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MDS: a heterogeneous disease
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Point Mutations in MDS
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A Targets selected to aid in the diagnosis and
prognosis of MDS and AML patients.

A DNAsources mostly from BM aspirates and PB
using theQiagenmini blood kit with 20Qul blood.
Also from bonanarrow films or other sources
provided.

A Decided to us¢he llluminaTru-SeqCustom
Ampliconworkflow, with theMiSeq
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Myeloid NGS Panel Workflow

A Quantify DNA

A Preparation of NGS sequencing libraries
(annealing primers, extension, indexing, PCR)

A Verify, purify and normalise libraries using magnetic bead syst
A Load ontoMiSeginstrument
A 2 days of data collection

A Data and variant analysis
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KCH: Myeloid Gene Panel (MGP)

24 genes mutation panel.

Transcription

Spliceosome

factors and

component
cell cycle
requlators SE3B1*
U2AF1
RUNX1 SRSF2
TPS53 ZRSR2
GATA2
ETV6
CEBPA
NPM1*

Epigenetic
modifications

TET?2
IDH1*
IDH2*
DNMT3A
KDMGA
ASXL1*
EZH2

Designedo target24 genes or *genenutation hotspots

Signaling Cohesin
complex

NRAS*

KRAS* STAG2
FLT3*

CBL

JAK2*
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MGP library QC

Quantityof DNAused = approx. 200g*
A 24-32 samples pemn *
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MiSegSequencing

A Magnetic bead cleamp and normalisation
A Pool 5 pl of each library into 1 tube

A Take 1620 pl into loading buffer

A Denature and load intMiSeqcartridge

King's College Hospltal m

NHS Foundation Tru



