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EMQN Office
Unit 4, Enterprise House, Pencroft
Way, Manchester Science Park,
Manchester, United Kingdom,
M15 6SE
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+44 161 757 1591
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INDIVIDUAL LABORATORY REPORT (ILR) - Lab 1946

Assessment Category Score¹ Comments (& deductions²)

Case 1

Variant only reported at the protein level. As this is a DNA based test it should also be
reported at the nucleic acid level (0.2)Genotyping 1.60

Minor HGVS error e.g. missing brackets around the protein or p. inside brackets (0)
Reference sequence is missing / incorrect / inconsistent (0.2)
Reference sequence version / transcript number is missing / incorrect / inconsistent (0)
3-letter amino acid codes are preferred by HGVS

All essential interpretative elements provided (0)Interpretation 2.00
Please avoid the use of specific drug names e.g. alpelisib, fulvestrant and refer to the
drug class (0)
Failure to provide the dates of sample receipt  / testing  or reporting (0.2)Patient Identifiers & Clerical

Accuracy
1.80

Failure to anonymise report (0)
Comment only (0)
Tumor percentage is ">50%"

Assessment Category Score¹ Comments (& deductions²)

Case 2

Reference sequence is missing / incorrect / inconsistent (0.2)Genotyping 1.80
Reference sequence version / transcript number is missing / incorrect / inconsistent (0)
All essential interpretative elements provided (0)Interpretation 2.00
Failure to provide the dates of sample receipt  / testing  or reporting (0.2)Patient Identifiers & Clerical

Accuracy
1.80

Failure to anonymise report (0)
Comment only (0)
Tumor percentage is ">50%"

Assessment Category Score¹ Comments (& deductions²)

Case 3

Reference sequence is missing / incorrect / inconsistent (0.2)Genotyping 1.80
Reference sequence version / transcript number is missing / incorrect / inconsistent (0)
All essential interpretative elements provided (0)Interpretation 2.00
Failure to provide the dates of sample receipt  / testing  or reporting (0.2)Patient Identifiers & Clerical

Accuracy
1.80

Failure to anonymise report (0)
Comment only (0)
Tumor percentage is ">20%"
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



Report approved and authorised by Simon Patton (08 January 2024) on behalf of EMQN.
Signed:

Assessment Category Performance³ (mean score)

1.73Genotyping

2.00Interpretation

1.80Patient Identifiers & Clerical Accuracy

Scheme result (SATISFACTORY or POOR) SATISFACTORY

SUMMARY OF YOUR PERFORMANCE IN THIS SCHEME

General Comments Thank you for participating in this year's EQA scheme. We look forward to you joining us again in
2024; registration is now open on our website.
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



ONCOGENE PANEL 2020SCHEME: SEASON:

UKAS Accredited
Proficiency Testing

Provider

EMQN Office
Manchester Centre for Genomic Medicine,
6th Floor, St Mary's Hospital, Hathersage Road,
Manchester M13 9WL, United Kingdom.
Tel:
Fax:
Email:

+44 161 276 6741
+44 161 276 6606

office@emqn.org

INDIVIDUAL LABORATORY REPORT (ILR) - Lab 1946

Assessment Category Score¹ Comments (& deductions²)

Case 1

Genotype mis-positioned or mis-called (e.g. incorrect base/amino acid detected)
 (1)Genotyping 1.00

VAFs expressed as a fraction but labelled as a % (so actually 100X smaller than the %).
Reported KRAS c.34G>T p.(Gly12Cys) instead of c.34_36delinsTGG p.(Gly12Trp)
Using Variantplex Solid Tumour (ArcherDx).

