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[image: ]Supplementary Figure S1. BUSCO completeness comparison of KJ201 and public M. oryzae genome assemblies. 
Genome completeness of the chromosome-level KJ201 assembly and 17 public M. oryzae genome assemblies was assessed using BUSCO with the sordariomycetes_odb12.2 lineage dataset. Horizontal stacked bars show the number of BUSCO groups classified as complete single-copy (S), complete duplicated (D), fragmented (F), or missing (M) for each assembly. The total number of BUSCO groups assessed was 3,876.
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Supplementary Figure S2. Repeat composition of the KJ201 chromosome-level genome assembly.
Sankey diagram showing the classification of repetitive and non-repetitive sequences in the final KJ201 genome assembly. The KJ201 assembly comprised 44.77 Mb, including 37.80 Mb of non-repetitive sequence and 6.98 Mb of repetitive sequence. Repetitive sequences included simple repeats, low-complexity regions, and interspersed repeats. Interspersed repeats were further classified into unclassified repeats, retroelements, and DNA transposons. Retroelements included LTR elements and LINEs, with LTR elements further subdivided into Gypsy/DIRS1 and Ty1/Copia elements. Values indicate repeat length and percentage of the total genome assembly.
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Supplementary Figure S3. Pairwise MUMmer dotplot comparisons of KJ201 with 70-15, O-135, and P131.
Pairwise whole-genome alignments were generated using MUMmer to compare the chromosome-level KJ201 assembly with representative rice-pathotype genomes. Dotplots show comparisons between KJ201 and 70-15, O-135, and P131 from left to right. The dominant diagonal alignment patterns indicate broad chromosome-scale collinearity between KJ201 and the compared genomes. Local breaks, scattered off-diagonal matches, and short reverse-orientation signals indicate repetitive regions, local rearrangements, inversions, or assembly-specific differences.
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BUSCO Assessment Results

| Fragmented (F)
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Complete (C) and single-copy (S)
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C:3813 [5:3807, D:6], F:0, M:63, n:3876
C:3818 [S:3818, D:0], F:1, M:57, n:3876
C:3820 [S:3819, D:1], F:1, M:55, n:3876
C:3816 [5:3807, D:9], F:1, M:59, n:3876
C:3799 [S:3793, D:6], F:0, M:77, n:3876
C:3811 [S:3811, D:0], F:0, M:65, n:3876
C:3821 [S:3817, D:4], F:0, M:55, n:3876
C:3821 [S:3803, D:18], F:0, M:55, n:3876
C:3820 [S:3814, D:6], F:0, M:56, n:3876
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KJ201 RepeatMasker Sankey Diagram

Non-repetitive sequence: 37,796,539 bp (84.42%); masked bases: 6,975,054 bp (15.58%)
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