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The BRCA Hereditary Cancer (HC) MASTR Plus in combination with the MASTR Reporter
BRCA HC MASTR Plus application, is a complete research solution (NGS library preparation assay,

analysis tool and quality control), for the identification of variants in 25 genes and the 3'UTR of

EPCAM associated with hereditary breast, ovarian and other related cancers.

Research application

¢ ( 4
‘, ® e For the detection of variants (SNVs, small indels) and CNVs, in 26 (25 genes plus the 3'UTR of
:¢ EPCAM) cancer predisposition associated genes on blood-derived DNA using Illumina MiSeq
BRCAI, BRCA2, PALB2, CHEK2, BARDI1, BRIP1, RAD51C, RAD51D, TP53, MRE11A, RAD5O0,
Genes NBN, FAM175A, ATM, STK11, MEN1, PTEN, CDH1, MUTYH, BLM, XRCC2, MLH1, MSH6,
8 PMS2 and MSHZ2, and the 3" UTR of EPCAM
e Genomic region analyzed 140.5 kb
(%)
%z Number of amplicons 561
g 48 Amplicon length 232-430 bp
< g Number of plexes 5
:C:U Verified with NGS System MiSeq V3
(@) Designed to be compatible with MiSeq
Compatible analysis options* MASTR Reporter BRCA HC MASTR Plus application
*Also compatible with analysis tools Sophia DDM and JSI SeqgNext
8 Uniformity of amplification 967 %
% (0.2x mean coverage) e
E On target read count 98.6 %
~
8 DNA input as low as 20 ng per plex
j-
QG_') Number of samples/run Ilumina MiSeq V3: 93

Breasts

Pancreas

- Parathyroid
—= glands

Kidneys

MRE1IA
RAD50

Endometrial
glands

NBN

Ovarians I

Disease-associated genes

Stomach

*3'UTR of EPCAM

*3'UTR of EPCAM only



Multiplex PCR > Mixing Clean up » Dilution » Universal PCR | 4 »| Pooling | »

= |

Plan run Multiplex PCR Quality Control  Mixing plexes of Purification Universal PCR Quality Control Purification Equimolar pooling
single sample

DATA ANALYSIS
MASTR Reperter

Workflow

Workflow Quality control
Oiwoiow;_imies Mol Quality parameter
Reads QC
E Average read length
(forward) (reverse)
> > =R 5T R
Context percentile: 34% Context percentile: 34%

P

MASTR Plus NGS Upload
7h, 2.5h HOT Sequencer anew run o pooeaiesoi%
Automated analysis Alocaton @
I T I Allocation Fraction f\ Context value
Targeted analysis time/sample + 40 min* 088 Graphical indication
. PP . Corked parcenlls: 34% of value
* Determined by number of reads in file if CNV analysis was selected
Variant calling Read pile-up views
E Variants for sample 1 _ : ; — == ]
- : o
| = T = —

Impact: HIGH (1) : 3 ——— ——

L p— = = -— = »
mwhmum:l;’)‘o - 2 | E === = == "
ancat Covo58 [ ===t '0
Exon 19 0f 23 ——

Impact: MODERATE (2) > - Mapping cuaiy: 42 Approve sample

= Reterence position: 94225807 v

Create analysis report

Product Name Samples

BRCA Hereditary Cancer MASTR Plus + MASTR Reporter

MR-1320.024 BRCA Hereditary Cancer MASTR Plus

24

Order info

MID (Molecular Identifiers) kits are necessary to complete the workflow.
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