Supporting Information
Dabney et al. 10.1073/pnas.1314445110
SI Text
1. Sample Information. The Sima de los Huesos is a well-known site

that has provided the largest collection of Middle Pleistocene
hominin fossils (1–5). It is located deep inside a large karst
system (Cueva Mayor) and approximately half a kilometer from
the present-day entrance. In deep caves, temperatures do not
oscillate during the year and are coincident with the annual average temperature outside the cave. In glacial periods, the average temperature dropped in the Central Plateau of Spain by
∼5 °C. Measurements taken in the Galeria del Silex, another
gallery of the Cueva Mayor, indicate a fairly constant temperature of 10.6 °C and humidity >99% (6). The clays containing the
bear fossil (SH01-S16-38) used in this study are wet and have
never dried out due to the environmental conditions having remained very consistent throughout the cave system.
The bear fossil sampled was excavated in the 2001 ﬁeld season.
It is a complete radius, which was recovered broken into two
adjoining parts that were in close spatial proximity. The fossil was
found in the same layer (Upper Red Clays) that contains the
hominin fossils. In the excavation square (S16) of the bear radius,
two hominin fossils (a femur and a humerus) were also recovered.
After excavation, the bear radius was left to dry in the ﬁeld
laboratory, then washed in water and dried before storing. No
chemicals were used for preservation.
2. Testing Improvements to DNA Extraction Method. To test the
performance of the extraction protocol in recovering DNA molecules of relevant sizes to ancient DNA studies, we constructed a
DNA ladder by pooling 35-, 50-, 75-, 100-, and 150-bp NoLimit
DNA fragments (ThermoScientiﬁc). To mimic the conditions of
the initial step of DNA extraction from actual samples, for each
extraction an aliquot of 285 ng of DNA ladder in a volume of
50 μL was added to 1 mL of extraction buffer (0.45 M EDTA,
0.25 mg/mL Proteinase K, pH 8.0) (7, 8). This solution was then
added to the following: (i) 4 mL of a 5 M guanidine thiocyanate,
0.3 M sodium acetate binding buffer (pH 4.5), and 100 μL of
silica suspension, whereupon extraction was completed according to a previous protocol (8); or (ii) 10.5 mL of a binding
buffer containing 5 M guanidine hydrochloride, 40% (vol/vol)
isopropanol, 0.05% Tween-20,and 90 mM sodium acetate (pH
5.2), after which extraction was completed as described in SI
Text, section 3, except that two 25-μL TET buffer (10 mM
Tris·HCl, 1 mM EDTA, 0.05% Tween-20, pH 8.0) aliquots
were used for elution. Quantiﬁcation of each extract and the
control ladder was performed on a BioAnalyzer 2100 (Agilent)
by using a DNA 1000 chip. The efﬁciency of recovery for each
fragment was calculated by dividing the concentration of DNA in
the extract by that of the control ladder.
3. DNA Extraction and Library Preparation. Approximately 1.8 g of
bone was drilled into a ﬁne powder with a dental drill. Between 85
and 120 mg of bone powder went into each of 19 extractions along
with 1 mL of extraction buffer (ﬁnal concentrations: 0.45 M EDTA,
0.25 mg/mL Proteinase K, pH 8.0). The bone powder was resuspended by vortexing, and the suspension was rotated at 37 °C
overnight (∼18 h) (8). Remaining bone powder was then pelleted by centrifugation in a bench-top centrifuge for 2 min at
maximum speed (16,100 × g). The supernatant was added to 13
mL of binding buffer containing, in ﬁnal concentrations, 5 M
guanidine hydrochloride, 40% (vol/vol) isopropanol, 0.05%
Tween-20, and 90 mM sodium acetate (pH 5.2). A binding apparatus was constructed by forcefully ﬁtting an extension resDabney et al. www.pnas.org/cgi/content/short/1314445110

