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Supplementary figure 1. Dot plot for the Idd6.AM region in C57BL/6J on chromosome 6 from 129593784 to 130037460 GRCm38 (horizontal) and the homologous region in NOD (vertical). Brackets 1 and 3 show genomic regions present in C57BL/6J but not NOD, while bracket 2 shows regions in NOD not present in C57BL/6J.  The blue rectangle is shown in detail in supplementary figure 2.
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Supplementary figure 2. LookSeq view (via the Mouse Genomes website) of the region highlighted by the blue rectangle in supplementary figure 1, showing part of the Idd6.AM region on chr6 129747840-129822790. NOD/ShiLtJ reads (top) are aligned to MGSC37. Blue reads map uniquely, while orange reads (brackets 1 and 3) show non-unique mapping, demonstrating the difficulties experienced with next-generation assemblies in repetitive regions. Note that there is no indication of the extra sequence in NOD highlighted by arrow 2 (bracket 2 in figure 1) because regions that are present in NOD but not C57BL/6J cannot be aligned in the C57BL/6J genome and therefore can’t be displayed.
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Supplementary figure 3. Dot plot for the Idd4.1 region on chromosome 11 from 70842784 to 71340035 (GRCm38) (horizontal) and the homologous region in NOD (vertical). Brackets 1 and 2 show intracisternal A-particle (IAP) retrotransposons.  The first transposon is missing in NOD but present in C57BL/6J, while the second is present in NOD but missing in C57BL/6J. Arrow 3 shows where the homology between the two strains of mouse breaks down. The blue rectangle is shown in detail in supplementary figure 4.
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[bookmark: _GoBack]Supplementary figure 4. LookSeq view (via the Mouse Genomes website) of the region highlighted by the blue rectangle in supplementary figure 3 showing part of Idd4.1 region on chromosome 11 position 70929873-71054741. NOD/ShiLtJ reads (top) are aligned to MGSC37. Arrow 2 shows how the second transposon, identified using BAC sequencing, is not identified in LookSeq (bracket 2 in figure 3). Because NOD sequences are aligned to C57BL/6J, only sequence that is present in both genomes can be displayed. Regions that are present in NOD but not C57BL/6J cannot be aligned in the C57BL/6J genome and therefore can’t be displayed. The region to the right of arrow 3 is where the homology between the two mouse strains breaks down and the equivalent NOD sequence (if present) can’t be displayed.
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