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Submit Help Q

Home Dataset Sample Gene Marker gene Collections v  Tools

| Single cell data submission

There are five major entities supported by single cell data submission: project, sample, experiment / run and analysis data. The submission of single-cell data is mainly divided into two
processes: the submission of original sequencing data and the submission of analysis results. The project and sample information shall be submitted before the submission of data

documents.
‘ submission portal page

Project

Sample

Experiment

Matrix File

Matedata
- Cluster file
RUN File Genelist file
(fq, bam--)

1.Submit project

1.Enter the submission process
Click "Project” on the submission portal page to enter the submission process.

2.Submit project information
Select Data management form -> Fill in the basic information -> Fill in the details -> Overview -> Submit

cubmission nortal nace |
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HUMAN CELL ATLAS
DATA PORTAL

TERE SO RERSCPESCARAE HCA Huda 128 () 2K

Datasets HCA BioNetworks ~ Guides ~ Metadata  Contribute  APls  Updates Follow HCA + Q search

@ = CONTENTS

Finding Data

Exploring Projects

Requesting Access to Controlled
Access Data ) ) .
Downloading Metadata in a Data Manifest Preparing Data For Expart

Exploring Biological Network and

Atlas Data Downloading Data With A

Once you have downloaded the selected data files, you can download all the metadata associated Curl Command
Accessing HCA Data and

with the cross-project data files.
Metadata

Downloading Metadata In A
Data Manifest

Exporting HCA Data to Terra
Exploring Project Matrices

Accessing Metadata via TDR

This metadata, also called a "Data Manifest" is in TSV file format{and lists all the details about your

selected data such as donor informatien and disease-state; however, the manifest is not the actual
data file itself.

To download the metadata from the Export Selected Data page:

1. Under Download a File Manifest with Metadata for the Selected Data, select Request File
Manifest

s Dacumantation

@ sk

Choose Export Method

Curremuery

Metadta (Curt

Selected bata Summary




HUMAN CELL ATLAS i 7
. ‘ DATA PORTAL Datasets ~ HCA BioNetworks  Guides  Metadata  Contribute  APls  Updates Follow HCA Q Search

g eles HCA Data Portal Data Matrix Overview eiini

Requesting Access to Controlled HCA Data Portal-Generated

Access Data Cell-by-gene matrices (commonly referred to as "count matrices” of "expression matrices"} are Matrices

Exploring Biological Network and files that contain a measure of gene expression for every gene in every cell in your single-cell Contributor-Generated

Atlas Data i i
sample(s). These matrices can be used for downstream analyses like filtering, clustering, Matrix Overview
:\Acc(e:sl!ng LG Ualaanc differential expression testing, and annotating cell types. Downloading Matrices
letadata

. N N . Linking HCA Data Portal-
Exporting HCA Data to Terra This overview describes the HCA Data Portal matrix types, how to download them, and how to link Generated Matrices To The

Exploring Project Matrices them back to the HCA metadata. Data Manifest (Metadata)
Matrix Normalization And
s Mot i 1O Overall, three types of matrices are currently available for HCA Data Portal data: Batch Correction

Normalization And Batch
Correction For HCA Data
Portal-Generated Matrices

« HCA Data Portal-generated matrices (Loom file format) for projects

= HCA Data Portal-generated matrices (Loom file format) for individual library preparations within

Normalization And Batch
Correction For Contributor-
Generated Matrices.

a project

« Contributor-generated matrices (variable file format) provided by the project-contributor

HCA Data Portal-Generated Matrices .

Each HCA Data Portal project that is processed with uniform pipelines has two types of HCA Data
Portal-generated matrices available for download:

(3)  RILFERE SO Jodl o BRI STHHAE Single Cell Portal £idfs = H ) 2
K
.p%:i.agle Cell Community  Submitarequest  Signin

Single Cell Portal = Setting up an SCP study > Adding study files to enable data visualization Q_ search

Articles in this section

Expression matrix files

Upload datain
AnnData mode

9monthsago - Updated

Key study files
depend on unique
NAMEs to enable
visualizations

Matrix files contain the expression measurements of a study; in RNA-Seq, this would be
the expression of your cells. The values are used throughout the study in many
visualizations. Although the units of the expression data in a processed matrix file are
up to the author of the study, we recommend some variant of log2(TPM +1). You can

