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Correlation of gene expression levels
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Correlation of gene expression levels
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Correlation of gene expression levels
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Benchmarking scores
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matchSCoreZ2: comparing datasets at cell and gene level

cells
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Reference data Multi-class classification Reference data New data

cell types

matchSCoreZ2 facilitates the annotation task by leveraging large-scale reference
data.

matchSCoreZ2 trains a multinomial logistic model on the reference dataset.

The main assumption of the model is that the number of cells N, from each cell
type and their proportions p, are the parameters of a multinomial distribution
M ~ multinom(N = (N, ..., N_), p=(p4, ---, Py))-

The signature scores S, for the cell c; and cell type T, are used as predictors of
the model.

O https://github.com/elimereu




matchSCore2: the lung atlas
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matchSCore2:combination of datasets Future directions
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matchSCore2 combines datasets by using a SVD decomposition.
The datasets are projected into a new common space of coordinates.

This type of integration allows a direct comparison across cell types that are
under different conditions (genotypes, treatments, diseased).

O https://github.com/elimereu



matchSCore2:combination of datasets Future directions

Developing tools and standards for the integration of multimodal HCA data in order to
evaluate performance, complementarity and replicability of methods.
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