ygel oBinle;T

Sluad! ¢ dgLl
- S s
Ol olidannn

Silo,g0ilgu

.l@wtﬁg&

Pz 59,
A/ B/

\ J

I REIRY
Sileygailgn Olosdo b bl )

adds A+ 1 Linbe)l ol

Cwl odul Lg)sTb)f ngl U..wb.ww) blﬂ:‘w.” Ql_bg}g:uidb ulo.c U*’)9'°T )9.5.1.9 aQ d)ls ogl




Vg | (rafig g S st | Silosgilons s ouatliss 9 Ll G3yee — )
o

Sloygilgm (s ulius ¢ boylpl 8,x0

NCBI

0 ege—c 03ld Lo oSuly sgl= (National Center for Biotechnology Information) NCBI
OleMbl 5JUT gy e 1581 055 ¢ WS Lo Culad 1) Siluwlxo aolich G ) die) 5o Oliadzs « Jbb

S o o |y Sy Gy OleMbl g udd (o dxuwgs
: Cawl odel NCBI lauwgi ouiis <31yl (Resources) msbo ¢p,5 poo 525 5o

Al (o Ny Gy OV dy G yiawd (gl o) gozims Hgige :PubMed e

plad 53 gzimz | pa o5 il b sa5981Ss5 sl Jlg bl by o Sgzian> 1l :BLAST @

B (0 Linled |y Lesiv HlaSae Jlgi s by Jlgh ¢35 duid 1 (g0lasx5 395 03l oBUL

oo Lol Lo a5 ilaghais U aidl g Soslogsl Gpgaas youlys b>lpb sl il ¢l :BLAST-Primer

iy 3l 5 cwwlie a5 REVERSE 4 FORWARD (sl jeul,y i Jlo5 g 39 (o oliiwl dus

KY




4 )

39,5 0 olB 0f JWs @ g il NCBI osls oBGL 5o goriuuns 4 (5eiS|

»> Resources aib; 5l aslgs o Colw golive plod ay uwyiws (51,0 NCBI Colw ay ol 3)lg 51 Gy
,> Popular Resources Cound ) 3ilgs (0 1) Coliw Lgamo GUSL! Lol 3usS oslasiw! axdin VU

IS 0ud i dAxbus Cuwly Couw

r3

“3 NCBI Resources ¥ HowTo ™ into M

-
~NCBI Al Databases [Search ]
National Center for
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NCBI Home Welcome to NCBI Popular Resources
Resource List (A2) The National Center for Biotechnology Information advances science and health by prowding access o PubMed
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EST and GSS databases n etwed

A new way to find an expanded set of
similar genes
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& NCBI  Resources @ HowTo @
Gene Gene v || GFP m

Advanced Help

Using Gene Gene Tools Other Resources
Gene Quick Stant Submit GeneRIFs HomoloGen
FAQ Submit Comrection QMM