Assessment Category Score¹ Comments (& deductions²)

Case 2

No deduction (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 3

No deduction  (0)Genotyping 2.00

Report approved and authorised by Simon Patton (27 August 2021) on behalf of EMQN.
Signed:

Assessment Category Performance³ (mean score)

1.67Genotyping

Scheme result (SATISFACTORY or POOR) SATISFACTORY

SUMMARY OF YOUR PERFORMANCE IN THIS SCHEME

General Comments Thank you for  participating in this  year's  Oncogene Panel  EQA scheme. We look forward to you
joining us again in 2021
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



cfDNA (EGFR gene) 2020SCHEME: SEASON:

UKAS Accredited
Proficiency Testing

Provider

EMQN Office
Manchester Centre for Genomic Medicine,
6th Floor, St Mary's Hospital, Hathersage Road,
Manchester M13 9WL, United Kingdom.
Tel:
Fax:
Email:

+44 161 276 6741
+44 161 276 6606

office@emqn.org

INDIVIDUAL LABORATORY REPORT (ILR) - Lab 1946

Assessment Category Score¹ Comments (& deductions²)

Case 1

Correct result reported (0)Genotyping 2.00
Interpretation incorrect as it does not take into account the clinical case scenario
provided. Please see Summary EQA Report for detail of expected interpretation (1.5)Interpretation 0.00

Failure to provide any, or insufficient, details of the scope of the test and/or limitations
of the test performed, in relation to the suitability of the material provided (0.5)
Date of birth incorrect (any error) (1)Patient Identifiers and Clerical

Accuracy
1.00

Assessment Category Score¹ Comments (& deductions²)

Case 2

No (or incorrect) HGVS nomenclature used (0.5)Genotyping 0.80
Mutation only reported at the protein level. As this is a DNA based test it should also
be reported at the nucleic acid level. (0.5)
LRG or RefSeq is missing / incorrect / inconsistent (0.2)
LRG transcript or RefSeq version number missing / incorrect / inconsistent (0)
G719X is not HGVS compliant nomenclature, as requested. If your test does not
differentiate between variants at codon 719, you should still list the various possibilities
using HGVS nomenclature (see https://varnomen.hgvs.org/)

All essential interpretative elements provided (0)Interpretation 1.50
Failure to provide any, or insufficient, details of the scope of the test and/or limitations
of the test performed, in relation to the suitability of the material provided (0.5)
Comment(s) (0)
Patients also respond to 2nd generation TKIs
LOD not provided.
All essential patient identifiers present and no significant clerical errors (0)Patient Identifiers and Clerical

Accuracy
2.00

Assessment Category Score¹ Comments (& deductions²)

Case 3

Results correct within the limitation of the test performed. This sample contains an
EGFR c.2369C>T p.(Thr790Met) variant at 1% VAF which is not detected by the Roche
cobas kit used. Please see Summary EQA report for further details (0)

Genotyping
2.00

Interpretation made in the wrong clinical context. This patient has already received
first-line treatment with EGFR TKIs (1)Interpretation 0.50

The report should recommend that a tissue biopsy or repeat sample should be sent
for testing if possible. (0.5)
All essential patient identifiers present and no significant clerical errors (0)Patient Identifiers and Clerical

Accuracy
2.00
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



Report approved and authorised by Simon Patton (11 May 2021) on behalf of EMQN.
Signed:

Assessment Category Performance³ (mean score)

1.60Genotyping

0.67Interpretation

1.67Patient Identifiers and Clerical Accuracy

Scheme result (SATISFACTORY or POOR) SATISFACTORY

SUMMARY OF YOUR PERFORMANCE IN THIS SCHEME

General Comments
Pagination should be 1 of 2 on page one and 2 of 2 on page two.
Thank you for participating in the 2020 cfDNA in plasma for EGFR gene mutations (Lung cancer)
EQA scheme. We look forward to you joining us again in 2021.
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© Copyright EMQN. No part of this document may be copied, distributed or published in any form without the written permission of the EMQN
Published: 11 May 2021

¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



LUNG CANCER (NSCLC) 2019SCHEME: SEASON:

UKAS Accredited
Proficiency Testing

Provider

EMQN Office
Manchester Centre for Genomic Medicine,
6th Floor, St Mary's Hospital, Hathersage Road,
Manchester M13 9WL, United Kingdom.
Tel:
Fax:
Email:

