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Avrioroiyia aAAnAouyxiwv ava {euyn - FASTA

Avoi¢te 10 Internet Explorer kal TTAnKTpoAoynoTe tn dieuBuvaon:
http://www.uniprot.org/ yia Tnv Tpéoacn atnv Bacn dedouévwyv SWISS-PROT
TToU TTEPIEXEI aAANAouXieC TTpwTEIVWY. MEeTA TTANKTPOAOYAOTE OTO TTAQICIO
TTapakaTw: adrenergic receptor alpha 1A — human, kai emAECTE “Search”.
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The mission of UniProt is to provide the scientific community with a comprehensive, high-quality and freely accessible resource of protein sequence and functional information.
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& c @ https://www.uniprot.org/uniprot/?query=+adrenergic+ receptor8isort=score

ladrenergic receptor

BLAST Align Retrieve/ID mapping Peptide search

UniProtKB results

savanced~ Q4 Search

Help Contact

UniProtKB consists of two sections:

The UniProt Knowledgebase (UniProtkB) is the central hub for the collection of functional information on proteins, with accurate,
consistent and rich annotation. In addition te capturing the core data mandatory for each UniProtkB entry (mainly, the amino acid
sequence, protein name or description, taxonomic data and citation information), as much annoctation information as possible is
added.

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

unreviewed (TrEMBL) - Computationally analyzed

. . @ Help D UNIProtke help video B Other tutorials and videos . Downloads
Records that await full manual annotation.

« 1to 25 of 5,078 p Show

Filter by’ & Download # Columns 2=

Reviewed (428)

iee-Prot Quote terms: "adrenergic receptor

Unreviewed (4,650)

x

O B T S S

TrEMEL p35348 ADALA_HUMAN LY Alpha-1A adrenergic receptor ADRA1A ADRAIC Homo sapiens (Human)
Popular organisms

[  p25100 ADA1D_HUMAN L Alpha-1D adrenergic receptor ADRALD ADRA1A Homo sapiens (Human) 572
Mouse (126} =
Human (108) [ poso13 ADA2A_HUMAN L Alpha-2A adrenergic receptor ADRA2A ADRA2R, ADRAR Homo sapiens (Human) 450
Rat (92) [  P18s08s ADA2B_HUMAN L Alpha-2B adrenergic receptor ADRA2B ADRA2L1, ADRAZRL1 Homo sapiens (Human) 450
Zebrafish (73)

[ pise2s ADA2C_HUMAN N Alpha-2€ adrenergic receptor ADRA2C ADRA2L2, ADRAZRL2 Homo sapiens (Human) 452
Bovine (52)

(m] P22086 ADAZC_RAT .i Alpha-2C adrenergic receptor Adra2c Rattus norvegicus (Rat) 458
Other organisms X
l:l Go a Q01337 ADA2C_MOUSE ‘l{i Alpha-2C adrenergic receptor Adra2c Mus musculus (Mouse) 458
Search terms 0 22909 ADA2A_RAT L Alpha-2A adrenergic receptor Adra2a Rattus norvegicus (Rat) 450
Filter "receptor” as:
gene name (1) O p4a3140 ADA1A_RAT L Alpha-1A adrenergic receptor Adrala Adraic Rattus norvegicus (Rat) 466

we'd like to inform you that we have updated our Privacy Notice to comply with Europe’s new General Data Protection Regulation (GDPR) that applies since 25 May 2018.

Do not show this banner again
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BLAST Align rieve/ID mapping

Results Quote terms: "adrenergic receptor”
Filter by1 Mm = Align l.i.DownloadHﬂAddtobasketl 4 1to250f47 p Show 25 ~
e | e
Suiss-Prot 1 result(s) selected. (Clear selection)
Unreviewed (17) P35348 ADA1A_HUMAN ﬁ Alpha-1A adrenergic receptor ADRA1A, ADRAIC Homo sapiens (Human) 466
TrEMBL -
Popular organisms P25100 ADA1D_HUMAN u‘- Alpha-1D adrenergic receptor ADRA1D, ADRALA Homo sapiens (Human) 572
H 22 .
uman (22) P23944 ADAID_RAT ll- Alpha-1D adrenergic receptor  Adrald, Adrala Rattus norvegicus (Rat) 561
Rat (5) -
Bovine (2) P08908 SHT1A_HUMAN l“ 5-hydroxytryptamine receptor HTR1A, ADRB2RL1, ADRBRL1  Homo sapiens (Human) 422
T 1A
Mouse (1 )
(w P35368 ADA1B_HUMAN ul- Alpha-1B adrenergic receptor ADRALB Homo sapiens (Human) 520
RABIT (2) -
Other organisms P15823 ADA1B_RAT I“ Alpha-1B adrenergic receptor  Adralb Rattus norvegicus (Rat) 515
P12371 FCERA_RAT li High affinity immunoglobulin  Fcerla, Fcela Rattus norvegicus (Rat) 245
" epsilo...
Cmmrah fmmnn [l P20489 FCERA MOUSE M: High affinitv immunoalobulin  Fcerla, Fcela Mus musculus (Mouse) 250 i