Download/FTP

RefSeq Mailing List

Gene News £ ne Workbench nGen

Factsheet

Representative queries
Find genes by... Search text
free text human muscular gysirophy
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Gene | Gene v||eFP|
Create RSS  Create alert Advanced Help
Gene sources Tabular » 20 per page ~ Sort by Relevance ~ Sendto: ~
Genomic Filters: i
Organelles re Lt B
Plasmids See glp green fluorescent protein in the Gene database
gfp reference sequences Protein (1 Resuits by taxon &
Categories
Alternatively spliced TOD Organlsms [T_fe_e;] .
Annotated genes Search results Saccharomyces cerevisiae (418)
Non-coding Lachancaq lanzarotensis (270)
Protein-codin| Items: 1 to 20 of 1551 Page E of78 MNext> Last>> Homo sapiens (144)
9 PN Mus musculus (114)
Pseudogene See also 30 discontinued of replaced items. Arabidopsis thaliana (89)
All other taxa (516)
z?;u;nce one Name/Gene ID  Description Location Aliases More
Ensembdl O g green fluorescent protein NC_011521.1 (4419..5135) pCmGFP_001
RefS
R:'S::Ge"e ID: 7011691 [Neissena gonorhoeas)] Find related data -
O naLt Protein NARROW LEAF 1 Chromosome 4, NC_029259.1  OSNPB_040615000, GFP, LSCHL4, Database: | Select vl
Status dear 1D: 4336986 [Oryza sativa Japonica Group  (31203502..31214734) 0sJ_16147, SPIKE, gFLW4
« Current (Japanese rice)]
H ) 0 RIKEN cDNA 1700016L21 Chromosome 1, NC_000067.6  CD11c-DTR, DCKO, DTR-GFP, DTR-
Clear gt 1107 722‘08 IRK  gene [Mus musculus (house (80445932, 80475660) GRP, 13, Tgltgax-OTREEGFP)57Lan
‘Show additional fiters mouse)] Search details =
() GFP-like fluorescent 533
[All Fields] AND alive(prop]
EQ%%%:%Q chromoprotein amFP486
[Acropora digitifera)
] GFP-like fluorescent
LQ—QSZE—U—]-& chromoprotein amFP486
ID: 107331118 [Acropora digitifera]
| Search Onn mnen

S SIS 595 a5 5)90 (5 (Gene ID/Name) pb (g9, oads ools Glis sl &5 o )

~ Genomic regions, transcripts, and products 217 Nucleotide

Genomic Sequence: NC_0115211 Go to reference sequence detals Probe

Gotonucleotide: Graghics FASTA GenBank ~'o'*"
PubChem Compound
O S wcoisarav | Fnd: v éada a Qe RTods~ | @Tads- @ 7+ 'ubChem Cox
300 (4350 4400 4450 4500 (4550 4600 (4650 (4700 (4750 (4500 (4850 4300 4350 KK goso  swe i |sze0 | PubChem Substance
enss - - x PubMed
B e S ———— P S ———r— PubMed(nuclectide/PMC)
R ———————— S waoanw s s s ] "
STS Markers . 3 % RefSeq Protens

misc_feature Features x Taxonomy

900 4300 4000 4460 50 560 14800 486  [4T0  [A7I0 4000 4800 960 S0 B BSOS  BN)  [R200
NC_011521. 1: 4.3¢..5.X (931bp) " € Tradsshown: 46 | General information -
About Gene
~ Bibliography 27
FAQ
FTP site
Related articles in PubMed
Help
1. Ph rions mediate random switching of gene expression in Nessena
My NCBI help
Snkhanta YN, e a/. PLoS Pathog, 2009 Apr. PMID 19390608, Free PMC Article
NCB! Handbook
Statistics

GeneRIFs: Gene References Into Functions vmars s Geneftir?

Submit: New GeneRIF  Comection Related sites

BLAST
~ General protein information al2| Genome
BioProgect
Preferred Names
green fluorescent protein Genome Data Viewer
GEO
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S S (g 995 0,1y (5,

IS SIS FASTA (59, Genomic Region i o 1ol 5o o) g5 dgbls sl

£ NCBI  Resources @ How To &

Sign in to NCBI (o
Nucleotide Nucleotide m
Advanced Help
FASTA« Sendto «
Change region shown -
. . . O whole sequence
Neisseria gonorrhoeae plasmid pCmGFP, complete sequence @ Bl m"mn
NCBI Reference Sequence: NC_011521.1 from: 4419 to: 5135
GenBank Graphic Update View
011521.1:4419-5135 Neisseria gonorrhoeae plasmid pCmGFP, complete sequence
GAACTTTTCACTGGAGTTGTCCCAATICTIGTTGARTTAGATGGTGATGTTAATG
TCA GAGGGTGAAGGTGATGCAACATACGGARAACT TACCCT TAAATTTAT s e -
c cr. TTCCATGGCCAACACTIGTCACTACTTTCGGTTATGGTGTICARTGE RS Y
GATACCCAGAT GAAACAGCATGACTTTTICAAGAGTGCCATGCCTGAAGGTTATG
AACTATATTTTTCAAAGATGACGGGAACTAL GACACGTGCTGAAGTCAAGTTTG!
AAAGAAGATGGAAACATTCTTGGACACAAA Analyze this sequence -
TTGGARTACAACTATAACTCACACAATGTATACA AGACAAACAAARGAATGGARTCARAGTTA Run BLAST
ACTTCAAAATTAGACACAACATTGAAGATGGAAGCGTTCAACTAGCAGACCATTAT CAMATACTCC
660G TTTACCAGACARCCAT TACCTGTCCACACARTCTGOCCTTTCGARAGAT Pick Primers
COCAACGARAAGA! GGTCCTTCTIGAGTTTGTAACAGCTGCTGGGAT ATGGCATGG Highlioht S F 2
ATGARCTATACAAATAA ighlight Sequence Features
Find in this Sequence
Related information -
BloProject
Protein
PubMed
Taxonomy
Components (Core)
Full text in PMC
Gene

