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Table S1. Center or Study contributing the 114 FANCM PTV probands. Some of these probands were 

previously described as indicated; sequencing details are provided. 

Center/Study Country 
Number of 

Probands 

Published 

Previously 

SEQUENCING 

DESIGN 

CZECANCA-AGEL, Novy Jicin Czech 

Republic 

1 No Custom gene panel (NimbleGen, 

Roche; sequencing, Illumina) 

CZECANCA-Charles University, 

Prague 

Czech 

Republic 

10 Yes [1] Custom gene panel (NimbleGen, 

Roche; sequencing, Illumina) 

CZECANCA-Gennet, Prague Czech 

Republic 

5 No Custom gene panel (NimbleGen, 

Roche; sequencing, Illumina) 

CZECANCA-GHC, Prague Czech 

Republic 

4 No Custom gene panel (NimbleGen, 

Roche; sequencing, Illumina) 

Copenhagen Breast Cancer Study Denmark 4 No Custom gene panel (NimbleGen, 

Roche; sequencing Illumina) 

Helsinki Breast Cancer Study Finland 4 Yes [2,3] Whole exome sequencing 

(SureSelect, Agilent and 

NimbleGen, Roche; sequencing, 

Illumina); Custom gene panel 

(SureSelectXT, Agilent; 

sequencing, Illumina) 

GENE SISters France 8 Yes [4,5] Custom gene panel (SureSelect, 

Agilent; sequencing, Illumina) 

and targeted Sanger sequencing 

Institut Curie, Paris France 7 No Custom gene panel (SureSelect 

QXT, Agilent; sequencing, 

Illumina) 

National Center for Scientific 

Research-Demokritos, Athens 

Greece 6 Yes [6] Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 

Hungarian Breast and Ovarian 

Cancer Study 

Hungary 2 No Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 

Fondazione IRCCS-Istituto 

Nazionale dei Tumori, Milan 

Italy 2 Yes [7] Whole exome sequencing 

(SureSelect Human All Exon Kit, 

Agilent; sequencing, Illumina) 

Istituto Scientifico Romagnolo per 

lo Studio e la Cura dei Tumori, 

Meldola 

Italy 1 Yes [8] Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 

Vilnius University Hospital 

Santaros Klinikos, Vilnius 

Lithuania 7 No Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 
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Macedonian Breast Cancer Study Macedonia 2 No Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 

Wroclaw Medical University, 

Wrocław 

Poland 3 Yes [9] FANCM and RECQL amplicon-

based massively parallel 

sequencing (Hi-Plex) 

Portuguese Oncology Institute-

Porto Breast Cancer Study 

Portugal 3 No Gene panel (TruSight Cancer 

Panel; sequencing, Illumina) 

Catalan Institute of Oncology, 

Barcelona 

Spain 5 Yes [10] Whole exome sequencing 

(SureSelect Human All Exon, 

Agilent; sequencing, Illumina) 

and custom gene panel 

(SureSelect, Agilent or TruSight 

Cancer Panel, Illumina) 

Fundación Pública Galega 

Medicina Xenómica, Santiago de 

Compostela 

Spain 3 No Custom gene panel (SureSelect, 

Agilent; sequencing, Illumina) 

Spanish National Cancer Research 

Centre, Madrid 

Spain 5 No Onco-Gene SGKit gene panel, 

Sistemas Genomicos, Valencia. 

Swedish Breast Cancer Study Sweden 32 No Custom gene panel (SureSelect, 

Agilent; sequencing, Illumina) 
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