
2. Our address, including DX 
number. Mark all packages clearly 
for CL3/NMRS. 

3. Useful contact details for both 
lab and clinical enquiries. 

5. Include a name and contact 
details of a clinician so our 
clinicians have a point of contact 
when discussing results and 
treatment options.  

7. Include patient’s postcode and 
HPT if available as it aids in 
contact tracing.  

11. Indicate whether the sample is 
a MGIT liquid culture, an LJ slope, 
or other (e.g. chocolate agar 
slope).  

10. Include the date the original 
sample was collected as this will 
affect how often we test the 
sample.   

12. Tick ‘yes’ in this box ONLY if  

there are suspicions that the 
patient is infected with a Hazard 
Group 4 pathogen or with CJD/ 
other prion disease. If so, this will 
not be opened or processed by 
NMRS-S until confirmation that 
these infection(s) have been ruled 
out. If only Hazard Group 2 or 3 
pathogens suspected, tick ‘no’.  

14. If you have performed any 
preliminary tests in house, include 
the results in this section. 
Additional information here will help 
ensure the most effective testing.  

16. Include any additional detail, 
such as clinical information that will 
aid our clinicians, previous results, 
if it is a repeat sample or if you 
have spoken to one of our 
clinicians regarding the request in 
these sections.  

N1 Mycobacterium referral form – for positive cultures being sent to NMRS-S 

 

NB. Please include as much clinical information as possible to help minimise 
delays in testing and increase efficiency of our service.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

1. Only use this form for submitting 
positive cultures for Whole 
Genome Sequencing (WGS) and 
/or sensitivities. Ensure you are 
using the most up-to-date version. 

4. Clearly state your laboratory 
sender details as this is where 
reports will be sent to. It is also 
helpful for clinicians to know this for 
when patients have been 
transferred between hospitals. 

6. Include all patient details listed 
here and ensure the sample has at 
least 3 matching patient identifiers 
between the request form and 
sample. 

8. Include your lab number for the 
sample. This is especially useful in 
helping us identify if there are 
multiple isolates from the same 
patient. 

9. Tick the relevant specimen type 
and write the specific isolation site, 
don’t be vague. For example, if a 
tissue or a fluid, state where from. 
This will affect how we treat the 
sample and what work we do on it. 

13. Tick ‘Identification & 
sensitivities’ to request the Whole 
Genome Sequencing (WGS) 
based identification service. 
Sensitivities will be routinely be 
performed where clinically relevant 
for MTBC and NTM isolates. 
Sensitivities can be specifically 
requested for NTM isolates by 
ticking the ‘NTM sensitivities’ box, 
however, justification must be 
given next to the box or in the 
‘clinical details’ or ‘other 
comments’ sections and will be 
set-up if considered clinically 
relevant based on the 
information provided. If 
discussed with NMRS-S 
clinician, please state who this 
was discussed with. 

15. Please tick to indicate which 
clinical details apply to the patient. 


