Table 1. Candidate inversion-specific enhancers identified by mapping STARR-seq sequencing reads against the MOPTI genome. Dfam in the sequence description indicates the sequence was highly similar  to a predicted transposable/mobile element catalogued in the Dfam database. Enhancers that were explored functionally are noted in bold (EN 3, 5, and 7 in the list below) 
	STARR-seq enhancer
	Mopti Chromosome
	Start position
	End position
	STARR-seq reps
	Sequence description 
	% identity 
	length (bp) 
	mismatch
	gapopen
	e-value
	
	
	

	1
	CM029348
	86701046
	86701581
	1 and 2 and 3
	Acol_Pao_Bel_Ele49 Dfam
	
	
	
	
	
	
	
	

	2
	CM029348
	90912755
	90913291
	1 and 2 and 3
	Acol_Pao_Bel_Ele49 Dfam
	
	
	
	
	
	
	
	

	3
	CM029348
	94819982
	94820673
	1 and 2 and 3
	Unique sequence
	92.784
	485
	12
	9
	0
	functionally tested
	

	4
	CM029348
	100838386
	100838916
	1 and 2 and 3
	Acol_Pao_Bel_Ele74 Dfam
	
	
	
	
	
	
	
	

	5
	CM029348
	102479076
	102480092
	1 and 2 and 3
	Unique sequence
	91.016
	1024
	42
	16
	0
	functionally tested
	

	6
	CM029348
	100247096
	100247677
	1 and 2 
	Acol_CR1_Ele23 Dfam
	
	
	
	
	
	
	
	

	7
	CM029348
	102537823
	102538392
	1 and 2
	Unique sequence
	94.751
	362
	12
	5
	2.80E-158
	functionally tested 
	

	8
	CM029348
	102657110
	102657665
	1 and 2
	Acol_Tc1-mar_Ele3 Dfam
	
	
	
	
	
	
	
	

	9
	CM029348
	103838862
	103839465
	1 and 2
	Acol_gypsy_Ele65 Dfam
	
	
	
	
	
	
	
	

	10
	CM029348
	95346863
	95347366
	1 and 3
	Acol_Pao_Bel_Ele49 Dfam
	
	
	
	
	
	
	
	

	11
	CM029348
	86147395
	86147897
	2 and 3
	Repetitive sequence of TATCTCTC
	
	
	
	
	
	
	
	

	12
	CM029348
	100785459
	100786005
	2 and 3
	Repetitive sequence of AGAGAGAT
	
	
	
	
	
	
	
	

	13
	CM029348
	97051436
	97051941
	2 and 3
	Repetitive sequence TTTTTCAAACTCAATAAACTCAACAAACTCAC
	
	
	
	
	
	
	
	



