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Table 2. The abundance of interrupted palindromes in sequencing reads from ancient and historic specimens. Only palindromic
sequences longer than three basepair and alignments with a minimum MapQ of 25 are reported.

Study and sample type SRA ID Library ID Palindromes (%)

Whole genome sequencing (WGS) of an ,4000 year old
paleoeskimo from Greenland1+

SRR031056 SAQ 10.5

SRR031061 SAQ 7.2

SRR031063 SAQ 8.1

SRR030833 HUMefdRAH 7.9

SRR030853 HUMefdRAH 7.5

SRR030873 HUMefdRAH 6.4

SRR030875 HUMefdRAH 7.0

SRR030867 HUMefdRAH 7.6

SRR030923 HUMefdRCN 5.1

SRR030942 HUMefdRCO 5.7

SRR030949 HUMgjnRALDAAAPEI 0.4

SRR031000 HUMgjnRALDAAAPEI 0.4

SRR031001 HUMgjnRALDAAAPEI 0.4

SRR031044 HUMgjnRAFDAAAPEI 0.3

SRR030971 HUMgjnRACPEI 0.6

SRR031029 HUMgjnRAXPEI 0.4

WGS of a 100 year old Aboriginal Australian2+ SRR188204 HUMixgRAGSEIW 0.3

SRR188192 HUMixgRAFSEW 0.5

SRR188177 HUMgspRBFSEW 0.3

SRR188174 HUMgspRBASEW 0.4

Ligation bias study, amongst others based on
WGS of a Quagga museum specimen and
an ,11500 year old Hippidion3

SRR959263 E.q Quagga AT 1.3

SRR959261 E.q Quagga BE 0.3

SRR959266 H. Saldiasi AT 2.5

SRR959264 H. Saldiasi BE 0.3

1Rasmussen et al. 2010 using the TruSeq Sample Preparation kit (Illumina.com).
2Rasmussen et al. 2011 using the Rapid Library kit from Roche-454 (Branford, CO) and Illumina adapter mix.
3Sequin-Orland et al. 2013 using the NEBNext Quick DNA Library Prep Master Mix Set for 454 (New England BioLabs, ref E6090 for A-tailed (AT) ligation of forked Illumina
adapters and the NEBNext DNA Library Prep Master Mix Set for 454 (New England BioLabs, ref E6070) for blunt-end (BE) ligation of Illumina adapters without forked
shape.
+A subset of available aDNA libraries was inspected for artifacts.
doi:10.1371/journal.pone.0089676.t002
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