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Molecular Genetics Department
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Blood sample

Request form

+
Scan request 
form to LIMS

Print label 
with barcode 
for blood 
tube(s)



Blood tube

Stock DNA 
in 2D barcode tube  
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Stock DNA 
in 2D barcode tube  
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Barcode check
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2D barcodes are exported 
from database



Stock DNA 
in 2D barcode tube  
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Barcode check

Normalised DNA plate

Dilute DNA



Normalised DNA plate
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TaqMan PCR set up TaqMan 7900



TaqMan analysis using 
autocall feature  
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Data checked by GT  

Data upload to STARLIMS  



Normalised DNA 
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PCR set up
(barcode check for primers)

PCR



PCR products  
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Sequencing set up
ABI 3730
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Data checked by GT  ABI 3730 Data upload to STARLIMS  
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� Generate custom report for the 384-well plate using MutAutoRun.

� The result for any sequence that meets QC criteria (ROI quality score 
� 60 and no bases with Phred <20) and does not contain variants is 
uploaded as “Pass” without visual inspection.

� Low quality sequences are visually inspected and either passed or the 
test repeated.

� Sequences with variants are visually inspected within Mutation 
Surveyor and the variant confirmed/deleted. Known polymorphisms are 
automatically tagged within the custom report.  All variants are
uploaded into STARLIMS where the status is assigned as 
polymorphism/mutation.
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� Paperless system apart from stored request forms and printed reports

� All information in one place

� Improved workload management
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� Barcode checks reduce risk of sample transfer errors

� Automated genotype upload reduces risk of transcription errors

� Improved reporting times (nearly!)
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� Develop automated GeneMarker workflow for CFTR mutation test, 
MLPA and microsatellites

� Develop automated NextGENe sequencing workflow

� Inter-laboratory sample transfer