ervoir removed from a Zymo-Spin V column (Zymo Research),
which had been submerged in a bleach bath for 20 min, rinsed
with water, and UV irradiated before use, into a MinElute silica
spin column (Qiagen). The extension reservoir-MinElute assembly
was then placed into a 50-mL falcon tube. The 14-mL solution
containing binding buffer and the extraction supernatant was
then poured into the extension reservoir, and the falcon tube
cap was secured. The binding apparatus was centrifuged for
4 min at 1,500 × g, rotated 90°, and centrifuged for an additional 2 min at the same speed. The extension reservoirMinElute column were removed from the falcon tube and placed
into a clean 2-mL collection tube. The extension reservoir was
removed, and the MinElute column was dry-spun for 1 min at
6,000 rpm (3,300 × g) in a bench-top centrifuge. Two wash steps
were performed by adding 750 μL of PE buffer (Qiagen) to the
MinElute column, centrifuging at 3,300 × g and discarding the
ﬂow-through. The column was dry-spun for 1 min at maximum
speed (16,100 × g) and then placed in a fresh 1.5-mL collection
tube. For elution, 12.5 μL of TET buffer was pipetted onto the
silica membrane, and after a 2- to 5-min incubation was collected
by centrifugation for 30 s at maximum speed. This step was repeated for a total of 25 μL of DNA extract.
A total of 23 single-stranded libraries were prepared by using
up all sample extracts (9). Each library was ampliﬁed into PCR
plateau by using two uniquely barcoded primers (10) as described elsewhere (9). The ampliﬁed libraries were then quantiﬁed on a NanoDrop ND-1000 (Nanodrop Technologies). A
subset of three libraries was included for shallow shotgun sequencing on 10% of a MiSeq lane (Illumina) dedicated to another project. Sequencing, ﬁltering, and mapping were performed
as described in SI Text, section 4. Of 931,307 merged sequences,
none aligned to the cave bear mitochondrial genome.
4. Mitochondrial Capture and Sequencing. Mitochondrial captures
were performed by using three probe sets: Ursus arctos (brown
bear) probes, Ursus spelaeus (cave bear) probes, and synthetic
oligonucleotide probes. Brown bear probes were prepared by
amplifying brown bear mitochondrial DNA in 9 overlapping
fragments of ∼2 kb. These PCR products were then converted
into biotinylated capture probes as described in Maricic et al.
(11). Cave bear probes were prepared by using the bone SP891
from which the published U. spelaeus mitochondrial genome is
derived (12) and a multiplex PCR approach (13). PCR primers
were designed by using Primer3 (14) and the published U. spelaeus
mitochondrial genome (NC_011112.1) to amplify 80 regions of
250–300 bp tiled across the genome. One of the primers in each
pair was synthesized with a 5′ biotin. Dilutions were made of an
existing extract from SP891 and used as template in a two-step
multiplex PCR approach as published (13, 15). Final PCR products were puriﬁed with solid-phase reversible immobilization
(SPRI) beads and quantiﬁed on a NanoDrop ND-1000 photospectrometer. The 80 puriﬁed amplicons were then pooled in equal ratios
and used as capture probes. The 5′ biotinylated synthetic oligonucleotides were designed to cover gaps in the initial sequence alignment of libraries captured with brown and cave bear baits. A total of
39 oligonucleotides of length 50–71 bp spanning these gaps were
created by using an alignment of all published U. spelaeus mitochondrial sequences and the U. arctos mitochondrial sequence.
Wobble bases in the oligonucleotides were allowed at polymorphic positions to increase the likelihood of recovery. The
oligonucleotides were pooled in equimolar ratios and used as
capture probes.
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Two serial captures were performed by using 2 μg of each library as input according to the protocol provided in Maricic
et al. (11) for the brown bear and cave bear probe sets and Fu
et al. (16) for the oligonucleotide probe set. Hybridization and
posthybridization wash temperatures were decreased to 60 °C
and 57 °C, respectively, for both protocols. After the ﬁrst round
of capture, enriched libraries were ampliﬁed for 30 cycles in 100μL reactions by using Herculase II Fusion polymerase (Agilent)
(17) and the primer pair IS5/IS6 (18). The ampliﬁed libraries
were quantiﬁed on a NanoDrop, and 500 ng of each were used as
input for the second round of capture. Ampliﬁed postcapture
libraries from this round were quantiﬁed on a NanoDrop and
pooled in equal amounts. This pool of serial captured libraries
was then ampliﬁed in a one-cycle reconditioning PCR (50 μL of
Herculase II Fusion reactions) to remove heteroduplices and
quantiﬁed on a DNA 1000 chip (Agilent) for sequencing. All library pools were sequenced on 76 cycle paired-end runs with two
index reads (10) on Illumina’s MiSeq platform.
5. Raw Sequence Processing, Mapping, and Removal of Duplicates. All
sequences from the three different hybridization enrichment
experiments were combined and analyzed jointly. Base calling was
performed by using Illumina’s Bustard software, and the index
reads were used to split sequences into separate ﬁles for each
indexed source library. Sequences that did not perfectly match
one of the expected index combinations were excluded from
further analysis. To reconstruct full-length molecule sequences,
forward and reverse reads were merged into single sequences if
they overlapped by at least 11 bp (19). Nonmerged sequences
and sequences <30 bp were discarded. All other sequences were
aligned against a published mitochondrial genome sequence of
a Late Pleistocene cave bear (NC_011112.1) by using BWA (20).
Because BWA does not account for the circularity of the mitochondrial genome, 500 bp of sequence were moved from the
beginning of the reference genome sequence to its end. After
this rearrangement, both ends of the reference sequence were
located within a ∼320-bp stretch of repetitive sequence in the
D loop, which cannot be resolved by mapping of short sequence
reads. Alignment parameters were chosen as follows: (i) “-n 5”
to allow for up to ﬁve mismatches (with default parameters ﬁve
mismatches are only accepted for sequences of at least 93 bp);
(ii) “–o 1” (BWA default) to allow for 1 insertion/deletion; and
(iii) “–l 16500” to turn off the seeding. Less stringent alignment
parameters were chosen to prevent the loss of sequences of
ancient DNA fragments with multiple deoxyuracils. After mapping, duplicate sequences were removed by calling a consensus
from sequences with identical start and end coordinate (21). On
average, each unique fragment was represented by 102 sequences. All BAM ﬁles containing the unique sequences of each
sample library were then merged into a single ﬁle. Sequences
with a map quality score <30 (∼6% of the sequences) were excluded from further analysis to ensure unique placement of all
sequences within the mitochondrial genome.
