CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT EM4
AGATGTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT Probe 1  

CTCGTGAGAGGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT Probe 2 

CTCGTTCTCTTAAGGTCTCTTTCTTTCTTTCTCTCCCTCT Probe 3 

CTCGTTCTCTGCCTTGAGAGTTCTTTCTTTCTCTCCCTCT Probe 4
CTCGTTCTCTGCCTTTCTCTGGAGGTCTTTCTCTCCCTCT Probe 5
CTCGTTCTCTGCCTTTCTCTTTCTTGAGGGCTCTCCCTCT Probe 6
CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTAGAGACCTCT Probe 7

CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCAAGAG Probe 8

1) The nucleotides in red are the ones mutated (5 bp) with respect to their wild type sequence in EM4

CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT EM4

AGATGGAGAGGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT M1-10
CTCGTTCTCTTAAGGGAGAGTTCTTTCTTTCTCTCCCTCT M11-20
CTCGTTCTCTGCCTTTCTCTGGAGGGAGGGCTCTCCCTCT M21-30

CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTAGAGAAAGAG M31-40
2) The nucleotides in red are the ones mutated (10 bp) with respect to their wild type sequence in EM4

	Sequence
	TRANSFAC Score
	Transcription Factor

	cttcTCTTTctttc
	0.93
	Foxa1

	tctctttCTTTC
	0.80
	Pbx2

	tCTTTCtttct
	0.81
	Lef1/Tcf1


 CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT Foxa1   
CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT Pbx2
CTCGTTCTCTGCCTTTCTCTTTCTTTCTTTCTCTCCCTCT Lef1/Tcf1
3) Table showing the TRANSFAC motif score of the three potential transcription factors that can bind the region EM4. The 3 regions have been separately highlighted below.
