
Category Boundaries Domains

Total in D. triauraria 834 639

Unique lifted over to D. melanogaster 798 637

Orthologous 495 117

Non-orthologous 303 520

Non-orthologous (truncated/expanded) – 73

Non-orthologous (split by lineage-specific boundary) – 198

Non-orthologous (split by rearrangement) – 249

Missing 36 2

Table S4. Summary of results from D. melanogaster to D. triauraria liftover analysis.

Motif Comparison Boundaries

More 136

Fewer 95

Same 72

Table S5. Lineage-specific boundaries have significantly more insulator protein (BEAF-32 and M1BP) bind-

ing motifs compared to the orthologous region in the other species. Paired Wilcoxon test p = 0.0059.

Chromatin

State

Orthologous

TADs: number

of genes

Non-orthologous

TADs: number

of genes

BLACK 719 2156

BLUE 247 861

GREEN 20 357

RED 116 516

YELLOW 551 3373

Table S6. Number of genes of each chromatin state in orthologous and non-orthologous TADs.
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