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Objectives

* Understand how to interact with the MGnify API
(Application Programming Interface)

* Learn how to write Python scripts to programmatically
access data from MGnify API




A free resource for the assembly, analysis
and archiving of microbiome data

MGNif

https://www.ebi.ac.uk/metagenomics/ =

The chart below shows the number of contigs which pass the quality control steps in the pipeline. Paired-end sequences may have been merged, in which case the
initial number of contigs may differ from the number given by ENA.
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Web API

A web Application Programming Interface (API) is a tool to access data from a
web resource.

It’'s possible to explore/consume MGnify data using its API. This allows more
extensive and personalized analyses.

U4

* Data exchange

* Data mining

Image source: Overloaded plug socket by The Clear Communication People, on Flickr.
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How to browse the MGnify API?

Base URL:
* https://www.ebi.ac.uk/metagenomics/api

API| Documentation:
* https://www.ebi.ac.uk/metagenomics/api/docs

Features:

* Hypermedia driven REST API

* JSON API - defined data structure

* Provides schema using Open API Specification

EMBL-EBI &
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Open APl Documentation

\Y G'n |fy https://www.ebi.ac.uk/metagenomics/api/docs/

Submit, analyse, discover and compare microbiome data

Overview API Documentation

API DOCUMENTATION

. genomesyv
MGnify AP
g/l eniactifnctage <3¢ | /metagenomics/api/v1l/genomes
MGnify API documentation is avaiable on Read the Docs site on https://emg-docs.readthedocs.io/en/latest/api.html
analyses > GET /metagenomics/api/vl/genomes/{accession}
annotations> GET /metagenomics/api/vl/genomes/{accession}/antismash-genecluster

antismash-geneclusters > . . .
GET /metagenomics/api/vl/genomes/{accession}/cogs

assemblies >
GET /metagenomics/api/vl/genomes/{accession}/downloads Retrieves list of static summary files

banner-message >

GET /metagenomics/api/vl/genomes/{accession}/downloads/{alias}

biomes >

cogs> GET /metagenomics/api/vl/genomes/{accession}/kegg-class

i- - >
ebi-search-download GET /metagenomics/api/vl/genomes/{accession}/kegg-module

experiment-types >
GET /metagenomics/api/vl/genomes/{accession}/releases

genomes>

genomeset>

kegg-classes >

EMBL-EBI
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Useful links

Documentation
https://emg-docs.readthedocs.io/en/latest/api.htmli#restful-api

Code examples @ @@
https://qithub.com/EBI-Metagenomics/examples

Contact us
https://www.ebi.ac.uk/support/metagenomics

Follow us on twitter Q
https://twitter.com/MGnifyDB

EMBL-EBI i
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