Expression r K s g K X L X
specify your units in the "Expression axis label" field so that, when viewing expression,
) the axes are correctly labeled. We also require upload of a raw matrix of
Cllserfles measurements (like a count matrix) to encourage data sharing and enable data reuse.
Please note, cell names in the matrix file must match cell names in other study
o« SR BN E RS ES S =
.Smgle Cell Community  Submitarequest  Signin
PORTAL
Single Cell Portal > Setting up an SCP study > Adding study files to enable data visualization Q Search

Articles in this section

Cluster files

Upload data in
AnnData mode

9monthsago - Updated

Key study files
depend on unique
NAMES to enable
visualizations

Cluster files create the different ordinations plots of cells in the study. You are welcome
to create as many of these plots as you would like. Each plot is created by loading a

different file. These plots can be 2D or 3D and can contain metadata specific to just the
plot (and not shared with other plots). These files/plots do not need to contain all your

Expression matrix files e b
cells, giving you the freedom to plot subsets of your study for targeted visualization.

Cluster files Format: This is a tab-delimited file with 3 required columns (with the option of more)

and 2 required header rows.



Community  Submitarequest  Signin
zation > Metadata file Q Search

A:tldtt:wdt Metadata file|overview

faceted search
9monthsago - Updated

> Setting up an SCP study > Adding study files to enable data visua

Metadata file

overview

A metadata file provides metadata describing cells in the study. The metadata
g provided in this file will be interpreted as either "group" (categorical/factor) or
Mealats sty "numeric" (continuous) data. These metadata are available throughout the

visualization portal.
Required metadata

Metadata will be available to paint cell plots. Categorical metadata will paint the cells
Metadata validation with discrete color panels (as discrete groups, each with their own color). Continuous
metadata will paint cells as a gradient of color. These metadata not only determine

color on plots of cells but also are used when viewing genes across cells. =
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CeN

Gene Expression Omnibus

GEOQ Publications FAQ MIAME Email GEQ
NCBI » GEO » Info » Submitting high-throughput sequence data to GEQ Login

Submitting high-throughput sequence data to GEO

0 ction i
EQUIRED
* Processed data files REQUIRED
= Raw data files REQUIRED
Tutorial video
Data file compression
Single-cell studies
ManoString GeoMx Digital Spatial Profiling (DSP)
Organizing your submission
Uploading your submission
General information
= Data provisions, standards and administration
= Categories of sequence submissions accepted by GEO

.

S5HA. You can get that information tor your SUB 1D on the Subrmission Portal page.

= Processed data files
GEO requires that submitters deposit the processed data that support the findings of their study. The processed
data should have a quantitative component, such as gene abundances or other count data. Please do not submit
alignment files (e.g., BAM, SAM, BED) as processed data, as these are considered intermediary files and do not
include a quantitative component. When standard alignments are the only processed data available, please write
to us to inquire about whether your data are suitable for submission to GEO.

Processed data format and content will depend on the data type: RMA-seq processed data can include raw
and/or normalized counts (FPKM, TPM, etc) of sequencing reads for the features of interest (protein-coding
genes, IncRNA, miRNA, circRNA, etc).

ChIP-Seq and ATAC-seq processed data can include peak files with quantitative data, tag density files, etc.
Common formats include WIG, bigWig, bedGraph. Please leave files in native format and do not paste peak data
into Excel.

Methylation data are often provided as average beta values.

Processed data guidelines:

Processed data may be formatted either as § matrix table dr individual files for each sample.

If processed data for all samples is submitted in a matrix table, column headers should match the library
name for each sample listed in the SAMPLES section of the metadata spreadsheet.

Provide complete data with values for all features (e.g., genes) and all samples. Do not submit lists of
genes identified with differential expression.

Features (e.g., genes, transcripts) in processed data files should be traceable using public accession
numbers or chromosome coordinates. The reference assembly used (e.g., hgl9, mm9,
GCF_000001405.13) should be provided in the metadata spreadsheet.

If you provide WIG, bedGraph, GFF, or GTF files, please refer to the UCSC file format FAQ for format
requirements.

= Raw data files
Raw data are a required part of GEO submissions. The raw data files should be the original files containing reads
and quality scores, as generated by the sequencing instrument. Edited files may not be processed correctly by
SRA.
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