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Table S1. Population code, location, and details of sympatry status for all of the populations sampled.
	Taxon
	Population
	Location
	Elevation
	Geographical coordinates

	E. baeticum 
	Ebb07
	Sierra Nevada, Almería, Spain
	2128
	37°05′46″N, 3°01′01″W

	
	Ebb10
	Sierra Nevada, Almería, Spain
	2140
	37°05′32″N, 3°00′40″W

	
	Ebb12
	Sierra Nevada, Almería, Spain
	2264
	37°05′51″N, 2°58′06″W

	E. bastetanum 
	Ebt01
	Sierra de Baza, Granada, Spain
	1990
	37°22′52″N, 2°51′49″W

	
	Ebt12
	Sierra de María, Almería, Spain
	1528
	37°41′03″N, 2°10′51″W

	
	Ebt13
	Sierra Jureña, Granada, Spain
	1352
	37°57′10″N, 2°29′24″W

	
	Ebt22
	Sierra Morena, Ciudad Real, Spain
	483
	38°26′44″N, 3°56′23″W

	E. fitzii
	Ef01
	Sierra de la Pandera, Jaén, Spain
	1804
	37°37′56″N, 3°46′46″W

	E. lagascae 
	Ela07
	Sierra de San Vicente, Toledo, Spain
	516
	44°05′49″N, 4°40′40″W

	E. mediohispanicum 
	Em21
	Sierra Nevada, Granada, Spain
	1723
	37°08′04″N, 3°25′43″W

	
	Em39
	Sierra de Huétor, Granada, Spain
	1272
	37°19′08″N, 3°33′11″W

	
	Em71
	Sierra Jureña, Granada, Spain
	1352
	37°57′10″N, 2°29′24″W

	E. nevadense 
	En05
	Sierra Nevada, Granada, Spain
	2074
	37°06′35″N, 3°01′32″W

	
	En10
	Sierra Nevada, Granada, Spain
	2321
	37°06′37″N, 3°24′18″W

	
	En12
	Sierra Nevada, Granada, Spain
	2255
	37°05′37″N, 2°56′19″W

	E. popovii 
	Ep16
	Jabalcuz, Jaén, Spain
	796
	37°45′26″N, 3°51′02″W

	
	Ep20
	Sierra de Huétor, Granada, Spain
	1272
	37°19′08″N, 3°33′11″W

	
	Ep27
	Llanos del Purche, Granada, Spain
	1470
	37°07′46″N, 3°28′48″W


Table S2. Summary of the sequencing statistics.
	Taxon
	Population code
	Total read bases (bp)
	Total number of reads (bp)
	GC (%)
	AT (%)
	Q20 (%)
	Q30 (%)
 