MeTd divovTtal ol TTANPOPOPIES yI' aUuThV TNV TTPpWTEivn. ETAECTE “FASTA format”.

& > C @ hitps//www.uniprotorg/uniprot/P35348 E r O :

uﬂipfo.t. Advancedw | @ Search

BLAST Align Retrieve/ID mapping Peptide search

UniProtKB - P35348 (ADA1A_HUMAN)

DISpIay % BLAST =Align &)Format o Add to basket O History B Other tutorfals and videos® Help video™ Feedback
Entry Protein | Alpha-1A adrenergic receptor
Publications Gene ADRAILA
Feature viewer Organism | Homo sapiens (Human)
Feature table ‘ .
Status Reviewed - Annotation score: - i i at protein level®
Funcion
This alpha-adrenergic receptor mediates its action by assaciation with G proteins that activate a phosphatidylinositol-calcium second messenger system. Its effect is mediated by G{q) and G(11) proteins. Nuclear ADRA1A-ADRA1B
heteroolig regulate phenylephrine(PE)-sti ERK signaling in cardiac myocytes. # 2 Publications

Subcelular location
GO - Molecular function*®
Pathology & Biotech

= adrenergic receptor activity # Source: GO_Central +
= alphal-adrenergic receptor activity 4 Source: BHF-UCL
= protein heterodimerization activity # Source: UniProtkB +

View the complete GO annotation on QuickGO ...
GO - Biological process®

_ » activation of phospholipase C activity # Source: BHF-UCL

PTM
Expre
intes
Fa
Seq

= adult heart development € Source: Ensembl
» aging # Source: BHF-UCL
= apoptotic process 4 Source: Protinc +
= calcium ion transport into cytosel € Source: BHF-UCL
= cell-cell signaling # Source: ProtInc «

= cell growth involved in cardiac muscle cell development € Source: Ensembl
aTop = G protein-coupled receptor signaling pathway # Source: Reactome
= intracellular signal transduction 4 Source: Protlnc
= micturition € Source: Ensembl
= negative regulation of autophagy € Source: Ensembl
= negative regulation of cell pepulation proliferation € Source: Protinc «
= negative regulation of heart rate involved in baroreceptor response to increased systemic arterial blood pressure 4 Source: Ensembl

= adenylate cyclase-activating adrenergic receptor signaling pathway 4 Source: GO_Central -
= adenylate cyclase-modulating G protein-coupled receptor signaling pathway € Source: GO_Central +
n

I Processing
ession
raction
mily & Dom:
uences (9+]
niry informatios

» nenative requlation of Bho nrotein sional transduction  # Seurca: BHEINC]
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Display None

Cross-references

ntry information

www.uniprot.org/uniprot/P35348 fasta

PS50262. G_PRUTEIN_RECEP_F1_2. 1 NIt
[Graphical view]

Sequences (9)

Sequence status®: Complete.
This entry describes 9 isoforms’ produced by alternative splicing. @

Isoform 1 (identifier: P35348-1) [UniParc] & FASTA M Length: 466 0
Also known as: Alpha 1c-1, Alpha(1A-1) Mass (Da): 51,487

This isoform has been chosen as the 'canon Last modified:_ November 1, 1995 - v2

is also the sequence that appears in the downloadable versions of the entry Checksum:* 1A50487531DECDFO

