[bookmark: _Hlk52208259]Supplementary Materials 4: Alignments of mitochondrial DNA
The influence of sample quantity and lysis parameters on the success of ancient DNA extraction from skeletal remains

[bookmark: _GoBack]The software MegAlign (DNASTAR) and SeqMan (DNASTAR) were used to evaluate the electropherogram base sequences. The alignments are listed below.
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[bookmark: _Hlk56516575][bookmark: _Hlk62803971]Supplementary figure 60: Alignments of GS97. Here, the individual was named GS. The first sequence above is a reference sequence (rCRS) to which the base sequences were compared. Polymorphisms can be seen in the three boxes. The sequence of the reverse primer is located starting at the blue marker (241-262).
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Supplementary figure 61: Alignments of DO902.01. Here, the individual was named LiHoe. The first sequence above is a reference sequence (rCRS) to which the base sequences were compared. Polymorphisms can be seen in the two boxes. The sequence of the reverse primer is located starting at the blue marker (241-262).
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CGAGACGCT GGAGCCGGAGCACCCTATGT CGCAGTAT CTGT CTTTGATTCCTGCCT CATCCTATTATTTATCGCACCTACGTTCAATATT rCRS_NC_012620.1_10.1.10.58q

B |CT GGAGCCGGAGCACCCT ATGT CGCAGTAT CTGT CTTTGATT CCT GCC|
R T 6GAGCCGEAGCACCCT ATGT CGCAGTAT CTGTCTTTGATT CCT GCCH
GGAGCCGGAGCACCCT ATGT CGCAGTAT CTGT CTTTGATT CCT GCC|

R AGCCGGAGCACCCTATGT CGCAGTAT CTGT CTTTGATT CCT GCC|

ATCCTATTATTTATCGCACCTACGTTCAATATT AD4_mi_GS._250mg 2h Seqdseq
ATCCTATTATTTATCGCACCTACGTTCAATATT B0 mt_GS_250mg_h Seadseq
ATCCTATTATTTATCGCACCTACGTTCAATATT C04_mt_GS_250mo_10h_Seqd.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT D04 m_GS_250m_1ah_Seqd.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT ED4 mi_GS_ 250mg_18+20 Sead seq
ATCCTATTATTTATCGCACCTACGTTCAATATT FO4_mi_GS 250mg_46h Seadseq
ATCCTATTATTTATCGCACCTACGTTCAATATT GOT_mi_GS. 150mg_2h Seqé_t.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT HO7_m GS_150mo_dh Seaé_1.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT ADG_mi_GS_150mg_10n_Seaé seq
ATCCTATTATTTATCGCACCTACGTTCAATATT B0S mt_GS_150mo_1ah_Seqé.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT COB_mt_GS_150mg 1821 Seqéseq
7 TATTTATCGCACCTACGTTCAATATT DOG_mE_GS_150mg_48h Seas.seq
CCTATGTCGCAGTATCTGTCTTTGATTCCTGECIC AT CCTAT TATTT ATCGCACCTACGTTCAATATT  GO4_mi_GS_S0mg_2h Seqd.seq
CCTATGTCGCAGTATCTGTCTTTGATTCCTGCCICCAT CCTATTATTT AT CGCACCTACGTTCAATATT  HO4_mi_GS._S0mg_4h Sead.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT ADS_mi_GS_SOmg_10h Seqd.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT BOS mt_GS_S0mg_18h Sead.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT  COS m_GS_S0mg_18+2h_Sead.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT DUS_mt_GS_S0mg_48h Seadseq
CTATGTCGCAGTATCTGTCTTTGATT CCTGCC|CAT CCTATTATTTAT CGCACCTACGTTCAAT ATT EDS_mi_GS._ 10mg_2h Seadseq
CICTATTATTTATCGCACCTACGTTCAATATT IS m_GS._fomg_th_Seqdsea
ATCCTATTATTTATCGCACCTACGTTCAATATT GOS_mi_GS. 10mg_10h_Seqd.seq
ATCCTATTATTTATCGCACCTACGTTCAATATT HOS mt GS_10mg_18h Sead.seq
JATCCTATTATTTATCGCACCTACGTTCAATATT AG_mi_GS_10mg_15:2h_Seqd.seq

