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Website: http://Awww.ebi.ac.uk/

Eho |2/ 2lEL _ e oo I

. : Literature .
Databases Tools EBIl Groups | Training [ndustey Ahout Ls EB- eye

Search all main databases in one go

= Data Resources &Tools

EMEL-BANK Genomes Gene Expression Literature Sequence Similarity & Analysis
UniProt Mucleotide Sequences mMalecular Interactions Taxonormy Fattern & Matif Searches
ArrayExpress FProtein Sequences Feactions & Pathways Ontologies Structure Analysis

Ensembl Macraomaolecular Structures Frotein Families Text Mining

InterPro Small Molecules Enzyvimes Diownloads

PDB-EBI

~~

Thematic
European Bioinformatics Institute index
= About the EBI = Latest News =
June 07, 2007
Research User Support EEBl conzolidates mgn.ageme.nt of gequence data .
Training EBI Mission Today the European Bicinformatics Instiute announces a major

rearganisation of ts processing of biomalecular zequence infarmation.

'(';““St'g ?“"p“{t d Eeuptle R This will affect EMBL-Bank, UniProt and the EBI team working on
roup eam Leaters Vents a_ & Enzembl Cwhich iz a joint project with the Wellcome Trust Sanger
EEBI Funders Hiowy to Find us

Institute]. .. mare

Terms of Use ¢ EBlFunding @ Cortact EBl ¢ @ European Bicinformatics Institute 2006-2007 . EBI iz an Outstation of the European Molecular Biology Labaratory:.
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Website:

Databases Tools

* Patent resources
e Seguences

SR R |« Sequence searching

i
o

CIMTENEERY  « Sequence analysis

» Genomes < I -
- Chemistry B tructural analysis
. Structures — « Functional analysis
e Gene expression | i Europjean Bioinformatics Institute
* Reactions & pathways |
® the rature / EBIFuNders
Training Industry programme
* eLearning » Industry support
* Workshops  SME Support

« 2Can education resource _
www.ebl.ac.uk



EBI| databases

patent-related resources...
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Seqguence data from patent literature

JROF:

INSDC agreement:
* Free unrestricted access
* Permanently accessible
» All data exchanged daily

EPO policy:
Data publically released
18 months after
patent application date
(whether patent granted or not)

October 2010
patent nucleotides > 17.5m sequences
patent proteins > 4.9m sequences
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Patent resources at EBI

Resources De=scription Access
Patent Patent abztracts contain the biology-related abgtractz of patent applications derived CiteXplore
Abstracts from data products of the Eurcpean Patent Office (EPO). Patent documents from
Europe (EP), USA (US) and World (WO} are included. Patent abstracts can be EB-eve
accesszed via the SRS, EB-eve and the literature gearch engine Citexplore.
SRS
Patent Patent chemical compounds are available in the ChEBI database which iz a dictionary | ChEBI
Chemical of molecular entitiez focused on “small chemical compounds. "ou can =earch the
Compounds patent chemical compoundz using the ChEB| Advanced Search page by narrowing ChEBI
dowwn vour 2earch to the Patent Databaze. Advanced
Patent Multiple =&tz of patent sequences are available at EBIL. Patent
Sequences proteinz
1. Patent proteinz cover 2equences of EPO (Eurcpean Patent Office) proteing,
JPQ (Japan Patent Office) proteins, KIPO (Korean Intellectual Property Patent .
Office) proteine and USPTO (United States Patent and Trademark Office] nucleotides
proteinz.
2. Patent nuclectide= contain the patent clazs data in the EMBEL-Bank. Non-
3. Mon-redundant patent =equences consist of 2 levelz databazes. Level1 redundant
non-redundant patent sequences are 100% identical owver the =ame length; patent
Level-2 non-redundant patent sequences are identical and belong to a gams EELLENEES
patent famity (a =ame inwention).
Patent A "patent family™ can be defined a=s all patent eguivalents for a gingle invention. All of | SRS
Equivalent the publizhed patent applications from various countries and the subsegquent granted
Data patentz on an invention are commonhy referred to as patent equivalentz. They are not
true sguivalents” in that each country may hawve different regulations for filing and
different interpretationz of the invention. | may include muktiple patentz in 2ome
countriez becausze of differences in patent laws (e.g., how much new technology
can ke included in a gingle patent).

www.ebi.ac.uk/patentdata



Patent sequence records at EBI

e >124 million seallences

ENA . 1

(formerly EMBL-Bank)
non-patent sequence

prior art searches

_Uh'ParC ° paterit T nori-pdterit Proteins
(division of UniProt) . non-redundant

.pi patent sequence

NR patent

sequences prior art searches
* at
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Non-redundant patent databases

; linear; unassigned DNA:; PAT;

Mapiorchini; Catar

Raumalia:

ENA

(redundant)

nAv-2002.

Remove Text Entry | NRL1_Entry_View | Related Data
sequence redundancy MR 2255

[J1. NRNL1:NRN_AX429748 08-MAY-2002

Sequence Entries:

EM PAT 3 Sequence 13 from Patent |

EM PAT:CQ891794 Sequence 13 from Patent

EM PATIAD1E2760 Chomialcompourds Additional annotation,
- Sequence:
Sequence Length: 100; Checksum: eb9aeB8a02: . . - -

S INClUING priority dates
for patent families

( irou p by Tast Entry | NRL2_Entry View | Balated Data Text Entry | NRL2_Entry_View | Related Data

TR try 24 of 25 from €
[Tl Entry 24 of 25 from Query 2 [T

ags
atent families
" Patent Vrmul
[]1. NRNL2:NRNOOO6BBFD 20-OCT-2004

4 GB20000026851 03-NOV-2000 Patent Family
Sequence Enries: Priority Number [Priority date
-m-m 7 GB20000026851 03-NOV-2000

33; Sequence 13 from Patent EP1203¢

EM PAT:BD1S Chemical compounds

Sequence Entries:

Features

e EM_PAT:CQB91794; Sequence 13 from Patent EP1469084. EP1469084-A2/13 20-OCT-2004
source 1.100  organism Homo sapiens
— mol_type unassigned DNA
eV e db_xref taxon:2606 Sequence:
Sequence Length: 100; Checksum: eh9ae8a024ff652a05c7 1b40e3695af0;

5"1\“‘"“" S sdsats s AL osase SR >NRNLZ : NRNOOOGEEFD PN:EP1469084 A2
n 3883024(f652305¢7 1640e3695410;
SNRNL2 :NRNOOOGBEFC PN:EP120 2 gaagagggtcotgeacttt gty tog
tog g aattt

cagegoteetggtgatgetecceasattteaoggactoge
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Seqguence submissions

Generate sequence

Y

Step 1

Step 2

|fl> Submit claim to EPO - e

¢

|fl> Submit}{ournal Not accepted

Submit to ENA $ Submit to journal

nature

Submission guides at
www.ebi.ac.uk




Searching for seguences

simple EB-eye search...
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EB-eye — search by patent number

Search for patent
W00146262

EMBL-EBI i3 ¢ o DT o (A M co "o O S,

Databases | Tools | EBI Groups ' Training | Industry | About Us | | Site Index BN

= Data Resources &Tools

ENA Genomes Gene Expression Literature Sequence Similarity & Analysis
UniProt HNucleotide Sequences Molecular Interactions Taxonomy Pattern & Motif Searches
ArravExpress Protein Sequences Reactions & Pathways Ontologies Structure Analysis

Ensembl Macromolecular Structures Protein Families Patent Resources = Text Mining

interPro Small Molecules Enzymes Downloads

PDBe WWeb Services

European Bioinformatics Institute

www.ebl.ac.uk



- SLING

Serving Life-science Information for the Next Generation CAPACITIES _

EB-eye — search by patent number

woer W

European Bioinformatics Institute

Search for W00146262
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EB-eye — search by patent number

Go ot B R

EB| Groups | Training Industry About Us Help S0 ces B

Databases with
sequence data for
European Bioinformatics Institute WOO 1 46262
Search for W00146262

EMBLEB!

0

Reset () Give us
60 | gvnced Search  fesdbck

Site Index H 5}

WOo0146262

sm All Datahases v

| EBIGroups | Training

.
.
v
atat

Databases | Tools | Industry

Search for W0O0146262 in All the EBI

» Expand all v Collapse all I

» Genomes 0 » Molecular Interactions 0

Literature for

v Nucleotide Sequences 253 » Reactions & Pathways 0
o ; _ g » Protein Families W ( )O 146 2 6 2
INSOC Project records from the Eurapean Nucleotide Archive

ASTD 0 » Enzymes 0
Datahase of alternative splice events and transcripts of genes from

humman, mowse and rat. Literature 2
EMBL-Bank 253

Europe’s primary hucleotide sequence resource 0
EMBL-Bank (Coding Seguence) i Citations and abstracts from many life-science journals

Coding Sequences in EMBL-Bank Patents 2
Sequence Read Archive (SRA) i Biotoyy-related abstracts of patent applications

Next g i ing raw data itory from the Ewropean i i

Nucleatide Archive » Ontologies 0
» Protein Sequences 0 » EBIWeb Site 0
» Macromolecular Structures 0

» Small molecules 0

» Gene Expression 0
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Search for W00146262

WO00146262 literature
and sequence databases



SLING

Serving Life-science Information for the Next Generation CAPACITIES

EB-eye — search by patent number

eset
oo A -7

Training | Industry Al Ste inses B

Protain Fat

PDBe

-3 European Bioinformatics Institute

Search for W00146262 W00146262 literature
and sequence databases

= = 267 Reset Give us
sE&eg All Databases v | WO0146262 Go o ced search  feedback

| EBI Groups | Training | Industry | About Us Help site Index @ &

253 results Divisions)
EMBL-Bank (Last Release) 253
AX181582 I>EMBL Rele {Normal Divisions) 253
Sequence 370 from Patent V00146262 > EMBL Release (Genome Contigs: 0
View: »in ENA »in EMBL format »in SRS »in EMBL-SVA > EMBL Release (Whole Genome 0

e s: b Taxonomy »EMBL-Bank (Coding Sequenc Shotgun;

AX181584 =
Sequence 372 from PatentWO0146262.

View: »INENA b in EMBL format »in SRS b in EMBL-SVA L | Sts NUucC I eotl d e
References: » Taxonomy »EMBL-Bank (Coding Sequence)

B eanes 374 fam Patnt oD 40262 sequences from
View: PINENA »in EMBL format »in SRS »in EMBL-SVA

References: »Taxonomy b EMBL-Bank (Coding Sequence No related W O O 1 46 2 6 2
AX181588

Sequence 376 from PatentWO0146262.
View: PINENA_»in EMBL format »in SRS »in EMBL-SVA
Referen: » Taxonomy P EMBL-Bank {(Coding Sequence)

AX181586

AX181590

Sequence 378 from PatentWO0146262.

