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Single Cell RNA Sequencing Online

:— Single cell analyst

Analysis Platform

SCA aims to facilitate researchers around the globe to utilize its one-stop single cell
analysis platfarm and deliver Breakthrough results,

1. Project Mame: v
scRNA-seq

SCA scRNA-Seq Example

2.Choose Files:
Upload input a zipped file containing 10X scRNASEQ filtered_matrix.h5 files or
gene-to-cell raw count matrices in csv or _txt formats.

SCA_scRMASEQ Example_From_10X.zip y
Quality control

Alternatively. right click on the button and save
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3. Choose Meta Data: artifacts / damaged cells
Upload a meta file in .csvitet format for your data (format see example)
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Single Cell ATAC Online Analysis
Platform

SCA aims to facilitate researchers around the globe to utilize its one-stop single

Maormalized accessibility

cell analysis platform and deliver breakthrough results.

1. Project Name:

SCASCATAC Example

2. Choose Files:
Upload input a zipped file containing 10X scATAC 1)
peak_bc_matrix.h5, 2) fragments.tsv.gz and 3] its index .tbi file, 4)

per_barcode_metrics.csv or singlecell.csv files. (Please submit after the
upload is completed)

SCA_scATAC_Example_From_10X.zip
L SCAcATAC Fxamgle From A0 lagesin ]
Alternatively, right click on the button and
save link as.

3. Choose Meta Data:

Upload a meta file in .csw/tet format for your data (format see example,
please submit after the upload is completed)

SCA_scATAC Metadata_Example.csv

Alternatively, right click on the button

and sawe link as.
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