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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 A. americanum
Total number of reads obtained from the sequencing runs for each individual of A. americanum 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)

	A. americanum
	3832135
	115733
	19467
	21096
	3675838
	95.9
	36.05
	66717
	768537
	30550
	2893034
	75.5
	36.40

	Am_am_02
	3133576
	69936
	16280
	16915
	3030445
	96.7
	29.79
	70394
	574646
	29672
	2430898
	77.6
	28.98

	Am_am_03
	7265456
	217056
	25470
	40180
	6982750
	96.1
	55.20
	217788
	1600640
	40441
	5368500
	73.9
	55.15

	Am_am_04
	4939078
	128568
	31547
	27215
	4751748
	96.2
	28.80
	129106
	737273
	27412
	4020481
	81.4
	28.26

	Am_am_05
	3386776
	55346
	14051
	18836
	3298543
	97.4
	43.48
	55642
	697733
	33112
	2568783
	75.8
	47.61

	Am_am_06
	4091400
	78484
	33655
	23024
	1556865
	96.7
	44.55
	78894
	984645
	40156
	2948395
	72.1
	43.52

	Am_am_07
	1773478
	199248
	8297
	9068
	2154279
	87.8
	25.63
	202710
	332501
	9147
	1217911
	68.7
	27.46

	Am_am_08
	2235180
	61494
	6970
	12437
	4007437
	96.4
	24.89
	61936
	452321
	12507
	1696273
	75.9
	23.81



