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Figure 1 illustrates with cytomegalovirus (CMV) the various items that “"“““““““““““““EEHEEEEE : \
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To avoid technician time being wasted on data transfer, the use of software to = == i & 2o

automate this task appeared valuable. Since the format of the Tagman results T N s A

file (highlighted in yellow) is predictable, one can automate data import in = VA P

Multi-QC for immediate results validation and long term data storage. o Meoneusoe aw e it Sy }
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Multi-QC is a software developed for clinical chemistry. The program can |'| ' —
automatically import values from pertinent fields within results file exported Figure 1. ABI 7900 results display of a cytomegalovirus quantitative assay.

from analytical instruments, and can perform immediate statistics that are Top: 384 well plate scheme (left) and standard curve (right); bottom: results table (left) and
' amplification plot (right). Note that such plates can be quite complex (> 20 different analytes) and

valuable for quallty assesstme.nt (I.:Igure 2)' . necessitate at least 30 minutes for manual data transfer in Excel®.
| programmed a VBA application in Excel® to transform Tagman results .txt files The standards (S-CMVEXx) are evaluated for their Ct consistency and reproducibility and the
into .mqc files adapted for Multi-QC (Figure 3). Multi-QC reads them through a  standard curve for efficiency of amplification (slope) and sensitivity (minimal viral load ). The

file link importer that has been customized to match their structure (Table 1). DeltaRn value |s§ measure (?f th.e quality .of the pro!og. The TEx samples arg negative controls th-at
are used to monitor contamination and Ti-S-x are clinical samples spiked with standards to monitor
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Figure 3. ABI 7900 export results file (.txt) and its .mqgc counterpart after VBA processing. ORFE oo 020
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The position of the Slope and RA2 fields are moved by one column and the DeltaRn entry is created BPERS i
together with updating the Detector field of the corresponding rows in the .mqc file. The values of CanaLe
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Ct values are changed to 55 and DeltaRn is set to 99. This value will need to be updated by the CaNee LR LML SR WL UL L AR adbd ARSI AR) ) Vi CHIIN Cv-21%
technician within the .mqc file. Canpe 7 ! 2,
Multi-QC checks periodically for .mqgc files in a specified folder on the network. Once a new file is S o
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Table 1. Parameters of the Multi-QcC file link importer. Covan SO AN DN A TN I Sl OIS it S NS A gl
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Section = values are recorded (column, row). Py
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Analyte =3 Delimitor indicates how the fields are separated in the V2 5.
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Ti?nz S txt file (here #9 corresponds to “carriage return”) INFe $
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Delimitor = #9 under [Tests], among the > 60 in use in our Molecular Figure 2. MULTI-QC representation of CMV data over 6 months.
?I?T:eeiml:\ﬂﬂ//gg//r(xm:r;r:]ssitttt Diagnostic Laboratory Ct of standards (Tx) and TE, slope and DeltaRn values (y axis) are plotted against their date of
[Sections] acquisition (x axis). The green lines correspond to the mean, dotted red lines are the mean
[Tests] plus/minus 1 standard deviation, the straight red line is the mean plus/minus 3 standard deviations

WHCY = EY f SV ES), S-CIMIVER, S-OMIVEL, T, Blgpe, Delilin of each item. The continuous red line is the mobile mean value exponentially pondered with the

last 10 measures. The mean and standard deviations can be established either continuously or
Conclusions with the values acquired during the assay setup period (validation).

: 3 s : : Note the absence of contamination (Ct of TE arbitrarily defined as 55, five cycles above the
® -
Multi-QC allows for global statistical evaluation as well as data recording maximum number of cycles used in our PCR) and the drift of the positive control values towards

and tracing of events pertinent to each molecular diagnostic test. This helps higher ct that suggests alteration of positive control DNA.

preventing errors and facilitates biomedical validation of daily results. -illed blue symbols are representative of accepted data (within two standard deviations, green

*File import is amply facilitated by VBA programming. Several export files :)ackground). Open symb‘ols are associated V.Vlth comments, anc;l pink symbf)Is , as well as the
mobile mean value crossing the dotted red lines, warn for possible anomalies.

can be processed consecutively in an unattended mode to further reduce  pottjes at the bottom of the screen indicate the date of introduction of new lots of reagents.
the time needed to import data from retrospective Tagman analyses.
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platform, we hope to fully automate real-time PCR diagnosis with our in link importer.
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