[bookmark: _Hlk72255785]Table S3. Descriptive data for our study’s sequence-related amplified polymorphism (SRAP), which yielded 166 markers across 64 individuals. Polymorphism information content, calculated across markers within a given locus, is an index from zero to 0.5 (Serrote et al. 2020) where zero is monomorphic and 0.5 is highly informative. For repeatability metrics, we calculated fidelity of fragment presence across replicates and across all fragments within a replicate.
	Locus
	Fragments
	 Polymorphism (%)
	Fragments per individual (mean ± SE)
	Fragment frequency across individuals (%, mean ± SE)
	Polymorphism information content (mean ± SE)
	Number of replicated genotypes (%)
	Repeatability by replicate reaction (%, mean ± SE)
	Repeatability by fragment (%, mean ± SE)

	me2-em3
	41
	100
	20.047 ± 0.578
	48.895 ± 4.067
	0.475 ± 0.004
	4 (6.25%)
	100
	100

	me2-em5
	53
	98.113
	18.094 ± 0.969
	34.139 ± 4.076
	0.408 ± 0.012
	5 (7.81%)
	93.894 ± 3.075
	98.490 ± 0.733

	me2-em7
	35
	100
	19.297 ± 0.396
	55.134 ± 4.766
	0.478 ± 0.003
	7 (10.94%)
	94.429 ± 0.517
	95.945 ± 1.293

	me2-em13
	37
	100
	15.953 ± 0.748
	43.116 ± 4.676
	0.439 ± 0.012
	5 (7.81%)
	99.167 ± 0.538
	99.459 ± 0.540



