Table 1. The same enhancers are involved in enhancer reciprocal rewiring with nonDEGs as with DEGs. 

	Enhancers
	Candidate target genes (AGAP) (bold=DEG)

	
	In 2L+a
	In 2La

	EP1, EP2
EP2
	005781, 029526
	007066, 007068, 007065
007064, 007063, 007062

	ED1, ED2, ED3
ED1
ED2
ED2, ED3
	007066
007064, 007063, 007062
007065
007068
	005781
029526





Table 2. Additional differential enhancer-promoter interactions across 2La inversion breakpoints (not including the 13 differential interactions already characterized). 
	Enhancer
	Enhancer Coordinates
	Enhancer location relative to 2La inversion (PEST orientation)
	Overlap with differential ATAC-seq peak… 
	Promoter in 2La (AGAP)
	Promoter in 2L+a (AGAP)
	Assessment

	BMCBio_EN310
	2L: 20422499-20423038
	Outside, proximal end
	More open in 2La
	N/A
	005781
029526
	Newly created

	BMCBio_EN312
	2L: 20483803-20484326
	Outside, proximal end
	More open in 2L+a
	N/A
	005781
029526
	Newly created

	BMCBio_EN313 = EP1
	2L: 20489615-20490290
	Outside, proximal end
	More open in 2L+a
	007065
	029526
	Re-wiring

	BMCBio_EN314 = EP2
	2L: 20523182-20523766
	Outside, proximal end
	Unchanged
	007065
	029526
005783
	Re-wiring

	BMCBio_EN315
	2L: 20558830-20559418
	Inside, proximal end
	Unchanged
	007083/007085/007084
007082
007068
	005781
005778
005777
005776
	Re-wiring

	BMCBio_EN316
	2L: 20564142-20564671
	Inside, proximal end
	Unchanged
	007081
007082
007068
	005775/005777
005778
005773
	Re-wiring

	BMCBio_EN317
	2L: 20572203-20572718
	Inside, proximal end
	Unchanged
	007069
007068
	005778
005772/005771
005777
005766
029526
	Re-wiring

	BMCBio_EN868 = ED1
	2L: 42168402-42168965
	Outside, distal end
	Unchanged
	029526
005783
	007059
	Re-wiring

	BMCBio_EN870 = ED2
	2L: 42222670-42223193
	Outside, distal end
	Unchanged
	N/A
	007065
	Newly created

	BMCBio_EN871 = ED3
	2L: 42262579-42263096
	Outside, distal end
	Unchanged
	005783
	N/A
	Abolished





Table 3. Differential enhancer-promoter interactions across 2Rbc inversion breakpoints.
	Enhancer
	Enhancer Coordinates
	Enhancer location relative to 2Rbc inversion (PEST orientation)
	Overlap with differential ATAC-peak…
	Promoter in 2R+bc
(AGAP)
	Promoter in 2Rbc
(AGAP)
	Assessment

	BMCBio_EN1148
	2R: 3352703-3353241
	Outside, proximal end
	More open in 2Rbc 
	N/A
	003162
	Newly created

	BMCBio_EN1571
	2R: 18634457-18635037
	Outside, proximal end
	Unchanged
	N/A
	002301
	Newly created

	BMCBio_EN1578
	2R: 18985121-18985624
	Outside, proximal end
	More open in 2R+bc 
	N/A
	002299
	Newly created

	BMCBio_EN1579
	2R: 18989143-18989652
	Outside, proximal end
	Unchanged
	N/A
	002299
	Newly created

	BMCBio_EN1639
	2R: 21986030-21986675
	Inside, distal end
	Unchanged
	N/A
	004151
	Newly created

	BMCBio_EN1640
	2R: 21990802-21991321
	Inside, distal end
	Unchanged
	N/A
	004151
	Newly created

	BMCBio_EN1641
	2R: 21994335-21994911
	Inside, distal end
	None
	N/A
	004151
	Newly created

	BMCBio_EN1642
	2R: 21995594-21996128
	Inside, distal end
	None
	N/A
	004151
	Newly created

	BMCBio_EN1772
	2R: 26805705-26806340
	Inside, distal end
	More open in 2Rbc
	003057
003053
	N/A
	Abolished

	BMCBio_EN2073
	2R: 39004673-39005212
	Outside, distal end
	More open in 2Rbc
	002428
	N/A
	Abolished





Table 4. Candidate target genes for enhancers characterized in Zmarlak-Feher et al. 2025 based on highest interaction frequency from distance-decay correction analysis.
	Enhancer
	Enhancer Coordinates
	Enhancer location relative to 2La inversion (PEST orientation)
	Top candidate target gene(s)
	Gene name/function
	Gene location relative to 2La inversion (PEST orientation)
	Interaction z-score
	Approx. distance from enhancer

	ENH_2L-01
	2L: 20422499-20423038
	Outside, proximal end
	AGAP005745
	unspecified product
	Outside, proximal end
	1.84
	~248kb

	ENH_2L-02
	2L: 20475573-20476075
	Outside, proximal end
	AGAP005749, AGAP005750
(both in same 5kb region)
	5749 = glutathione S-transferase omega class 1 (GST01)

5750 = glucosyl/glucuronosyl transferases
	Outside, proximal end
	1.27 (robust z-score)

	~172kb

	ENH_2L-03
	2L: 41873775-41874329
	Inside, distal end
	AGAP007058
	homeobox protein DLX, invertebrate
	Inside, distal end
	1.60
	~182kb

	ENH_2L-04
	2L: 41822211-41822718
	Inside, distal end
	AGAP007044
	potassium channel tetramerisation domain containing 1
	Inside, distal end
	1.64
	~255kb

	ENH_2L-05
	2L: 41809557-41810116
	Inside, distal end
	AGAP007032
	breast cancer 2 susceptibility protein
	Inside, distal end
	2.18
	~564kb

	ENH_2L-06
	2L: 41732814-41733335
	Inside, distal end
	AGAP007046
	BTB domain-containing protein
	Inside, distal end
	3.20
	~4kb

	ENH_2L-07
	2L: 41729411-41730122
	Inside, distal end
	AGAP007032
	breast cancer 2 susceptibility protein
	Inside, distal end
	1.26
	~484kb

	ENH_2L-08
	2L: 41716724-41717232
	Inside, distal end
	AGAP007040
	cuticular protein RR-1 family 61 (CPR61)
	Inside, distal end
	1.34
	~376kb

	ENH_2L-09
	2L: 41623777-41624334
	Inside, distal end
	AGAP007047
	tRNA-Lys
	Inside, distal end
	0.94 (robust z-score)
	~8kb




