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Analyses for novel translocation and clonal evolution of pediatric
rhabdomyosarcoma using advanced genomics
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RNA sequencing was performed for 8 samples including 5 embryonal
rhabdomyosarcoma (ERMS) and 3 alveolar rhabdomyosarcoma (ARMS). A total of 22 fusion transcripts
were detected using RNA sequencing, including 3 in-frame and 19 out-of-frame fusions, in which 2
in-frame and 10 out-of-frame fusions were confirmed by RT-PCR. Both 2 in-frame fusions were known
PAX3-FOX01 fusion, therefore, no novel translocation was found in fusion-negative ARMS and ERMS in
this study. Despite out-of-frame translocation, NSD1-ZNF346 fusion detected in one ERMS sample had
been previously found in a cell line of ERMS.
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C150rf57 | CBX3 2 No
1
DOHH PIP5KIC | 5 No
FOX01 PAX3 26 Yes
FOX01 PAX3 5 Yes
2
GIP CBX1 2 No
2
KRT6B KRT6A 8 No
3
RPS24 RPS11 21 No
4
NSD1 ZNF346 | 46 No
5
SLC24A3 | DTD1 21 No
UBXN2A ATAD2B | 6 No
THRAP3 TRAPPC3 | 2 No
UBXN2A ATAD2B | 5 No
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