Additional file 4 – Primer sequences used in this study. Asterisk (*) denotes primers used exclusively for Chilean Flamingo population genetics. Numbers in superscript indicate references (below) for primers not developed for this study.
	Locus
	Forward Sequence
	Reverse Sequence

	RHEB1
	ATACCCATTATGCTGGTTGG
	AAAGCTGCATTCCAGGATTC

	TIMM17A
	ATCACAAGCGGAGCCCTGAC
	GATCCAACCATGGCAACAGG

	TCF3
	GTGCCTTATCTCCCAGCTACG
	CCTCAGCACGTGGATGGCTTC

	RPS24
	GACTTCTGCAGCGCAAGCAG
	CAGGATGAAGAACATCGATC

	SLC29A4
	GGTASACRCACATGATGAAGAGRG
	GSTSATCTGGGCCTACATGC

	NFKBIZ
	CTGCCAAYCAGCATCTCATTG
	GTTGCC TCAAGRTCCACAWAYTG

	G3PDH1
	GGCATTGCACTGARYGAYCATTT
	ARRTCCACAACACGGTTGCTGTA

	Myoglobin2
	CAAATATCTRGAGGTAYGRAA
	CAGAAATGAACTGTGAGGARRG

	ZENK3
	AGAAACCAGCTATCCCAAYCAA
	CGTGAAAACCTCCGGTCACAG

	ZENK 3’UTR3
	CCACCTCTGTTGAATGACTTATTTGC
	CTCATCAGGTGATATTTACAWAGCAT

	COI
	TTCTCAACCAACCACAAAGAYATYGG
	ACGTGGGAGATGCCGAAKCCTG

	cyt b4
	AAYATYTCWGYHTGATGAAAYTTYGG
	CTTCANTYTTTGGYTTACAAGRCC

	ADAMTS10
	CACCACCTTCCACTACAGGAG
	GCGTTGAACTTGTAGCGGATC

	HMGB25
	GAAATGTGGTCTGAACAGTC
	TTGCTCTTGGCACGATATGC

	COI*
	CACTAGCTGGCAACATAGC
	GTGATGAGGACRGATCATACG

	NADH 2*
	CAGCCACCGTATTCCTCAC
	GTGGCTGTTGTGGTTATTTCTTG

	Control region*
	CGGACCAGGTTATTTATTAATCG
	GCGATCACGGACGRAAATG
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