	Additional Table 6. Oligonucleotide sequences inserted into pmirGLO luciferase construct.

Italics show internal NotI site. Each putative miRNA binding site (as predicted by Targetscan Fish) is bolded. (S) sense primer; (AS) antisense primer. WT or MT represent wild-type or mutated binding sequences, respectively.




	[bookmark: RANGE!A3]Construct name
	Oligonucleotide sequence (5’ – 3’)

	si:ch211-51a6.2/223-WT
	CTAGCTAGCGGCCGCTACGAATTAGCCACTAAACTGACAAAACGTAAAATAGTCACGG (S)

	
	TCGACCGTGACTATTTTACGTTTTGTCAGTTTAGTGGCTAATTCGTAGCGGCCGCTAG (AS)

	si:ch211-51a6.2/223-MT
	CTAGCTAGCGGCCGCTACGAATTAGCCACTAACCCGCCCAAACG (S)

	
	TCGACGTTTGGGCGGGTTAGTGGCTAATTCGTAGCGGCCGCTAG (AS)

	lrrn3/223-WT
	CTAGCTAGCGGCCGCTACAGGAACTACAAGCAAACTGACAGAATG (S)

	
	TCGACATTCTGTCAGTTTGCTTGTAGTTCCTGTAGCGGCCGCTAG (AS)

	lrrn3/223-MT
	CTAGCTAGCGGCCGCTACAGGAACTACAAGCAACCCGCCGGAATG (S)

	
	TCGACATTCCGGCGGGTTGCTTGTAGTTCCTGTAGCGGCCGCTAG (AS)

	smoc1/223-WT
	CTAGCTAGCGGCCGCTATACATCACAATGTAAAACTGACAACCGG (S)

	
	TCGACCGGTTGTCAGTTTTACATTGTGATGTATAGCGGCCGCTAG (AS)

	smoc1/223-MT
	CTAGCTAGCGGCCGCTATACATCACAATGTAAAGCCGGCCACCGG (S)

	
	TCGACCGGTGGCCGGCTTTACATTGTGATGTATAGCGGCCGCTAG (AS)

	sb:cb252/223-WT
	CTAGCTAGCGGCCGCTAACCTATTATCAATAAAACTGACTTGAATCTG (S)

	
	TCGACAGATTCAAGTCAGTTTTATTGATAATAGGTTAGCGGCCGCTAG (AS)

	sb:cb252/223-MT
	CTAGCTAGCGGCCGCTAACCTATTATCAATAAACCCGCCTTGAATCTG (S)

	
	TCGACAGATTCAAGGCGGGTTTATTGATAATAGGTTAGCGGCCGCTAG (AS)

	si:ch211-51a6.2/29b-WT
	CTAGCTAGCGGCCGCTATATTAAAATATAAAATGGTGCTTGATAG (S)

	
	TCGACTATCAAGCACCATTTTATATTTTAATATAGCGGCCGCTAG (AS)

	si:ch211-51a6.2/29b-MT
	CTAGCTAGCGGCCGCTATATTAAAATATAAAATAGGGATTGATAG (S)

	
	TCGACTATCAATCCCTATTTTATATTTTAATATAGCGGCCGCTAG (AS)

	eva1a/29b-WT
	CTAGCTAGCGGCCGCTAAGGTAGTATGAATTATGGTGCTATAGATG (S)

	
	TCGACATCTATAGCACCATAATTCATACTACCTTAGCGGCCGCTAG (AS)

	eva1a/29b-MT
	CTAGCTAGCGGCCGCTAAGGTAGTATGAATTATAGGGATGTAGATG (S)

	
	TCGACATCTACATCCCTATAATTCATACTACCTTAGCGGCCGCTAG (AS)

	nefmb/29b-WT
	CTAGCTAGCGGCCGCTATTCTCTTGGCAATAATGGTGCTACTTCAG (S)

	
	TCGACTGAAGTAGCACCATTATTGCCAAGAGAATAGCGGCCGCTAG (AS)

	nefmb/29b-MT
	CTAGCTAGCGGCCGCTATTCTCTTGGCAATAATAGGGTTGCTTCAG (S)

	
	TCGACTGAAGCAACCCTATTATTGCCAAGAGAATAGCGGCCGCTAG (AS)

	ina/29b-WT
	CTAGCTAGCGGCCGCTAATCCTATTAGGAGTATGGTGCTAATTAG (S)

	
	TCGACTAATTAGCACCATACTCCTAATAGGATTAGCGGCCGCTAG (AS)

	ina/29b-MT
	CTAGCTAGCGGCCGCTAATCCTATTAGGAGTATAGGGTTGATTAG (S)

	
	TCGACTAATCAACCCTATACTCCTAATAGGATTAGCGGCCGCTAG (AS)

	layna/29b-WT
	CTAGCTAGCGGCCGCTACCTAAGGTTTTTCTATGGTGCTAGATATG (S)

	
	TCGACATATCTAGCACCATAGAAAAACCTTAGGTAGCGGCCGCTAG (AS)

	layna/29b-MT
	CTAGCTAGCGGCCGCTACCTAAGGTTTTTCTATAGGGTTGGATATG (S)

	
	TCGACATATCCAACCCTATAGAAAAACCTTAGGTAGCGGCCGCTAG (AS)

	
	

	



