
Results module

User instructions
for online portal



Introduction

- Access to the online portal via portal.hartwigmedicalfoundation.nl
- Login with own hospital credentials

The portal consists of two modules:

1. Registration module
For registration of a patient/sample for the OncoAct Whole Genome Sequencing (WGS) 
test

2. Results module
For access and downloads of result reports of the OncoAct WGS test

For your hospital, the implementation in April 2026 only involves the Results Module.

The Registration module will be implemented at a later stage.
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Start screen

3

§ The 2 modules can be accessed via the menu bar at the left
§ Access is organized per module, so only one module may be visible for certain users



Results module



Start screen Results overview – display options
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Cick the 'All samples’ button to display all 
available results

Click the ‘new samples’ button to view only newly 
added results

Use the Search functionality to quickly find a 
result of a specific patient



Start screen Results overview – filter and sort options
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The pathology number is a sample / material 
identifier. This is an optional field for 
additional identification

The hospital patient number or study 
number is displayed as result identifier

The blot dot indicates that a sample is new The type of test is displayed here



Start screen Results overview - Result
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Overview of patient / sample 
information

Click on the arrow to view results of a specific 
patient sample

Available results (in various 
formats)



Results per patient/sample – download report
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Use the ‘Select All’ button to 
include all file types in your 
download

Click ‘Download’ to initiate your 
download process

Use the arrow or select ‘View all 
files’ to show all underlying data

Use the checkbox to select a 
specific file type in your download



Explanation different file formats
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§ OncoAct PDF
§ This is the original report containing the results of the tumor WGS.

§ OncoAct JSON
§ This is a file format to import results into your own system.
§ The content is equal to the PDF file.

§ OncoAct XML
§ This is a format to import results in PALGA (the Dutch nationwide registry 

for pathology).
§ The content is more limited than the PDF and JSON files (limited by the 

PALGA software).



Results per patient/sample – underlying data download
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Important 
warning for 
use of RUO  
data

Use the arrow to 
display underlying 
data



Results per patient/sample – underlying data
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The next page 
displays additional 
information 
regarding the 
content of these 
files



Linx driver catalog
Overview of all identified driver genes in table format (including gene fusions and SVs)
 Also refer to : https://github.com/hartwigmedical/hmftools/blob/master/linx/README.md

Linx fusion
Detailed overview of all identified gene fusions and SVs
Also refer to : https://github.com/hartwigmedical/hmftools/blob/master/linx/README.md

Orange PDF
Research-use-only summary of all clinically relevant findings (as also reported in the OncoAct report) in pdf format, including other potential interesting 
findings, detailed CUP characteristics and graphical presentation of all identified SVs 
Also refer to : https://github.com/hartwigmedical/hmftools/blob/master/orange/README.md

Purple cnv gene
TSV file summarizing all copy-number-alterations per gene in the Hartwig gene panel
Also refer to : https://github.com/hartwigmedical/hmftools/tree/master/purple#gene-copy-number-file

Purple driver catalog somatic
Overview of all identified driver genes in table format (excluding gene fusions and SVs)
Also refer to : https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Purple somatic vcf
VCF files containing somatic SNV and INDEL findings
Also refer to : https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Purple sv vcf
VCF files contraning somatic structural variants
Also refer to : https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Reported variants and SNPs
Combined VCF file containing reported somatic and germline SNV and INDEL findings (where somatic and germline cannot be discriminated), and 
Hartwig-SNPs and hospital-ID-SNPs for internal controls by hospitals (the ID-SNP list can be expanded upon request)

Explanation underlying data - somatic
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Results per patient/sample – underlying data download
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Important 
warning for use 
of RUO-germline 
data Use the arrow to 

display underlying 
data



Results per patient/sample – underlying data download
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Additional pop-up warning when
clicking a file containing germline
data “RUO_germline”



Explanation underlying data  - germline

15



Explanation underlying data - germline
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Purple driver catalog germline
Overview of all identified driver genes for which (also) a germline event has been observed, in table fomat 
(excluding SVs)
Also refer to : https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Purple germline deletion
Table containing all observed germline gene deletions

Purple germline vcf
VCF files containing all germline SNV an INDEL findings
Also refer to: https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Linx germline disruption
VCF files containing all somatic structural variant (SV) findings
Also refer to: https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md

Linx driver catalog germline
Overview table containing all identified driver genes for which (also) a germline event has been observed 
(including SVs)
Also refer to: https://github.com/hartwigmedical/hmftools/blob/master/linx/README.md

GRIDSS germline
VCF files containing all SVs detected by GRIDSS.
Also refer to: https://github.com/PapenfussLab/gridss/blob/master/Readme.md

https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md
https://github.com/hartwigmedical/hmftools/tree/master/purple/README.md
https://github.com/hartwigmedical/hmftools/blob/master/linx/README.md
https://github.com/PapenfussLab/gridss/blob/master/Readme.md


Questions / contact
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All previous slides can be found in the portal 
under the ‘help’ header

§ Do you have questions regarding results, underlying data files or the portal results module? 
§ Mail to diagnosticssupport@hartwigmedicalfoundation.nl 
§ Or call +31 (0)20 226 9700

mailto:diagnosticssupport@hartwigmedicalfoundation.nl


In case of issues with the Hartwig portal results module:
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§ Please don’t hesitate to contact us!
§ Mail to diagnosticssupport@hartwigmedicalfoundation.nl
§ Or call +31 (0)20 226 9700

mailto:diagnostics@hartwigmedicalfoundation.nl

