Protein Analysis Popfly Blocks

	Block Name
	Function
	Biological

Data Source Accessed
	Additional Information

	User Input Protein
	Allows input of a Uniprot protein ID or a protein sequence. 
	-
	Adapted from ‘User Input’ block developed by Microsoft and ‘User Input with Style’ block from the user undercovermonk.



	Output Protein Information
	Displays retrieved information in a two column table  with some styling features.

	-
	Adapted from the ‘Table with Style’ block from the user SSL.

	Combine
	Combines output from several blocks into a single list.

	-
	Popfly block designed by Microsoft

	Protein Characteristics
	This block takes a protein ID as input and parses the UniProt XML document that is returned for information including the full protein name, the protein sequence, journal references for this protein and structural characteristics of the protein.

	Uniprot

	The ‘getSequenceAsString’ operation in this block can be used to obtain a protein sequence for the specified ID. The sequence can then be used as input for subsequent protein prediction blocks

	SignalP
	This block takes a protein sequence as input and sends it to the SignalP prediction tool which performs prediction of signal peptides.

	CBS
	A web service is used to access the SignalP prediction program. The location of the web service WSDL is listed below..

	PepStats
	This block takes a protein sequence as input and accesses the Pepstats prediction program. PepStats predicts simple protein sequence information including, molecular weight, number of residues and isoelectric point.
	EMBRACE
	A web service is used to access the PepStats prediction program. The location of the web service WSDL is listed below.


Data Source URLs
	Abbreviation
	Name
	URL

	CBS: 


	Center for Biological Sequence Analysis
	http://ww.cbs.dtu.dk/

	EMBRACE


	European Model for Bioinformatics Research and Community Education
	http://www.emracegrid.info

	UniProt

	Universal Protein Resource
	http://www.uniprot.org


Web Service WSDLs
	Web service
	WSDL



	PepStats
	http://www.ebi.ac.uk/soaplab/emboss4/services/

protein_composition.pepstats.derived?wsdl



	SignalP
	http://www.cbs.dtu.dk/ws/SignalP/SignalP_3_1_ws0.wsdl




