
Supplemental Figure S2

Supplemental Figure S2: Alignment of the sequence flanking
the -139/-139 GG  AA mutation with SPI1 and ETV7 motifs. SPI1
and ETV7 motifs were aligned to the genomic region flanking the
-138/-139 GG  AA mutation. Asterisks indicate nucleotides that do
not match the mutant sequence.
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