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The folder contains the structure of online supplementary data. For each dataset used in the 

manuscript, a single folder was created with the name of the dataset. Under each dataset folder, we 

created four subfolders as shown in the figure.  
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1. The raw sequence data (fastq files) are either downloaded from 10x Genomics data portal 

(https://www.10xgenomics.com/datasets) or from GSO NCBI data portal 

(https://www.ncbi.nlm.nih.gov/geo/) and stored in Fastq folder.  

2. The Cell Ranger output folder contains the output from each version of Cell Ranger pipeline 

(run-count) for each version a tarball file with the version number was provided (read more about 

the description of the run-count from (https://www.10xgenomics.com/support/software/cell-

ranger/latest/analysis/outputs/cr-outputs-overview). The main files in the run-count are the 

postsorted BAM, filtered matrix, list of cell barcodes in text file, and the features (genes) in text 

file.  

3. The Seurat R object folder contains one R data object per each CR version run processed by 

Seurat R Bioconductor package(Butler, Hoffman, Smibert, Papalexi, & Satija, 2018). The R object 

provided as a (.RDS) file and compressed. The RDS file can be read by R readRDS() function to 

reproduce the results. The R object contains; the raw results of QC and downstream analysis 

explained in (Figure 1).  

4. SkewC coverage folder contains one (.R) file which provides gene body coverage for each cell 

barcode in each run of Cell Ranger version. SkewC coverage, was computed by SkewC 

methods(Abugessaisa, Hasegawa, Katayama, Kere, & Kasukawa, 2023; Abugessaisa et al., 

2022). 
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