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Amendments to existing services   

From April 2016 the antimicrobial susceptibility testing scoring for the UK NEQAS Community  

medicine scheme was amended to match that of the other antimicrobial susceptibility schemes. A 

full description of the scoring is outlined in Table 7 of the ‘Bacteriology and Mycology Scheme   

Scoring’ document:  http://www.ukneqasmicro.org.uk/images/pdf/DOC.0392.pdf  

The panel of antimicrobial agents for Enterobacteriaceae in both the Antimicrobial susceptibility 

and  Community medicine schemes has been updated as of July 2016. In line with available  anti-

biotic therapy, participants can now report susceptibility results for colistin and tigecycline if these 

agents are routinely tested in their laboratories. 

In October 2015 reporting on the presence of beta-lactamases categorised as AmpC or                

carbapenemase was introduced as part of the panel for Enterobacteriaceae in the Antimicrobial    

susceptibility scheme based on the following definitions: 

 
 

Scoring for these new markers was introduced in April 2016. 

 

AmpC 
(plasmid or chromosomal) 

Resistant to extended-spectrum cephalosporins, and AmpC detected by 
phenotypic or genotypic methods 

Carbapenemase 
Reduced susceptibility to any carbapenem, and carbapenemase detected 
by phenotypic or genotypic methods 
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New schemes for  Molecular detection of  
respiratory  pathogens 
 
UK NEQAS for Microbiology has developed a 

new scheme for the molecular detection of    

respiratory viruses.  This scheme will contain a 

selection of the following viruses: influenza    

viruses, adenoviruses, respiratory syncytial   

viruses, human enteroviruses, rhinoviruses,   

human metapneumovirus, human            

parechoviruses, bocavirus, human   corona-

viruses and human parainfluenza viruses.  

The scheme will go live as from April 2017. 

Three distributions will be dispatched annually 

with four freeze dried nasopharyngeal         

specimens in each distribution. More information   

regarding the new scheme will be available by 

the end of September 2016. 

A similar molecular scheme for bacteria causing 

atypical pneumonia is also under development. 

The following organisms: Mycoplasma        

pneumoniae, Chlamydophila pneumoniae, and 

Legionella pneumophila  will form part of  the 

panel.  

Bordetella pertussis is a small, non-motile, 

Gram negative, coccobacillus bacterium. They 

are usually 0.5-1.0 µm, encapsulated and have 

outer   pili. B. pertussis infects the mucosal    

layers of the    human respiratory tract. It is 

transmitted via respiratory droplets from one 

person to another in a highly infectious manner. 

One or two weeks after infection a characteristic 

‘whooping’ sound accompanies the cough; 

hence the infection is called whooping cough.  

There are two vaccines against pertussis; the 

whole-cell vaccine (wP) and the acellular      

vaccine (aP). In the 1980s there was a gradual 

increase in the number of pertussis cases, due 

to lack of life long protection.  Further studies 

found that aP has a  lower   efficacy and         

duration of protection than the whole cell       

vaccine.  B. pertussis still causes thousands of 

deaths annually worldwide and hence a timely 

diagnosis is paramount.  

Hence a new pilot will be available by November 

2016.  

Molecular and Serological Detection of      

Hepatitis E virus (HEV) 

HEV is a small single stranded positive sense 

RNA virus. Four genotypes of this virus have 

been identified with the most common genotypes 

found  in humans being genotypes 1 and 2.   

Genotypes 3 and 4 have been found, but not 

causing disease, in several animals such as pigs, 

wild boars, and deer. These genotypes are      

occasionally found to infect humans.  

According to the WHO, there are approximately 

20 million HEV infections worldwide with an         

estimated 3.3 million cases that are symptomatic  

resulting in approximately 56,600 hepatitis          

E-related deaths.  According to PHE, it is estimat-

ed that there are around 60,000 human infections 

per year in the UK with 1 in 8 adults having anti-

bodies to HEV (anti-HEV) in their blood. The     

average incubation period is 40 days ranging   

between 15 and 60 days. 

The majority of infection with HEV is mainly 

through the faecal-oral route as a result of faecal 

contamination of drinking water. Other modes of 

transmission include vertical transmission 

(mother-to-child)  or transfusion of infected blood 

products. However, ingestion of undercooked 

meat or meat products derived from infected    

animals or the ingestion of raw or uncooked shell-

fish may be the source of sporadic cases. In 

2015, there were 861 cases compared to 329 in 

2005, representing a 250% increase in reported 

cases. 

With the rising number of cases in the UK and 

worldwide, it is important to have diagnostic    

procedures in place, whether to detect antibodies 

or to detect the viral genome. 

