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BUSCO 3.0.2

nucmer 4.0.0

PSMC 0.6.5

G-PhoCS 1.2.3

jmodeltest v2.1.10

RAxML v8.2.12 and v8.2.9

Ape 5.3

R 3.5.1

PLINK v1.90b

ADMIXTOOLS 5.1

Treemix 1.13

The black rat genome assembly is available in the NCBI under the accession number GCA_011800105.1 [https://www.ncbi.nlm.nih.gov/assembly/
GCA_011800105.1/]. Aligned reads from the 39 newly reported ancient and modern black rats are available at the ENA archive under the accession number
PRJEB47337 [https://www.ebi.ac.uk/ena/browser/view/PRJEB47337]. The mitochondrial genome haplotypes are available at NCBI GeneBank under the accession
number OK210796 - OK210933.

The number of analyzed samples is determined based on their endogenous DNA content and sampling locations. For the sampling sites with a
lot of high-quality samples, we only selected at most four samples per site, to avoid an over-representation of any site in our final dataset.

For mitochondrial DNA analysis: sequences with <90% sites covered are excluded from the analysis.

For whole genome analysis: sequencing reads with mapping quality/base quality<30 are excluded from genotyping

Replication is not applicable for ancient specimens as the specimen's weight is not enough for multiple sampling.

Samples are grouped based on sampling sites and dates, and further tested using F-statistics.

Blinding is not relevant in this study as the specimens were sampled based on their geographic locations and ages. Blinding in downstream
analysis is not relevant either as we grouped them based on known locations and ages, and analyzed the genome-wide data in relation to
other groups and publicly available data from Rattus rattus and its closely related species.