	Gb
	SRA accession numbers

	E. baeticum 
	Ebb07
	10,342,234,016
	68,491,616
	47.38
	52.61
	96.13
	91.88
	5.1
	SRX4130235

	
	Ebb10
	20,383,113,406
	134,987,506
	47.25
	52.75
	96.63
	92.11
	9.9
	SRX4130242

	
	Ebb12
	20,634,741,014
	136,653,914
	47.30
	52.70
	96.71
	92.24
	10.1
	SRX4130243

	E. bastetanum 
	Ebt01
	11,454,840,974
	75,859,874
	44.88
	55.11
	99.89
	99.10
	5.0
	SRX7756231

	
	Ebt12
	10,417,333,262
	68,988,962
	45.71
	54.28
	98.22
	95.24
	5.2
	SRX7756232

	
	Ebt13
	10,777,576,680
	71,374,680
	45.47
	54.52
	98.58
	95.91
	5.4
	SRX7756233

	
	Ebt22
	10,404,933,746
	68,906,846
	45.49
	54.51
	98.23
	95.280
	5.2
	SRX7756234

	E. fitzii
	Ef01
	10,156,440,596
	67,261,196
	47.09
	52.91
	98.94
	96.66
	4.6
	SRX7756235

	E. lagascae 
	Ela07
	7,201,775,508
	71,304,708
	43.50
	56.49
	96.47
	93.68
	5.4
	SRX7756236

	E. mediohispanicum 
	Em21
	10,235,928,808
	67,787,608
	48.86
	51.14
	96.05
	91.72
	4.7
	SRX4130233

	
	Em39
	23,224,849,148
	153,806,948
	47.49
	52.51
	96.79
	92.43
	11.2
	SRX4130241

	
	Em71
	10,242,859,708
	67,833,508
	46.51
	53.48
	98.18
	95.14
	5.0
	SRX4130240

	E. nevadense 
	En05
	22,265,032,144
	147,450,544
	46.73
	53.27
	96.65
	92.20
	10.8
	SRX4130234

	
	En10
	24,045,140,340
	159,239,340
	44.94
	55.06
	96.90
	92.72
	11.4
	SRX4130236

	
	En12
	10,141,853,090
	67,164,590
	47.49
	52.50
	96.17
	91.96
	5.1
	SRX4130237

	E. popovii 
	Ep16
	10,556,586,670
	69,911,170
	46.26
	53.74
	96.09
	91.78
	5.7
	SRX7756237

	
	Ep20
	10,860,711,844
	71,925,244
	45.98
	54.01
	98.12
	94.96
	5.5
	SRX7756238

	
	Ep27
	25,555,407,006
	169,241,106
	47.38
	52.62
	96.64
	92.14
	12.5
	SRX7756239


Table S3. Number of reads after the quality trimming.
	Taxon
	Population code
	Total number of reads (bp)
	GC (%)

	E. baeticum 
	Ebb07
	60,985,000
	46

	
	Ebb10
	119,520,613
	46

	
	Ebb12
	121,103,833
	46

	E. bastetanum 
	Ebt01
	75,854,979
	44

	
	Ebt12
	65,757,353
	45

	
	Ebt13
	65,765,324
	45

	
	Ebt22
	31,503,434
	45

	E. fitzii
	Ef01
	66,245,223
	46

	E. lagascae 
	Ela07
	65,740,933
	45

	E. mediohispanicum 
	Em21
	60,130,101
	48

	
	Em39
	136,858,973
	47

	
	Em71
	64,619,740
	46

	E. nevadense 
	En05
	130,509,040
	46

	
	En10
	142,305,123
	46

	
	En12
	59,838,058
	46

	E. popovii 
	Ep16
	62,135,880
	45

	
	Ep20
	68,273,570
	46

	
	Ep27
	149,733,872
	46


Table S4. Summary statistics of the transcriptome assembly.
	Taxon
	Population code
	Total Trinity genes
	Total Trinity transcripts
	Contig N50
	Median contig length
	Average contig
length
	Total assembled bases (bp)

	E. baeticum 
	Ebb07
	116,006
	188,787
	983
	423
	678.35
	128,063,827

	
	Ebb10
	235,313
	382,286
	859
	381
	617.37
	236,012,489

	
	Ebb12
	171,950
	335,960
	958
	417
	663.71
	222,979,601

	E. bastetanum 
	Ebt01
	164,708
	291,831
	991
	438
	688.00
	200,778,797

	
	Ebt12
	123,268
	212,255
	1,088
	 444
	723.11
	153,483,728

	
	Ebt13
	186,374
	278,526
	938
	382
	639.83
	126,262,947

	
	Ebt22
	119,364
	197,415
	1,156
	426
	732.89
	144,683,034

	E. fitzii
	Ef01
	77,047
	130,076
	1,502
	620
	957.81
	124,588,696

	E. lagascae 
	Ela07
	106,811
	203,045
	1,361
	540
	865.68
	175,772,242

	E. mediohispanicum 
	Em21
	66,162
	104,486
	1,362
	579
	888.57
	92,843,559

	
	Em39
	93,902
	238,394
	1,495
	662
	977.67
	233,071,647

	
	Em71
	93,154
	160,490
	1,128
	490
	764.13
	122,635,013

	E. nevadense 
	En05
	92,897
	235,515
	1,504
	663
	981.53
	231,165,137

	
	En10
	217,656
	368,656
	1,436
	496
	867.83
	319,929,639

	
	En12
	75,088
	126,245
	1,212
	561
	829.65
	104,739,622

	E. popovii 
	Ep16
	107,329
	186,398
	1,130
	477
	757.88
	141,267,189

	
	Ep20
	199,665
	300,036
	738
	353
	566.56
	169,989,446

	
	Ep27
	123,780
	288,344
	1,249
	529
	819.94
	236,425,328


Table S5. Annotation summary of the assembled transcripts using different databases: SwissProt (BLASTX and BLASTP ), Pfam, eggnog, GO, and Kegg. 
	Number of unigenes

	Taxon
	Population code
	Sprot_top_BLASTX_hit
	Sprot_top_BLASTP_hit
	Pfam
	GO_Pfam
	GO_BLAST
	eggog
	Kegg

