10
	4960
	4969
	matK-rps16
	GCAACAAAATAACCCCATTGA
	CCGTCTTCGATAACGACAAAA
	178

	4
	p1
	(C)10
	10
	5366
	5375
	rps16
	CTCTTCCTTCTCTTCGGGCT
	TTGAATTTCCTCGAGCCGTA
	137

	5
	p1
	(A)15
	15
	5537
	5551
	rps16
	GTACGGCTCGAGGAAATTCA
	GGGGTTAGAGACCGCTCAAT
	248

	7
	p1
	(A)11
	11
	6707
	6717
	rps16-trnQ
	GAATGGATTCACGAGTTTCACA
	TTATGGATGGGTTAATCCGAA
	184

	8
	p1
	(T)12
	12
	7270
	7281
	rps16-trnQ
	TGGACTAGTTTCGGAGGTGC
	TGGTGTGTGAAACCCGAGTA
	240

	9
	p1
	(A)11
	11
	7398
	7408
	rps16-trnQ
	TGGACTAGTTTCGGAGGTGC
	TAAATGGTGTGTGAAACCCG
	244

	10
	p1
	(A)17
	17
	8073
	8089
	trnQ-psbK
	TGAAGGATTTTTGATTGGCTG
	GTAGGCCTCAGGCAATTTGG
	267

	11
	p1
	(A)13
	13
	8629
	8641
	trnQ-psbK
	CCTGTTAGAGTCCCCCACAA
	CGTCCCGGGTCATTAGATAG
	280

	12
	p1
	(A)10
	10
	9294
	9303
	trnS-trnR
	AAAGTAAGGGCTCAAAAGAAGAGA
	CAGGCCGTGGAAATAAAATG
	184

	14
	p1
	(A)12
	12
	10772
	10783
	trnS-trnR
	CGAACAAGAGCGGTGAAAAT
	TGCGTCCAATAGGATTTGAA
	119

	16
	p1
	(T)11
	11
	14365
	14375
	atpF-atpH
	GATGGCCAGTAACCCAAAGA
	TGGGAAGGATTGATTTGAGG
	253

	17
	p1
	(T)10
	10
	15535
	15544
	atpF-atpH
	TCGAAACATCCACAAGGGTT
	TGGAAGGATTCGGACTAATGA
	175

	18
	p1
	(A)10
	10
	17582
	17591
	rps2-rpoC2
	TGCTTCCATCATCTCTTCCA
	AACTATCCGCGTTGATTTGG
	237

	20
	p1
	(T)10
	10
	24252
	24261
	rpoC2-rpoC1
	GGTTATGCCACGATGTCCTT
	GACATGTGGCTTGCTTGGTA
	279

	21
	p1
	(T)10
	10
	27507
	27516
	rpoB-trnC
	GGATCTCCGCCTACACAAGA
	TCGAAAAGCAAGGATATGGG
	222

	23
	p1
	(A)11
	11
	30445
	30455
	petN-psbM
	TGGGGAAGAAGTGGACTCTA
	CACGTAAGATGTGGGTGGCT
	278

	24
	p1
	(T)10
	10
	31608
	31617
	psbM-trnD
	ACCGAATTCAAACAAAACGG
	AATTGCATTGGACAAGAGGG
	121

	29
	p1
	(T)11
	11
	44514
	44524
	psaA-ycf3
	CCTCTTTCCGGACAACACAT
	CAATTCAAAACCCGGAAAAA
	247

	30
	p1
	(A)10
	10
	45099
	45108
	psaA-ycf3
	TGATGCGGACAACAAACAAT
	GGTTGAAGATCACAAGGCGT
	223

	31
	p1
	(A)14
	14
	46963
	46976
	ycf3-trnS
	GCACCTCCAAGAAGCGTAGA
	AAATGGGGTTGTTACCGATG
	261

	32
	p1
	(A)11
	11
	47666
	47676
	ycf3-trnS
	AGAATTGGTTGGACGTGCCT
