BeperpaneDF

Full name:

Hereditary Melanoma Panel (7 genes) - ULG

Type of panel:

Custom panel

Provider:

Twist Bioscience

Quiality coverage:

30x

Laboratory: Centre de Génétique Humaine - CHU Sart-Tilman
Created: 22 Mar 2022 - 15:30
Changed: 15 Dec 2022 - 11:27

Related Diseases

BAP1-related tumor predisposition syndrome

Familial atypical multiple mole melanoma syndrome

Familial melanoma

MITF-related melanoma and renal cell carcinoma predisposition syndrome

Melanoma and neural system tumor syndrome

Related Analytes

GENE % OF CODING SEgEEENIS(EZSY%F(I):SQ?\;\IJ;AY\TCI:SXQERED TODETECT COPY NUMBER VARIATION COMMENTS
BAP1 100.00 0
CDK4 100.00 0
CDKNZ2A 100.00 0
MITF 100.00 0
POT1 100.00 0
TERF2IP 100.00 0
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GENE

% OF CODING SEQUENCE SUFFICIENTLY COVERED TO DETECT
HETEROZYGOUS MUTATIONS

COPY NUMBER VARIATION

COMMENTS

TERT

100.00
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