Send (9, 0T o Jald 3gL1s (sl Lol duis FASTA Coyd U 1y dbgy o lgd duslgs o Caound (yal 53
.awS create file g 05,5 kil |y File aiy35 choose Destination cuouwd s ¢ 03,5 SIS to

FASTA Protein ;I eolaiwl U g 05,5 wlkisl |y coding sequence awlgs (o ¢poud 50 Caoand (pl )3
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S pi,eSl azmbuo ¢l 5o .auds Hl,8 ebi.ac.uk/tools/msa GuysT sy 12 1) 395 559,00 il ol 51 eslisiwl sl
bl gammlgiael b cusilSss g Jlgs 59y 2 Olgine |) plaS ,2 a5 515 5929 b Jlgh aliwlred ¢l alize
20,5

Pairwise Sequence Alignment

& Feecback | <

> Pairwise Sequence Algnment

Pairwise Sequence Alignment is used 10 identity regions of similarity that may indicate functional, structural andior evolutionary relationships between two biological
sequences (protein or nucleic acid).

By contrast, Multiple Sequence Alignment (MSA) is the alignment of three or more biological sequences of similar length. From the cutput of MSA applcations.
homology can be inferred and the evolutionary relationship between the sequences studied.

Global Alignment
Global aignment tooks create an end-to-end alignment of the sequences o be aligned. There are separate forms for profein of nuCieatide S6QUENces.
Noodle '} (EMBOSS)

EMBOSS Needie croates an optimal global algnment of two soGuences using the Needieman-Wunsch algorithen

AProtein ANucleotide

Streicher . (EMBOSS)
EMBOSS Streicher uses a modification of the Needleman-Wunsch aigorihm that allows larger 56quences 1o be globally aligned
AProtein ANucieotide

Local Alignment
Local algnment 100is Snd one. or More, akgnments descriding the most similar region(s) within the sequences 10 be aligned. There are separate Jorms for protein o
ucieonde sequences.
Water g (EMBOSS)
EMBOSS Water ses the Smith-Waterman algorithm (modiied for speed enhancements) 10 calculate the local alignment of two sequences.

AProtein ANucleotide

Matcher g (EMBOSS)
EMBOSS Matchar Kentifies local simiarities between two 56QueNcCes Lsing a rigorous algorithm based on the LALIGN application.

AProtein ANucleotide

LALIGN o
LALIGN finds internai dupiicaions by calculating non-intersecsing local alignments of protein or DNA sequences.

AProtein ANucieotide

Genomic Alignment
Genomic alignment 100is concentrate on DNA (or 10 DNA) alignments while Sccounting 10r Charactensiics present in genomic data

gy Llgi 95 sl Global Alignment Jlio ¢yl 5o asS il ) dbgy yo i o] 355 (5059, 4 d>gi b

Ll odul oold Ll
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EMBOSS Stretcher

Proten agmen

> > EMBOSS Swetcher

Pairwise Sequence Alignment (PROTEIN)

EMBOSS Stretcher calculates an Optimal gobal Sigrment of two SSQUENCES USING & MOSICASN of The CIASSIC AyRAMIC [XOgramMIng SN WhiCh uses inear space

This is the form for protein sequences. Please 00 10 the nuclectide form f you wish 10 aign DNA o INA sequences.