	CGAACCCTCGGTAAACAAAA
	159

	34
	p1
	(T)10
	10
	52060
	52069
	trnF-ndhJ
	GGCACATCATGAATTTGTATGC
	AATTGAACGCGAGGAGACAG
	279

	37
	p1
	(T)11
	11
	63332
	63342
	psaI-ycf4
	GTAGGCCTAGTATTTCCGGC
	CTTATGTTTGGAGTCGGCCA
	180

	38
	p1
	(T)10
	10
	68800
	68809
	psbE-petL
	TCGGTTATTGAGACAGCGAA
	TGCGTGCATTACGAATATTGA
	280

	40
	p1
	(G)10
	10
	70588
	70597
	trnP-psaJ
	CCGCCGTAAAGAAAAATGAA
	CCGCTTGTATTGTACGCTGA
	138

	41
	p1
	(A)12
	12
	72846
	72857
	rpl20-rps12
	TATAACCTTCCCGACCACGA
	GAGCCAAAGAGGGTGAACTG
	248

	42
	p1
	(A)15
	15
	74525
	74539
	clpP-psbB
	TGAAAGAGGCCTCCGATAAA
	ACGTCTAGCATTCCCTCACG
	240

	43
	p1
	(T)12
	12
	75290
	75301
	clpP-psbB
	TAAAGATCTGCCCGATTTGG
	TATCCAGGCTCCGCTTAGAA
	260

	44
	p1
	(T)10
	10
	81691
	81700
	petD-rpoA
	CGGATTCCGTTAAAGATTCA
	AATTGCCTCAAAAGGTCCAA
	228

	45
	p1
	(T)11
	11
	83891
	83901
	infA-rps8
	TCATTCCAGATGAAACCCGT
	GACAGACCGAGAAGCTCGAC
	179

	47
	p1
	(T)10
	10
	88133
	88142
	rps19-rpl2
	TGGTAGATGCTCTGGACCAA
	GGGTTATCCTGCACTTGGAA
	269

	51
	p2
	(AT)6
	12
	112710
	112721
	trnN-ndhF
	CCATCCATATCCCAATTCCA
	ACCACAACGACCGAATTGAT
	246

	53
	p1
	(A)10
	10
	118962
	118971
	ccsA-ndhD
	TGGTTCTCACAAAACCCAAA
	TCAGTTGACAAGGTCGAAGC
	205

	54
	p2
	(AT)5
	10
	120578
	120587
	ccsA-ndhD
	CCCGCAAATATTGGAAAAAC
	GCATGAAACAACTCGAAGCA
	237

	55
	p1
	(A)10
	10
	123948
	123957
	ndhA-ndhH
	GCCCCCAATTAACCCAATAG
	TTCGTAAGTGAAAACGATGGG
	173

	56
	p1
	(T)11
	11
	124192
	124202
	ndhA-ndhH
	GTTCATGAATTCGGACACGA
	ATTCCGATCCAGAGTATGCG
	249

	57
	p1
	(A)11
	11
	124793
	124803
	ndhA-ndhH
	TAAAGGCTCTCTTGCGCCTA
	ACGTGTGATTCGTTGAGACA
	234

	59
	p1
	(T)10
	10
	128549
	128558
	ycf1-trnN
	TCCAGATTCGATATGGAACGA
	AGGCCGATATTAGAGCCTGG
	232

	62
	p1
	(T)10
	10
	131020
	131029
	ycf1-trnN
	CGAAAATCCGATAGTTGGGA
	GTTAGAACGACGGGAGCAAG
	258

	63
	p2
	(TA)6
	12
	132925
	132936
	ycf1-trnN
	ACCACAACGACCGAATTGAT
	CCATCCATATCCCAATTCCA
	246

	65
	p1
	(A)10
	10
	143111
	143120
	ycf15-rps7
	CGTACCTTTCGCTCAATGAA
	TCATTGGATCCTTTTCCTCG
	243