Dataset S1 shows the number of unique sequences obtained
from each indexed library after hybridization enrichment with
three different probe sets. All sequences derived from extraction
or library preparation controls were subjected to a BLAST search.
Most could be identiﬁed as human contaminants, but six produced a best match to bear mitochondrial DNA. Notably, despite
the large average number of duplicate sequences obtained from
each DNA fragment, each of these sequences was observed only
once. When searching for identical sequences in the sample libraries, we found that all were present in between 25 and 12,484
duplicates in one other library, indicating that they result from
cross-contamination among libraries rather than from contamination with exogenous bear DNA. Low levels of cross-contamination are, for example, introduced by multiplex sequencing, where
sequences are occasionally assigned to the wrong sample (10).
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From the sample libraries, a total of 19,576 unique sequences
could be aligned against the cave bear mitochondrial genome
(derived from 2,025,774 sequences before uniqueness ﬁltering).
Average unique coverage across the mitochondrial genome is
45-fold. All positions in the mitochondrial genome are covered by
at least two sequences, except for two very short regions (25 and
41 bp) and a repetitive sequence stretch within the D loop, as well
as 3 bp outside the D loop that were covered only once (Fig. S2).
6. Consensus Calling. Using the “tview” option of the samtools
software package (22), we ﬁrst visually inspected the sequence
alignments to the cave bear mitochondrial reference genome and
identiﬁed several small regions where more than one sequence
variant was present. We performed BLAST searches using subsets of sequences in such regions and retrieved either best
matches to bear mtDNA or one of the following types of sequences: human mtDNA, mtDNA of several bat species, pig
mtDNA, fox mtDNA, and corynebacteria ulcerans DNA. The
occurrence of such environmental contaminants is not surprising,
despite the fact that bear DNA sequences were used in hybridization enrichment of the DNA libraries, because some regions
in the mammalian mitochondrial genome are highly conserved
and differ only little between very distantly related species.
To remove most of the contaminant sequences without extensive manual editing of the alignment ﬁle, we aligned all sequences
against the following set of putative contaminant genomes using
BWA and the alignment parameters indicated earlier: the human
genome (hg19/1000G), all 37 complete mtDNA genomes of bats
(taxonomic order Chiroptera; txid9397) available in GenBank, a
fox (Vulpes vulpes) mtDNA genome (AM181037.1), a pig (Sus
scrofa) mtDNA genome (AF034253.1), and the complete genome
of corynebacteria ulcerans 0102 (AP012284.1). We then removed
all sequences (1,578 in total; 8% of the data) that produced a
better alignment to one of the contaminant genomes than to cave
bear mtDNA (more speciﬁcally, we compared the edit distance
as provided in the “NM” ﬁeld of the SAM/BAM format). Sequences removed by this ﬁlter were on average longer than those
retained (50 vs. 38 bp, respectively), indicating a more recent
origin of at least some of the contamination. Putative contaminant
sequences were localized in several short regions of the mitochondrial genome, including, for example, the slowly evolving 16S rRNA
gene (Fig. S2). Further, to eliminate spurious alignments while retaining sequences strongly affected by deamination, we removed
sequences showing more than two mismatches other than C>T to
the reference genome in the orientation they were sequenced.
To avoid false consensus calls due to damage-derived C->T
changes, all T residues (or A if the sequence was aligned in reverse complementary orientation) within the ﬁrst three and last
three bases of each sequence were replaced by “N” in the sequence alignment ﬁle if at least one other sequence showed a C
at the respective position in the alignment to the cave bear
mtDNA genome. Using this ﬁlter, we assume that damagedderived substitutions in the interior of sequences are too infrequent to affect more than half of the sequences at a given
alignment position with multifold coverage. For consensus calling, a tabular position-based “pileup” ﬁle was generated from the
BAM alignment ﬁle using “samtools mpileup”. This ﬁle was used
to call majority consensus bases at positions covered by at least
two reads and to determine the proportion of reads supporting
the consensus base at each position. Using the latter information,
we manually inspected all positions where <80% of the sequences
agreed with the consensus and corrected the consensus calls
where appropriate (Table S1).
It may theoretically occur that true evolutionary changes in
highly conserved regions of the mitochondrial genome are shared
with one of the contaminant genomes (see above), but not the
cave bear reference genome. In this case, the correct sequence
variant would erroneously be identiﬁed as contamination after
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mapping to the set of contaminant genomes (see above), whereas
the actual contamination is enriched in the residual sequence
alignment. To exclude this possibility, we inspected the raw
sequence alignment at all positions where ≥25% of the sequences
had been removed as putative contaminants before consensus
calling (Fig. S2). We found that the sequence variant represented
by the consensus is in all cases supported by sequences with terminal C->T substitutions (or G->A, depending on sequence orientation). This typical pattern of ancient DNA damage is absent in
the putative contaminants, again indicating that the contamination
is relatively recent (as expected, for example, with human and pig).
Alternatively, contaminant sequences may have aligned to the cave
bear reference genome due to random sequence similarity.
7. Phylogenetic Reconstructions. We removed all sites with ambiguities in one or more sequences from the complete mtDNA
genome alignment, resulting in an alignment of 9,592 bp. We then
identiﬁed the best-ﬁtting nucleotide substitution model for this
alignment with ModelTest (Version 3.7; ref. 23). The Akaike
Information Criterion (AIC) supported GTR+I+Γ as the bestﬁtting model. Phylogenetic trees were reconstructed with paup
(Version 4.0b10; ref. 24) under the maximum-likelihood (ML)
optimality criterion. The paup-ML tree was reconstructed by
using a neighbor-joining starting tree, followed by tree-bisectionand-reconnection optimization by using the parameters from the
above ModelTest analyses. Subsequently, bootstrap analyses were
performed with paup under the same settings as before, by using
500 bootstrap pseudoreplicates of the dataset. Bootstrap trees
were summarized with a 50%-majority-rule consensus.
8. Molecular Dating. We estimated the age of the cave bear sample