Hence UK NEQAS for Microbiology is planning to 

set up and run proficiency testing for laboratories 

that are involved in HEV diagnosis. 

Continued... 
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Two pilot distributions are planned (HEV IgM/

IgG and HEV RNA), one in October 2016 and a 

second one in January 2017. These pilot studies 

are organised to include as many laboratories 

as possible, both in the UK and abroad. 

In the first distribution we are proposing to send 

between 4-6 samples containing serum for anti-

body testing and lyophilised plasma for viral 

RNA testing. 

If your laboratory offers any test for the          

detection of either HEV antibodies or RNA, and 

you would like to participate in the pilot studies, 

please send an e-mail to                                 

organiser@ukneqasmicro.org.uk and indicate 

whether you would like to participate either in 

the serology or molecular testing or in both. 

HIV testing 

HIV testing are of two categories: 3rd generation 

or 4th generation:  The difference lies in  what is 

being tested, most importantly the ‘window  peri-

od’; being  the period of time after infection but 

before markers of HIV (such as antibodies and 

antigens) become detectable. The 4th genera-

tion test detects both HIV antibodies and p24 

antigens and has a window period of 11 days to 

1 month. This allows the detection of an infec-

tion that occurred about a month ago. 

3rd generation tests only detect antibodies and 

the window period is estimated to be around 3 

months, at which point the relevant antibodies 

are detectable in 97% of infected people. In 

2008, National UK guidelines on testing recom-

mending that 3rd generation be phased out in 

favour of 4th generation tests. The vast majority 

of HIV tests conducted in the UK today are 4th 

generation laboratory tests. 

3rd generation tests should only be used with a 

combination of p24 antigen testing kit. Initial 

screening with PCR is not considered good  

testing  practice. 

Hepatitis C genotyping  discrepancy            

Distribution 3788, Samples 2935 and 2936 
 
During distribution 3788, two different genotypes 

were assigned to samples 2935 and 2936 which 

both originated from the same source. 

71 (78.9%) participants assigned genotype 1a, 

while 18 (20%) assigned genotype 1b to       

specimen 2935. While for sample 2936, 62 

(77.5%) participants assigned genotype 1a, while 

18 (22.5%) reported it as 1b. 

The variations in reported results was not due to 

a single test not performing, but was                

observed from participants using different kits. 

Interestingly, participants using Siemens        

Versant LiPA reported both 1a and 1b geno-

types.  

Hence, to resolve this genotyping issue, Sanger 

sequencing was carried out on the samples and 

the following regions were sequenced:   5’ UTR, 

NS5A. The sequence data obtained was then 

checked using BLAST 

(https://blast.ncbi.nlm.nih.gov/Blast.cgi). 

The genotype has been confirmed as HCV 1a. 

The sequence data will be uploaded to the      

National Centre for Biotechnology Information   

database and once done, the Accession       

number will be made available to you on         

request. Or alternatively if you want the           

sequence data, please contact us. 

 

Anti HBs 

As an EQA provider with a longstanding            

reputation of delivering high quality EQA 

schemes, we always have our participants’      

interests in mind to ensure that they are able to 

provide a very high level of service that will     

impact on patient care. 

 

 

Continued... 
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UK NEQAS for Microbiology also serves an        

educational role.  We therefore provide samples 

that are encountered routinely and also from 

time to time introduce challenging samples so 

that our participants can reflect and learn as well 

as help in evaluating their testing                 

methodologies. 

In distribution 3787, specimen 2931 was HBsAg 

positive (4.9 IU/mL) which is far above the cut off 

for most methods. Interestingly, this sample also 

contained HBs antibodies.  

75% of participants obtained a positive result for 

HBsAg. 90% who used neutralisation                  

assays confirmed the presence of HBsAg. 

We have discussed the findings with our expert 

panels during three different meetings and we 

can confirm that the presence of both HBsAg 

and HBsAb, even if rare, can happen in the fol-

lowing conditions: 

 Patients with Chronic Hepatitis 

 During late stage of infection (recovered       

infection) 

 Infections with different subtypes of          

Hepatitis B 

 Mutations (‘a’ determinant mutants) which 

most kits target. 

Please find below some publications that may be 

of interest. 

Oliver Lada et al, J Virol. 2006; 80(6): 2968–

2975 

Ji-Ming Zhang et al, Clin Infect Dis. 2007; 44 

(9): 1161-1169  

Giovanni Galati et al, BMC Gastroenterol. 

