Table S1: Evaluating ATHB17113 binding affinities with various mutations in targets DNA measured by OctectQK; locally fitted.   
	
	Sequences
	KD 
(nM)
	Relative KD
(Variant/Class II)

	Class II
	CAGACAATCATTGCGGC
	27.70 ±13
	1.00

	Class I
	CAGACAATTATTGCGGC
	40.60 ±22
	1.46

	Non-consensus
	CAGCTCAGTCTGACGGC
	NB
	--

	Insertions in Class II pseudo-palindrome
	CAGACAATCGATTGCGGC
	NB
	--

	
	CAGACAATGCATTGCGGC
	NB
	--

	
	CAGACAATGCGATTGCGGC
	NB
	--

	
	CAGACAATTAATTGCGGC
	NB
	--

	
	CAGACAATATATTGCGGC
	NB
	--

	
	CAGACAATTACGACCGGC
	NB
	--

	
	CAGACAATGCCGACCGGC
	NB
	--

	Substitution in Class II pseudo-palindrome
	CAGATAATCATTACGGC
	108 ±53
	3.90

	
	CAGATAATTATTACGGC
	90.20 ±37
	3.25

	
	CAGAGAATCATTCCGGC
	NB
	--

	
	CAGAAAATCATTTCGGC
	70.30 ±1
	2.53

	
	CAGACTATCATAGCGGC
	NB
	--

	
	CAGACGATCATCGCGGC
	NB
	--

	
	CAGACCATCATGGCGGC
	NB
	--

	
	CAGACATTCAATGCGGC
	NB
	--

	
	CAGACAGTCACTGCGGC
	NB
	--

	
	CAGACACTCAGTGCGGC
	NB
	--

	
	CAGACAAACTTTGCGGC
	NB
	--

	
	CAGACAAGCCTTGCGGC
	NB
	--

	
	CAGACAACCGTTGCGGC
	NB
	--

	Substitution in sequences flanking Class II pseudo-palindrome
	CACGCAATCATTGCGGC
	22.20 ±13
	0.80

	
	CACGCAATCATTGGCGC
	39.80 ±38
	1.43

	
	CAGTCAATCATTGTGGC
	28.10 ±22
	1.01

	
	CAGACAATCATTGAGGC
	27.60 ±22
	0.99


Nucleotides highlighted in yellow correspond to mutational changes. Pseudo-palindrome (9-mer) is shown in bold. Nucleotides central to the pseudo-palindrome are in red (Class II) or in blue (Class I). NB indicates no binding. 