from Sima de los Huesos using the temporal information available from our cave bear samples of known age. We used a
Bayesian Markov Chain Monte Carlo (MCMC) approach as
described in detail by Shapiro et al. (25) and as implemented in
the software Beast (Version 1.7.5; ref. 26). To reduce ambiguity
in our analyses, we excluded all undated samples from the dataset and used only the 14 samples of known age (27) to estimate
the age of the sample from Sima de los Huesos. The dataset was
otherwise identical to the one used for the phylogenetic analyses.
Analyses were conducted in Beast (Version 1.7.5) under the
HKY+I nucleotide substitution model, which was identiﬁed by
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the AIC as the best-supported model for this small dataset. To
constrain the tree space to be sampled by the MCMC, we limited
analyses to trees in which all dated samples form a monophyletic
group with respect to the sample from Sima de los Huesos,
a topology consistent with the most well-supported phylogeny
identiﬁed in the analyses described above (Fig. 3). Furthermore,
we introduced a normally distributed prior for the substitution
rate of 3.485 × 10−8 substitutions per site per year (95% highest
posterior density: 1.525 × 10−8 – 5.445 ×10−8) (28). We used
a uniform prior of 0–1,000,000 y for the age of the sample from
Sima de los Huesos. We decided in favor of this weak prior in
order to obtain an unbiased age estimate. All other priors were
left at default settings. The MCMC was run for 100 million
generations, sampling every 10,000 generations with a burn-in of 10
million generations. Analyses were conducted under the assumption
of a strictly clocklike evolution of the cave bear mitochondrial genome as well as under a relaxed clock with lognormal distribution of
nucleotide substitution rates across branches. Results were compared by using Bayes factors (BF) (29). The relaxed clock was not
decisively better than the strict clock (log10 BF: 0.8), with “decisive”
being deﬁned as a log10 BF of >2 (29). We also evaluated a constant population size coalescent prior against a more complex
Skyline Plot prior in the same way. Again, the more complex model
was not decisively better than the simpler model (BF: 0.07). Using
a constant size coalescent prior and a strict molecular clock model,
we then repeated the age estimation analyses for the Sima de los
Huesos sample three times with the settings described above.
Convergence of the algorithm was checked with Tracer (Version
1.5; http://tree.bio.ed.ac.uk/software/tracer/). Results from the three
runs were combined to provide a ﬁnal estimate of the age of the
Sima de los Huesos sample.
Two additional analyses were performed to test the robustness
of the molecular dating result. First, using the settings described
above, we sampled from the prior distribution only to identify
a potential inﬂuence of our prior settings on the estimated age. No
inﬂuence could be identiﬁed. Second, after removing the Sima de
los Huesos sample from the alignment, we individually estimated
the age of all radiocarbon-dated samples using the settings described above. Of seven tested samples, the radiocarbon age was
outside the 95% highest posterior density (HPD) of the estimated
age in two cases, but only by a maximum of 5,150 y (Table S2).
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Fig. S1. Sequence duplication rate as a function of length.
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Table S1. Visual inspection and manual editing of alignment positions with consensus support <0.8
Alignment
position