2014; 14: 94 

Comparative Analysis of various Malaria     

Rapid Diagnostic Tests (RDTs) 

The World Health Organization (WHO)               

recommends parasitologically confirmed diagno-

sis of malaria infection before treatment in all  

cases. Microscopy remains the cornerstone of 

diagnosis, but RDTs to detect Plasmodium-

specific antigens (proteins)  in whole blood of 

infected people have emerged as an attractive 

alternative where high quality microscopy is not 

available. 

The number of RDTs available on the market 

has grown rapidly since their introduction in the 

1990s. Regulatory control of RDTs is, however, 

often weak, and procurement agencies have had 

considerable difficulty in selecting                   

appropriate RDTs and ensuring their quality. In 

view of the inconsistency in the results of field 

studies and the inherent difficulties in assessing 

larger numbers of products in a standardised 

manner in field trials, the Hospital for Tropical 

Diseases (HTD), which houses UK NEQAS    

Parasitology joined the WHO-FIND RDTs    

product testing programme. The team at HTD is 

led by Professor Peter Chiodini.  

The aim of the programme is to perform an    

unbiased analysis using standardised             

assessment of performance which can           

ultimately lead to procurement decisions for use 

of RDTs in the field in malaria-endemic        

countries. To be useful, RDTs must have  ade-

quate sensitivity, specificity, stability, ease-of-

use and safety, and all malaria RDTs tested are 

evaluated in terms of these five major require-

ments.  

The results of the comparative analysis of the 

various RDTs are available on the WHO website 

http://www.who.int/malaria/publications/

diagnostic_testing/en/ and also forms the basis 

of the robust and impartial information note on 

recommended selection criteria for procurement 

of malaria RDTs (http://www.who.int/malaria/

publications/atoz/rdt_selection_criteria/en/). 

The expected impact of the publication of the 

results of this comprehensive analysis is guiding 

the procurement practices (of countries and  pro-

curement agencies) which should contribute to a 

shift in the malaria RDT market towards better-

performing products, ultimately leading to high-

quality diagnosis in the field.  
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Using kits that are not CE marked 

The In Vitro Diagnostic Medical Devices          

Directive (98/79/EC) was  adopted by the General 

Affairs Council of Ministers in  October 1998  and 

subsequently  published in December 1998. This 

directive   was   implemented into the UK  as 

the  In Vitro Diagnostic Medical Devices Regula-

tions on 7th June 2000 with compliance becom-

ing  mandatory on 7th December 2003.  

From that time,  all in vitro diagnostic medical  

devices (IVDs) which have been placed on the 

market have had to affix the Conformité           

Européene (CE) marking. An IVD product can be 

defined as “ any medical device which is a       

reagent, reagent product, calibrator, control     

material, kit, instrument, apparatus, equipment, or 

system, whether used alone or in combination, 

intended by the manufacturer to be used in vitro 

for the examination of specimens, including blood 

and tissue donations, derived from the human 

body, solely or principally for the purpose of 

providing information:  

 concerning a physiological or pathological 

state,  

 concerning a congenital abnormality, 

 to determine the safety and compatibility 

with potential recipients,  

 to monitor therapeutic measures.  

Prior to  the directive becoming  law in the UK, 

supply of IVDs was unregulated. The law there-

fore made it  mandatory  for manufacturers to 

meet  an internationally agreed set of standards. 

Previously, it was the responsibility of users to 

ensure that they only used reagents which were 

fit for purpose.  

In an audit report  published by  British In Vitro 

Diagnostics Association (BIVDA) in 2012, it was 

found that  70% of clinical decisions in the NHS 

are based on the results of laboratory or near 

patient tests, using in vitro diagnostic (IVD) 

products.  

In the same report they found out that  of 

the  NHS providers audited,  half  reported that 

they used tests which had been developed      

in-house. This amounts to more than one      

million tests. 

Article 1.5 of the IVD Directive refers to the use 

of reagents for in-house testing and  specifical-

ly states that the Directive does not apply to         

in-house reagents. The Medicines and 

Healthcare products Regulatory Agency 

(MHRA) initially  interpreted  it to mean that it 

does apply when in-house reagents are used to 

test specimens obtained from another legal  

entity, which would have  had  serious           

repercussions.  As a result of an extensive   

consultation  between  the Royal College of 

Pathologists, Public Health England (PHE)   

and a number of other pathology associations, 

the MHRA has now accepted that all in-house 

assays fall outside the scope of  the Directive, 

and the source of the specimens is immaterial.  

