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National Center for Biotechnology Information

SRA SRA v

[ search

Advanced

SRA - Now available on the cloud

Help

Sequence Read Archive (SRA) data, available through multiple cloud providers and NCBI servers, is the largest publicly

available repository of high throughput sequencing data. The archive accepts data from all branches of life as well as
metagenomic and environmental surveys. SRA stores raw sequencing data and alignment information to enhance reproducibility
and facilitate new discoveries through data analysis.

Getting Started
Documentation

How to submit

How to search and download
How to use SRA in the cloud

Submit to SRA

Tools and Software

Download SRA Toolkit

SRA Toolkit Documentation

SRA-BLAST
SRA Run Browser
SRA Run Selector

Related Resources
Submission Portal
dbGaP Home

BioProject

BioSample

https://www.ncbi.nlm.nih.gov/sra
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= NCBI
GEO Home

Documentation + Query & Browse ¥

Gene Expression Omnibus

Email GEO

GEO is a public functional genomics data repository supporting MIAME-compliant data submissions. Array- and

sequence-based data are accepted. Tools are provided to help users query and download experiments and curated

gene expression profiles.

Getting Started
Overview

FAQ

About GEQO DataSets
About GEO Profiles
About GEO2R Analysis
How to Construct a Query

How to Download Data

Information for Submitters

Login to Submit

Tools

Search for Studies at GEO DataSets

Search for Gene Expression at GEQO Profiles
Search GEO Documentation

Analyze a Study with GEO2R

Studies with Genome Data Viewer Tracks
Programmatic Access

FTP Site

ENCODE Data Listings and Tracks

Submission Guidelines

Update Guidelines

Sign in to NCBI

Ce0

Gene Expression Omnibus

Keyword or GEO Accession

Browse Content

Repository Browser

DataSets: 4348
Series: Ll 260487
Platforms: 27572
Samples: 7967669

MIAME Standards
Citing and Linking to GEO
Guidelines for Reviewers

GEO Publications

Search

https://www.ncbi.nlm.nih.gov/geo/
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BE An official website of the United States government Here's how you know v

National Library of Medicine

National Center for Biotechnology Information

dbSNP SNP = | Search |

Advanced Help

1 dbSNP

dbSNP contains human single nucleotide variations, microsatellites, and small-scale insertions and deletions along with
publication, population frequency, molecular consequence, and genomic and RefSeq mapping information for both
common variations and clinical mutations.

Getting Started Submission Access Data
dbSNP 25th Anniversary How to Submit Web Search
Overview of dbSNP Hold Until Published (HUP) Policies eUtils AP|

About Reference SNP (rs) Submission Search Variation Services
Factsheet FTP Download
FAQ Tutorials on GitHub

Entrez Updates (May 26, 2020)

Important: When using dbSNP, please cite the resource using the following publication: The evolution of dbSNP: 25 years of impact in genomic research.

https://www.ncbi.nlm.nih.gov/snp/
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RCSB Protein Data Bank (RCSB PDB) enables breakthroughs in science and education
by providing access and tools for exploration, visualization, and analysis of:

B Experimentally-determined 3D structures from the Protein Data Bank (PDB) archive
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