View: PINENA »in EMBL format »in SRS »in EMBL-SVA
References: » Taxonomy »EMBL-Bank (Coding Sequence)

imore
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EB-eye — search

EMBL-EBI { i

Search for W00146262

W00146262 literature
and sequence databases

W0O0146262 sequences
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EB-eye — search

EMBL-EBI £ DT T o (. 25

* Data Resources &Tools

ENA
UniProt
ArrayExpress
Ensembl
teiPr

PDBe

Macromole

Small Molecules

Search for W00146262

CAPACITIES

Dy patent number

W00146262 literature

W0O0146262 sequences

and sequence databases

EMBL Bank : Ae3es 1

Views: XT XML EASTA

Overview Source Feature

T Seauence 15 from Patent WOS313621

Download: IEXT XML EASTA

Other Features References Comments

Seauencs tength
200 1

Seauence version

= of this EMBL-Bank recors are avalable here: &

Overview

Other Foatures

Visible feature range: D

cos e.20s

ara strand 5500 b
= —
Source CEIuyveEromyres marxianus
eines UG
S EINER
e — e
W00146262

Fiter: o perawe O razin

nucleotide sequence
record in ENA

SE GENE PROMOTER FOR PROTEIN PRODUC TION
Robert Jan. TOSCHICA Holger vork, VERBAKEL Johannes Maria A

E=N
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CAPACITIES

Patent

E ;eq u e nCe > EMBL-Bank :A39349 .1 : Sequence 15 from Patent W09413821.

version

Navigate to

related data

e.g. Version
archive

Patent
reference

Sequence P

seqguence record in ENA

View: TEXT XML EASTA Download: TEXT XML EASTA

Overview Source Feature Other Features References Comments Sequence Send feedback =

Molecule type Topology Dataclass Sequence length Sequence Version First public
unassigned DNA linear PAT 300 1

Last updated

1997-02-0S(Release S1 2008-11-14(Release 89)

Description

Seguence 15 from Patent WO22£123821

Navigation =
') Taxon 4911 : Kluyveromyces marxianus
— SVA: Historical versions of this EMBL-Bank record are available
= CABRI: ces
- Straininfo:
Overview
Visible feature range: [1 [200
Overview ——Forward strand 200 bp
........... R E  — SNE—
e atures ——Forward strand 200 bp
1 bp 200 bp
SOUREE: “Kluyweromyres marxianus
Genes BT
cDs =TSR
Source Feature(s) Top =
source 1.300
U Taxon: : Kluyveromyces marxianus
strain
clone
Other Features Too E
Visible feature range: [1 [200 I Filter: (S perault O main Appl
cos 8.295
partial
gene NU1
product INULINASE
protein_id
transiation
4 emsL-cos
References Top =
1 THE USE OF THE KLUYVEROMYCES MARXIANUS INULINASE GENE PROMOTER FOR PROTEIN PRODUCTION
CHAPMAN John Wiliam, MUSTERS Vouter, ROUWENHORST Robert Jan, TOSCHKA Holger York, VERBAKEL Johannes Maria A
QUEST INTERNATIONAL B.V.
(Publied:WOS413821) abstract
CiteXplore
Comments Top | —]|
Other publication AU 5811124 940704

gaacagace
tgtggta

d@Q0dd

< Download >

data

Dates (first public
and last updated)

Graphical viewer

DNA source

Navigate to
external data
sources
e.g. UniProt
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EB-eye — search :)y patent number

EMBL-EBI { i

Search for W00146262 W00146262 literature WO00146262 sequences
and sequence databases

ENA sequence record
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EB-eye — search by patent number

CAPACITIES

* Data Resources &Tools

European Bioinformatics Institute

Search for W00146262 WO0014626R literature WO00146262 sequences

Literature v |WO0146262

0 H 0 o A elp

Search for WQO0146262 in Literature

in: All the EBI

2 results found in Patents

WO00146262

OLFACTORY RECEPTOR GENES AND PSEUDOGENES IN PRIMATES AND MOUSE

The present invention relates to olfactory receptor genes and pseudogenes of 10 primate species, in addition
to mouse. The invention also concerns olfactory receptors encoded by these genes and their utilization.

iew: Pin SRS »in CiteXplore PinEsp@cenet

US2002151692

MNovel polypeptides and nucleic acids encoding same WOO 146262 ———=5

The present invention provides novel isolated ORX polynucleotides and polypeptides encoded by the ORX .
polynucleotides. Also provided are the antibodies that immunospecifically bind to an ORX polypeptide or any ||te rature
derivative, variant, mutant or fragment of the ORX polypeptide, polynucleotide or antihody. The invention .Ord
additionally provides methods in which the ORX polypeptide, polynucleotide and antibody are utilized to o

assess olfactory acuity.

Fiew: »in SRS »in CiteXplore PinEspidcenet
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EB-eye — search :)y patent number

EMBL-EBI { i

Search for W00146262 WO00146262 literature WO00146262 sequences
and sequence databases

W0O0146262 literature

ENA sequence record
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CAPACITIES

B-eye — search

Reset

®

Training Industry

xpress
bt

En Macron ar Structures * Protain Fai
teiPr Small Molecules Enzyme:

PDBe

Dy patent num

Give us
feedback

Sh aiDatabases il enterTexrere [l
SHIE All Databases v | Enter Text Here e etk

® Quick search
" Advanced Search

| EBI Groups [

Training | Industry About | Help

CiteXplore - citation details

site Index B &

rature

{
B newest first

Back to results

No highlighting 1] _highicht | 2

atabases

WO00146262

Publication
* Query History number
Title
= ieh services Inventors
Applicant
Help Language
= Statistics XML
* Medline Full text article
" CBA.
s EP.O. Country
= Citeseer Status
Application date
Whatizit Publication date
= HOP Nucl.
sequences

OLFACTORY RECEPTOR GENES AND PSEUDOGENES IN PRIMATES AND MOUSE
ROUQUIER Sylvie , GIORGI Dominigue
CENTRE NATIONAL DE L& RECHERCHE SCIENTIFIQUE-CNRS

English

esif{ienss.,

Wwo  (Waorld

Intellectual Property Organization)

A2 (Publ.of the Int.Appl. without Int.search REP.)

ate species, i addtion
and mew utilizason

22-12-2000

28-06-2001

Seeall .. ';vn v, The imvoriion
EMBL id £%181213 [ —
Description Sequence 1 from Patent WOD146262,

Seq Length 649

EMBL id AX181215 atu re
Description Sequence 3 from Patent WO0146262,

Seq Length 642

EMBL id AX181216

Description Sequence 4 from Patent WO0146262.

Seq Length 649

Abstract

Classifications
Priority
number
Application
number

The present invention relates to olfactory receptor genes and pseudogenes of 10 primate species, in
addition to mouse. The invention also concerns olfactory receptors encoded by these genes and their

utilization.

WO00146262 in
CiteXplore

LivA scyuciice record
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EB-eye — search
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Search for W00146262 WO00146262 literature WO00146262 sequences
and sequence databases

WOOl46262 in CiteXplore

W0O0146262 literature

ENA sequence record
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EB-eye — search

£8) Groups | Training

Search for W00146262

Home | Contack

Quick Search
Advanced Search

Number Search

Last resultlist ;
v My patents list n

Classification Search

Get assistance ©

Quick Help

» Why are some tabs
deactivated for certain
documents?

» Why does a list of
documents with the
heading "Also published
as" sometimes appear,
and what are these
documents?

» What does A1, A2, A3 and
B stand for after an EP
publication number in the
“Also published as" list?

» What is a cited document?

» What are citing

dnrumanta?

Reset @ -
Go [l B WS

Industry About Us Help sae ince B

European Bioinformatics Institute

European
Patent Office

esp//itenet
Help index

English Deutsch

WO00146262 literature
and sequence databases

‘ [ In my patents list | Print

OLFACTORY RECEPTOR GENES AND PSEUDOGENES IN PRIMATES AND MOUSE

Bibliographic data i Description Claims Mosaics Original document INPADOC legal status

Publication number: \W(00146262 {A2) Also published as:

Publication date:  2001-06-28 WOD146262 (A3)
Inventor(s):

ROUQUIER SYLVIE [FR]; GIORGI DOMINIQUE [FR] + US2002151692 (A1)

CENTRE NAT RECH SCIENT [FR]; ROUQUIER SYLVIE [FR]; GIORGI AL
DOMINIQUE [FR] +

Applicant(s):
Cited documents:

_ EP08B7508 (A2)
COTK14/705; ABTK3I8/00; COTK14/435; AB1K3BI0; (IPC1-7): COTKI4TIS ) xpan2180153 (A)

- European: CO7K14/705 XPO02180154 (4)
Application number: YW(O20001B02017 20001222 XPODD926681 (A)
Priority number(s): 151999017 1746P 19991222; US20000747155 20001221 SRIREUHEL S )

tlassification:

- international:

View all
View INPADOC patent family
View list of citing documents
view document in the European Register %

Report a data error here
Abstract of WO 0146262 (A2)

Translate this text

The present invention relates to olfactory receptor genes and pseudogenes of 10 primate species, in addition to mouse.
The invention also concems olfactory receptors encoded by these genes and their utilization.

Data supplied from the espacenet database — Worldwide

W0O0146262 sequences

WO00146262 in ————~
Esp@cenet

2 record



SLING

Serving Life-science Information for the Next Generation CAPACITIES

EB-eye — search by patent number

W00146262 literature W00146262 sequences
and sequence databases

WO0146262 literature —_—

ENA sequence record
WO00146262 in Esp@cenet



Searching for seguences

advanced SRS text search...
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SRS — for more search options

EMBL EBI:E‘ % r& All Databases v | Enter Text Here Go AmanmSeam g

0,9

Databases | Tools EBI Groups Trammg Industn,r AboutUs Help Site Index Y &

Quick Search [@E ] Tools Results Projects Views Databanks
SRS

Quick Text Search Search Tips

Start a Permanent o N_r“d
Project Fin ucleotiaes

Y matching : Enter Tex Here

Searches Databanks: EMBL Nucleotides

L et

!

1st: Select resources 9nd.