The MHRA stipulates that the use of the IVD is 

intrinsic to the operation of the health institution, 

and not for some extraneous purpose that does 

not form part of the health functions of the          

Institution. Normal activities undertaken within a   

laboratory fulfil this requirement.  
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Scheme update : Fungal Biomarkers  

Galactomannan antigen detection 

Pilot surveys 

The first pilot specimen was dispatched on 16th May 2016. The simulated serum sample  consisted 

of 1mL of negative serum spiked with a filtered suspension of Aspergillus fumigatus  species com-

plex containing galactomannan antigen. The index determined ranged between 0.7 and 0.8, indicat-

ing a positive result. 

The sample was sent to 55 laboratories who expressed interest in taking part in the pilot and there 

was a good return rate with 76.4% (42/55) of laboratories returning results. Thank you to all the    

laboratories who returned a result.  

All participants reported using the available commercial kit, Bio-Rad Platelia Aspergillus kit and the 

majority (83%) reported using the recommended positive cut-off value of 0.5. 

A total of 97.6% (41/42) of participants reported the test result as positive in concordance with the 

intended result, with test index readings ranging from 0.6 to 1.6 (Figure 1).   

 

 

Figure 1. Index values reported by participants for Galactomannan antigen test 

 

Interestingly only 16 laboratories would repeat the test (i.e. another aliquot of the same sample   
treated for testing), after determining an initial positive result and 25 out of the 42 laboratories       
indicated they would not. 

 

Second pilot study 

With the high level interest expressed by participating laboratories, a second pilot distribution is   
currently being prepared. This exercise will consist of two specimens and will be dispatched on    
29th August 2016. 
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In May 2016, participants of the interpretative comments scheme were surveyed about the virology 

component of the scheme. 137 participants responded to questions about the preceding 6 virology 

distributions. Most were medical microbiologists (96%) from the UK (95%). 48 had taken part in all 6 

distributions.  

 

 

 

 

 

 

 

 

Most (98%) felt that the range of topics was about right and comments reflected this, e.g.  "I think it is 

important to keep a good balance between common and specialist scenarios, so that microbiologists 

at district general hospitals with no virologist on site have an opportunity to learn and reflect on topics 

that they may encounter in their own practice."  

Most participants rated the format and detail of the case information as good (66%) or satisfactory 

(31%), however it was clear from comments that formatting on the website needs to be improved. We 

do plan to make improvements in formatting when we move to a new software platform in the near 

future. Regarding the MCQ format, this was rated mainly as good (75%) or satisfactory (24%).     

Comments were helpful in outlining the limitations of the format, e.g. "Occasionally the options given 

for MCQ answers do not reflect what I would do in clinical practice".  

The growing scheme participation (now around 200 each month) makes free text answers impractical 

and the new software will allow automated scoring with individual feedback to participants (as for   

other UK NEQAS) schemes). Most (93%) participants indicated that the level of difficulty of the        

distributions was about right.  

Many thanks to all who took part in the survey. This has been very helpful in shaping and confirming 

the direction of the scheme.  

This is the link for the Virology Survey 2016 report: 

http://www.ukneqasmicro.org.uk/images/pdf/VirologySurvey2016report.pdf  

IIINTERPRETATIVENTERPRETATIVENTERPRETATIVE   CCCOMMENTSOMMENTSOMMENTS: : : VIROLOGYVIROLOGYVIROLOGY   SURVEYSURVEYSURVEY   REPORTREPORTREPORT   
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Candida auris an emerging fungal threat 
 
Candida auris is a new yeast species found 

within the Candida haemulonii complex that was 

first described in a discharge from a human ear 

canal in Japan. It has since emerged as an im-

portant nosocomial pathogen which unlike other 

Candida species has a high propensity to cause 

outbreaks,   especially on intensive care wards. 

Blood stream infection with this species has 

been   associated with a high mortality and our 

in vivo studies suggest that, despite its inability 

to form true mycelium and slower growth rate, 

its  virulence is comparable to that of Candida    

albicans. A further confounding factor is its    

facility to acquire drug resistance so multidrug-

resistant strains (MDR) have been widely      

reported. All isolates appear to be resistant to 

fluconazole with cross-resistance to other      

azoles a common finding. There is variable    

resistance to other classes such as the polyene 

amphotericin B, flucytosine and the              

echinocandins but we have seen several cases 

where resistance appears to have emerged  

during treatment. 

Globally there have been reports of outbreaks, 

often involving candidaemia, in South Korea,    

India, South Africa and Kuwait and it has also 

been found in Colombia, Venezuela, Pakistan 

and the UK. The first confirmed isolate of    

Candida  auris seen in the UK was obtained 

from a blood culture in a London hospital and 

was sent to the PHE Mycology Reference             

Laboratory in August 2013 - this isolate          

associates most closely with the   Japanese/ 

Korean clade. Since then there have been    

isolated or small groups of cases from many    

hospitals in England with isolates that appear 

to associate with either South African or Indian 

clades. There is an on going outbreak at one 

hospital in England and studies are underway 

to determine the mechanisms of persistence 

and transmission between  patients. 

