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SUPPLEMENTARY INFORMATION FILE

chr17:31,261,775-31,261,818

p132 pl2  pli2  qlll ql2 q21.2 q21.32 q22 q23.2 q242 q25.1 253

45 bp

31,261,780 bp 31,261,790 bp 31,261,300 bp 31,261,810 bp 31
1 1 1 | | | | | |

CCTCCAGAGCACAAACCTGTGGCAGATACACACTGGTCCAGCCT

NF1
chr17:31,181,684-31,181,723
p13.2 pl2  pli2z  qlll ql2 q21.2 q21.32 q22 q23.2 q242  q25.1 253
41 bp
31,181,690 bp 31,181,700 bp 31,181,710 bp 31,181,720 bp
1 1 | | 1 1 1 1
|

AAAGACATGTGGTTCTTTATTTATAGGCATTTTGGAACTG
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Supplemental Figure 1. IGV images of the NF1 variants in zccs1703.

The grey segment is the sequencing coverage, the pink lines represent forward reads, the purple lines reverse
reads and the teal lines in the tumour RNA track represent regions not in the mature RNA transcript (introns,
deletions). The coloured bases within the tracks show misaligned bases to the reference genome. a) NF1 splice
region variant (c.655-6T>G) - the top track is the germline DNA, the middle track is the tumour DNA and the
bottom track is the tumour RNA. Reads in RNA containing T>G mutation arise from pre-mRNA b) NF1 deletion
variant (c.4604_4619del (p.Asp1535AlafsTer13)) - the top track is the germline DNA, the middle track is the
tumour DNA and the bottom track is the tumour RNA. Coloured bases are soft clipped which occurs when the

deletion variant is at the end of the read, and thus add further support to the deletion variant.



