Supporting Information 3: Description of 19 primer pairs selected for PCR optimization.
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F: forward primer; R: reverse primer; Lgim: Primer length; DS: number of secondary (W, S, M, K, R and Y) and tertiary (B, D, H and V) degenerate sites; %GC:
G+C content; T,: melting temperature; Ty initial temperature (see methods); Hsa: human, Ptr: chimpanzee; Mmu: mouse, Rno: rat, Cfa: dog, Fca: cat, Bta:
cow, Sar: shrew, Eeu: hedgehog, Ete: tenrec, Meu: tammar wallaby, Oan: platypus; Genotype: indicates if the locus has been genotyped; Seq: indicates if the
locus has been sequenced. Expected lengths were calculated based on the 17-WA, or directly from trace files using MegaBLAST
(http://www.ncbi.nlm.nih.gov/BLAST/mmtrace.shtml) when applicable, i.e. when the sequence is absent in the 17-WA and for tammar wallaby, which is not
included in the 17-WA.