STEP 1 - Entier your protein sequences

Enter or paste your first protein sequence in any suppored format

O U080 8 e cumere O THE SeleCIeD
Ao

Enter or paste your second protein sequence i any supponed format

O, U000 8 e e 1 WO SelECI0D
STEP 2 - Set your pairwise alignment opions
MATRIX

BLOSUME2

STEP 3 - Submit your job

Use a exampie sequence | Clear sequence | See more example nputs

GAP EXTEND OUTPUT FORMAT

2 par

Be notiied by email (Tick Sis box ¥ you want 10 be notiied by emal when Bhe resuls are avaladie)

¥ you plan 10 use These services Guring & Course please contact us

3)lge il daz 5l Gl S g 0olaiwl 3)90 Ligz G yilo < AudS ;35 (88 L o I 1) liwled Glaydais

IS

I, 595 FASTA slo I3
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Proton algnment

> Parwise Sequence A » EMBC tratcher

I submisson Detars

View Asgnment File

# Programi stretcher

D180824-162531-0081-81745245-p2n. anequence
0180824-162531-0081-81745245-p2n. baequence

2/142 (#5.9%)
142 (92.3%)
0/142 { 0.0%)

HBA_NUMAN
HBA_MOUSE

HBA_NUMAN

HBA_MOUSE 10
HBA_WUMAN 101
WBA_MOUSE 101

Sl eslaiwl Sl LS dunlio o2 U 1) Jlgi ¢paiz g il ol 5l esliwl L :Multiple alignment

)18 3929 jui Suiijghid LB HAS $lp Rluwhed £95 (2l G295

6l Calizo s pi oSl aziuo () 5o .au2s 1,8 ebi.ac.uk/tools/msa Lw)sT 59, 2 1) 363 ;5,90 E9,4b (5
O oS diz sdmulio lp Clustal Omega pisyoSdl 5l Jlio pl 55 - 9wiSie 0udline Iy GBK liuwljod
oS o o3l

Multiple Sequence Alignment

> Muttphe Sequence Akgrment

Multiple Sequence Alignment (MSA) is generally the algnment of 11186 or mo0re BIOOQKA SAQUINCES (ot o ruckic ackd) of simiar ngh From Be ovput
Pomoogy can be rferred and the evolAomary Fatonshps betaeen the sequences studed

By contrast Pavmise Sequence Alignment 100 are used %2 Kenthy regices of smiasty hat may reixate functioral strachral nd/or evolstanary relatonshps
totween two Buckopeal o mncon
Custal Omegs o

New MSA 100 1hat Unes seeded ga% trees s HMU profie (o technaues 10 Ganer o axgments Sutable b meduur.Large akrmerts

RN

Kalgn o
Very fast MSA 1001 that concentrates om kocal regons. Sutable for large aigrmenns

ALaunch Kakgn

MAFFT o
MSA 100d Pt Uses Fast Fourier Transtorms Suitatie for medum targe aignments

ALAUNCH MAFFT

MUSCLE o
Accurate MSA 10l especialy 9o0d with croeins. Sutabie tor medim algrments.

ALaunch MUSCLE

Miaw o
Trarstorm a Sequence Simdarty Search rosull o a MuBpie Sequerce Algrment or reformat  Mutple Sequence Akgrment ubng Pe MView progam

ALaunch Mvirw

TCotee o
Cormatency based MSA 100 that attempts 10 mitgate the pittalls of progressive akgrment mehods. Sustable for small algnments.

