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Site Locus PCR Primers

Breakpoi ERG 25 73 895 F 5’-
CTGATTCATGCCAGACAC-3’

Adjacent ERG 1333 630 2293 F 5’-
TGAATTTTGGGGGCACACAC-

Adjacent ERG 6016 942 2273 F 5’-
TGCCAAGGCATGTTGATGGT

Adjacent ERG 2143 777 801 F 5’-
GACTTACTGGTTCATGCAGAG

ETS2 ETS2 >20,00 885 3017 F 5’-
AAGTGCCAACAGGCTTGGAT

PKNOX1 PKNOX1 >20,00 0 19 F 5’-
ACTAGCGGACATCCCTGG-3’
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