In this demo the following features in LatentiX
will be demonstrated

addition of variables from external files via the clipboard

renaming variables

deleting variables

handling category variables

colouring plots by variables and sets

creating calibration- and validation-s et s (usi ng nSet
creatingobject-and vari able sets (using
variable selection (Principal Variables)

making predictions

plotting the prediction results

transferring results (tables and plots) to reports
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and more ...

The demodata is avaible from the internet:
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Abstract

Serum proteomic pattern diagnostics is an emerging paradigm employing low-resolution mass
spectrometry (MS) to generate a set of biomarker classifiers. In the present study, we utilized a well-
controlled ovarian cancer serum study set to compare the sensitivity and specificity of serum
proteomic diagnostic patterns acquired using a high-resolution versus a low-resolution MS platform. In
blinded testing sets, the high-resolution mass spectral data contained multiple diagnostic signatures
that were superior to the low-resolution spectra in terms of sensitivity and specificity (P < 0.00001)
throughout the range of modeling conditions. Four mass spectral feature set patterns acquired from
data obtained exclusively with the high-resolution mass spectrometer were 100% specific and
sensitive in their diagnosis of serum samples as being acquired from either unaffected patients or
those suffering from ovarian cancer. Important to the future of proteomic pattern diagnostics is the
ability to recognize inferior spectra statistically, so that those resulting from a specific process error are
recognized prior to their potentially incorrect (and damaging) diagnosis. To meet this need, we have
developed a series of quality-assurance and in-process control procedures to (a) globally evaluate
sources of sample variability, (b) identify outlying mass spectra, and (c) develop quality-control release
specifications. From these quality-assurance and control (QA/QC) specifications, we identified 32
mass spectra out of the total 248 that showed statistically significant differences from the norm. Hence,
216 of the initial 248 high-resolution mass spectra were determined to be of high quality and were
remodeled by pattern-recognition analysis. Again, we obtained four mass spectral feature set patterns
that also exhibited 100% sensitivity and specificity in blinded validation tests (68/68 cancer: including
18/18 stage |, and 43/43 healthy). We conclude that (a) the use of high-resolution MS yields superior
classification patterns as compared with those obtained with lower resolution instrumentation; (b)
although the process error that we discovered did not have a deleterious impact on the present results
obtained from proteomic pattern analysis, the major source of spectral variability emanated from mass
spectral acquisition, and not bias at the clinical collection site; (c) this variability can be reduced and
monitored through the use of QA/QC statistical procedures; (d) multiple and distinct proteomic
patterns, comprising low molecular weight biomarkers, detected by high-resolution MS achieve
accuracies surpassing individual biomarkers, warranting validation in a large clinical study.
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Comments to the paper

There might be some problems with
the experimental design ...