Create query
to search

www.ebi.ac.uk/srs
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SRS — for more search options

Al Dtatiases o [Enter et Here Go Rt @ e
g Advced S
Datahiases | Tools EBIGIops | Traning | Industy. | AboutUs | Help sunie {1 §
(0N LibayPage  QueryFom  Toals Resuls  Projects Vews Databanks (D
SRS
Quick Text Search
Start a Permanent ;
et Find ;| Nucleotdes V. matching : Enter TextHere
Searches Databanks: EMBL Nucleotides ”"W

Select library tab
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SRS — for more search options

labases ¥ |Enter Te Here go Reset O Giews

Search
EBIGroups | Training | Industy | AboutUs | Help sevie fl §

Ol LbraryPage QueyFom  Tools Results Projects Vews  Daabanks (D

s8s >100 databases

Quick Text Search Search Tips
ﬂw Find : Nucleotides | mating: ErerTetHere
frojoct ‘ 4 Available Databanks

Searhes Databanks: ENBL Nutleofides ""W # Expand all =l collapse all R e tODltipS:

SeIeCt | | b rary tab [=] Literature, Bibliography and Reference Databases
@l ] MEDLINE ] Taxonomy [] omim
[ omim Morbid M Patent Abstracts Karyn's Genomes
" erature, Bibliography and Reference Databases - subsections

. f=i] [] MEDLINE {(Updates) [J MEDLIME {Main Release 2010) [] MED2PUB
Pate nt ||teratu re [#¥] Gene Dictionaries and Ontologies
=] Nucleotide sequence databases

1 ] emeL ] Patent DNA [J EMBL {Contig)
[J emeL (C : anded) [ | EMBL {Coding Sequences) [] EMBL ID/Accession Mapping
G4 O IMGTALIGM-DB O imMGT/HLA
IPD-KIR [0 Genome Reviews [ Gr Genes
[] GR Transcripts [] RefSeg Genome [ Livelists
Patent DNA = | Patent DNA NRL1 [ patent DMNA NRL2
—

[*] Nucleotide related databases
[# uniProt Universal Protein Resource

= Other protein sequence databases

[ar]

[] patent Proteins [] EPO Proteins [ PO Proteins [J USPTO Proteins

KIPO Proteins | [ 1,1 [ 1PI History [] MHCBN
Ll poec e Ref: i z = [] Patent Protein
TS {Updates) NRL1

=t | Patent Protein
NRL2
Deprecated Protein Databases
@l ] swall(spTR) [ PIR [ RemTrEMBL
[#] Protein function, structure and interaction databases
#] Enzymes, reactions and metabolic pathway databases

Patent proteins
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SRS — for more search options

faases | EnterTaHoe o Rel @ Gheis

Kcedaucn bk
‘EE\ Groups ‘Trammg Industry ‘Abnul\.\s Help st [l §
Kl LbraryPage QueryFom Toos Results  Projecls Vews  Daabanks (D
SRS
Quick Text Search Search Tips
Start a Permanent 4 Nocksi 3 o -
Droject Find ;| Nucleotdes matching : Enter TextHere

Seatches Databanks: ENBL Nucleofides

(LY et |
Select library tab

Here, selected
NR-level 2 DNA
database

Available Databanks

[#] Expand all =l Collapse all

Show databanks tooltips:

=

=l Litrt‘erature, Bibliography and Reference Databases

@l [] MEDLINE [ Taxonomy ] omim
[J omim Morbid Map  [] Patent abstracts [] Karyn's Genomes
[0 patent Eguivalents

Literature, Bibliography and Reference Databases - subsections

[ail] [J] MEDLINE (Updates) [J MEDLIME {Main Release 2010) [] MED2PUB
[#¥] Gene Dictionaries and Ontologies
=] Nucleotide sequence databases

all O empL [ Patent DNA ] EMBL (Contig)
[] EMBL {Contigs expanded) [] EMBL {Coding Seguences) [] EMBL ID/sccession Mapping
[0 emeL MGa [0 imGTALIGM-DB [ iMGTAHLA

[] 1pD-KIR [J Genome Reviews [J GR Genes
[0 GR Transcripts [ Livelists

O mteount DAL ricu o

.~wuaue related databases\/

| UniProt Universal Protein Resource

[J EPO Proteins [J JPO Proteins [J USPTO Proteins

[J KIPO Proteins O 1p1 [ 1PI History [ mMHCEN
J s " : [] Refseq Proteome [] RefSeq Proteome [] Patent Protein
: t
RefSeq Proteome {Release) {Updates) NRL1

[] Patent Protein
NRL2
Deprecated Protein Databases
@l [ swall(spTR) [J PIR [J RemTrEMBL
[#] Protein function, structure and interaction databases
#/ Enzymes, reactions and metabolic pathway databases
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SRS — for more search options

lahases ¥ |Enter Ted Here 6o ‘A‘;’:;d@s"m Gveus

Databases ‘EE\Gmups ‘Trammg Wustry ‘Abuul\.\s Help ‘ st [l §
Kl LbraryPage QueryFom Toos Results Projects Vews  Daabanks (D
SRS

Quick Text Search Search Tips
Start a Permanent 4 Nocksi 3 ;
Droject Find ;| Nucleotdes matching : Enter TextHere

Seates Daabanks: ENBL Nutaides ""W

Select library tab

Select resources to search
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SRS — for more search options

s anatises | et
‘EEM}mups Training | Industy ‘At:mul\.\s Help ‘

Kl LbraryPage QueryFom Toos Results Projects Vews  Daabanks (D
SRS

Quick Text Search Search Tips
Start a Permanent ! L
roject Find ;| Nucleotdes ¥/ matching : Enter TetHere

Seatches Databanks: ENBL Nucleofides ""W L s

Select library tab Select resources to search

Fields you can search Your search terms

In a single field, you can separate multiple values by: &, | or !

o AllText |

Al :
AllDs [ ]
D
Sequence Count
Seglength
PatentFamily L J
PriortyNumber [ |
PriorityDate ,
Date -

Sequence: DbName
Sequence: DBExref . .
Sequence: Description 1) Select field 2) Type in text
Sequence: Patent

Sequence: PubDate
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SRS — for more search options

Seatches Databanks: ENBL Nucleofides ""W = S P gopansas
Select library tab Select resources to search

Fields you can search Your search terms

In a single field, you can separate multiple values by: &, | or !

0 [AiTex €| won146262

0 [ATex ¥
0 [ATex |
0 [ATex L] l

Here, selected
patent number
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SRS — for more search options

T rher Tot Hor Reset @ Gieus
tahases V| Enter Tex Here Go e
Trining fotls K| sinier | §
Kl LbraryPage QueryFom Toos Results Projects Vews  Daabanks (D
SRS
Quick Text Search Search Tips
Start a Permanent 4 Nocksi 3 ;
Droject Find ;| Nucleotdes matching : Enter TextHere

Seates Daabanks: ENBL Nutaides ‘""W

Select library tab Select resources to search

Fields you can search Your search terms

In & single field, you can separate multiple values by: &, | or!

Create query
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CAPACITIES

RS — for more search options

| Enter Ted Here

Go Reset @ Gieus

Advanced Search

Industry | Aooutls

Thiing

Help sobier ] &

Vews  Daabanks (D

Kl LbraryPage QueryFom Toos Resuls  Projects
SRS

Quick Text Search
Start a Permanent 4 Nocksi 3 o -
Droject Find ;| Nucleotdes matching : Enter TextHere

Seatches Databanks: ENBL Nucleofides

(LY et |

Select library tab

EMBL-EBI 3:° 320 ©

| Tools

Library Page

Databases

Quick Search

Q

O selected results only
& unselected results only

Result Options
Launch analysis tool:
[NCBIBLASTN |~ | IETEC
Show tools relevant to these

Link to related information:

Save results:

| Link |
| save |

view results using:

[ NRLZ2_Summary_View ~ |

Show | 30 ~ | results

per page

Printer friendly view [

Apply Display Options

EBI Groups

u

All Databases

ery Form

Training

~ | Enter Text Here
Industry | About Us

Tools Results

Reset (@
6D, Svanced Saarch

Fields you can search

In a single field, you can separate multiple values by: &, | or !

Your search terms
(¥ search

Give us
feedback

Site Index BN =

[NMrnl2—-A11Text:WOOD146262*]

Query
found 251 entries

REri GRn= U Patent DNA NRL2 seacount]  patent | pubpate |

Databanks

[0 patent DNA NRL2: NRNOOOSEOE4 1 |W001462627A2e‘236 [28—JUN-2001
[ patent DMNA NRL2: NRNOOOIESE1 1 |W00146262—A2/230 |28—JUN—2001
[0 patent DNA NRL2:NRNOOO3IF214 1 [_w_m__W0014626.__,2*A2/224 [28-JUN-2001
|D Patent DMNA NRL2: NRNOODO4ESDS I 1 [woon146262-A2/231 [28-JUN-2001
|EI Patent DNA NRL2:NRNOOOS4390 | 1|WO0146262-A2/232 |'4~ SHIN-2001
[0 patent DN& NRL2:NRNOOOSSOAE 1 IW001462627A2!226 EEER e
[0 patent DMNA NRL2:NRNMOOOSAAET 1|WO0146262-42/233 [28-JUN-20C
[0 patent DHNA NRL2: NRNOOOSEGST 1|WOo0146262-A2/228 (28-JUN-2001 ||
[0 patent DNA NRL2:NRNOOOES6A1 1|WO0146262-A2/239 |28-JUN-204
[l patent DA NRL2: NRNOOO62CE0 1|WO0146262-A2/240 (28-JUN-2

[0 patent DNA NRL2:NRNODO63926E 1|WO0146262-A2/238 (28-JUN-Z2

[0 patent DNA NRL2: NRNOOO6BO30 1|WO0146262-A2/234 (28-JUN-Z

[0 patent DNA NRL2:NRNOO1909BS3 1|WO0146262-A2/270 (28-JUN-Z

| ] patent DN& NRL2:NRNOO1909BC [ 1 |w00146262—A2;121 |28-JUN-2

| [0 patent DNA NRL2:NRNOO1913D1 | 1 |W00146262~A2f418 |28—JUN—2

| [0 patent DMNA NRL2:NRNOO191779 | 1 [ﬁ%@_ﬁ2—h2/332 |28—JUN—2

[0 patent DNA NRL2:NRNOO191876 I 1|WO0146262-A2/17 (28-JUN-Z

[l patent DNA NRL2:NRMNOO121B26 | 1|WOo0146262-42/59 |28-JUN-2L
[0 patent DNA NRL2:NRNOO1S1EGE 1|WOo0146262-A2/303 [28-JUN-2001
[] patent DNA NRL2:NRMNOO1925EF 1(WO0146262-A2/163 [28-JUN-2001
|El Patent DNA NRLZ2:NRNOO1926F4 1|WOo0146262-A2/392 (28-JUN-2001
||:l Patent DMNA NRL2:NRNO0O194AD0 1|WOo0146262-A2/23 (28-JUN-2001

go o entries

inpage [ .. (1) .. 2

8.9.1

Lists non-redundant

nucleotide sequences

from W0O0146262
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Ay feack

Tools ‘EE\Dmups ‘Trammg ‘\ndustry ‘Abuul\.\s Help ‘ sinier | §

Ol LbraryPage QueyFom  Tools Results Projects Vews  Daabanks (D
SRS

Quick Text Search Search Tips
Start a Permanent i+ Nickotd 7 ;
Project Find : Nucleotides matehing : Enter TextHere

Seates Daabanks: ENBL Nutaides ‘""W

Select library tab

W00146262 sequences

— CAPACITIES

Fields you can search Your search terms

In a single field, you can separate multiple values by: &, | or !