ALaunch T-Coflon

Wet PRANK

The EBI has  new [Fyiogeny awire Mutiple S02,0nco MgHMent H/ogam whch Mates USe of evohHoNAry NI Mation 10 help Place INGErons and Gektons.
Try 2 0ut ot WebPRANK

The 100% described on P page are provided usng access 100ls from EMOL-EB! update: 2017, 1 you have any Seecback or

k encounter any isswes please let Us know via EMBL.EBI suppor J
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s Jlgi 100l 55 .3yl 3929 WieilS e (sl (Ll ed 1usd oSl Enter or paste a set of o,z (gl o
Wb ax i 5T g Llgi Su oL o a5 sl atils Cds .ausS S abgy e 0,5y )0 1) 395 Hha) 5590 FASTA
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Clustal Omeg
> Custa Omega
Multiple Sequence Alignment

Custal Omega is a new multple sequence akgnment program that uses seeded gude trees and MMM profie-profie lechriques 10 generate abgnments befwoen three.

Important note: Ths 100l can akgn up 10 4000 S6QUENCeS or & Maximum e size of 4 MB.

STEP 1 - Enter your nput sequences

asto & set of
PROTEN
sequences in any supported
v, uplosd a s 0 tie seiectea

Use a exampie sequence | Clear sequence | See more exampie Inputs
STEP 2- Set your parameters

OUTPUT FORMAT
Chustat wan character counts

MBED-UIKE CLUSTERING GUIDE-  MBED-UKE CLUSTERING ITERATION NUMBER of COMBINED [TERATIONS.

o yes yos detaun0)
WAX GUIDE TREE ITERATIONS WA I TTERATIONS ORDER
cotaut etaut aigned

STEP 3 - Submit your jcb

86 notfied by emad (Tick IS box f you want 10 b noBiied by emai when e results are svadaie)

1 you plan 10 use these services during a course please contact us

Ploase read the FAQ before seeking helo from cur suscort sta¥
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Result Summary Phylogenetic Tree  Submission Detas
Downioad Alignment File  Show Colors  View resull with Jalview  Send 1o Simple Phylogeny  Send 10 MView

1.2.4) mltiple sequence alignment
013169_CYPCA MSLSDKDKAAVEALMAK L TVYPOTETYFARWDOL: o 60
VGANAGEYGAEALERNFLSF PTTRTYF PRFD-LS! 59

1GGHGAEYGAEALERNFASFPTT 59

YR 59

r|013169|013169_CYPCA GGLASLSELHASKLRV
sp| PES90S | HBA_HUMAN ALSDLEAEKLE!
p|P01942 | HBA MOUSE GEXVADALASANGHLDDLPGALSALS DLHAKKLRVDPVNFELLSBCLLVTLASHHPAD
p|P13786 | HBAZ_CAPHI GSKVVAA VTSALSKLSELMAYVLRVDPVNFEFLSHCL

MGAVAD: PANFKILAENYV
e -

LSBCLLVTLAASLPAEFT

r|013169|013169_CYPCA
HUMAX

DKFFQNLALALSEXYR
sp| PE990S | HBA ol

p|PO1942
sp|P13786

PLEASE NOTE: Showing colors on large alignments is siow
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Clustal Omega

Asgrmants. Phylogenetk Tree  Subrmisson Details

Wput Sequences Jaiview
Cuustalo120180824:163858-0479- 26210239 p2m input iew rosot v sonsow. [}
Tool Output
824.163850-04 ) " Simple Phylogeny
Asgnment in CLUSTAL format with baseiresidue numbering
B58 MView

Phylogenetic Tree
Send 1o MView L&

Percent identity Matrix

EMBL-EBI

About EMBL-EBI

Copyright © EMBL-EBI 2018 | EMBL-EBI is part of ihe
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Cawlizo Wygo a4 B (5u53g 5 s o3l 5 JSicie (knowledgebase) UniProtKB sU 4y colw ¢l Glol s
(]l 395 o Goguakoe axbio 9 US (sl ,2)

I apsawd (g O WleMbl 4y algs o ol 04iS uS O b (akien pU gxiuns b Coownd ¢yl j11) (08
S

