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GFF (general feature format)

e Include all your genes predictions in gff format
o http://www.ensembl.org/info/website/upload/gff.html

e Each gene in a separate file (SPS2.gff, SelP.gff, ...)
e Selenoproteins

o cds (coding sequence, Sec position)
o SECIS (if available)

e Machinery genes and Cys homologues

o cds
e Example:
24 program|cds 25166504 25167076 . - . profile "DI"; label "selenocysteine";[sec_position "25166902" ;}
24 program|cds 25174843 25175064 - . profile "DI"; label "selenocysteine";
24 program\secis) \25161608 25161682

- . SeB.1 Infernal score=31.09 Covels_score=20 7

Feature Start, end Selenocysteine position
(cds or secis) (relative to genome position, subseq(x)) (relative to genome position, subseq(x))



GFF (general feature format)
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o
24 programcds (25166504 25167076 profile "DI"; label "selenocysteine";[ sec_position "25166902"; |
24 program cds l25174843 25175064 - . profile "DI"; label "selenocysteine";

24 program secis 25161608 25161682 . - . SeB.1 Infernal score=31.09 Covels_ score=20.81



SECIS and Sec position

http://seblastian.crg.es/

fastasubseq output
sequence

Selenoprotein prediction server

Welcome to the SECISearch3/Seblastian server. Mouse over the different fields to display information
about them in this box.

SECIS prediction
SECISearch3

search also complementary strand
filter improbable structures
generate SECIS images (dpi: 15c)
| predict SECIS type

SECISearch3 method:

Infernal
score threshold: 10
Covels

Original SECISearch

Upload your sequence file:
Choose File | No file chosen
or paste it here:

Selenoprotein prediction
Seblastian

Search fol: kg N

upstream sequence length: 5000
blastx evalue threshold: le-3
maximum SECIS distance: 3000

output all SECIS elements

Note: as SECISearch3 is run as a first step, all
options on the left are also considered for
Seblastian.

>SEQO0000033_1.0 # Sequence # Selenophosphate synthetase 2 (SP52) # Homo sapiens #

complete # Reverse

TECTATGCTGETTTGCTGCACCTATCAACCTETCATCTAGCTTTTAAGCCCCGCATGCTT

TAGCTGTTTGTCCTARTGCTCTCCCTCCCTTTGCCCCCARCCCCCARTGGGCCCTGETGT

TGTTCCCCTCCCTGTGTCCATGTGTTCTCATTTGTTCAACTCCCACTTATGAGTGA

GAACATGCAMACTCTTTGETTTTCTGTTCCTECTCTTACTTTCCTCAGAATGATGGCTTCCA
GCTTCATCCATCETCCCTGCARAGGACATGARCTCATTCTTTTITATGGCGACATGGTCTA

CTTTCTTATTTATTTATTTT TCAGACAGAGTCTCGCTCTGTCACCCAGGCTEGGAGTGECAG
TEGCATAGTCTTGECTCACTCCCAGCTCCACCTCCCECGGTTCACGCCGTTCTCCTGCCTC

AGCCTCCCARGTAGCTEGGACTACAGETGCCTGCCACCACGCCCGGCTARTTTTTTGTAT

Submit

About

Contact us



SECIS and Sec position

http://seblastian.crg.es/

Output page

Need help with output?

Total number of SECIS elements predicted: 1
Number of known selenoproteins predicted: 1

You can download here these output files:

* Summary of plcdlclmns

or scroll down to inspect cach result.

Selenoprotein id: 1 Category: known selenoprotein @
Protein prediction

Predicted by: exonecrate  Blastx evalue: 0.0

Query protein: gil15011844IrefINP_036380.2 sclenide, water dikinase 2 [Homo sapicns] >gil17204467 1IsplQ9961 1 3ISPS2_HUMAN
[RecName: Full=Selenide, water dikinase 2; AltName: Full=Selenium donor protein 2; AliName: Full=Selenophosphate synthasc 2

Bgil 147177901gblAACS0958 .21 selenophosphate synthetase 2 [Homo sapiens] >gil347831131ghlAAHO2381 .31 Selenophosphate synthetase
2 [Homo sapiens] >gil347850631gblAAH16643.11 Selenophosphate synthetase 2 [Homo sapiens]

Positions on query: 1-448  Query length: 448

Target name: SEQO0000033_1.0
Positions on target: 3754-5097  Strand: -

e T T T T T
Target MAEASATGACGEAMAAAFGSSGPAGLTLGRSFSNYRPFEPQALGLSPSWRLTGFSGMKGUGCKVPQEALL
agqgtgaqgtgqqaqggqgttgcgqtacgcattatcctgccgtgcacatccagttgaagtgtagccqgcc
tcacccegeggacteccagocgecgtotgggtocaagotacactgtgogggtogtegtaggggateaactt
ggacgggcccagggaggaccgeggogtgogoogeogeegegggeccgoggggecceggcacegoggggge