« Hide BLAST v @

ation in this entry refers to it. This

10 20 30 40 50
MVFLSGNASD SSNCTQPPAP VNISKAILLG VILGGLILFG VLGNILVILS
&0 70 80 a0 100
VACHRHLHSV THYYIVNLAV ADLLLTSTVL PFSAIFEVLG YWAFGEVECN
110 120 130 140 150
IWAAVDVLCC TASIMGLCII SIDEYIGVSY PLRYPTIVIQ RREGLMALLCV
le0 170 180 180 200
WALSLVISIG PLFGWRQPAF EDETICQINE EPGYVLFSAL GSFYLPFLAII
210 220 230 240 250
LVMYCEVYVV AFRRESRGLES GLKTDRESDSE QVILRIHEFN APRGGSGMAS
260 270 280 290 300
BRTRTHFSVR LLEFSRERFA ARTLGIVVGC FVLCWLPFFL VMPIGSFFED
310 320 330 340 330 -




Tote divetal n aAAnAouyia TNG TTPWTEIVNG, OTTOTE TNV ETTIAEYOUNE KOl TNV
AVTIYPAPOUE YIa VA TNV ETTIKOAANOOUUE PECQ OTO TTPOYPapua FASTA.

‘:("_@wwwuniprot.org_."uniprot-’P35348.fasta 'fasta ,0| ﬁ E ¥ # 9 | =
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»3p|P35348 |ADATA HUMAN Alpha-12 adrenergic receptor 05=Homo sapiens GN=ADRA1ZA PE=1 5V=2
MVFLSGNASDSSNCTQPPAPVNI SKATLLGVILGGLILFGVLGNILVILSVACHRHLHSYV
THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCHIWAAVDVLCCTASIMGLCIT
SIDRYIGVSYPLRYPTIVIQRRGLMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE
EPGYVLFSALGSFYLPLATILVMYCRVYVVAKRESRGLKSGLKTDESDSEQVT LRTHREN

APAGGSGMASAKTKTHFSVRLLEF SRERKARKT LGIVVGCEFVLCWLEFFLVMPIGSEFFED
FEPSETVFKIVFWLGYLNSCINPITYPCSSQEFKKAFQNVLRIQCLCRKQS SKHALGYT
HPPSQAVEGQHKDMVRIFVGSRETFYRI SKTDGVCEWKFFSSMPRGSARTTVSEDQSSCT

TARVRSKSFLQVCCCVGESTPSLDENHQVPTIKVHT I SLSENGEEV




[a rpooPaon oto FASTA, avoicte 1o Internet Explorer kai TTANKTPOAOYROTE
“http://lwww.ebi.ac.uk/Tools/sss/fasta/..

# EMBL-EBI  Services  Reseach  Training  Industy  Aboutus Q EMBL-EBI i Hinxton ~

FASTA

Nucleotide Genomes Proteomes Whole Genome Shotgun Web services Help & Documentation Bioinformatics Tools FAQ

® Feedback < Share

Tools > Sequence Similarity Searching > FASTA

Protein Similarity Search

This tool provides sequence similarity searching against protein databases using the FASTA suite of programs. FASTA provides a heuristic search with a protein query.
FASTX and FASTY translate a DNA query. Optimal searches are available with SSEARCH (local), GGSEARCH (global) and GLSEARCH (global query, local database).

STEP 1 - Select your databases

PROTEIN DATABASES

1 Database Selected X Clear Selection

¢ [ UniProt Knowledgebase (The UniProt Knowledgebase includes UniProtKB/Swiss-Prot and UniProtkKB/TrEMBL)
) _ _ ) VODAFONE_WIFT_108
* [71 UniProtkB/Swiss-Prot (The manually annotated section of UniProtkB) MnéeRerem arn Intem




2Tn OUVEXEIQ, OTO TTAQICIO TTAPAKATW ETTIKOAANCTE TNV AVTIYPAUMEVN OEIPA TTOU
BENETE va AVTIOTOIXIOETE KAl TTPOCOIOPIOTE TIC DIAPOPES TTAPANETPOUG.

/ FASTA/SSEARCH/GGSEAR... % \"'L © http/fwww.u..P35348fasta % | : ADRALA- Alpha-lAadren.. * | +

(- www.ebi.ac.uk/Tools/sss/fasta/ (& B'fasta P ﬁ’ @ ‘ ﬁ 9

|20 Mo ouyva ovayvw apé.. M Zzxwviovtag E Bzan £51KO TN TOG al... :: Suggested Sites :: Web Slice Gallery
P Structure
» Other Protein Databases

STEP 2 - Enter your input sequence

Enter or paste a PROTEIN ~ seguence in any supported format:

THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVDVLCCTASIMGLCI
SIDRYIGVSYPLRYPTIVTQRRGLMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE
EPGYVLFSALGSFYLPLAILVMY CRVYVVAKRESRGLKSGLKTDKSDSEQVTLRIHRKN
APAGGSGMASAKTKTHF SVRLLKFSREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFFPD
FKPSETVFKIVFWLGYLNSCINPIYPCSSQEFKKAFQNVLRIQCLCRKQSSKHALGYTL
HPPSQAVEGQHKDMVRIPVGSRETFYRISKTDGVCEWKFFSSMPRGSARITVSKDQSSCT
TARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEV

or Upload afile: | AvaZfitnon.. | Aev eméyBnke apyeio.

m

STEP 3 - Set your parameters

PROGRAM

FASTA -

The default settings will fulfill the needs of most users and, for that reason, are not visible.

(Click here, if you want fo view or change the default settings.)

STEP 4 - Submit your job

[T Be notified by email (Tick this box if you want to be notified by email when the results are available)

MeTa KAVTE KAIK OTO “Submit” Kal TTEPIMEVETE VIO JEPIKA DEUTEPOAETTTA.

m



¢ Job running: fasta-1201502... =

v

\ (' J [ ] www.ebiac.uk/Tools/services/web/toolresult.ebi?jobld=fasta-120150224-215052-0338-9295396- oy fucontext=protein

v c|[B- fasta Al s
Mo ouyva cveayvwops.. M Z=kwiovtac Bzon el IKOTNTOE Clpla., 3 Suggested Sites :‘ ‘Web Slice Gallery
EMBL-EBI

imentatic

Your job is currently running... please be patient

The result of your job will appear in this browser window.

m

Job ID: fasta-120150224-215052-0338-0205396-0y

Please note the following

o You may press Shift+Refresh or Reload on your browser at any time to check if results are ready.
o You may bookmark this page to view your results later if you wish.
o Results are stored for 7 days.

EMEL-EBI Services Research Training Incustry About us
News By topic Overview Overview Overview Cverview
Brochures By name (A-Z) Publications Train at EBI Members Area Leadership
Contact us Help & Support Research groups Train outside EBI

Workshops Funding



Ta atroreAéouata (output) TTapEXOUV pia AioTa OAwWV Twv aAAnAouXIwV TTOU gival
Ouoleg he TNV {nToupevn aAAnAouxia. O aAAnAouyiec TTpoépxovTal atrd 1n Bdon
oedopeEvwy SWISS-PROT. To unkog, opoidtnTa Kai 1o E-value yia k&0e cuykpion
divetal. Av evOIQQEPEDTE va OUYKPIVETE HOVO TIG o€IpeEc ADALA HUMAN kai

A1AA RAT, unv emAéyetar (unmark) 6Aa 1a TAaiola k&dtw atrd 1o “Alignment” eKTOC
atro 1o ADALA RAT. Meta emA£CTe TO “Show Alignments”.

r:  Summary Table < FASTA <.., x\"'.: http:/fwonow.u.. P35348 fasta |  ADRALA - Alpha-14 adren.., * [ +

& | @ www.ebiac.uk/Tools/services/web/toolresult.ehiZjobld=fasta-120150224-215052-0338-0295396 - oy &context = protein ¢ - fasta Al B ¥+ A& ©
B Mo ouyva aveyvwapd., T Zzkwivtog Bzon adKoTNTAG oI, i Suggested Sites [} Web Slice Gallery

EMBL-EBI e h i

Nucleotid z z Proteomes Whole Genome Shotgun Web servi Help & Documentation < Share ®. Feedback

Tools = Sequence Similarity Searching > FASTA

Hesults for job fasta-120150224-215052-0338-9295396-0y
== =8 Tool Qutput || Visual Output | Functional Predictions | Submission Details

Selection:

