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Figure S2. Results table example
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Figure S3. Individual protein results page
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Figure S4.  User Query interface
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Figure S5. Local BLAST tool
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Figure S6. Database downloads section
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» Home
» Database (Organisms)
» Database (User query)

» BLAST search

» Downloads

» Help & FAQs

» Full organisms search

In this webtool users can access to our database and perform a compete search along the
proteome of an organism. The utilities to make a query are presented under a one-step interface
where researchers only have to select the organism of interest and select the filters to apply to the
search. After that, one can determine the cut-off values to apply to the filters or select to do a
Functional motifs analysis before the data submission. Finally, users can select the format in which
the results are returned.

* Mandatory information

» Search parameters

* Please, select the orqanism
~Choose organism- P

» Full search
O Allmethods positve (extraceluiar) @

0 Allmethods positive and curated (extraceluiar) @

» Classical secretion

O Fiter your query using Signaie -]
O Fiter your ey using TargetP -]
O Fiteryour query using PredGi -]
O Fiter your ey using T -]
O Fiter your ey using WoLF PSORT -]

» Non classical secretion

O Fiter your query using Secretome? -]

» Optional analysis

O pertom stiuctural domain screening @

» Results format

O st OrasTatie ©goth

» Submission

Optional: insert an e-mail to receive your resuts link ater completion.

—
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Query results

» Download the results

-Open in browser or Right click to download file-

» Table of proteins predicted as secreted
Protein Gene Transeript Targetp TMHMM PredGPI WoLF.PSORT Secretomep Uniprot
ENSFCAP00000000020 | ENSFCAG00000000023 | ENSFCAT00000000023 | 0.139 0.259 PredHel=1 o mito 23, cyto_nucl | 0.901 M3VTY6
3.66667,
cyto_pero 3.66667
ENSFCAP00000000045 | ENSFCAG00000000051 | ENSFCAT00000000050 | 0.928 0.953 PredHel=0 o extr 16, lyso 8, 0.685 M3vu02
extr_plas 8
ENSFCAP00000000063 | ENSFCAG00000000070 | ENSFCATO0000000069 | 0.844 0.951 PredHel=0 0.466539 extr 28, lyso 3 0.852 9GLDO
ENSFCAP00000000079 | ENSFCAG00000000087 | ENSFCAT00000000086 | 0.818 0.967 PredHel=1 o extr 17, plas 5, 0578 M3vu28
ER.3,lys03,
cyto_plas 3
ENSFCAP00000000081 | ENSFCAG00000000089 | ENSFCAT00000000088 | 0.879 0.965 PredHel=0 o extr 24, lyso 3, 0.806 M3VU30
cyto 2, pero 2,
cyto_pero 2
ENSFCAP00000000114 | ENSFCAG00000000125 | ENSFCATO0000000125 | 0.794 0.931 PredHel=0 o extr 27, nucl 3 0.903 M3VU51
ENSFCAP00000000124 | ENSFCAG00000000136 | ENSFCAT00000000136 |0.109 0.083 PredHel=0 0575452 cyto_nucl 14.5, 0.922 M3VU56
cyto 13.5, nucl
125, extr 5
ENSFCAP00000000129 | ENSFCAG00000000142 | ENSFCAT00000000142 | 0.321 0.605 PredHel=1 o extr 20, mito 9 0.945 M3VU59
ENSFCAP00000000138 | ENSFCAG00000000151 | ENSFCAT00000000151 | 0.201 0.15 PredHel=0 o extr 13, cyto 11.5, | 0.909 M3VU66
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VerSeDa

Vertebrate Secretome Database

M =

» Home

» ENSFCAP00000000063

» Database (Organisms)
» Database (User query) - B
» Gene and transcript sequence IDs in other databases:
» BLAST search

» Downloads

ensembl_gene_id embl entrezgene | refseq_peptide
ENSFCAG00000000070 | AF298813[ 101100575 |NONE

