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Supplementary Tables

Table S1. Primers used

	
	Sense
	Antisense

	BAT25
	TCGCCTCCAAGAATGTAAGT
	TCTGCATTTTAACTATGGCTC

	BAT26
	TGACTACTTTTGACTTCAGCC
	AACCATTCAACATTTTTAACCC

	NR21
	TAAATGTATGTCTCCCCTGG
	ATTCCTACTCCGCATTCACA

	NR22
	GAGGCTTGTCAAGGACATAA
	AATTCTGATGCCATCCAGTT

	NR24
	CCATTGCTGAATTTTACCTC
	ATTGTGCCATTGCATTCCAA

	DICER1 Germinal insertion
	GGCCAGTTCACGCTCTTCT
	CCAGAAATGAAGTCTGGTCGT




Table S2. Mutations in long non-coding RNAs

	lincRNA
	Chr
	Start
	End
	Variant 
	Ref. Allele
	Tumor Allele

	RP11-417J8.6
	1
	142657355
	142657356
	INS
	-
	T

	RP11-526A4.1
	4
	150526021
	150526021
	DEL
	G
	-

	RP11-146I2.1
	6
	15021515
	15021516
	INS
	-
	C

	AC147651.1
	7
	534289
	534290
	INS
	-
	GA

	RP11-149P24.1
	8
	137130960
	137130961
	DEL
	TG
	-

	LINC00469
	17
	71754131
	71754134
	DEL
	TCTC
	-

	RP11-325K19.1
	18
	58554075
	58554076
	DEL
	GT
	-

	RP11-567M16.3
	18
	77408917
	77408919
	DEL
	GGT
	-




Mutated lincRNAs. Chr: Chromosome; Start and End: Gene location;
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Figure S1.
Enriched disease and functions, cellular functions and
physiological systems processes.
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Network analysis of deregulated miRNAs in the fibrosarcoma sample. (A) Number of pre-
miRNAs and mature miRNAs with a Fold Change >=2, p-value 0.05 and a False Discovery Rate
(FDR) of less than 0.05. (B) Merge of the two top enriched functions networks, i) Organismal
injury and abnormalities, connective tissues disorders, Inflammatory disease and ii) Cancer,
Organismal injury and abnormalities, reproductive system disease. Green color represents
lower expression, magenta color higher expression. As a control, a normal surface epithelial
ovarian cell line (HI0180) was used, as described in Material and Methods.
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Figure S3

Long-intergenic non-coding RNAs are deregulated in the fibrosarcoma sample. (A-C) Data derived from the Gene Expression Omnibus datasets
(accession GSM2193198 1) (A) Plot showing the ratio of lincRNAs versus mRNAs in the fibrosarcoma (FS) and normal ovarycontrol samples. (B)
Boxplots showing the lincRNAs expression, in Fragments Per Kilobase of Exon per Million Fragments Mapped (FPKM), of each analyzed sample.
The median, upper and lower quartiles and outliers are depicted for the fibrosarcoma (FS) and normal ovary control samples. (C) Boxplots showing
the mRNAs expression in FPKM, of each analyzed sample. The median, upper and lower quartiles and outliers are depicted for the fibrosarcoma
(FS) and normal ovary control samples. (D-G) Data derived from the European Nucleotide database (accession E-MTAB-4162) (D) Plot showing
the ratio of lincRNAs versus mRNAs in the fibrosarcoma (FS) and ovary tumor samples.(E) Boxplots showing the lincRNAs expression, in
Fragments Per Kilobase of Exon per Million Fragments Mapped (FPKM), of each analyzed sample. The median, upper and lower quartiles and
outliers are depicted for the fibrosarcoma (FS) and ovary tumor samples. A group of ovary tumor samples presented high lincRNAs expression
levels. (F) Boxplots showing the mRNAs expression in FPKM, of each analyzed sample. The median, upper and lower quartiles and outliers are
depicted for the fibrosarcoma (FS) and ovary tumor samples. (G) DICER1 expression levels in the high or low lincRNAs expression groups shown
in (E). ns: no statistical significative differences: Posterior Probability of being Equally Expressed: 0.92. Analyses performed as in Fig. 5 and
described in Material and Methods.

1 Zhu J, Chen G, Zhu S, et al. Identification of Tissue-Specific Protein-Coding and Noncoding Transcripts across 14 Human Tissues
Using RNA-seq. Sci Rep 2016; 6: 28400.
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