Align. ~ DBID . Source . Length _ Score , Identities _ Positives _ E0
Select All | Invert  Clear T - v Y o Y o v v
. =11 SPADATA HUMAN | Alpha-1A adrenergic receptor OS=Homo sapiens GN=ADRA1A PE=1 5V=2 466 3143 100.0 100.0 5.7E-189
Apply to selection: Cross-references and related information in:
Annotations: P Gene expression P Small molecules B Nucleotide sequences kG 3 & ontologi
Show  Hide B Molecular interactions B Protein families B Literature B Reactions, pathways & diseases
¥ Protein sequences
Alignments: ]2 SPADAA RABIT | Alpha-1A adrenergic receptor OS=0ryctolagus cuniculus GN=ADRA1A PE=2 5V=1 466 2985 94.0 98.3 4.2E179
Show | [Gide Crass-references and related infarmation in:
» Small molecules B Nucleotide sequences B G 13 les & ontologies B Protein families
¥ Literature B Protein sequences
Entries:
0 load | in Tast =3 SPADA1A_CAVPO  Alpha-1A adrenergic receptor OS=Cavia porcellus GN=ADRA1A PE=2 SV=2 466 2982 94 4 97.9| 6.5E-179
ownload | in fasta T N BB B A e ik g
Cross-references and related information in:
format P Small molecules B Nucleotide sequences b & ontologies W Protein families B Literature
» Protein sequences
Tools: =14 SPADA1A BOVIM - Alpha-1A adrenergic receptor 05=Bos taurus GN=ADRA1A PE=2 SV=1 466 2944 921 98.3 1.5E-176
Laumeh | BT RIS



ToTe epgavidovral ol avTIOTOIXIEC.

© Summary Table < FASTA <., % || %

| € | @ www.ebiacuk/Tools/services/web/toalresult.ebifj obld=fasta-120150224-215052-0338-0205396 - oy &context=protein v B fast AP uaB ¥ A O

. . - [ S .
Mo ouyva aveyvwopd... I ZskwdvTag Bean afweTnTag alpe.., | Suggested Sites | | Web Slice Gallery
e LAUSE-TEErEn IUES 31U reiaie F NI i

Annotations: B Gene expression P Small molecules B Nucleotide sequences B Genomes I Samples & ontologies
Show | | Hide P Molecular interactions P Protein families B Literature P Reactions, pathways & diseases
- . >>5P:ADR1A HUMRN P35348 Rlpha-1X adrenergic receptor OS=Homo

Allgnme nts: sapiens GN=RDRAIA PE=1 5WV=2 (46%¢ aa)

Show | | Hide initn: 3143 initl: 3143 opt: 3143 Z-gscore: 3528.1 bits: €82.1 E(547533): 5.7e-183
Smith-Waterman score: 3143; 100.0% identity (100.0% similar) in 46& az overlap (l1-4&66:1-468&)

. 10 20 30 40 50 &0
Entries: EMBEOS MVFLSCHASDSSNCIQEEADVNISEAILLGVILEELILFEVLGNILVILSVACHRHLHSY
”,.I fﬂSta - (e

Download SP:ADA MVFLSGNASDSSNCTQPDADVNISEAILLGVILGGLILFEVLGNILVILSVACHRHLHSY
format 10 20 30 40 50 &0
70 80 30 100 110 120

Tools: EMBOS THYYIVNLAVADLLLTSTVLEPFSAIFEVLCYWAFGRVECNIWAAVDVLCCTASIMGLCIT
Launch SP:ADA THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVIVLCCTASIMGLCIT
Clustal Oimega . 70 80 30 100 110 120
130 140 150 160 170 180

EMBOS SIDRYIGVSYPLRYPTIVIQRRGIMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE

SP:ADL SIDRYIGVSYPLRYPTIVIQRRGIMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE
130 140 150 1&0 170 180

150 200 210 220 230 240
EMBOS EPGYVLFSALGSFYLPLAIILVMYCRVYVVAERESRGLESCLETDESDSEQVILRIHREN

SP:ADL EPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESRGLESCLETDESDSEQVILETHREN
150 200 210 220 230 240

250 2&0 270 280 250 300
EMBOS APAGESGMASAKTETHFSVRLLEFSREEEARKTLGIVVGCFVLCWLEFFLUMPIGSFFED

SP:ADR APAGCGSGMASAKTETHFSVELLEFSREREARKTLCIVVGCFVLCWLEFFLUMPIGSFFED
250 2&0 270 280 250 300

310 320 330 340 350 380
EMBOS FEPSETVFEIVEWLGYLNSCINPIIYPCSSQEFEEAFONVLRIQCLCREQSSEHALEYTL

SP:ADE FEPSETVFEIVEWLGYLNSCINPIIYPCSSQEFEEAFONVLEIQCLCREQSSEHALGYTL
210 320 230 340 250 3260




Summary Table < FASTA <., % |7 ® +

y

(& | @ www.ebiacuk/Tools/services/web/toolresult.ebiTjobld=Fasta-D0150224-215052-0338-0295306 - oy ELcontext=protein fc||vfasta P| wB 3+ & ‘ =

Mo guyva aveyvw opE., M Zekwiovrag Bean abKoTNTAG B, [] Suggested Sites [] Web Slice Gallery