(¥ search

Create query
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Reset @ Gieus
B0 s ik

= Fields you can search Your search terms

‘EEM}'ups ‘Trammg Industy | AhoutUs | Help | sinier | §
brary Page  QueryFom_Tools Results Projects Vews  Daabanks (D

SRS
Quick Text Search

Start a Permanent

In a single field, you can separate multiple values by: &, | or! ¥ Search
Quick Search

Find : Nucleotides [ matehing : EierTotHere

Seanhes Dattanks: ENBL Nuclecides ‘""W

Select library tab Select resources to search Create query

ft ) Al Databases ~ | Enter Text Here 6o fe=at @
| EBI G | Training Industry | | Site Index BN &
Quick Search __Library Page Query Form Tools Resuits Projects Views D [HELP]
Text Entry | NRL2_Entry_view | Related Data

Ent O NRNL2:NRNOO197A41 28-JUN-2001
Tht L "Vt_ 1. Patent Family:
niormation [ Family | priority Number [Priority date
Entry from: Patent 26867389 US19990171746P 22-DEC-1999 X
DNA
NRL2 Sequence Entries:

Entry Options EM PAT:AX181616; Sequence 404 from Patent WOD146262. WO0146262-A2/404 28-JUN-2001

EM PAT:AX181640; Sequence 428 from Patent WO0146262. WO0146262-A2/428 28-JUN-2001
Launch analysis tool:

NCBIBLASTN v Features:
= rery source 1..649 organism Mus musculus domesticus
Link to related mol_type unassigned DNa
infarmation: note Taxon = 10092; clone = OR2M; Accession DDBI/EMBEL/GenBank =
m AFO739 “
db_xref taxon:10092
Save entry: m cds <2..>649 product olfactory receptor; region between transmembrane domain s
W00146262 sequences
View: translation [ caicso154.1 ~ q
FTDLCFSSVTMPKLLONMOSQVPSIPYAGCLTQMYFFLFF

FPLHYTSIMSPRLCVSLVLLSWLLTMSHSMLHTLLLTRLS
ACSDIHINELVILIIGGLVVILPFLLVTVSYARIISSILK

VSLFYGTIIGLYLCPSANNSTLKDTVMSLMYTVVTE v
< >
protein_id CACS0071.1 {AX181640}
misc feature 1..649 note AAMTY0.9:4X181640
note Taxon = 10092; clone = OR9M; Accession DDBI/EMBEL/GenBank =
AFO739

W00146262
Sequence Length: 649; Checksum: 2104104226 1dcdceS529ca6533d359fff;

>NRNLZ :NRNOD197441 PN:WOD146262 A2
. cttoactgacctotgottttoctoty caagttgctgca agag
n u C I e Otl d e S e u e n C e coaagttoocttoaatcooctatgeayyctgoCigacacaaatgtacttCtttitgtiott
tggagatcttgagagottoctocttgtggoocatggoctatgaccgatatgtagecatcty
cttocctotteattacaccagoattatgagoocoagyctotytgtyagtottgtgotget
o gtootggttgotgaccatgtocoattecatgotgoacactttgotottaactaggttgte
tttotgtgaaaacaatgtgatcoocoattitttotgtgatctgtotgototgotgaaget
tatactteocatttotactogtoacagtgtottatgoacgoatcatctcotooattoteas
ggtccctteaactegaggoatcocacaaggtettotecacttgtggttocteacctgtotgt

ggtgteactgttotatgggacaattattggoctotacttatgtecatotgotaataacte
tacteotasaggacactgtoatgtototgatgtacactgtggtaactoce
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atent sequence record in NRNL

Gil
5 All Databases v | Enter Text Here Go Reset @ ke

CAPACITIES

Advanced Search

| EBI Grou, | Training | Industry [ About Us | Help site Index B &
Library Page

Quick Search

Query Form Tools Resuits Projects

Text Entry | NRL2_Entry_View | Related Data

[[J] NRNL2:NRNOO197A41 28-JUN-2001
1. Patent Family:

o oo < Priority number

Entry from: Patent 26867389 US19990171746P 22-DEC-1999 and date

Databanks

Sequence Entries:

| Descripion | patent | Date |
EM PAT:AX181616; Sequence 404 from Patent WOD146262, WO0146262-A2/404 28-IUN-2001 < Patent Ilterature

EM PAT:4X181640; Sequence 428 from Patent WO0146262. WO0146262-A2/428 28-JUN-2001

Patent -
equivalents

Features:

|__key [iocation| Qualifier] wvale |
Seq ue nce » source 1..649 organism Mus musculus domesticus ,,”p anet
Link to related mol_type unassigned DNA S T\ PRIMATES AND MOUSE
H information: note Taxon = 10092; clone = OR2M; Accession DDBI/EMBL/GenBank = e
record in ENA )
db_ xref taxon:10092
Save entry: m cds <2..»649 product olfactory receptor; region between transmembrane domain s

protein_id CACS50154.1
View:

. translation [cacso154.1 A
; Printer Friendly FTDLCFSSVTHPKLLONMOSQVPS IPYAGCLTQMYFFLFF |

FPLHYTSIMSPRLCVSLVLLSWLLTHSHSMLHTLLLTRLS
- I ACSDIHINELVILIIGGLVVILPFLLVTVSYARIISSILK

= VSLFYGTIIGLYLCPSANNSTLKDTVHSLMYTVVTP v
‘ ‘ : 2 < Translation
e — - protein_id CACS0071.1 {AX181640} a S at O
= misc_feature 1..649 note AAMTv0.9:AX181640
note Taxon = 10092; clone = OR9M; Accession DDBI/EMBL/GenBank =
AFO739

Sequence:
e Sequence Length: 649; Checksum: 2104104226 1dcdceS29ca6533d359fff;
>NRNLZ :NRNOO197441 PN:UO0146262 A2
cttoactgacctotgettttectetgtoacaatgooccaagttgotgoagaacatgoagay
cocaagttocttoaateccctatgoaggotgooctyacacaaatgtacttotttttgttttt
tggagatocttgagagettectecttgtggocatgyoectatgaccgatatgtagocatoty
cttocctottoattacaccageattatgagococagyetetgtgtgagtettgtgotget
S e q U e n Ce > gtectggttgotgacecatgteccattecatgotgoacactttgetottaactaggttgte
tttotgtgaaaacaatgtgatecoocattttttotgtgatetgtetgotetgotgaaget
ggcctgototgatatteacattaatgaattggtyatattgatcataggagggottgttgt
tatacttccatttoctactecgtecacagtgtocttatgoacgoatcatectectecattecteaa
ggtocoottoaactogaggeatecacaaggtettotecacttgtggttoteacotgtotyt
ggtgtoactgttotatgggacaattattggeotetacttatgtecatetgetaataacte
tactotaaaggacactgteatgtototgatgtacactgtggtaacteoe
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CAPACITIES

SRS — for more search options

T Resel ) Gies
sm ADatases  fEnterT " Sk W

Fields you can search Your search terms

Tk EBlGuus Tanng  hdsty | Aodls K | sk 1 & In a single field, yau can separate multiple values by; &, | or!
Ol LbraryPage QueyFom  Tools Results Projects Vews  Daabanks (D
SRS
Quick Text Search Search Tips
Start a Permanent 4 Nocksi 3 o
Droject Find ;| Nucleotdes matching : Enter TextHere

Seanhes Dattanks: ENBL Nuclecides ‘""W

Select library tab

NRNL2 sequence record W0014’62»62 sequences
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SRS — for more search options

T Resel ) Gies
sm ADatases  fEnterT " Sk W

sobier ] &
Ol LbraryPage QueyFom  Tools Results Projects Vews  Daabanks (D
SRS

Tools ‘EEM}mups ‘Trammg Industry ‘Abuul\.\s Help

Quick Text Search Search Tips
Start a Permanent 4 Nocksi 3 o
Droject Find ;| Nucleotdes matching : Enter TextHere

Searhes Databanks: ENBL Nutleofides

(LY et |
Select library tab

W0O0146262 literature

NRNL2 sequence record

www.ebi.ac.uk/srs

Fields you can search

CAPACITIES

Your search terms

In a single field, you can separate multiple values by: &, | or !

(¥ search

W0O0146262 sequences




Searching for seguences

seguence search...
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Seqguence searching — specialised tools

; Navigate to
S\ S = R 4 1 Datavases venerecree LM “Sequence Similarity
& & Analysis’

Datahases | Tools | EBIGroups | Training | Industy | AboutUs | Help ' Site Ingex T}

= Data Resources &Tools

ENA Genomes Gene Expression Literature Sequence Similari
UniProt MNucleotide Sequences Molecular Interactions = Taxonomy : i
ArrayExpress * Protein Sequences Reactions & Pathways = Ontologies Structure Analysis
Ensembl Macromolecular Structures = Protein Families Patent Resources = Text Mining
InterPro Small Molecules Enzymes Downloads

PDBe YWeb Services

European Bioinformatics Institute

* About the EBI * Events
Research User Support Small Molecule Bioactivity Resources
PhD Studies EBI Mission 14-18 February 2011 more
Training People Registration closes 14th January 2011
Industry Support Events atthe EBI In silico Systems Biology: Network Reconstruction, Analysis and
Group & Team Leaders Genome Campus Events Network-based Modelling
EBI Funders How to Find us 23-26 May 2011 more

Johs Registration closes 1st March 2011

www.ebl.ac.uk
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European Bioinformatics Institute

Navigate to search tools
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oo A -7

St indes B
* Data Resources &Tools

ENA
UniProt

Choose
NEW INTERFACE
Navigate to search tools - i Datovases v

Tools

EMBL-EBI %E Enter Text Here

Databases ' EBI Groups | Training | Industry ’ About Us ' Help

Tools Home EBI > Tools > Sequence Similarit

Tools A-Z Sequence Similarity & Analysis
= |D Mapping
= Literature

T ro— Sequence Similarity & Homology Tools

= Protein Functional Here the userwill he ahle to use various sequence database similarity search tools such
Analysis

= Proteomic Services
= Sequence Analysis
Align
CEMNSOR

Clustalyv2
. These old interfaces will be retired on 1st November 2010. Please use the new interfftes here.
CpG Plot CpGreport

Dna Block Aligner

Form
I ] =¥ Go to Sequence Similarity & Homology Tools page.
GeneWise
Kalign
MAFFT Sequence Analysis Tools
MUSCLE ) ) - ) . . .
o Sequence analysis encompasses the use of various bioinformatic methods to determine the hiological
epstats!

; L function andfor structure of genes and the proteins they code for.
Pepwindows Pepinfo

Promoterwise

=¥ Go to Sequence Analysis Tools page.
SAPS
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Seqguence searching — specialised tools

EMBL-EBI o5 ooz L

Choose
Lot o oaizees v e Search tool B

Toaols | EBI Groups | Training site Index B &
Tools Home
European Bioinformatics Institute Tools A-Z SII‘I‘II'JI’IW & HOI‘I‘IO'OQY
Wieh Services _ ) | o . .
The toals described on this page are prov] qournew | formatics lysis tools fr k. Ifyau
Download have any feedhack or encaunter any issu “letus knows via EBI support.

Navigate to search tools

Mote: The framework is cul ting phase.
Atpresent a subset ofthe sequence sif &y search tools available at EBI are available in the new
framewark. Forthe complete set seetl Sld framenwark.

BLAST

NCBIBLAST () MCBIBLAST Sequence Similarity Search using the NCBI BLAST (hlastall) prograrm. This
tool is available for the following databases:

4 Protein || S Muclective || Q4 vectors

WU-BLAST (O Sequence Similarity Search using the Washington University (WL BLASTZ program
(BLAST 2.0 with gaps). This tool is available for the following datahases

A Protein | | S Muclectide | | Gk Parasites

PSI-BLAST (@ Pasition Specific lterative BLAST (PSI-BLAST, refers to a feature of BLAST 2.0 in which a
profile is automatically constructed fram the first set of BLAST alignments.