+44 161 276 6741
+44 161 276 6606

office@emqn.org

INDIVIDUAL LABORATORY REPORT (ILR) - Lab 1946

Assessment Category Score¹ Comments (& deductions²)

Case 1

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00
No clinical interpretation given  (1.5)Interpretation 0.50
No section ID provided (0.2)Patient Identifiers & Clerical

Accuracy
1.60

The pagination should be given on the report e.g. Page 1 of 1 (0.2)

Assessment Category Score¹ Comments (& deductions²)

Case 2

c.DNA change not given (protein is a prediction)  (0.2)Genotyping 1.60
LRG or RefSeq is missing / incorrect / inconsistent  (0.2)
Interpretation given but no patient specific comment related to licensed drug
response (0.5)Interpretation 1.30

Failure to provide adequate details of test performed (for example, limitations, LOD,
accuracy, sensitivity and specificity) in relation to the suitability of the material
provided (0.2)
Chenotherapy and IO are not specifically related to treatment indications related to
EGFR. This is outside scope of scheme.
The pagination should be given on the report e.g. Page 1 of 1 (0.2)Patient Identifiers & Clerical

Accuracy
1.80

Assessment Category Score¹ Comments (& deductions²)

Case 3

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 4

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 5

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 6

Not correctly using HGVS nomenclature (for either nucleotide or protein)
(0.2)Genotyping 1.60

c.DNA change not given (protein is a prediction)  (0.2)
LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)
Xaa not X is the three letter amino acid code for an unspecified amino acid i.e. p.
(Gly719Xaa). Please avoid use of G719X as this can imply a STOP codon. Please see
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



https://varnomen.hgvs.org/recommendations/DNA/ for guidelines on how to denote
uncertainty when reporting a variant. 3-letter amino acid codes are preferred.

Assessment Category Score¹ Comments (& deductions²)

Case 7

As your testing strategy only included EGFR, you have not detected the BRAF c.
1799_1800delinsAA p.(Val600Glu) variant present in this sample at 26% VAF. It should
be noted that approximately 3% of NSCLC patients harbour a p.(Val600Glu) variant
and whilst there is currently no available licenced targeted therapy for BRAF in NSCLC
in many countries, the FDA has already granted regular approval to dabrafenib and
trametinib in combination for metastatic NSCLC with BRAF V600E mutation. We
therefore recommend that you consider developing the capability to test for BRAF in
NSCLC. (0)

Genotyping

2.00

Assessment Category Score¹ Comments (& deductions²)

Case 8

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 9

LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)Genotyping 2.00

Assessment Category Score¹ Comments (& deductions²)

Case 10

Not correctly using HGVS nomenclature (for either nucleotide or protein)
(0.2)Genotyping 1.60

c.DNA change not given (protein is a prediction)  (0.2)
LRG transcript number or RefSeq version number is missing / incorrect / inconsistent (0)
EGFR c.2369C>T p.(Thr790Met) and EGFR c.2573T>G p.(Leu858Arg)
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme



Report approved and authorised by Simon Patton (14 April 2020) on behalf of EMQN.
Signed:

Assessment Category Performance³ (mean score)

1.88Genotyping

0.90Interpretation

1.70Patient Identifiers & Clerical Accuracy

Scheme result (SATISFACTORY or POOR) SATISFACTORY

SUMMARY OF YOUR PERFORMANCE IN THIS SCHEME

General Comments

As  the  assays  used  are  DNA  based  tests,  then  the  variants  found  should  be  described  both  in
terms  of  the  nucleotide  change(s)  and  the  predicted  amino  acid  changes.

Thank you for  participating in  this  years  Lung (NSCLC) cancer  EQA scheme. We look forward to
you joining us in the 2020 scheme - registration to participate is available from September 2019 via
the EMQN website.
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¹ Maximum score is 2.00
² Deductions from the maximum score
³ Green >= Scheme mean, Orange < Scheme mean, Red Poor performance.
  NRS no results submitted. WDS withdrew from scheme