F Gl oad JuSWiS (g0 0315 diws ¢ 31 UNiProtKB @V (jils

W 0315 59, 51 oL Llgl 9 3929 Liw iy 0 ogMe a5 Cowl Lald (g ol Prot-Swiss b Jol aiws
- Gl 0uls a9 Gy 5 ((Oeg e 995 ) e D90 4y « DNA

Ui 5l L (Translate of EMBL) sg-i o oo ju5 ool pwl 5l &S j9b Glad TFEMBL L pgs aiws
5l g Gl 05lel 59>¢s EMBL culw DataBase s 3390 DNA sl Jlgi (59, 5l (e Jled 9 9929 (i
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BLAST Align Retrieve/ID mapping Peptide search

UniRef - Cluster: MoeD5 (90%) ==

Published: June 5, 2019
Cluster 1D: UniRef90_A0A001 (built on seed sequence’ A0A001)
D romat i Add 1o basket

I

Expand duster to 50% identity.
Filter by List component dusters with 100% identity.
1t090f9 Show(25 v

niParc (4
) [# |Gt member [Eviy ame | [ptsinoames ___Jowwams __[ovsem s [Rctedchmten  Jueowth _[Roke
UniProtk® (S, A0ACOT ADADO1_STRVD MoeDS Streptomyces viridosporus 67581 Ref1 1 591 Representative
& Seed
Unreviewe d (s) AGA2UIHSU7  ADAZUIHSU7_SACTN ABC transporter ATP-binding  Strestomyces 5p. NWU4S 2201153 UmiRef100_M0A2UIMSU7 91
L protein
D6A7FS D6A7F5_STRV Uncharacterized protein  Streptomyces vindeaporus (strain ATCC 14672 / DSM 40746 / JCH 4963 / KCTC 9882/ NRRLB-12104 / FH 566461 UniRef100_DEATFS 91
Map to 1290) (Streptomyces ghanaensis)
fr— AQATASPGES  AQAIASPGES_SACTN ABC transporter Streptomyces 5. H-KFS. 1727216
UniParc ADADCAYITT_SACTN ut Streptomyces prasinus. 348
UPI0009BFFESC H 67581
o
UPIOOODOAATES 8 A 581
o
UPIOD06EB640E g A ansporter ATP-bindrng  Streptomyces prasinus 67345
o
UP10006 I ASCtansporter ATP-bndng  Streptomyces prasinus 67385
protein
Sequence
Ty S Y N
ADA001 FASTA 91 61,726 gLasT v 6o

Checksum’; 4F61210422863604
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L ,L SOl G UNiProtKB o as sl Jlgi (59,5 S 5l a5 cuwl I DataBase z3lg ,» UniParc :¥ s
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BLAST Al ieve/ID mapping Peptide search

Help Contact

UniParc results o=

UnéParc is a comprehensive and non-redundant database that contains most of the publicly avaitable protein sequences in the world. Proteins A UPI is never removed, changed or reassigned. UniParc contains only protein sequences. ANl other information about the protein mustbe %
may exist in different source databases and in multiple copies in the same database. UniParc avoids such redundancy by storing each unique retrieved from the source databases using the database cross-references.
sequence only once and giving It a stable and unique identifier (UP1).

©Help @ Uniparc help video | B Other tutorials and videos L Downloads

\ & Downiosd 7 e (== «110250f278,388,744 B Show (25 ¥
= Unproix [ st soen Last soen | Length
Vaccinia virus (strain Western Reserve) (VACY) (Vaccinia virws (strain WR)) P07612 1988-11-01 2019-07-03 250
Horsepox virus (HSPV) PO7612.1 (obsciete)
Rabbpox virus ADA2I2MDIY
Vaccinia virus QOGNZS
Cowpox virus (CPV) QerzLe
synthetic construct Qnm
Qreakz

Q76ZT7.1 (cbsolete)

e Jlgi ol 551 abl o el G @ bgypo Hiuligp o gl pled 0ai)ls s, Proteomes @0 jild

- ol ool Cuws @) B 0S5l ool po35 59, 31 a9 IS 9 S99 i

BLAST Align Retrieve/ID mapping _Peptic

Proteomes results

What are proteomes? What are reference proteomes? »
A proteome is the set of proteins thought to be expressed by an organism. UniProt provides proteomes for species with completely sequenced Some proteomes have been (manually and algorithmically) selected as reference proteomes. They cover well-studied model organisms and
genomes. @ Help other organisms of interest for biomedical research and phylogeny. @ Help

@ proteomes help video | @ Other tutorials and videos & Downloads

Filter by L Doweiosd £ Columns. 11025 0f 216,960 P Show (25 v

R 74 Refi 2 =
HAM el pvacen Show only non-redundant proteomes?

