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C57BL/6J GCA_000001635.8

129S1/SvImJ GCA_001624185.1

A/J GCA_001624215.1

AKR/J GCA_001624295.1

CAST/EiJ GCA_001624445.1

CBA/J GCA_001624475.1

DBA/2J GCA_001624505.1

FVB/NJ GCA_001624535.1

NOD/ShiLtJ GCA_001624675.1

NZO/HiLtJ GCA_001624745.1

PWK/PhJ GCA_001624775.1

WSB/EiJ GCA_001624835.1

BALB/cJ GCA_001632525.1

C57BL/6NJ GCA_001632555.1

C3H/HeJ GCA_001632575.1

LP/J GCA_001632615.1

Table above contains the list of GenBank accession numbers of the mice genomes. The nine simulated datasetswe generated (Supplementary Figures 4, 5, 6),
ground-truth alignments for the mouse data(Figure 4, Supplementary Figures 1, 2, 3), and alignments produced by SibeliaZ and Progressive Cactus (Figure
4, Supplementary Figures 2, 3) are available for download athttps://github.com/medvedevgroup/SibeliaZ/blob/master/DATA.txt.

The main experiment in our paper involved computing alignment of 16 mice genomes and then comparing it against 2263940 pairs of
orthologous genes and 53050 pairs of paralogous genes. We did not use statistical methods to calculate the sample size. We chose the sample
size based on the fact that a dataset of such size was going to pose a significant challenge for any state-of-the-art whole genome aligner.

We removed any pairs of paralogous genes with overlapping coordinates, as these were likely misannotations, as confirmed by Ensembl
helpdesk.

We verified the accuracy of our method on several simulated datasets.

We did not randomize the data we used since we did not aim to evaluate an intervention and comparing a treatment and a control group.

Blinding is not relevant to our study since it does not involve human participants.




