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Massive parallel sequencing unveils homologous

recombination deficiency in follicular dendritic cell

Sarcoma
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Supplementary Figure 1: Filters applied to prioritize data analysis and identify recurrent single
nucleotide variations (SNV) in Follicular dendritic cell sarcoma identified by whole genome and whole

exome sequencing.
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Supplementary Table 1 (excel file): List of mutational variants detected by Whole Genome and

While Exome sequencing in all the 13 samples of FDCS.

Supplementary Table 2 (excel file): List of Structural Variations (SV) and Copy number
Variations (CNV) detected by Whole Genome Sequencing in case #13.