A Launch PSI-BLAST
FASTA

FASTA (@O Sequence Similarity Search using the FASTA program. This toal is available for the
following databases:

A Protein | | O Nuclectide | | O Proteomes | |Gy Genomes | | C4 whole Genome Shotgun
A, 43D Protein | | @ ASD Nucleotide | | Q4 LGIC Protein | | S LGIC Nuclsotide
SSEARCH & Seqguence Similarity Search using the S3EARCH program. This tool is available for the
following databases:

A protein | | Ch Mucletide | | Gk Proteomes | | G Genomes | | G whole Genome Shotgun
A &30 Protein | |G ASD Muclectice | | Q4 LGIC Protein | | S LGIC Nuclectide

PSI-Search ()  PSl-Search comhbines the sensitivity of the Smith-wWaterman search algaorithm (SSEARCH)
with the PSI-BLAST (hlastpgp) iterative profile construction strateay to find distantly related
protein sequences.

4, Launch PSl-Search

PSI| search

GGSEARCH ()  GGSEARCH performs a protein vs. protein search using alignments that are global in the
guery and global in the database (Needleman-Wunsch).

A Launch GGSEARCH

GLSEARCH (@) GLEEARCH perfarms a pratein vs. protein search using alignments that are global in the

www.ebl.ac.uk/Tools/sss e




When to use which search?

Query length

NCBI BLAST

time to search

Database size



When to use which search?

V. V V V V

Chose the appropriate
search engine for the job

(one search engine won’t do everything)

BLAST - initial fast search

FASTA - better general search engine
PSI-BLAST - find remote family members
GLSEARCH - match oligo/peptide to gene/protein
GGSEARCH - force full length matches
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Seqguence searching — specialised tools

EMBL-EBI s ooz L

£BI Groups | Training i St index B

searg All Datahaszes w | Enter Text Here Go vamied bearcn  feedback

Tools [ EBI Groups [ Training [ Industry [ About Us [ Help siteindex B &
Tools Home
European Bioinformatics Institute Tools A-Z Similarity & Homology
Wieh Services

matics lysis tools fr k. Ifyau

The tonls described on this page are provided using aur new bi

N avi g ate to Searc h tOOIS Download have any feedhack or encaunter any issues please let us know via EBI support,

Note: The framework is cu a beta testing phase.

Atpresent a subset ofthe sequence similarity search tools availakle at EBI are available in the new
framewark. Forthe complete set see the Old framewark.
BLAST

NCBIBLAST () MCBIBLAST Sequence Similarity Search using the NCBI BLAST (hlastall) prograrm. This
tool is available for the following databases:

4 Protein || S Muclective || Q4 vectors

WU-BLAST (O Sequence Similarity Search using the Washington University (WL BLASTZ program
(BLAST 2.0 with gaps). This tool is available for the following datahases

A Protein | | S Muclectide | | Gk Parasites

PSI-BLAST (@ Pasition Specific lterative BLAST (PSI-BLAST, refers to a feature of BLAST 2.0 in which a
profile is automatically constructed fram the first set of BLAST alignments.

2, Launch PSI-BLAST
FASTA
H e re - try FASTA (@O nce Similarity Search using the FASTA pragram. This taol is available for the

FAS I A p rote i n 2, Protein h Huclectide | | Oy Proteomes | | C4 Genomes | | Shwhole Genome Shotgun

& 450 Protein ||k 430 Muclectide | | S LGIC Protein | | S LBIC Muclectide

SSEARCH & Seqguence Similarity Search using the S3EARCH program. This tool is available for the
following databases:

. Protein 4 Mucledtice 2, Proteomes A Genomes L Whole Genome Shotoun
A &30 Protein | |G ASD Muclectice | | Q4 LGIC Protein | | S LGIC Nuclectide

PSI-Search ()  PSl-Search comhbines the sensitivity of the Smith-wWaterman search algaorithm (SSEARCH)
with the PSI-BLAST (hlastpgp) iterative profile construction strateay to find distantly related
protein sequences.

4, Launch PSl-Search

GGSEARCH ()  GGSEARCH performs a protein vs. protein search using alignments that are global in the
guery and global in the database (Needleman-Wunsch).

A Launch GGSEARCH

GLSEARCH (@) GLEEARCH perfarms a pratein vs. protein search using alignments that are global in the

www.ebl.ac.uk/Tools/sss L
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Seqguence searching — specialised tools

EMBL-EBI - CEEE N o [

EBI Groups | Training | Industry About Us St intex B

terPr Small Molecule:
PDBe

n ) - Tex Reset (@) Give us
m All Databases ~ | Enter Text Here GO S e Bearcn  feadback

Databases | Tools | EBIGroups | Training | Industry | Aboutus | Help site Index B &
Help
Similar Applications FASTAISSEARCH/IGGSEARCHI/GLSEARCH - Protein Similarity Search
Programmatic Access 5 " oo st o . " 2 .
Bawisad This tool provides sequence similarity searching against protein databases using the FASTA programs.
ownlo
Use this tool
= Database Information STEP 1 - Select your databases
HniRrot PROTEIN DATABASES OTHER TYPES
piare X Clear Selection || General
Patents o e Nucleotide Databases
U [A related v []EPO Patent Protein Sequences =
L Specialised
L []JPO Patent Protein Sequences =
L G e Proteomes Databa
ch for FASTA related [ KIPO Patent Protein Sequences o Genands Databacas
ure in Medline.... [[JUSPTO Patent Protein Sequences e WGS Databases N
elect database i e s

[INR Patent Proteins Level-2 res

i For patent proteins:

Enter or paste a| PROTEIN | sequence in any supporeu

Search individual
patent offices

STEP 3 - Set your parameters

PROGRAM Or

FASTA 2
The defauit seltings will fLifill the needs of most users and, for that reason, are | n 0 n re d u n d ant
-
More options... ] Click here, if you want to view or change the default settings
patent datasets

[[]Be notified by email (Tick that box if you want to be notified by email when t
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EMBL-EBI - CEEE N o [

EBI Groups | Training | Industry About Us St intex B

terPr Small Molecule:

PDBe " e P —

European Bioinformatics Institute

Navigate to search tools
EveLE81 57 DI CITAE TN o [ %

Databases | Tools | EBIGroups | Training | Industry | About Us | Help Site Index B &
Help ’
= Similar Applications FASTAISSEARCHIGGSEARCHIGLSEARCH - Protein Similarity Search
Prog mmatic Access 9 = gy » - . ¥ "
D This tool provides sequence similarity searching against protein databases using the FASTA programs.
: D
Use this tool
= Database Infarmation STEP 1 - Select your databases
LniProt OTHER TYPES
pIEarc X Clear Selection || General
Ste 1 " || e Nucleotide Databases
‘A related
U ntu:: a8 = Specialised
¥ Ratents [ e Proteomes Databases o
phfor EASTA related » e Genomes Databases
elect database = o | S -

STEP 2 - Enter your input sequence

Enter or paste a V| sequence in any suppor
: e Here, selected

UniProt Knowledgebase

STEP 3 - Set your parameters +

PROGRAM
v

The defawit settings wili fwifiii the needs of most users and, for that reasc N R p ate nt p ro te I n S L 2

More options... | Crick here, if you want to view or change the default se.

STEP 4 - Submit your job
[[]Be notified by email (Tick that box if you want to be notified by emali when the resuits are available)
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Navigate to search tools Select search tool

(1) Select database
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Seqguence searching — specialised tools

EMBL-EBI - CEEE N o [

EBI Groups | Training | Industry About Us St intex B

terPr Small Molecule:

PDBe " e P —

European Bioinformatics Institute

Navigate to search tools (1) Select database
EveLE81 57 DI CITAE TN o [ %

Databases | Tools | EBIGroups | Training | Industry | About Us | Help Site Index B &
Help ’

= Similar Applications FASTAISSEARCHIGGSEARCHIGLSEARCH - Protein Similarity Search
Prog mmatic Access 9 = gy » - . ¥ "
o sy This tool provides sequence similarity searching against protein databases using the FASTA programs.

. ownload

Use this tool
= Database Information STEP 1 - Select your databases
Ste ? " UniProt PROTEIN DATABASES OTHER TYPES
" Biniarc 1 Databank Selected X Clear Selection || General

UniProt Knowledgebase || e Nucleotide Databases

"ASTA related i iss- iali
Copy/paste == - Cleeeere

e nEnts ) e Proteomes Databases e

search for FASTA related [JNR Patent Proteins Level-1 e Genomes D ses

ol alan et = NR Patent Proteins Level-2 |l _* WGS Data

sequence =

Enter or paste a ~ | sequence in any supported format:
o r [ >patent_prt|A00210| 400210 H.sapiens protein induced from erbryonic
foreskin cells
MVVSEVDIAKADPAALASHPLLLNGD ATVAQKNPGSVAENNLCSQYEEKVRPCIDLIDSLR

-
u I oa d fl I e ALGVEQDLALPAIAVIGDQSSGKSSVLEALSGVALPRGSGIVTRCPLVLELKKLVNEDKY
RGKV
or Upload a file:

STEP 3 - Set your parameters

STEP 2 - Enter your input sequence

Copy/pasted

PROGRAM

v .
The defawit settings wili fwifiii the needs of most users and, for that rea. p ate nt p rote I n AO O 2 1 O

More options... | Crick here, if you want to view or change the defaul

from patent EP0242329

[[]Be notified by email (Tick that box if you want to be notified by em!
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ENA

PDBe

% All Databases ~ | Enter Text Here Go ::;?‘ﬁaarm Give us

| EBIGroups | Training | Industry | AboutUs Help Site Index B £

= Help
= Similar Application
= Pr

FASTAISSEARCHIGGSEARCHI/GLSEARCH - Protein Similarity Search

0

ammatic Access

This tool provides sequence similarity searching against protein databases using the FASTA programs.

Use this tool

formation STEP 1 - Select your databases
PROTEIN DATABASES OTHER TYPES
St 3 O [1 Databank Selected X Clear Selection || General
ep [} UniProt Knowledgebase || e Nucleotide Databases

v [ UniProtkBiSwiss-Prot

Specialised

v
Patents _ e Proteomes Databases o]
A related [CINR Patent Proteins Level-1 Genomes Databases
ne...

barametersil © | (2) Copylpaste sequence

Enter or paste a v | sequence in any supported format:
[ >patent_prt|A00210|A00210 H.sapiens protein induced from enbryonic
foreskin cells
MVVSEVDIAKADPAALASHPLLLNGDATVAQKNPGSVAENNLCSQYEEKVRPCIDLIDSLR
ALGVEQDLALPAIAVIGDQSSGKSSVLEALSGVALPRGSGIVTRCPLVLKLKKLVNEDKW
RGKV

or Upload afile: Browse..