200,686 Other proteomes

Protecme 10 Orgaresm Orgarism 1D peotemncount
Superkingdom UPO0CO008S3 654925 42
P g Emdiania huxdeyi virus 86 (isolate Unted Kingdom/Enghish Channel/1959) (Ehv-86)
117,763 Bacteria
UP000000872 28321 278
96,280 Viruses [ amsacts moores entemopaxvirus (AmePv)
UP0COO06714 654932 4
1,185 Archaea [ penicitiom chrysogenum vieus (isclate Caston/2003) (Pev)
1,732 Eukaryota St B Lettuce infectious yellows virus (isclate United States/s2) (LIVV) SELIE ®
P0CCO00SE0 7
Map to PRI White bream vieus (isclate Blice bjoerkna L./Germany/DF24/00) (W8V) e o
iProtk 4 4557
UniProtks UPOCOO02418 M ibrio phage pHMH2K (Bacter iage phiN2K) 145579 1
UniParc (for redundant proteomes)
UPOCCO01670 686943 4
Demo Poinsettia latent virus (isolate Euphorbia pulchermma/Germany/Siepen/2005) (PrLv) (Ponsettia cryptic virus)
UP000007021 654903 116
© Help video I Ostreid herpesvirus 1 (issiate France) (OsHV-1) (Pachic oyster herpesvirus)
UP000O0671S 652099 4

Potato mop-top virus (isolate Potata/Sweden/Sw) (PMTV)
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UniProtKB results

UniProtKB consists of two sections

h Reviewed (Swiss-Prot) - Manually annotated
Records with information extracted from literature and curator-evaluated computational analysis.

(TrEMBL) - analyzed
Records that await full manual annotation.

The UniProt Knowledgebase (UniProtkB) is the central hub for the collection of functional information on proteins, with accurate,
consistent and rich annotation. In addition to capturing the core data mandatory for each UniProtKB entry (mainly, the amino acid
sequence, protein name or description, taxonomic data and ditation information), as much annotation information as possible is
added.
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Popular organisms 04925 PRIO_MOUSE ~ Major prion protein
C. elegans (144)
»10279 PRIO_BOVIN % Major prion protein
Bovine (80) :
e “
R P04273 RIO_MESAU 1  Malor prion protein
Mouse (38) $23907 PRIO_SHEEP %  Major prion protein
Zebrafish (25) 13852 PRIO_RAT % Major prion protein
Other organisms
= Qes211 PRIO_RABIT % Major prion protein
Setchitaig 27177 PRIO_CHICK %  Malor prion protein homolog
At Orion 881 018754 PRIO_FELCA % Major prion protein

author (57,050)

disease (1)

\\\‘

110 100f59,877 P Show 10 v

Gene names Organism Length
PRND DPL, UNQ1830/PRO3443 Homo sapiens (Human) 176
PRNP ALTPR, PRIP, PRP Homo sapiens (Human) 253
Prap Pr-p, Prp Mus musculus (Mouse) 254
PRNP PR 805 taurus (Bovine) 264
PRNP RO Mesocricetus auratus (Golden hamster) 254
PRNP PRE, SIP Ovis aries (Sheep) 256
Prp P, Prp Rattus norvegicus (Rat) 254
PRNP PR Oryctolagus cuniculus (Rabbit) 252
PRNP PRN-P Gallus gallus (Chicken) 273
PRNP RS Felis catus (Cat) (Felis silvestris catus) 256
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