How to ALRA

Introduction

Adaptively-thresholded Low Rank Approximation (ALRA) is an algorithm designed for dropout
imputation, developed by the Kluger Lab. (1) The algorithm works by performing low-rank
approximation in order to correct for false negative values inherent to single-cell
RNA-sequencing, while attempting to maintain true zero values.

One major advantage to this method over other dropout imputing tools such as scimpute(2) is
an extremely high performance. The tool was also validated against different datasets by the

authors, and this plugin was QC’ed against PBMC data in SeqGeq by the Product Innovation

team at FlowJo:
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Installation

Place the ALRA jar file into your plugins folder.

Install the necessary dependencies for ALRA in R using the following command:



install.packages('rsvd")

Restart the application.

Running ALRA

Select the population of interest within your workspace, visit the Plugins dropdown within the
Workspace tab and choose ALRA:
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Within the plugin dialog select the genes to use within dropout imputation and run the tool by
clicking, OK:
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Select parameters for Adaptively-thresholded Low-Rank Approximation (ALRA)
Collections: Al ﬁ

Parameter Sets

All (26393)
|HDGs (556 of 556 Valid)
OFGs (3209 of 3200 Valid)

Parameters

K 0 Q 10 Normalize

If you are using the ALRA plugin, please cite:

George C. Linderman, Jun Zhao, Yuval Kluger. Zero-preserving imputation of
scRNA-seq data using low-rank approximation. bioRxiv.
https://doi.org/10.1101/397588

Cancel

After the algorithm finishes computing it will create a new data file in the same location as your
raw data, appended with .ALRA.csv, and will automatically load this into the workspace.
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