*

Query  KLLAGLTRPDVRPPLGRGLVGGQEEASQEAGLPAGAGPSPTFPALGIGMDSCVIPLRHGGLSLVQTTDFF
CVELEEEE LR LT EEL L LR LR LT EETLLL]
Target KLLAGLTRPDVRPPLGRGLVGGQEEASQEAGLPAGAGPSPTFPALGIGMDSCVIPLRHGGLSLVQTTDFF
accggcaceggccecgegegggcgggtogggecggggcacatecgegagagttgaccacggetegcaagtt
attegtegeatgeetgggttggaaaccaacgtecgegegectectgtgtacgttotgaggtottaccatt
acggaggggcggceggcgeggteogaggegaccggaageccectacgecggeccecceggegegagggegect

Query  YPLVEDPYMMGRIACANVLSDLYAMGITECDNMLMLLSVSQSMSEEEREKVTPLMVEGFRDAREEGGTAV
CLVULLELEEELE LD T LR EE L LT DL
Target YPLVEDPYMMGRIACANVLSDLYAMGITECDNMLMLLSVSQSMSEEEREKVTPLMVKGFRDAAEEGGTAV
tctgggetaageagtgageageotgagaagtgaatatcagacaaagggegagaccagagtegggggggagqg
acttaacattggtcgcattgatactgtcagaatttttgtgagtgaaagaatcctttagtgaccaaggect
ccgaatccgggeattecggtoccoggttgtecgggaccecgtgtggacagagacgecactgtgtgaaggag




http://selenodb.crg.cat/

D B 2.0

Home Statistics Download Documentation Help

Please, query the SelenoDB 2.0 database for:

Search (CTNENED Revorts for NN oyviord 23

I selenoproteins

Welcome B Cysteine-containing homologs or selenium machinery genes
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Selenopl:

Home

Avuthor

Species

Gene name

Promoter

Protein

Residue

Sequence

Statistics Download Documentation
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-- select a gene family -- “Forward © Reverse *
. + Add
Sec/U rotein stz - |Prot ¥
= + Add
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Statistics Download Documentation

5PS B ©Forward " Reverse *

Exon start - |Exon en +Add | *
Exons
173885 - 175228 - Remove

Protein na [ pases s > Sec / Cys homologue label

[l

b + Add
175790 - 175866 - Remove
Sec U © ads
KMN393176.1 - 173885 - 175228 e

Choose File | 5PS.1.selenosysteine.gff gff format example * Fetch Sequence

GETAAATGATAGAACAGAGGAAAGACCAGGGTATGGGATCACAAAG
GAGGGACTTCCTCTTGAAGATAATAGTGTTTCTTGGGCAGAGAAATA
GCCATTCCAAAGGGGAATGGAGAGCAGC cecetgigtageecaggetagagty
cagtggeeattcaCAGGTGCCCATCGTAGCACGCTATGGCCTTGAACCCT
TGGACtccaatgatectcotgectcagectoccaactagetgaggetacaggetcAACC
CACCATGTGTGGCTCTCTTGCTCTTGTGGCAAGAGCTGATGCACTAG
GGCTTCTCACATTTGCCCCAGATATGAAGCTGAAGCTITCTGTCACT | .

Translated:

MAEVSATCACCEAMAMMAAREGSSDPACLTLGRNFSNYRPFEPQALGLEPSWRLTGE SGM
KGUGCKVPQETLLELLAGLTRPNVRPPLGRGLVGGOEEASQETGAGEPSPTFPALGIGMDS
CVIPLRHGGLSLVOTTDFFYPLVEDPYMMGRIACANVLSDLY AMGT TECDNMLMLLSVS)
SMSEEEREXVTPLHMVEGFRDAAEEGCETAVTCGGQTVVNPWIIIGCVATVVCOPNEFIMPDS
AVVEDVLVLTEPLETOVAVNAHOWLDN PERWHEVEMVISREEVELAY QEAMFNMATLNRT
ALRCLMHATFNAHAATDI TCGFCILCHSONLAKQORNEVSFVIHNLPITAKTAATSKASGREG
LLOGTSAETSGGLLICLPREQAARFCSEIXKSSKYGEGHOAWIVGIVEKGNRTARIIDKPR

CRLERCATARAFAPDNSHASSEPCS |

Disclaimer Contact us