TS SR ST CT TR TC TSl A COTAT AT T AT COEAC CTACOIT CAATATY S ot e

180

20 210 20 20 20

250 260

an

ACAGGCGAACATACTTACT AAAGTGT GT TAAT T AAT T AAT GCTT GT AGGACAT AAT AAT AACAAT TGAATGT CTGCACAGCCACTTTCCA CRS_NC_012620.1_10.1.10.5eq

ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC|
ACAGGCGAACATAC]

JTACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GT T AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
TACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT.
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT Al
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}
ITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AAT A}

EITACT AAAGTGT GTT AATT AATT AAT GCTT GT AGGACAT AAT AT A}

CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC
CAATTGAATGT CTGCACAGCC

A04_mt_GS_250mg_2n_Seq3 seq
B04_mt_GS_250mg_¢h_Seq3 seq
C04_mt_GS_250mg_10n_Seq3 seq
'D04_mt_GS_250mg_18h_Seq3 seq
E04_m_GS_250mg_18-2h_Seqd seq
FO4_m_GS_250mg_48h_Seq3 seq
G07_mi_GS_150mg_2n_Seq4_1 seq
HO7_mi_GS_150mg_¢h_Seq_1.seq
AGE_mi_GS_150mg_10h_Seqé seq
808_mt_GS_150mg_18h_Seq¢ seq
C08_mt_GS_150mg_18+2h_Seqt.seq
'D08_mt_GS_150mg_48h_Seqt seq
G04_mi_GS_S0mg_2h_Seq3seq
H04_mi_GS_S0mg_¢h_Seq3seq
AUS_mt_GS_S0mg_10h_Seq3.seq
805_mt_GS_S0mg_18h_Seqd.seq
CO5_mt_GS_S0mg_18-2h_Seqd.seq
'D0S_mt_GS_S0mg_sh_Seq3seq
E0s_m_GS_10mg_2h_Seq3 seq
FOS_m_GS_10mg_éh_Seq3 seq
G0S_mi_GS_10mg_10n_Sea3seq
HOS_mt_GS_10mg_18h_Seq3 seq
AU6_mt_GS_10mg_18+20_Sea3.seq
506_mt_GS_10mg_¢sh_Seq3seq




image2.png
7 £ o0 100 110 120 120

GGGGTAT GCACGC GATAGCAT T GCGAGACGCT GGAGC CGGAGCACCCT ATGT CGCAGT AT CTGTCTT
GAGCCGGAGCACCCT ATGT CGCAGT ATCTGTCTT

AGCCGGAGCACCCTATGT CGCAGT ATCTGTCTT
- - FT|G CCACGC GATAGCAT T GCGAGACGCT GGAGC CGGAGCACCCT ATGT CGCAGT ATCTGTCTT
- - ETio GC ACGE GATAGCAT T GCGAGAC GCT GGAGC CGGAGEACCET ATGT CGEAGT ATCTGTCTT
[CCTATGTCGCAGTATCTGTCTT
- - ETIoT GCACGC GATAGCAT T GCGAGACGCT GGAGC CGGAGEACCCT ATGT CGCAGT ATCTGTCTT
, GAGCCGGAGCACCCT ATGT CGCAGT ATCTGTCTT

140 150 160 170 180 180 20

TGATTCCTGUCTCAT CCT ATTATTTATCGCACCTACGTT CARTATT ACAGGCGAACAT ACTT ACTAR
TGATTCCTGCCTCAT CJIT ATTATTTATCGCACCTACGTT CAAT ATTACAGGCGAACAT ACTT ACTAA
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