STEP 3 - Set your parameters

Can change

FASTY lick here, ifyouw . Search englne
SSEARCH ur job
GGSEARCH

ail (Tick that box If you want to De NOGIS W 10y SLian Wilcil (g (E0u8is Sie avalaiiie

GLSEARCH
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PDBe

European Bioinformatics Institute

Navigate to search tools

Select search tool

2 ses R t Giy
s DT T S oo " .
Databases | Tools | EBIGroups | Training | Industry | About Us | Help | Site Index B &
= Help ’
= Similar Applications FASTAISSEARCHIGGSEARCHIGLSEARCH - Protein Similarity Search

Pr

ammatic Acc

©
7]
7]

This tool provides sequence similarity searching against protein databases using the FASTA programs.
Use this tool

formation STEP 1 - Select your databases

PROTEIN DATABASES OTHER TYPES

Step 3 O | 1 Databank Selected X Clear Selection || General
]

UniProt Knowledgebase

“1|| e Nucleotide Databases
v [ UniProtkBiSwiss-Prot Specialised
¥ Patents i : 2 Z o~
Set & refated CINR Patent Proteins Level-1 Y O auaces '

Genomes Da ses
re--- NR Patent Proteins Level-2 v * WGS Databa

parameters ~ ‘| (2) Copy/paste sequence

Enter or paste a

v | sequence in any supported format:
>patent_prt|A00210|A00210 H.sapiens protein induced from enbryonic
foreskin cells
MVVSEVDIAKADPAALASHPLLLNGDATVAQKNPGSVAENNLCSQYEEKVRPCIDLIDSLR

ALGVEQDLALPAIAVIGDQSSGKSSVLEALSGVALPRGSGIVTRCPLVLKLKKLVNEDKY
RGKV

or Upload afile: Bros

STEP 3 - Set your parameters

PROGRAM = Can Change

e defauit Seih

More options.

STEP 4 - Submit your job

'S will fifiif the needs of mas’

search parameters

[[]Be notified by email (Tick that box Jf you want 10 De HOGISW Dy ©al Wilsls (g (eswls aie avaiaiie
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STEP 3 - Set your parameters

PE{QG R}'«M
|FASTA b
T3 has will fLifili the needs of most users and

( More options... | Loiick here, if you want to view or chang

¥

STEP 3 - Set your parame

User manual

= |ntroduction
= How to use this tool
= Step 1 - Database

Databases

= Step 2 - Sequence

tnput Window
File Upload
Sequence Type

= Step 3 - Parameters

Program
Matrix

Matchfmismatch_sco

Gap Open
~Gap Extend
KTUP

Expectation Upper
Limnit

CAPACITIES

How to optimise parameters?

EMBL-EBI & & :

A | Matrix

Tecoparison matrix to be used to score alignments when searching the database

BLOSUMSD  BL5O
BLOSUME2  BLEB2
BLASTPB2 BPB2
BLOSUME0  BLSO
PAM120 P120
PAM250 P250
MDM10 M10
MDM20 20
MDM40 W40

Default vaive is: BLOSUMSO [BL50]

Additional information
e Read more about matrices

'BLOSUMS0 | -10 v|-2 v|2

DNASTRAND  HISTOGRAM  FILTER

NFA ¥ no ¥ | none

SCORES ALIGNMENTS  SEQUENCE RANGE
50 v | 50 ¥ |START-END

PRO G F{.’Q‘M - Exnectation | ower
FASTA [ provides help

] .

MATRIX | GAP OPEN GAP EXTEND  KTUP

v;_'1[l

v | Regress

EXPECTATION EXPECTATION
UPPER VALUE LOWER VALUE

v | 0 (default
STATISTICAL ESTIMATES

v

DATABASE RANCE
| START-END




How to optimise parameters?

QUERY LENGTH MATRIX open ext
>300 BLOSUM50 -10 -2
85-300 BLOSUMG62 =’/ -1
50-85 BLOSUMS0 -16 -4
>300 PAM250 -10 -2
85-300 PAM120 -16 —4
35-85 MDMA4 0 -12 -2
<=35 MDM2 0 22 -4
<=10 MDM10 -23 —4

gy gy

Choose MATRIX and GAP PENALTIES

according to the size of the query sequence



How to optimise parameters?

What do | use
for short
sequences?

VvV V V V

use strict matrices
use high gap penalties
avoid masking

allow high e-values
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Navigate to search tools

Select search tool
o DT A < o, S

Advanced Search

Databases | Tools | EBIGroups | Training | Industry | About Us Help Site Index B &
= Help ’
= Similar Applications FASTAISSEARCHIGGSEARCHIGLSEARCH - Protein Similarity Search

Pr ammatic Acc

©
7]
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This tool provides sequence similarity searching against protein databases using the FASTA programs.

Use this tool

formation STEP 1 - Select your databases
PROTEIN DATABASES OTHER TYPES
O | 1 Databank Selected X Clear Selection || General
ep [} UniProt Knowledgebase || e Nucleotide Databases
v [ UniProtkBiSwiss-Prot Specialised

¥ Patents i : 2 Z o~

Set A related [CINR Patent Proteins Level-1 $ Eiieorgeebatduasts !
ne...

barametersil © | (2) Copylpaste sequence

Enter or paste a v | sequence in any supported format:
[ >patent_prt|A00210|A00210 H.sapiens protein induced from enbryonic
foreskin cells
MVVSEVDIAKADPAALASHPLLLNGDATVAQKNPGSVAENNLCSQYEEKVRPCIDLIDSLR
ALGVEQDLALPAIAVIGDQSSGKSSVLEALSGVALPRGSGIVTRCPLVLKLKKLVNEDKW
RGKV

or Upload afile: E

STEP 3 - Set your parameters H e re . u Se d efau |t

PROGRAM

v

The defawit seltings wilf flaifiss t
Click here, N yOoU walii (o vic p aram e e rS

STEP 4 - Submit your job

[[]Be notified by email (Tick that box if you want to be notified by emali when the resuits are available)
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EMBL-EBI Psi uioacases wlvoonszsd KR e

Training | Industry Al i St index B

PDBe

A AiDatabases i EnterTextriers LA A
sﬁ All Databases ~ | Enter Text Here Go O rced Search  feedback

| EBIGroups | Training | Industry | aboutus | Help Site Index B &

* Help
= Similar Applications FASTAISSEARCHIGGSEARCH/GLSEARCH - Protein Similarity Search

Programmatic Access

This tool provides sequence similarity searching against protein databases using the FASTA programs.

Use this tool

= Database Information STEP 1 - Select your databases

PROTEIN DATABASES OTHER TYPES
1 Databank Selected X Clear Selection || General

S 1 . “ [¥] UniProt Knowledgebase || e Nucleotide Databases

tep . v [[] UniProtkBiSwiss-Prot Specialised
¥ Patents i
Prot Dataha ~
=d [INR Patent Proteins Level-1 etmleames Lalahases

submit o s P v (2) Copy/paste sequence

STEP 2 - Enter your input sequence Can se I e Ct to h ave

Enter or paste a ~  sequence in any suppor

results emailed
or Upload afile: |

STEP 3 - Set your parameters
PROGRAM

v

The defawit settings wilf fLlfiii the n Crnost users and, for that reason, are not visibie.

Click_fx wyou want to view or change the default seltings.

STEP 4 - Subsiiicyour job
[[] Be notified by email (Tick that box if you

email when the results are availabie) (3) S et p aram ete rS
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Navigate to search tools Select search tool (1) Select database

(2) Copy/paste sequence

(4) Submit

(3) Set parameters
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Sequence searc

European Bioinformatics Institute

Navigate to search tools Select search tool
] AiDatabases _w|EnerTetrere |3

| EBI Groups

(1) Select database

Reset (?)

Give us
Acvanced Search  feedback

| Training | Industry | aboutus | Help

e e Results include patent
 Summary Table JREGHIReITITY

Visual Output | Functional Predictions
Alignments proteins (from NRPL2)...
Selection: | Show Annotations | Hide Annotations Show Ally
Download | in|fasta +|format
| e~ ]
Clear Selection Select 2l Invert Selection

NRPLZ:NRPOO1327BA

el

py/paste sequence

BRUSBAT0R B! 12 and non-patent proteins
2 NRPL2:NRPO01327B5 PMN:EP0242329 A2 124
5 NRPLZ:NRPOO1827B9 | PN:US5466585 A& 124 (fro m U n | P rotK B)
4 TR:COJULT _HUMAN Putative uncharacterized protein MX1 OS=Homo 7
sapiens GN=MX1 PE=3 SV=1
references and related information in: | |1-_‘~'_-‘1-v‘-{§‘“:“m_” S
P Muclectide Sequences P Genomes P Ontologies
P Protein Families P Literature L
& TR:COJN1S_HUMAN | Putstive o - ———rmme | 201 V d d t I t t
iew additional annotation
Cross-references and related information in:
P Muclectide Sequences P Genomes P Ontologies .
> Protein Familes b Literature (n on-p atent P rotein S)
5 NRPLZ:NRPO0221FCS  PN:US2007218466 &1 508 794 100.0 t
\vl - W - rl\-/\.l U\I'le erS
v NRPLZ2:NRPOO12C2FS  PMN:US2007218466 A1 662 794 100.0 100.0 6.3E-46
7
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Seq U e n Nucleotide Sequences references for entry COJULT_HUMAN from UniProtKB

'his entry has other cross references in: InterPro - Medline - Taxonomy - GO - Ensembl - HGHC - EMBL-Bank oy

“13 results found in EMBL Release (Normal Divisions)

2=l AP001610
Homo sapiens genomic DNA, chromosome 21, clone:CIT2533B8, MX1-D215171 region.

IYiew: Pin ENA »in EMBL format »in SRS »in EMBL-SVA
References: PENMBL-Bank P Taxonomy PinterPro P UniProtKkB »PDBe PHGNC

Navigate to seq S pase

Leye Homo sapiens chromosome 21 from cosmid LL21NCO02-14C10 map 21922.2,D215349-Mx1
| EBIGroups | Training e Lew: Pin ENA  »in EMBL format »in SRS »in EMBL-SVA

European Biol

FASTA Results
EITE RS | Tool Output | | Visu

AL773578
Alignments Homao sapiens chromosome 21 from PAC RP1-265B89 map 21¢22.2,0215349-Mx1 e

Selection: | Show Annotations || Al ¥/ew: PINENA »in EMBL format »in SRS »in EMBL-SVA
Download | in|fasta M Feéeferences: PEMBL-Bank » Taxonomy PInterPro  »UniProtKB  » HGNC

Clear Selection Select 2l Inwvert Selection
Align. | DB:ID s View in the UniProt website: » COJUL1 HUMAN seqguence
4 MNRPLZ2:NRPOO1327B4A | PN:USE4
2 MRPLZ:MRPOO1327B85 PNEPD242329 A2 124 794 100.0 1.6E-46
3 NRPLZ2:NRPOO1327B9  PMN:USS54665385 A 124 794 100.0 108 1.6E-46
4 TR:CJULT _HUMARN Putative uncharacterize: 1 OS=Homo 197 794 100.0 100.0 546

sapiens GN=MX1 PE=3 S

e information in:

: au(r}snomes » Ontologies Re I ated E M B L

5 TR:COJN1S_HUMAN Putative uncharacterized protein MX1 OS=Homo 201 794 100.0
sapiens GN=MX1 PE=3 SV=1

Cross-references and related information in: n u C I e Oti d e e ntri es

P Muclectide Sequences P Genomes P Ontologies 4
P Protein Families P Literature L

NRPL2:MRPO0221FCS  PN:US2007218466 &1 508 794 100.0 100.0 51E-46
Bls (3) Set parameters

v i Z 012C2FS 5 7 B 3 . 3E-
vl NRPLZ:NRPOO12C2FS  PN:US2007218466 A1 662 794 100.0 100.0 6.3E-46
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Genomes references for entry CO9JULT_HUMAN from UniProtKB

in: InterPro - Medline - Taxonomy - GO - Ensembl - HGHC - EMBL-Bank

11 result found in HGNC

HGNC:7532

Approved Symbol MX1

Approved Name: myxovirus (influenza virug) resistance 1, interferon-inducible protein p78 {mouse)
Status: Approved