Consensus
Annotation Coverage support, %

1–138

D loop

285
757
765
768
1,815
1,820
1,822
1,823
1,837
2,006

D loop
D loop
D loop
D loop
16S rRNA
16S rRNA
16S rRNA
16S rRNA
16S rRNA
16S rRNA

13
51
25
14
177
178
183
182
113
49

2,487

16S rRNA

4

75

3,416

NADH1

7

71.4

3,883

NADH1

3

66.7

5,398

tRNA-Trp

4

75

6,434
6,440
6,443
6,449
6,455
6,464
6,609

coxI
coxI
coxI
coxI
coxI
coxI
coxI

135
157
156
154
145
101
9

51.9
70.7
61.5
55.8
78.6
66.3
77.8

8,997–8999
9,128

atp6
coxIII

1
9

55.6

9,369

coxIII

3

66.7

9,511

coxIII

3

66.7

11,115

NADH4

8

75

11,189

NADH4

4

75

11,320

NADH4

4

75

13,613

NADH5

4

75

13,803

NADH5

9

77.8

13,897
13,900

NADH5
NADH5

4
4

75
75

14,480

tRNA-Glu

3

66.7

15,343

cytb

7

71.4

61.5
78.4
52
57.1
75.1
55.6
59
58.8
72.6
75.5
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Problem

