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Statistics

For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
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The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement

A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly

The statistical test(s) used AND whether they are one- or two-sided
Only common tests should be described solely by name; describe more complex techniques in the Methods section.

A description of all covariates tested

Afull description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient]
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)

For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and Pvalue noted
Give P values as exact values whenever suitable.

For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings

For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes

XXX X 00K OXO

[X] A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons

Estimates of effect sizes (e.g. Cohen's d, Pearson's r) indicating how they were calculated
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Life sciences study design

All studies must disclose on these points even when the disclosure is negative
Sample size 1 plus 100s of samples for comparisen.
Data exclusions  Delftia spp. were excluded from the metagenomic analysis as known laboratory contaminants.
Replication n/a

Randomization | n/a
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Reporting for specific materials, systems and methods

Policy information about availability of computer code

Data collection n/a

Data analysis Base calling was done using lllumina’s bel2fastq2 conversion software v2.20.0. FastQ files were processed using PALEOMIX v1.2.12.
Adapters and low quality reads (Q<20) were removed using AdapterRemoval v2.2.0. Trimmed and filtered reads were then mapped to
hg19 (build 37.1) using BWA. MapDamage 2.0.954 was used to evaluate the authenticity of the retained reads. Schmutzi was used to
determine the endogenous consensus mtDNA sequences and to estimate present-day human contamination. The mtDNA haplogroup
was determined using Haplogrep v2.2. Genotype likelihoods were computed using ANGSD. Missing genotypes were imputed using
impute2. Principal component analysis was performed using smartPCA. D- and f-statistics were computed using AdmixTools. Admixture
proportions were modeled using qpAdm. The non-human reads were analysed using MetaPhlan2, MALT and the Holi pipeline. Coverage
statistics of the individual alignments were obtained using 8edtools and plotted in Circos. Mappability was estimated using GEM2.
Contigs were assembled using megahit. Contigs were aligned against the Virulence Factor Database (downloaded 22/11-2018) using
BLASTn. Radiocarbon dates were calibrated using OxCal v 4.3
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Policy information about availability of data
All must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- Alist of figures that have associated raw data
- A description of any restrictions on data availability

The ancient reads are available for download at the European Nucleotide Archive under accession number PRIEB30280.

Specimen provenance The sample was excavated at the site of Syltholm on the island of Lolland in Denmark and was obtained from the Museum
Lolland-Falster.

Specimen deposition The specimen is being stored at the Museum Lolland-Falster.

Dating methods The specimen was directly dated at the Centre for Isotope Research at the University of Groningen (GrM-13305). The dates were

calibrated using OxCal v 4.3 and the IntCal13 calibration curve.

Tick this box to confirm that the raw and calibrated dates are available in the paper or in Supplementary Information.