NaVIQate to seg Allases: IFI-T8K MxA ase

Locus Type: gene with protein product

o A Databaces — wEnerte] | C/MOMOSOME 214223

References. pMedline  »UniProtKB

European Bioin|

| EBI Groups | Training | Indust

FASTA Results 1 result found in Ensembl Gene
R AEEE | Tool Output || Visua -
Alignments ENSG00000157601 L

Selection: | Show Annotations | Hid  Myxovirus {influenza virus) resistance 1, interferon-inducible protein p78 {mouse) [Source:HGNC
SymbolAcc:7532)
Speclies: Homo sapiens -
References. » Taxonomy P Ensembl Genomes thue »UniProtkB PEnsembl » GO PHGNC »

EMBL-Bank sequence

Download | in|fasta ¥

Clear Selection Select 2l Inwvert Selection

NRPL2:NRPOO1527B4

2 NRPLZ:NRPOO1827858 PN:EP0242329 A2 124 794 100.0 1.6E-46
3 NRPLZ:NRPOO1827B3  PN:USS466585 A 124 794 100.0 100 1.6E-46
4 TR:COJULT _HUMAN Putative uncharacterized protein mo 197 794 1000 100.0 546

sapiens GN=MX1 PE=3 SV=1
Cross-references and (et orgser Ui
P Muclecotide Sequen pritologies .
> Frccin Famics > Lo Related genomic
5 TR:COJN1S_HUMAN Putative uncharacterized protein MX1 OS=Homo 201 794 100.0
sapiens GN=MX1 PE=3 SV=1

Cross-references and related information in: i n fo rm ati O n

P Muclectide Sequences P Genomes P Ontologies
P Protein Families P Literature L

(3) Set parameters

5 NRPLZ:MRPOD221FCS  PMN:US2007218466 A1 508 794 100.0 100.0 S1E-46

7 NRPLZ:MRPOD12C2FS  PMUS2007218466 A1 662 794 1000 1000 6.3E-46
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[ - L L 1
Ontologies references for entry COJULT_HUMAN from UniProtKB

erences in: InterPro - Medline - Taxonomy - GO - Ensembl - HGH(¢ EMBL-Bank

2 results found in GO

G0O:0003924

GTPase activity

Ontojogy: molecular function

Catalysis ofthe reaction: GTP + H20 = GDP + phosphate.

Fiew: pin SRS

European Bioinf|

G0O:0005525

N aVl g ate to Sea GTP bin(lil;g )aS e

Ontojogy: molecular function

ﬁ Interacting selectively and non-covalently with GTP, guanosine triphosphate.

IYiew: Pin SRS

| EBI Groups | Training | Indust

Bl > Tools > Similarity & Homology >

FASTA Results 1 result found in Taxonomy
f-umma_[-y'fl%ble:» Tool Output | Visual 9606
Alignments Homo sapiens

Selection: | Show Annotations || Hig CCf70OR hame: human

Download | in|fasta ~| Ijew: pin Taxonomy format Pin SRS pin ENA
rences. P Taxonomy P Other references,.. b

b COJUL1 HUMAN sequence

Clear Selection Select 2l Inwvert Selection

v NRPLZ:NRPOO1 32764
14

2 NRPLZ:NRPOO1827858 PN:EP0242329 A2 124 794 100.0 X 1.6E-46
3 NRPLZ:NRPOO1827B3  PN:USS466585 A 794 100.0 100% 5-46
4 TR:COJULT _HUMAN Putative uncharacterized protein MX1 OS=Hom I 794 1000 100.0

sapiens GN=MX1 PE=3 SV=1

Cross-references and related J'nform 2 -
P Nuclectide Sequences P Genom Ontologies - == =
P Protein Families b Literature G e n e 0 nto I O gy (G O) =

5 TR:COJN1S_HUMAN Putative uncharacterized protein MX1 OS=Homo 201 794 100.0
sapiens GN=MX1 PE=3 S¥=1 . .
Cross-references and related information in: I I l f p t
P Muclectide Sequences P Genomes P Ontologies ap p I n g O r rO e I n
P Protein Families P Literature

5 NRPLZ:MRPOD221FCS  PMN:US2007218466 A1 508 794 100.0 100.0 51E-46

(3) Set parameters

7 NRPLZ:MRPOD12C2FS  PMUS2007218466 A1 662 794 1000 1000 6.3E-46
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ENA

European Bioinf|

Navigate to sea
2 Al Databases | Enter Tor

| EBI Groups

j Training Indust

FASTA Results

Sl | Tool Output | Visual

Alignments
Selection: Hid

in|fasta v/

Show Annotations

Download

Clear Selection

Select 2l

Inwvert Selection

Protfein Families references for entry COJULT_HUMAN from UniProtKB

eferences in: InterPro - Medline Taxonomy - GO - Ensembl - HGH( EMBL-Bs

4 results found in InterPro

IPRO0O1401

Dynamin, GTPase domain

Membrane transport between compartments in eukaryotic cells requires proteins that allow the budding and
scission of nascent cargo vesicles from one compartment and their targeting and fusion with another.
Dynamins are large GTPases that belong to a protein superfamily that, in eukaryotic cells, includes classical
dynamins, dynamin-like proteins, OPA1, Mx proteins, mitofusins and guanylate-binding proteinssatlastins ,
and are involved in the scission of a wide range ofvesicles and organelles. They play a role in many
processes including budding oftransport vesicles, division of organelles, cytokinesis and pathogen
resistance. The minimal distinguishing architectural features that are common to all dynamins and are
distinct from other GTPases are the structure of the large GTPase domain {300 amino acids) and the
presence of two additional domains; the middle domain and the GTPase effector domain {GED), which are
involved in oligomerization and regulation of the GTPase activity. This entry represents the GTPase domain,
containing the GTP-binding motifs that are needed for guanine-nucleotide binding and hydrolysis. The
conservation ofthese motifs is absolute except for the the final motif in guanylate-binding proteins. The
GTPRase catalytic activity can be stimulated by oligomerisation of the protein, which is mediated by
interactions between the GTPase domain, the middle domain and the GED.

InterPro format »in SRS »inlnterpro Matches
P interPro »UniProtKB » GO »PDBe » Medline

Fiew: Pi

References:

IPRO15577
Interferon-induced hix protein

The dynamin superfamily consists of large GTPases that play important roles in endocytosis, intracellular mel
ahle to assemble into oligomers, such as rings and spirals, and are thought to generate force in order to con

required for clathrin-mediated endocytosis, which in turn appears to require GTP hydrolysis . Interferon-induc
superfamily of large GTPases. Like dynamin, they are large proteins that are able to selffassemble and have
activity makes Mx proteins are unique from other members of the dynamin superfamily. Also, Mx proteins are

expressed in the cell. In general, they appear to detect viral structures and cause these structures to get sorte],

of new viral particles. Mx proteins generally consist of a N-terminal GTPase domain and a C-terminal effector
dynamin superfamily members.

L : PininterProformat »in SRS p»ininterpro i hes Sequence
NRPLZNRPOO1 827B4 © pinterPro > Medline » UniProtkB
1 RPL2: 015278
2 NRPL2:NRPO01327B5 PMN:EP0242329 A2 124 794 100.0 X 1.6E-46
3 NRPLZ2:NRPO01327B3  PMN:US5466585 A 124 794 100.0 100% 5-46
4 TR:CJULT _HUMAN Putative unchar: otein MX1 OS=Homo 197 794 1000 100.0
sapiens GN=X1 1
Craoss-references and related information in: E a
aguences P Genomes P Ontologies - - =
b Prolein FamiiosYp Lisraturs InterPro family/domain -
5 TR:COJN1S_HUMAN P i sprracterized protein MX1 OS=Homo 201 794 100.0
sapiens GN=MX1 PE=3 S¥=1 . .
Cross-references and related information in: I f t
P Muclectide Sequences P Genomes P Ontologies C aSSI I Ca IO n -
P Protein Families P Literature
5 NRPLZ:NRPO0221FCS  PN:US2007218466 &1 508 794 1000 100.0 51E-46 (3) Set param ete I"S
7 NRPLZ2:NRPOO12C2FS  PMN:US2007218466 A1 662 794 100.0 100.0 6.3E-46
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Literature references for entry C9JULT_HUMAN from UniProtKB

. InterPro - Medline - Taxonomy - GO - Ensembl - HGHC - EMBL-Bank

2 results found in Medline

20289799

ALBANESE AA, SAUR B, IRBY V

The microcolorimetric estimation of plasma proteins.

(Mar-1947) The Journal of laboratory and clinical medicine, 32 (3) 1296-9
iew: »in Medline format »in SRS

References. b References in All the EBI

European Bioinf|

Navigate to sea
] AiDatabazes ] Enter Tox

| EBI Groups

10830953

Hattori M, Fujivama A, Taylor TD, Watanabe H, Yada T, Park HS, Toyoda A, Ishii K, Totoki Y, Choi DK, Groner Y,
Soeda E, Ohki M, Takagi T, Sakaki Y, Taudien S, Blechschmidt K, Polley A, Menzel U, Delabar J, Kumpf K,
Lehmann R, Patterson D, Reichwald K, Rump A, Schillhabel M, Schudy A, Zimmermann W, Rosenthal A, Kudoh
J, Schibuya K, Kawasaki K, Asakawa S, Shintani A, Sasaki T, Nagamine K, Mitsuyama S5, Antonarakis SE,
¢ >FASTA Minoshima S, Shimizu N, Nordsiek G, Hornischer K, Brant P, Scharfe M, Schon O, Desario A, Reichelt J, Kauer
G, Blocker H, Ramser J, Beck A, Klages S, Hennig S, Riesselmann L, Dagand E, Haaf T, Wehrmeyer S, Borzym
K, Gardiner K, Nizetic D, Francis F, Lehrach H, Reinhardt R, Yaspo hML, Chromosome 21 mapping and

| Training | Indust

FASTA Results

SummaryTable Tool Output = Visual sequencing consortium

Alignments The DNA sequence of human chromosome 21.
. {(18-Ma-2000) Nature, 405 (6784) :311-9

Selection: | Show Annotations Hic

iew: pinMedline format »in SRS
References. pReferences in All the EBI

Download | in|fasta v |

Clear Selection Select 2l

Inwvert Selection

14

2
M3
¥4

s
M7

NRPL2:MRPOD1327B5
NRPL2:NRPO0D1527B9

TR:COJULT _HUMARN

TR:COJN1S_HUMAN

NRPL2:MRPOD221FCS

NRPL2:NRPOO12C2FS

NRPL2:NRPOO1527B4

lYiew in the UniFrot website:

b COJULT HUMAN

sequence

PM:EPD242329 A2
PM:US5466585 &

Putative uncharacterized prot
sapiens GN=MX1 PE=3 SV=1

Cross-references and related information in:

P Nuclecdtide Secqgertes Beapmes P Ontologies
s P Literature

P Protein Famili
Putative uncharacterm e X1 OS=Homo
sapiens GN=MX1 PE=3 SV=1
Cross-references and related information in:
P Muclectide Sequences P Genomes P Ontologies
P Protein Families P Literature