» Contributions

» Help & FAQs
CICEm » Prediction parameters:
__I(_?_S-_E._LJ_.N_._,.E SignalP | TargetP | TMHMM PredGPI | SecretomeP WoLF PSORT
0.844 0.951 PredHel=0  [0.466539  |0.852 extr 28, lyso 3
- » Curation:
IUD""”‘" Entry name | Protein names Subcellular location

QIGLDO | ANF_FELCA | Natriuretic peptides A (Prepronatriodiatin) | SUBCELLULAR
[Cleaved into: Atrial natriuretic factor (ANF) | LOCATION: Secreted

(Atrial natriuretic peptide) (ANP)] {EC0:0000250}.
» InterPro:
Domain GO IDs
PF00212: Atrial natriuretic peptide GO:0005179]GO:0005576
» Domain structure:
R e R N R R M )

prov212

» FASTA:

>ENSFCAP00000000063

MGSFS TITASFLLFLACQLLWQTGANPVYGSVSNADLMDFKNLLDHLEDKMPLEDEVVP P
QVLSEQNEEAGAALSPLPEVPPWAGEVNPAQRDGGALGRGSWDSSDRSALLKSKLRAL LA
APRSLRRSSCFGGRMDRIGAQSGLGCNSFRYRR

» Intermembrane domain structure:

» Protein-protein interactions:

Right click to download the interaction table

Right click to download the protein information

Copyright 2016 Genome Analysis Platform - CIC bioGUNE. Al Rights Reserved.
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» Home

~ »User query

» Database (Organisms)

» Database (User query) In this webtool users can access to our database and obtain the values of the prediction tools for
. . . the proteins of interest. The utilities to make a query are presented under a one-step interface
8 , " where reserachers only have to select the organism of interest, their ID type and paste or upload
» Downloads the identifiers. After that, users can select the format in which the results are returned.

» BLAST search

» Help & FAQs ‘ ‘ * Mandatory information

» Input IDs

CICEmm + Please, select the organism
bioGUNE [:Choose organism-

Please, select the kind of identifier in your ID list

na hoose one-|¢

Paste your 10 List here

Or upload your file here:
Browse. No file selected

» Full search
O Allmethods positve (extraceluiar) @

0 Al methods posiive and curated (extraceluian @

» Classical secretion

O Fiter your query using Signaie -]
O Fiter your ey using TargetP -]
O Fiteryour query using PredGi -]
O Fiter your ey using T -]
O Fiter your ey using WoLF PSORT -]

» Non classical secretion

O iter your query using Secretome )

» Optional analysis

O pertom stiuctural domain screening @

» Results format

O st OrasTatie ©goth

» Submission

Optional: insert an e-mail to receive your resuts link ater completion.

—
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Vertebrate Sceretome Database
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» Home
» Database (Organisms)
» Database (User query)
» BLAST search

» Dovnloads

» Help & FAQs

CIComm

» Local BLAST

In this webtool the user can access to the Blast database designed by us and obtain the
orthologous proteins for the inferesting ones to the user. The utilties to make a query are
presented under a one-step interface where user only have to paste o upload the ENSEMBL.
identifiers into a piain text file and select the algorithm to use in the process. After that, he can
select the cut.off value 10 apply to the search and the format in which the results are returned.

*Mandstory information
» Parameters.

« Entar your FASTA sequencels)

BioGUNE

Baste sequences here

e nere:

No fie selected.

- Check the datasets o use in the BLAST:
@ Non Refined Predictions Set (NRPS)

© Non Refined Predictions Cursted Set (NAFCS)
© Refined Predictions Set (RPS)

© Non Refined Predictions Cursted Set (RPCS)

« Ploase, select the sigarithm o use.
~Choose program-

Enter cutoft Evalue:
1005 o

» Submission

Optionsl: insert sn e-mail 1 receive your reuls link sfer completion.
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