Identification is possible by MALDI-ToF    

providing that C. auris is present in the data-

base so it is worth checking this if you have 

access to such a device. Molecular methods 

such as sequencing of the D1-D2 region of the 

large ribosomal subunit can also be used. Most 

commercial biochemical methods will not be 

able to distinguish C. auris from other closely 

related or biochemically similar species and 

reported misidentifications from these and 

some MS systems are as: Candida haemulonii, 

Candida famata, Candida sake,                   

Saccharomyces cerevisiae and Rhodotorula 

spp. but the latter usually have pink colonies so 

are distinguishable from the cream-coloured 

colonies of C. auris.  

In the UK we appear to have at least two    

morphologically distinct strains circulating; one, 

which typing suggests is associated with the 

Indian clade, has a very shiny cream-coloured 

colony on glucose-peptone (Sabouraud’s) agar 

whilst the other, which typing suggests         

associates with the South African clade, has a 

rougher surface with notable cell clumping on 

microscopic examination where daughter cells 

fail to dissociate. Both are a pale purple colour 

on CHROMagar Candida and may be beige on  

 

Continued... 
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Candida auris an emerging fungal threat     
continued 
 
other chromogenic agars in common with many 

other Candida species. On Dalmau plates isolates    

produce a small amount of rudimentary or no 

pseudomycelium. 

Current advice is to double check the identification 

of any of the above species isolated from blood 

culture especially if they are displaying flucona-

zole resistance. If C. auris is identified then the 

patient should be isolated and strict infection   

control procedures instituted, including screening 

of other patients on the ward. Experience        

suggests that colonised or infected patients quite 

rapidly contaminate their immediate environment 

and potential carriage on fomites should also be 

considered. 

 

 

 

 

 

 

 

 
 
 
 
 

Microscopy of Candida auris ovoid blastospores  
(2.0- 3.0 x 2.5 -5 µm diameter) 
 

Dr Elizabeth Johnson 

 

 

 

 

 

The UK NEQAS Microbiology Annual         

Scientific Meeting 2016 will be held on 2      

December 2016 in central London.  For      

further information or to register interest:  

userday@ukneqasmicro.org.uk 

 

Operations Team 
 

Please contact our Operations team if you 

have any queries regarding requests for     

repeat samples,  website problems or any   

other  customer issues:   

UK NEQAS for Microbiology 

PO BOX 63003 

London  

NW9 1GH 

Tel: 020 8905 9890 

Email: organiser@ukneqasmicro.org.uk 

Website:  www.ukneqasmicro.org.uk 

The Operations team members are: 

Mrs Rinu Bandopadhyay 

Mr Sukamal Das 

Mrs Nazma Kadri 

Mrs Vay Mistry 

Mr Vipul Sharma 

UK NEQAS AUK NEQAS AUK NEQAS ANNUALNNUALNNUAL   SSSCIENTIFICCIENTIFICCIENTIFIC   MMMEETINGEETINGEETING   201620162016   
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Christine joined UK NEQAS for Microbiology 

in September 1988, and for the last 28  years 

has been occupying different roles and          

responsibilities including scheme manager for 

the bacteriology schemes.  

In 2010, Christine became the Bacteriology 

Scheme Organiser and introduced several new 

proficiency testing schemes. Christine has    

established several international collaborations 

and has worked closely with the World Health 

Organization and  ECDC on a variety of        

international  proficiency testing schemes. 

In 2015, Christine was appointed as the Director 

for UK NEQAS Microbiology and interim Head 

of external Quality Assurance  Department 

(eQAD). Christine has been representing UK 

NEQAS for Microbiology on various platforms,  

has presented to several international meetings 

and has had several scientific publications.  

Christine has also been on several boards    

including the Steering Committee, NQAAP and 

Antimicrobial Susceptibility Testing Advisory 

Group and has been deeply involved in         

organising outward facing scientific meetings. 

Christine has been an active member of the UK 

NEQAS consortium for which she has been an 

executive member and served one term as 

Board Director. 

Christine is an avid sportswoman who indulges 

in various sports including cycling, jogging 

and has run the London marathon for good 

causes on various occasions.  In addition, when 

time allows, Christine likes trekking,            

mountaineering and camping and is a keen  

gardener. Christine’s retirement will allow her to 

indulge in the aforementioned activities to her 

hearts content. 

 

 

 

The UK NEQAS for Microbiology team would like 

to wish Christine a happy retirement filled with fun 

and happiness. 

 

 


