Table SM1. Basic information and summary statistics of genetic variation for 83 Phoenician juniper (Juniperus phoenicea ssp. turbinata) individuals genotyped at 21 newly developed SSR markers. The left side of the table reports the locus name, accession number in GenBank, R and F sequences, motif and size in base pairs (bp). The next three columns report relevant information to amplify these markers in four multiplex reactions: the annealing temperature (Ta), the dye associated to each locus, and the multiplex reaction where each marker was amplified (numbered from 1 to 4). The remaining seven columns summarize the genetic diversity assessed for each marker number of alleles (A), effective number of alleles (Ae), unbiased expected heterozygosity (uHe), observed heterozygosity (Ho), mean inbreeding (Fis), estimated frequency of null alleles Brookfield’s estimator  (NA), and polymorphic information content (PIC).
	Locus name
	Accession
Number
	Primer sequence 5’-3’
	Motif
	Size
(bp)
	Ta
(ºC)
	PCR(1)
	Dye
	A
	Ae(2)
	uHe(3)
	Ho
	Fis
	NA
	PIC (4)

	Junpho_001229
	MH252044
	F
	GCACCCATATCTTCTCTTTGTCC
	(ATGT)7
	181-202
	64.13
	2
	NED
	5
	2.3
	0.56
	0.54
	- 0.02
	0.01
	0.49

	
	
	R
	AGCAAAATGCAAACTAGGGTAGG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_002867
	MH252045
	F
	GCTTGGTAGGCAAAGTACACC
	ATGT)7
	146-150
	64.63
	3
	VIC
	2
	1.2
	0.19
	0.22
	- 0.02
	0.002
	0.176

	
	
	R
	GTGCAAGCTCAACTACACCC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_004110
	MH252046
	F
	AATGATTATTCTTATTGAGCACAAGG
	(ATGT)7
	186-199
	60.65
	4
	NED
	2
	1.9
	0.48
	0.49
	- 0.03
	0.01
	0.363

	
	
	R
	TCCCTGCCTTCACATCAGTC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_004273
	MH252047
	F
	GGTAGCTTCAGTTGGATAAACCC
	(ACAT)7
	221-236
	64.22
	3
	PET
	3
	1.6
	0.37
	0.39
	- 0.02
	0.02
	0.329

	
	
	R
	GGGAACTTGCTCAGGATTGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_005458
	MH252048
	F
	GACCCTATGTAGCCATGCCC
	(TATG)10
	169-256
	64.58
	1
	VIC
	7
	3.8
	0.74
	0.26
	- 0.02
	0.04
	0.691

	
	
	R
	GCTTGCGGTTATGGAGAAGG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_006365
	MH252049
	F
	TTAGATGCGCGTACAAATGC
	(CA)13
	182-216
	61.28
	4
	6-FAM
	12
	4.4
	0.78
	0.22
	-0.03
	0.056
	0.749

	
	
	R
	GGTTGCGTATGACTTTTGTTTGG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_007351
	MH252050
	F
	GGTTAGGGTGTCCCATAGGC
	(ATCT)9
	179-203
	62.87
	2
	6-FAM
	3
	1.4
	0.29
	0.26
	-0.03
	0.02
	0.264

	
	
	R
	TGTCTTTACCACATCTTGAGTGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_011698
	MH252051
	F
	TGTGGTATTAAGGGGAGCAC
	(ATGT)7
	111-132
	61.62
	1
	VIC
	2
	1.1
	0.12
	0.13
	- 0.02
	0.007
	0.115

	
	
	R
	GGTCACTAATCGACAACATAGGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_015521
	MH252052
	F
	AGCCTCATTCACGAGGTCTG
	(CT)18
	160-187
	63.42
	4
	VIC
	5
	2.4
	0.58
	0.57
	-0.03
	0.009
	0.523

	
	
	R
	CACCTATGCAGAAAATCGAAAGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_017898
	MH252053
	F
	TCACTCAAAAGTGAAAATGCAAGG
	(ATAC)7
	218-248
	-
	-
	-
	1
	-
	-
	-
	-
	-
	-

	
	
	R
	TTTCGTGACACTTGGGCAAC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_019366
	MH252054
	F
	AGGAGCCTACTTTCCATCCG
	(ATAC)7
	228-256
	62.38
	2
	VIC
	4
	1.1
	0.12
	0.17
	-0.02
	0.06
	0.114

	
	
	R
	TCCAAGGTGATAAAATTCCAAATGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_022206
	MH252055
	F
	TGACAGCAATTTATCATGTTGAAGC
	(CA)14
	150-169
	62.48
	4
	PET
	2
	1.4
	0.26
	0.29
	- 0.02
	0.02
	0.23

