Table S3
Total number of reads and average coverage after rescuing cut sites with one mismatch and when only the intended cut site (XbaI) is present for S. lewini
[bookmark: _GoBack]Total number of reads obtained from the sequencing runs for each individual of S. lewini and in average for the species, number and percentage of retained reads after cleaning and filtering, and average coverage for the total number of loci in each individual, for both when one mismatch is allowed in the cut site and when only the intended cut site is present.  Bold values correspond to averages for the species.

	
	
	Rescuing Cutsites
	Intended Cutsite

	
	Raw Reads
	Ambig. Barcodes
	Ambig. Radtag
	Low Quality
	Retained Reads
	% Retained Reads
	Coverage (x)
	Ambig. Barcodes
	Ambig. Radtag
	Low Quality
	Retained Reads
	% Retained Reads
	Coverage (x)

	S. lewini
	1752000
	74955
	10140
	9266
	1657639
	94.6
	27.44
	74955
	263191
	14033
	1141335
	67.8
	30

	Sp_le_01
	2404536
	52632
	14346
	12877
	2324681
	96.7
	32.16
	52632
	473082
	23089
	1390754
	57.8
	32.97

	Sp_le_02
	2887858
	124024
	20212
	15021
	2728601
	94.5
	36.78
	124024
	554590
	26925
	1641802
	56.9
	38.22

	Sp_le_03
	1829342
	47160
	9258
	9780
	1763144
	96.4
	27.30
	47160
	256228
	17335
	1254082
	68.6
	31.74

	Sp_le_04
	2157066
	51238
	12428
	11641
	2081759
	96.5
	31.49
	51238
	332031
	20994
	1423320
	66.0
	35.26

	Sp_le_05
	1301154
	257964
	10945
	5855
	1026390
	78.9
	25.45
	257964
	36152
	5961
	959916
	73.8
	25.79

	Sp_le_06
	3576314
	93672
	23103
	19098
	3440441
	96.2
	44.69
	93672
	662381
	33599
	2137124
	59.8
	46.81

	Sp_le_07
	1804516
	82470
	5615
	9596
	1706835
	94.6
	28.08
	82470
	211938
	9705
	1292340
	71.6
	33.89

	Sp_le_08
	1417000
	48252
	7081
	7514
	1354153
	95.6
	23.56
	48252
	264600
	7639
	844878
	59.6
	25.01

	Sp_le_09
	1308722
	43406
	6811
	6992
	1251513
	95.6
	22.83
	43406
	173684
	12579
	906042
	69.2
	26.59

	Sp_le_10
	1163354
	74374
	5813
	6162
	1077005
	92.6
	26.29
	74374
	42043
	6290
	994084
	85.4
	27.46

	Sp_le_11
	853748
	35314
	6244
	4679
	807511
	94.6
	21.27
	35314
	28104
	4823
	753296
	88.2
	21.02

	Sp_le_12
	2179644
	87556
	13263
	11452
	2067373
	94.8
	31.99
	87556
	406757
	20383
	1267520
	58.2
	33.14

	Sp_le_13
	598658
	17834
	6043
	3414
	571367
	95.4
	12.52
	17834
	100798
	6053
	378142
	63.2
	13.56

	Sp_le_14
	1067186
	39082
	4020
	5795
	1018289
	95.4
	20.39
	39082
	89962
	5874
	842132
	78.9
	24.74

	Sp_le_15
	1730896
	69340
	6914
	9120
	1645522
	95.1
	26.88
	69340
	315518
	9253
	1034598
	59.8
	28.34



