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» NGS variant analysis
+ Somatic cancer

+ Hereditary disease
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Create new test: Specify workflow (step 1 of 5)

Select Pipeline (required)
O Hereditary ® Somatic

Select Test Product Profile (required)

(act interpret somatic Deaut

‘The Test Product Profile configures the application settings used for user privilege and variant interpretation & reporting. For more information click here @

Select Fiter Ssttings (optional)

(setect or searcn fiter

Test Product Code (required)
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Test Date (required)
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Test Description (optional)

Enter a description
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QCI Interpret for oncology
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QCI Interpret for hereditary diseases
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Accelerate variant filtering
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« Confidence filter (industry-wide)
« Common variants filter (industry-wide)

«+ Predictive deleterious filter (pre-computed ACMG classifications;
pathogenic vs. non-pathogenic)

+ Genetic analysis filter (include/exclude specific genotypes)

« Biological context filter (exclusive to QIAGEN)
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Review computed actionability &
pathogenicity classification
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Review the lists of treatments and
clinical trials
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Phenotype network analysis
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Phenotype Network

Gene Proband Controls Mode of Inheritence

FANCD2 - Recessive

Clinical Validity  Definitive

ClinGen curation categorized this gene-disease pair. FANCD2 was reported in cases with recessive Fanconi anemia in 27 article(s) (including
PMIDs: 11239453, 32487094, 32581362, 33552906, 33960719). The QIAGEN knowledge base has 484 finding(s) describing this gene-disease
association. This association is supported by evidence in animal models (murine). This association was replicated over a period of > 3 years

FANCD2

Fanconi anemia

@ Gene @ Disease © Phenotype @ Patient Symptoms

Review the literature
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