=Homo

PMN:US2007218466 A1

PRUS2007218466 A1

124 794

197 794

2m 794

s08 794

1000

1000

1000

1000

1000

1000

-

100.0

100.0

1000

1.6E-46

1.6E-46

RE-46

Literature

51E-46

6.3E-46

(3) Set parameters
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Navigate to search tools

ﬁ All Databases + | Enter Text Here Go

| Aboutus

EBI Groups | Training | Industry

FASTA Results

Inwvert Selection

NRPLZ:NRPOD1827B4  PM:US6407208 B1

S Y | Tool Output || visual Oufgut | Functional Predictions || Suywission Details || Submit Another Job
Alignments
Selection: | Show Annotations | Hide Annotations Show Alignments | Hide ats
Download | in|fasta v |format Functlonal
Clear Selection Select 2l

Select search tool

Reset (@)

Advanced Search

Site Index m %

Give us
feedback

predictions on

s
M7

NRPL2:MRPOD1327B5
NRPL2:NRPO0D1527B9

TR:COJULT _HUMARN

TR:COJN1S_HUMAN

NRPL2:MRPOD221FCS

NRPL2:NRPOO12C2FS

PM:EPD242329 A2
PM:US5466585 &

Putative uncharacterized protein MX1 OS=Homo
sapiens GN=MX1 PE=3 SV=1
Cross-references and related information in:
P Muclectide Sequences P Genomes P Ontologies
P Protein Families P Literature

Putative uncharacterized protein MX1 OS=Homo
sapiens GN=MX1 PE=3 SV=1

Cross-references and related information in:
P Muclectide Sequences P Genomes P Ontologies
P Protein Families P Literature

PMN:US2007218466 A1

PRUS2007218466 A1

124 794 100.0 .
ALL proteins
197 794 100.0 ESSES o
201 794 100.0 100.0 2.4E-46
508 794 1000 100.0 51E-46
(3) Set parameters
662 794 100.0 100.0 6.3E-46
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Navigate to search tools Select search tool (1) Select database

(2) Copy/paste sequence

Result summary + annotation

(4) Submit (3) Set parameters
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sas " Reset (2) Give us
m All Databases w | Enter Text Here GO ced earch  feedback

| EBI Groups | Training | Industry About site Index B &

e | v r Extract

Summary Table  Tool Qutput  Visual Output Submission Details = Submit Another Job

SHEH S . .
Fast Family and Domain Prediction I nfo rm atl O n

Download in SV¥G format = Switch to Subject Sequence View

| Databases: uniprotkb, nrpl2 Finished Wed’, Oct
{Sequence: A00210 A0D0210 H.sapiens protein induced from embryonic fores

[FASTA (version: 35.04 Feb. 20, 2010) Launched Wed, Oct 132010 at 20-33-061 S e TR, T,
Length: 124 J

Fast Family and Domain Predicuon Functional predictions:

Putative uncharacterize

e mene INtEIPro family/domain

BPFEAM Dynam

st R =
BPRINTS,

opes

BUndlassified CIaSSificationS

Putative uncharacterized protein MX1 OS=..,

BPANTHER Interferon-induced Mx protein
BPFAM Dynamin, GTPase domain

B SMART Dynamin, GTPase domain
BPRINTS Dynamin

OPROSITE Dynamin, GTPase region
BUncdlassified

BUnclassified e
BUndassified

: 5 Visual comparison = lence

1557.7:’ B e e e e e e ——— T Y  E) PANT HER Inte
IPROD1401» T — 1 B P AM Dyr
ugsg%égo;» A B § M ART Dyr 0 a o
i 0 findm tial match
- -~ N -~ -~~~ =
IPRo22812> eemnrs on - TIN IS- Or partial matches
IFRO03130> -+ BSMART Dyn =
IPRO20850» BPROFILE GTPa
IPRO19762» -+ OPROSITE  Dynam i oviaseregron — - e
SSF52540» [ " WUndlassified 5 suorce s pe— o
FTHR11566» === WUndassified
G3DSA:3.40.50.3000  —mmmmemmeeme oo e BUndlassified
1 . ., .
E\?RDAS— cDNA, FLJ96524, highly similarto Homo s.. | I rl O rltlze
36/1’ BPANTHER Interferon-induced Mx protein
» BPFAM Dynamin, GTPase domain
401» BSMART Dynamin, GTPase domain |t
375» BPEAM Dynamin central dom ain re S u S
812» BPRINTS Dynamin
130» BPEAM Dynamin GTPase effector
130» B SMART Dynamin GTPase effector TR T o G e Ay
850» OPROFLE GTPase effector dom ain, GED = l
762» OPROSITE Dynamin, GTPase region
5 gggb BUncdlassified
> BUncdlassified
G3DSA:3.40.50 300 ndassifie

; e BUndassified (3) Set parameters
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Select search tool (1) Select database

(2) Copy/paste sequence

Result summary + annotation (4) Submit (3) Set parameters



Accessing old entries

seguence archives...
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Seqguence archives

« ENA nucleotide sequence version archive (SVA)
www.ebi.ac.uk/embl/sva
The ENA Sequence Version Archive is a repository of all entries which have ever appeared in EMBL-Bank
Seguence Database.
?ovij Jcarn use this page to hrowse the archive or use the batch retrieval form.
FAQ.
Accession Number or Sequence Version:| | Go! | [ case sensitive
Ewapshot at | lay-month= T3E=t=t888 or 30-NOV-1998) Current version
- Un Search by date > ; Search by accession only -
WW get specific record | get all records

‘rotkKH SequencefAnnotation Version niSave) is a repository of UniProtkKBrSwiss-FProt and
KBITrEMBL entry versions.

F. mary accession numberorentwname:l | Gol I
IEate: I

day-maonth-ye e =NOV-1998) or year-month-day.

Show Help
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Seqguence archives

The ENA Sequence Version Archive is a repository of all entries which have e

Sequence Datahase.

You can use this page to browse the archive or use the batch retrieval form.

F.AQ

Accession Number or Sequence Version: |AX429748

Snapshot at |

Accession Number Entry Version
] AX429748 1
] A
g A Compare different
] N versions
] ARG oo '
] AX4297¢ 1
] AX4297, 1
D r;‘kll

Compare Selected

—

Gol

day-rmonth-year (e.g. 30-11-1998 or 30-NOV-194E)

8 matches

Sequence Version Release
AX429748.1 97
AX42974F
AR2A7 View old
AX42874 .
AM?QM entries
AX429745 e
AX429748 .1 72
AX429748 1 71

[] case sensitive

[ View ][ Save ]Selected in EMEBL +~  format.

Provides complete
version list

Current version
Issue Date
28-NOV-2008  View
JUN-2006  View
AAR-2006  View
AAR-2005  View
AWG-2005  View
co-MAY-2003  View
21-JUN-2002  View
J0-MAY-2002 View




- SLING

Serving Life-science Information for the Next Generation CAPACITIES _

Seqguence archives

You can use this page to browse the archive or use the batch retrieval form.

F.AQ.
Accession Number or Sequence Yersion: |A><429748 Gol! [ case sensitive
Snapshot at day-month-year (e.g. 30-11-1998 or 30-NOV-1998) Current version
Backto List
ID  AX429748 standard; DNA; HUM:; 100 BP.
XX
AC  AX429743;
pro’d
SV AX429748.1
XX
DT  21-JUN-2002 (Rel. 72, Created)
DT 21-JUN-2002 (Rel. 72, Last updated, Version 1)
0%
DE Secquence 13 from Patent EP1203827.

Homo sapiens (human)
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia:
Eutheria; Primates; Catarrhini; Hominidae; Homo.

[1]

Smith J.C.:;

“Polymorphisms in the human kdr gene™;
Patent number EP1203827-A/13, 03-MAY-2002Z.
AstraZeneca AB (SE).

Key Location/Qualifiers
source 1..100

/db_xref="taxon:9606"
Jorganism="Homo sapiens"

BEAAEASEREEESRERYEY

Secuence 100 BP:; 14 &4; 29 C; 36 G; 20 T; 1 other;
gocgcgatyyc gaagaggytc ctgcactttyg acycycotyy tygagygagcy Stgctcottcy 60
cagcgctcct ggtgatgctc cccaaatttc ggggaccygc 100

o
Y




- SLING

Serving Life-science Information for the Next Generation

Seqguence archives Compare different

versions

Accession Number or Sequence Version: [4x<429748 Gol [ case sensitive
Snapshot at day-month-yvear (e.g. 30-11-1998 or 30-NOW-1998) Current version
Differences for AX429748 30-MAY-2002 7 28-NOV-2008 Backto List
Lines unchanged Lines rTemoved Lines inserted

ID AX429748;: SV 1: linear: unassigned DNA: PAT: HUM: 100 EP.

ID AX429748 standard: DMNA: HUM: 100 EP.

XX

AC AX429748

XX

S AX429748.1

XX

DT 21-JUN-2002 (Rel. 72, Created)

DT 21-JUN-2002 (Rel. 72, Last updated, Version 1)

XX

DE Seguence 13 from Patent EP1203827.

XX

KW -

XX

os Homo sapiens (human)

ocC Eukarvota: Metazoca: Chordata: Craniata: Vertebrata: Euteleostomi: Mammalia:
ocC Eutheria: Euarchontoglires: Primates: Haplorrhini: Catarrhini: Hominidae:
ocC Homo .

oc Eutheria: Primates: Catarrhini: Hominidae: Homo.

XX

R [1]

RA Smith J.C.:

RT "Polyvmorphisms in the human kdr gene':

RL Patent number EP1203827-A2-13, 08-MaAY-2002.

RL Patent numker EP1203827-A-13, 08-MaAY-2002.

RL AstraZeneca AB CSED::

XX

FH Kew Location-Qualifiers

FH

ET source 1..100

AT i organism="Homa sapiens'

FT smal_ tyvpe="unassigned DRHA"

FT dbh_xzref="taxon:9606"

FT “organism="Homo sapiens'

XX

sQ Seguence 100 BP: 14 A: 29 C: 36 G: 20 T: 1 other:

gogogatgge gaagagggtoc ctgocactttyg acgogoctgyg tgagggagocyg stgoctocttog 60
cagocgoctoot ggtgatgoto cocaaattto ggggacoggo 100

o




Summary

Broad patent seqguence coverage
» Protein/nucleotides: EPO, USTPO, JPO, KIPO

Comprehensive sequence databases

» ENA & UniParc (PAT / PRT class data)
» Non-redundant patent sequences - enriched

Sequence archives
» ENA SVA & UniSave - track changes

Multiple search engines

» EB-eye text search - fetch patent literature ad sequences
» SRS - advanced text searching >100 databases (including patents)
» Sequence searching - specialised tools; annotation-enhanced



User support

» 2Can bioinformatics user support — www.ebi.ac.uk/2Can

» Online help pages — www.ebi.ac.uk/help

» E-mail support — www.ebi.ac.uk/support
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Any gquestions?

Contacts:
www.ebi.ac.uk/support

A 4 o R Europiisches
[+ ¥z, e
3 Z European

EMBL-EBI £ | G furonean,

Office curopéen
des brevets

The SLING project is funded by the European Commission within Research Infrastructures of the FP7 Capacities Specific Programme, grant agreement number 226073 (Integrating Activity)



