SCSA: cell type annotation for single-cell RNA-seq data (Cao et al., 2020)

[bookmark: OLE_LINK5]The input file is scRNA-seq set (csv format) generated by "FindAllMarkers" function of Seurat (Butler et al., 2018), which contains the 7 columns of data shown below.
p_val: p-value of statistical test between cluster and rest of cells
avg_logFC: average log2 fold change of gene between cluster and rest of cells
pct.1: percentage of cells expressing gene in cell type cluster
pct.2: percentage of cells expressing gene in rest of cells
[bookmark: OLE_LINK1]p_val_adj: adjusted p-value of statistical test by the method of "FDR" between cluster and rest of cells
cluster: cluster id
gene: gene id

[bookmark: _GoBack]The selection criteria for marker genes selected for cell type annotation were differentially expressed genes with log2FC>=1 and adjusted p-value<=0.05.
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