	E. baeticum 
	Ebb07
	112543
	1844
	58464
	37009
	41713
	40129
	37760

	
	Ebb10
	197069
	111229
	97272
	61805
	184103
	172826
	164226

	
	Ebb12
	190835
	108248
	22484
	22480
	175134
	166701
	158092

	E. bastetanum 
	Ebt01
	165626
	98309
	85207
	52817
	149999
	142448
	135739

	
	Ebt12
	128004
	76939
	68066
	42817
	116348
	111477
	105855

	
	Ebt13
	159869
	86090
	74989
	46573
	146455
	140640
	133137

	
	Ebt22
	132907
	85868
	76201
	48546
	118802
	113696
	108497

	E. fitzii
	Ef01
	92184
	65200
	57552
	37661
	83190
	79488
	75459

	E. lagascae 
	Ela07
	132907
	85868
	76201
	48546
	118802
	113696
	108497

	E. mediohispanicum 
	Em21
	71606
	51019
	45366
	29311
	64679
	62559
	59930

	
	Em39
	170089
	119187
	105585
	68625
	154101
	148134
	140544

	
	Em71
	159869
	86090
	74989
	46573
	146455
	140640
	133137

	E. nevadense 
	En05
	167406
	117596
	103913
	67649
	151343
	145238
	138224

	
	En10
	189900
	127250
	113593
	75293
	175240
	164625
	156297

	
	En12
	85222
	59138
	52245
	33974
	77857
	74795
	71130

	E. popovii 
	Ep16
	114873
	72485
	64212
	40623
	104434
	99335
	94405

	
	Ep20
	164455
	79736
	68739
	42568
	152320
	145732
	137445

	
	Ep27
	184887
	116140
	102230
	65460
	167458
	161254
	153256


Table S6. Length (bp), number of genes, t-RNA, m-RNA, r-RNA, GC %, and number of t-RNA using a validation method for the chloroplast genomes assembled.
	Taxon
	Population code
	Assembled plastome size (bp)
	Number of genes
	Number of t-RNA
	Number of r-RNA
	Number of m-RNA
	GC %
	Validation of t-RNA 
	GenBank accession numbers

	E. baeticum 
	Ebb07
	154,791
	124
	29
	8
	87
	37.5
	29
	MH414570
Osuna-Mascaró et al (2018)

	
	Ebb10
	154,768
	124
	29
	8
	87
	36.5
	29
	MH414572
Osuna-Mascaró et al (2018)

	
	Ebb12
	154,761
	124
	29
	8
	87
	36.5
	29
	MH414573
Osuna-Mascaró et al (2018)

	E. bastetanum 
	Ebt01
	136,941
	111
	28
	8
	75
	37.4
	28
	MT150122

	
	Ebt12
	152,625
	120
	29
	8
	94
	37.5
	29
	MT150121

	
	Ebt13
	152,625
	120
	29
	8
	75
	37.8
	29
	MT150114

	
	Ebt22
	136,427
	117
	28
	8
	75
	36.5
	28
	MT150115

	E. fitzii
	Ef01
	136,877
	113
	28
	8
	75
	37.4
	28
	MT150118

	E. lagascae 
	Ela07
	136,740
	113
	28
	8
	75
	37.4
	28
	MT150116

	E. mediohispanicum 
	Em21
	154,251
	124
	29
	8
	87
	36.5
	29
	MH414581
Osuna-Mascaró et al (2018)

	
	Em39
	154,827
	124
	29
	8
	87
	36.6
	29
	MH414575
Osuna-Mascaró et al (2018)

	
	Em71
	154,788
	124
	29
	8
	87
	36.6
	29
	MH414576
Osuna-Mascaró et al (2018)

	E. nevadense 
	En05
	153,467
	124
	29
	8
	87
	36.7
	29
	MH414580
Osuna-Mascaró et al (2018)

	
	En10
	154,834
	124
	29
	8
	87
	36.7
	29
	MH414578
Osuna-Mascaró et al (2018)

	
	En12
	154,747
	124
	29
	8
	87
	36.7
	29
	MH414579
Osuna-Mascaró et al (2018)

	E. popovii 
	Ep16
	136,812
	112
	28
	8
	60
	36.8
	28
	MT150117

	
	Ep20
	136,820
	112
	28
	8
	75
	37.4
	28
	MT150119

	
	Ep27
	135,108
	112
	28
	8
	75
	37.5
	28
	MT150120


Table S7. Missing genes found in the chloroplast genomes assembled.
	Taxon
	Population code
	Missing genes

	E. bastetanum
	Ebt01
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, rps15, ycf1, ycf5, aacD, ccsA, infA, tuf, 

	
	Ebt12
	chl, ycf5, ccsA, tuf

	
	Ebt13
	chl, ycf5, aacD, tuf

	
	Ebt22
	ndhA, ndhE, ndhG, ndhH, aacD, ccsA, tuf

	E. fitzii
	Ef01
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, ycf1, ycf5, aacD, ccsA, tuf

	E. lagascae
	Ela07
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, ycf1, ycf5, aacD, ccsA, tuf

	E. popovii
	Ep16
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, ycf1, ycf5, aacD, ccsA, infA, tuf

	
	Ep20
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, ycf1, ycf5, aacD, ccsA, infA, tuf

	
	Ep27
	chl, ndhA, ndhE, ndhG, ndhH, ndhI, ycf1, ycf5, aacD, ccsA, infA, tuf


