
 

 

S15 Fig. Network safety measures for utilizing genomic data. BAM/SAM and FASTQ files 

contain detailed sequence information, and during secondary processing, there may be data 

that requires pseudonymization. In the case of FASTQ files, it is advisable to export only the 

analysis results in the form of VCF files after internal analysis. Pseudonymized VCF files are 

considered suitable for external export. 

 

 