Consensus call

Not targeted; repetitive region and ﬂanking sequence

No consensus called

Alignment error around homopolymer stretch

Consensus corrected manually

Three major sequence variants present in the region;
one is identical to the reference and the other two
match partial mitochondrial sequences of different
bat species in a BLAST search

Consensus corrected manually
after removing contaminant
sequences

Two different sequence variants present; one variant
is identical to the reference and the second matched
bacterial sequences in a BLAST search
One of four reads disagrees with reference; position
is covered >60-fold and shows a single sequence variant
supported by reads with terminal deamination patterns
before subtraction of putative pig contaminants.
5C/2T; strand orientation compatible with cytosine
deamination
2G/1A; strand orientation compatible with cytosine
deamination
3C/1T; strand orientation compatible with cytosine
deamination
Region with excessive coverage and several sequence
variants; one of the frequent variants matches bear
by BLAST search and is supported by terminal
deamination patterns in several sequences; all other
variants match best to bacterial sequences

Consensus corrected manually
after removing contaminant
sequences
Consensus conﬁrmed

7G/2A; strand orientation compatible with cytosine
deamination

Consensus conﬁrmed

Coverage too low
5G/5A; one read with A shows four additional differences
to the reference not shared by any other read (putative
contaminant); strand orientation of the other 4 reads
with A compatible with cytosine deamination
2A/1G; strand orientation of only one read with A
compatible with cytosine deamination

No consensus called
No consensus called

Two reads with C, one with T; strand orientation of
sequence with T compatible with cytosine deamination
6C/2T; strand orientation compatible with cytosine
deamination
3C/1T; strand orientation compatible with cytosine
deamination
3C/1T; strand orientation compatible with cytosine
deamination
3C/1A; C additionally supported by a read with terminal
C->T change
7G/2A; strand orientation compatible with cytosine
deamination
One read with 3 substitutions and an insertion to the
reference; BLAST search returns no signiﬁcant similarity

Consensus conﬁrmed

2C/1T; strand orientation compatible with cytosine
deamination
5A/2G; reads with G show ≥ 2 t additional differences to
reference and produce no hit to bear in BLAST search

Consensus conﬁrmed
Consensus conﬁrmed
Consensus conﬁrmed
Consensus corrected manually
after removing contaminant
sequences

No consensus called

Consensus conﬁrmed
Consensus conﬁrmed
Consensus conﬁrmed
Consensus conﬁrmed
Consensus conﬁrmed
Consensus conﬁrmed after
removing contaminant
sequence
Consensus conﬁrmed
Consensus conﬁrmed after
removing contaminant
sequences
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Table S1. Cont.
Alignment
position

Consensus
Annotation Coverage support, %

15,828–15,852
15,920
15,923
15,997–16,037

D
D
D
D

loop
loop
loop
loop

0–1
9
14
0–1

66.7
64.3

16,112
16,117
16,132
16,145

D
D
D
D

loop
loop
loop
loop

44
50
72
71

70.5
62
58.3
64.8

16,430–16,783

D loop

0–1

Problem

Consensus call

Coverage too low
Adjacent T and C homopolymer stretches; precise length
of each stretch cannot be resolved
Coverage too low

No consensus called
No consensus called for
positions 15921–15937
No consensus called

Two different sequence variants present; one variants
shows several mismatches to the reference and
does not produce signiﬁcant BLAST match

Consensus corrected manually
after removing contaminant
sequences

Not targeted; repetitive region and ﬂanking
sequence

No consensus called

Table S2. Cross-validation of molecular dates
Sample

Radiocarbon age, YBP

Estimated mean age, YBP

95% HPD lower, YBP

95% HPD upper, YBP

SP232
SP234
SP891
SP1626
SP2027
SP2064
SP2106

27,230
26,900
44,160
46,614
27,180
44,050
24,210

27,951
39,184
33,689
47,324
26,729
80,194
27,873

24,091
28,565
24,091
37,764
24,090
49,200
24,090

33,757
50,109
45,243
57,600
31,097
118,257
34,272

YBP, years before present. Molecular estimates that are incongruent with radiocarbon dates are indicated in bold.
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