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Webinar Logistics

• Webinar will be recorded

• Recording and slides will 

be made available soon

• Type any questions in the 

Q&A panel – they will be 

addressed at the end
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Agenda

1. Overview of GDC scRNA-Seq 

harmonization workflows

2. GDC scRNA-Seq file overview

3. GDC Single Cell RNA-Seq tool

4. GDC scRNA-Seq expression API

5. Questions
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Overview of GDC scRNA-Seq 

Harmonization Workflows
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scRNA-Seq Harmonization in the GDC
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▪ All released scRNA-Seq files are open-access, except for the BAMs



6

scRNA-Seq File Overview
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Seq Webinar
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scRNA-Seq File Formats – Gene Expression

File.tar.gz - MEX Format

• barcodes.tsv.gz - a list of barcodes for this sample

• features.tsv.gz - a list of each gene id and name

• matrix.mtx.gz - the gene expression matrix

• Note: If you are using a Mac, unzipping the three internal 
files may not work in the browser.  Use the following 
command in terminal:  gunzip barcodes.tsv.gz
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scRNA-Seq File Formats – Analysis

TSV Format – Columns:

• Contains information on clustering and 
visualization.

• cell_barcode
• read_count
• gene_count
• seurat_cluster
• Coordinates for UMAP, tSNE and PCA
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scRNA-Seq File Formats – Differential Gene Expression

TSV Format – Columns:

• Contains information on the DGE between 
clusters for differentially expressed genes.

• cluster
• gene
• avg_logFC – average in fold-change
• p_val – p-value
• p_val_adj – adjusted p-value
• prop_in_cluster – proportion of cells in the 

cluster
• prop_out_cluster
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scRNA-Seq File Formats – Full Seurat Analysis Log

HDF5 Format – Loom File:

• Contains the full analysis from 
Seurat

• Stores on-disk rather than in-
memory.

• Can be processed with several R 
or Python packages (loomR or 
loompy)
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Tool Demo
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API Demo
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Questions?
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