	
	
	R
	CCGTTCCCGAATCCAAACTG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_037740
	MH252056
	F
	AACAACGCATACCATTGTCTTG
	(AC)12
	122-132
	65.56
	1
	6-FAM
	2
	1.8
	0.43
	0.41
	- 0.02
	0.01
	0.337

	
	
	R
	GTGCAGACGTAGTTTGTCTAGTG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_054549
	MH252057
	F
	TGCATGATATATGGTTCGAGGTC
	(GATA)7
	191-199
	62.15
	2
	PET
	2
	1.1
	0.12
	0.11
	- 0.02
	0.007
	0.11

	
	
	R
	ACATATTCCGGTGCATCCTATC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_058859
	MH252058
	F
	CCCAAAAGCTCTCGTACTTTACC
	(GA)13
	223-233
	64.28
	3
	NED
	3
	2.6
	0.62
	0.68
	- 0.02
	0.03
	0.55

	
	
	R
	AAGGATCACTCCCCATGCTG
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_064797
	MH252059
	F
	CGGTCATCTTAATTGTTTTAGTGCG
	(TC)22
	192-252
	61.85
	3
	VIC
	15
	6.8
	0.86
	0.68
	-0.03
	0.09
	0.838

	
	
	R
	TCATTCATGTAGTAACTTGGAAAACAC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_067116
	MH252060
	F
	TGACAGGAAATACTAGGGAGGG
	(ATAG)7
	225-233
	60.33
	1
	PET
	2
	1.9
	0.48
	0.48
	- 0.02
	0.005
	0.361

	
	
	R
	TTGGAAAGTGGTAAATACCTAGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_068482
	MH252061
	F
	GGAGGTAACTACCCAAAATAGAGC
	(CA)12
	233-245
	-
	-
	-
	1
	-
	-
	-
	-
	-
	-

	
	
	R
	CCTCTTTCTAAGACATTTGGTTGC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_075028
	MH252062
	F
	AATATTGAGCAATCAAAGTTGGC
	(CTAT)7
	171-179
	61.04
	3
	6-FAM
	3
	1.6
	0.05
	0.05
	-0.02
	0.02
	0.052

	
	
	R
	AGTTAGGGGTGCTCATCGTC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_084596
	MH252063
	F
	GGGAGCTCTAAGCCAACATC
	(CT)21
	228-277
	62.68
	4
	VIC
	10
	3.0
	0.68
	0.62
	- 0.02
	0.005
	0.643

	
	
	R
	AGGCTGACTTGTGGTCATAC
	
	
	
	
	
	
	
	
	
	
	
	

	Junpho_127300
	MH252064
	F
	TGCTAGTGTACCATTCTCCATC
	(AC)17
	192-242
	61.56
	1
	NED
	9
	2.9
	0.65
	0.61
	- 0.02
	0.02
	0.605

	
	
	R
	GAGCCATATTTGGTTGTTACTTGG
	
	
	
	
	
	
	
	
	
	
	
	






(1) PCRs in 20 L ﬁnal volume containing 1X buffer [67 mM Tris–HCl pH 8.8, 16 mM (NH4)2SO4, 0.01% Tween-20], 2.5 mM MgCl2, 0.01% BSA (Roche Diagnostics), 0.25 mM dNTP, 0.50 M dye-labelled M13 primer, 0.8 M tailed-reverse primer, 0.68 M M13 tailed-forward primer, 0.5 U Taq DNA polymerase (Bioline, London, UK) and 5 L (50 ng) of genomic DNA. Samples were incubated in a ‘touchdown’ PCR (TD 66/50) in a Bio-Rad DNA EngineR Peltier Thermal Cycler (Munich, Germany), with an initial 2 min of denaturation at 94 °C; 17 cycles at 92 °C for 30 s, annealing at 60–44 °C for 30 s ((−1 °C/cycle) and extension at 72 °C for 30 s; 25 cycles at 92 °C for 30 s, 44 °C for 30 s and 72 °C for 30 s; and a ﬁnal extension for 5 min at 72 °C.

(2) Ae, effective number of alleles: an estimate of the number of equally frequent alleles in an ideal population. Ae is of interest for comparison of allelic diversity across loci with diverse allele frequency distributions. Ae was estimated as 1/(1-He) as implemented in GenAlex 6.502 (Peakall & Smouse 2012).

(3) uHe, unbiased expected heterozygosity, provides an unbiased estimated of He for small populations. It is estimated as (2n/2n-1) [1- ].

(4) PIC, polymorphic information content per locus, PIC= 1- - ()2 + 
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