P Small molecules B Nucleotide sequences B Genomes I Samples & ontelogies B Protein families
B Literature P Protein sequences

>»5P:RADRI1E RRRIT 002824 Rlpha-l1R adrenergic receptor

05=0ryctolagus cuniculus GH=RDRAIR PE=Z 5V=1 (488 za)

initn: 2985 initl: Z985 opt: 2985 Z-score: 3350.9 bits: €29.3 E(5475599): 4_Ze-17%
Smith-Waterman score: Z985; 94.0% identity (9B8.3% similar) in 46& =za overlap (l-4&66:1-46%)

10 Z0 30 40 50 &0
EMBOS MVFLSGHASDSSNCTIQPPAPVNISEATLLGVILGELILFGVLGNILVILSVACHRHLHSY

SP:ADE MVFLSGNASDSSNCTHEEAPVNISERILLGVILGELILFGVLENILVILSVACHRHLHSY
10 z0 30 40 50 a0

70 a0 50 100 110 1z0
EMBOS THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVECNIWAAVDVLCCTASIMELCIIL
SP:ADL THYYIVNLAVADLLLTSTVLPFSAIFEILGCYWAFGRVECNIWAAVDVLCCTASIISLCVI
70 a0 50 100 110 1z0

130 140 150 180 170 180
EMBOS SIDRYIGVSYPLRYFTIVIQRRGIMALLCVWALSLVISIGPLEGWRQPAFPEDETICQINE

SP:ADR SIDRYIGVSYPLRYPTIVIQRRGLRALLCVWAFSLVISVGILFGHRQPAPDDETICQINE
130 140 150 180 170 180

130 Z00 210 ZZ0 230 240
EMBOS EPGYVLFSALGSFYLPLAIILVMYCRVYVVAKRESRELESELETDESDSEQVILRIHREN
SP:LADL EPGYVLFSALGSFYVILIIILAMYCRVYVVAKRESRGLESGLETDESDSEQUVILRIHREN
130 200 210 220 230 240

Z50 Za0 270 Z80 230 300
EMBOS APAGESGMASAKTKIHFSVRLLEFSRERERRKTLGIVVECEVLCWLEFELVMPIGSFFPD
SP:LADL APAGGSGVASARNKTHFSVRLLEFSRERERAKTLGIVVGCEVLCWLEPFFLVMPIGSFEED
250 280 270 280 230 300

310 320 330 340 350 3e0
EMBOS FEPSETVFEIVEWLGYLNSCINPIIYPCSSQEFEERFQNVLREIQULCREQSSKHALEYTL
SP:LADL FEPPEIVFRIVEWLGYLNSCINPIIYPCSSQEFEEAFONVLEIQCLRERQSSEHALGYTL
310 320 330 340 350 380

370 380 350 400 410 4z0

mrmss tTRmAsAR TS T o e L T R R T T ¥
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BLAST

Avoicte 1o Internet Explorer kai TTAnkTpoAoynoTe 1n dieuBuvaon:
hitp://blast.ncbi.nlm.nih.gov/Blast.cgi. MeTa €mAECTE “protein blast”

& Cc @ https://blast.ncbi.nlm.nih.gov/Blast.cgi B e H
m) U.S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCBI
® ’
BLAST Home Recent Results Saved Strategies Help

Basic Local Alignment Search Tool
BLAST+2.9.0 is here!
The latest version has enhanced support for the new database format.

BLAST finds regions of similarity between biological sequences. The program
Tue, 02 Apr 2019 17:00:00 EST B More BLAST news...

compares nucleotide or protein sequences to sequence databases and
calculates the statistical significance. Learn more

Web BLAST

BLAST Genomes

Human Mouse Rat Microbes

Standalone and API BLAST

. Download BLAST = Use BLAST API Use BLAST in the cloud
L] GetBLAST databases and executables mE Call BLAST from your application Start an instance at a cloud provider

Specialized searches


http://blast.ncbi.nlm.nih.gov/Blast.cgi

¢« C @& https//blast.ncbinim.nih.gov/Blast.cgi?PROGRAM=blastp8PAGE_TYPE=BlastSearch&LINK_LOC=blasthome

National Library of Medich nal Center for Biotechnology

BLAST ° » blastp suite

Standard Protein BLAST

blastn | blastp | blastx | thlastn | thlastx

Home

Recent Results ~ Saved Strategies ~ Help
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