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SOAP vs. REST APIs

SOAP is like using an
envelope

Extra overhead, more bandwidth
required, more work on both ends
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REST is like a postcard

Lighterweight, can be cached, easier
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REpresentational State Transfer

Resource
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source: http://www.slideshare.net/Solution4 Future/python-restful-webservices-with-python-flask-
and-django-solutions



flask Flask
flask restful reqparse, abort, Api, Resource

app = Flask(_ name_ )

api = Api(app)

TODOS = {
'todo1': {'task': 'build an API'},
'todo2': {'task': '??2227'},
'todo3': {'task': 'profit!'},

1

def abort if todo doesnt exist(todo id):
if todo id not in TODOS:
abort(404, message="Todo {} doesn't exist".format(todo id))

parser = reqparse.RequestParser()
parser.add argument('task')



# Todo
# shows a single todo item and lets you delete a todo item
class Todo(Resource):
def get(self, todo id):
abort_if todo doesnt exist(todo id)
return TODOS[todo id]

def delete(self, todo id):
abort_if todo doesnt exist(todo id)
del TODOS[todo id]

return , 204

def put(self, todo id):
args = parser.parse_args()
task = {'task': args['task']}
TODOS[todo_id] = task
return task, 201



# Todolist
# shows a list of all todos, and lets you POST to add new tasks
class TodolList(Resource):
def get(self):
return TODOS

def post(self):
args = parser.parse_args()
todo_1id = int(max(TODOS.keys()).lstrip('todo')) + 1
todo id = 'todo%i' % todo_id
TODOS[todo_id] = {'task': args['task']}
return TODOS[todo id], 201

b

## Actually setup the Api resource routing here
b e

api.add resource(TodoList, '/todos')
api.add_resource(Todo, '/todos/<todo_id>')

if __name__ == '__main_

app.run{dehuq:True)r



Services

# EMEBEL-EBI

The European Bioinformatics Institute (EMBL-EBI) maintaing the world's most comprehensive range of freely
available and up-lo-date molecular data resources,

Dwrvalopad in collabomBon with owr colleagues workdwide, our sarvices lal you share data, parform complex querias and analysa the
recsults in different ways. You can work locally by downsoading ouwr data and software, of use o web sandces b BOCESS UF FESOUNCEs

programmatically
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Programmatic access

EMBL-EBI web senvicas allow you kb quéry our
large biological dala resouncas
peogrammatically, so thal you can develop dala
analysis pipedings or infegrate public dala with
vour own applications. The 'Web Services



Data Retrieval

Protein Functional
Analysis (PFA)

Sequence Similarity
Search (555)

Multiple Sequence
Alignment (MSA)

Pairwise Sequence
Alignment (PSA)

Phylogeny
RMNA

sequence Format
Conversion

Sequence Statistics

sequence Translation

Literature and
Ontologies

A list of EMBL-EBI Web Services for data retrieval.

Tools to perform protein functional analysis.

|dentify potentially homologous sequences based on sequence similarity.

Alignment of a set of three or more, protein or nuclectide sequences.

|dentify regions of similarity that may indicate Functional, structural and/for
evolutionary relationships between two biological sequences (protein or nucleic acid).

Access to phylogenetic tree generation methods
RMNA Analysis

Convert between common sequence formats, or verify the Formatting of a sequence.

Analyse a sequence to determine its properties and use statistics to assign significance

Translate a coding nucleotide sequence in to a protein sequence, or back-translate from
a protein sequence to a possible coding nucleotide sequence

Look-up ontolegy terms and navigate ontology relationships or access and analyse the
literature



EMBL-EBI Web Services Clients

This repository provides a collection of Sample Web Service Clients to consume EBI's Job Dispatcher Web Service tools via
REST and SOAP APls.

The RESTful APl interface for the Job Dispatcher Web Services is available at https:/fwww.ebiac.uk/Tools/common/toolsfelp/

Sample Clients

A collection of REST sample clients for the EBI Job Dispatcher Web Services in Python, Perl and Java. These clients are
generated from the service (XML) description with https-fgithub.com/ebi-wp/webservice-clients-generator

= Perl
= Python

= Java

Note: A number of "older” REST and SOAP clients in a range of programming languages is now deprecated but still available
for those who might be interested. In addition to Per, Python and Java, clients are available in C#, Visual Basic .NET, Ruby

and PHP, using a variety of different REST/S0AP libraries.

Running the clients

Download the clients or clone the repository:

git clone https://github.com/ebi-wp/webservice-clients.git
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