Table S2. Characteristics of 14 polymorphic SSR markers developed in P. hirsutissimum
	Locus
	Repeat motif
	Primer sequence (5'-3')
	S (bp)
	Tm(℃)
	Na
	Ne
	Ho
	He

	ph4_PhSSR4
	(CTC)17
	F: CGACCTGCCCTCCTCATTT
	260
	60
	3
	1.680
	0.156
	0.411

	
	
	R: TCACTCCCAGCCGACAAGA
	
	60
	
	
	
	

	ph55_PhSSR55
	(CT)10
	F: AGAGGCAGAGGGAGGGAT
	320
	58
	3
	1.808
	0.344
	0.454

	
	
	R: AGCAAGTAGAAGCGGGAT
	
	54
	
	
	
	

	ph61_PhSSR61
	(CGG)7
	F: AATCACCGGCGGACTTCT
	286
	56
	3
	2.561
	0.633
	0.620

	
	
	R: CCCAACTCCAAATGGCTCT
	
	58
	
	
	
	

	ph104_PhSSR104
	(CGC)7
	F: AGCACCCAAATCCATCCC
	476
	56
	3
	1.919
	0.344
	0.487

	
	
	R: TCTCCTCCGCCTTGACAGC
	
	62
	
	
	
	

	ph107_PhSSR107
	(CGG)6
	F: CGCGATCCCTCCAGTCAA
	400
	58
	3
	2.955
	0.031
	0.672

	
	
	R: CCGCTGCTCCTGTCCCTAT
	
	62
	
	
	
	

	ph108_PhSSR108
	(GAG)6
	F: TTCGGCGATGGAGAACAC
	370
	56
	2
	1.242
	0.094
	0.198

	
	
	R: CACCAACAACACTAAACCC
	
	56
	
	
	
	

	ph111_PhSSR111
	(GGA)6
	F: AGAGCCGTCAGCCCAAGA
	320
	58
	2
	1.969
	0.292
	0.503

	
	
	R: TTTCACCGACCAACCATC
	
	54
	
	
	
	

	ph113_PhSSR113
	(CCG)6
	F: TAGGGTGCCGACACGAAA
	480
	56
	4
	2.775
	0.250
	0.650

	
	
	R: GGAGCGGTGGGAAAGAAT
	
	56
	
	
	
	

	ph117_PhSSR117
	(AG)9
	F: AGGAGCGGGATAGGTTTC
	140
	56
	3
	1.808
	0.219
	0.454

	
	
	R: CCGTTTCTTCCTACCACC
	
	56
	
	
	
	

	ph119_PhSSR119
	(GCC)6
	F: GGTTTCCACTGCCCTTTA
	248
	54
	3
	2.368
	0.406
	0.587

	
	
	R: GCTCCTTTCCCAACTCAT
	
	54
	
	
	
	

	ph121_PhSSR121
	(GGA)6
	F: CGGCAAATAAGAAATCACC
	330
	54
	3
	1.947
	0.125
	0.494

	
	
	R: AATCCCTAAACCTACGACACC
	
	49.5
	
	
	
	

	ph130_PhSSR130
	(AGC)6
	F: CTCGGCATCGTTGGAAAG
	460
	56
	3
	2.799
	0.200
	0.654

	
	
	R: CAGGGAGAACTCATCATAGCAG
	
	51
	
	
	
	

	ph143_PhSSR143
	(TTC)6
	F: TCTTGATCGTCTTGACCCTG
	282
	60
	3
	2.738
	0.000
	0.645

	
	
	R: GCACTTCTGCGGATTTGA
	
	54
	
	
	
	

	ph144_PhSSR144
	(CTC)6
	F: TTCCTTCCCTACCCTTTCCA
	240
	60
	3
	2.507
	0.276
	0.612

	
	
	R: CAGCGGTGTCGTTGATGTT
	
	58
	
	
	
	


S: expected size of alleles; Tm: optimized annealing temperature; Na: number of alleles; Ne: number of effective alleles; Ho: observed heterozygosity; He: expected heterozygosity.

