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Avrioroiyia aAAnAouyxiwv ava {euyn - FASTA

Avoi¢te 10 Internet Explorer kal TTAnKTpoAoynoTe tn dieuBuvaon:
http://www.uniprot.org/ yia Tnv mpéoacn atnv Bacn dedouévwv SWISS-PROT
TToU TTEPIEXEI aAANAouXieC TTpwTEIVWY. MEeTA TTANKTPOAOYAOTE OTO TTAQICIO
TTapakaTw: adrenergic receptor alpha 1A — human, kai eTAECTE “Search”.
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UmPro.t.; BLAST Align Peptide search ID mapping SPARQL Release 2024_02 | Statistics & & B Help

Find your protein

UniProtkB Advanced | List [ESIEION

Examples: Insulin, APP, Human, PO5067, organism_id:9606

Feedback

UniProt is the world's leading high-quality, comprehensive and freely accessible resource of protein sequence and functional information. Cite UniProt **

UniProt invites you to participate in a survey on the use and value of UniProt. Please click on the link provided to complete the survey 2 .
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Advanced | List |EESEEI] & o B Help

Status »
Select how you would like to view your results
Reviewed (Swiss-Prot) U n ' F y ¥
(47)
Unreviewed (TrEMBL) Cards O Table © _
(1,607) T C— ol nld
O P353{ |ommiee s Homo sapiens (Human) 466 AA
Popular organisms =
L3
H 12 I £
uman (i) O P181] Bos taurus (Bovine) 466 AA 3
Rat (11) 5 =
et vt b Armtitim e, ) T T—“—
Mouse (10) [ P4314 St nntand Rattus norvegicus (Rat) 466 AA
Bovine (9)
|
Zebrafish (5) ] P9779 hus musculus (Mouse) 466 AA
Taxonomy
P251( Homo sapiens (Human) 572 AA
Filter by taxonomy
Group by [] 002824 ADA1A_RABIT Alpha-1A adrenergic ADRA1A, Oryctolagus cuniculus 466 AA

Taxonomy receptory...] ADRA1C (Rabbit)
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mPro.t.; BLAST Align Peptide search ID mapping SPARQL  UniProtkB + b= IM R i ge vy RPaY RNl Scach & @ O Help

jtatus .
soesonssrey | UNIPTOtKB 1,654 results
4n Y, Download View: Cards O Table ® # Customize columns <2 Share +
Unreviewed (TrEMBL)
(1607) B Entry . Entry Name . Protein Names . Gene Names .  Organism . Length 4
[] P35348 % ADA1A_HUMAN Alpha-1A adrenergic  ADRA1A, Homo sapiens (Human) 466 AA
*opular organisms receptor].. ADRA1C .
Human (12) . . E
[] P18130 % ADA1A BOVIN Alpha-1A adrenergic  ADRA1A, Bos taurus (Bovine) 466 AA e
Rat (11) receptor|... ADRA1C 5
Mouse (10) ] P43140 % ADA1A_RAT Alpha-1A adrenergic  Adrala Adrafc  Rattus norvegicus (Rat) 466 AA
Bovine (9) receptor]...] E
Zebrafish (5) [1 P97718 % ADA1A_MOUSE Alpha-1A adrenergic  Adraia, Adralc  Mus musculus (Mouse) 466 AA
receptor]...]
[axonomy
| [ P25100 % ADA1D_HUMAN Alpha-1D adrenergic = ADRA1D, Homo sapiens (Human) 572 AA
“ilter by taxonomy receptor|... ADRATA
roup by [1 002824 % ADA1A RABIT Alpha-1A adrenergic = ADRA1A, Oryctolagus cuniculus 466 AA
receptory...] ADRA1C (Rabbit)

Taxonomy



2TN OUVEXEID, DIVETAI HIa AioTa OXETIKWYV TTPWTEIVWY. H {nTouuEvVN
TTpwrTeivn gival n ADALA HUMAN, o1rdT1e €MAECTE QUTO TO OVOQ.

< ] O E] https://www.uniprot.org/uniprotkb/P35348/entry w + @ (4] i] =]
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UniProt o BLAST Align Peptide search ID mapping SPARQL  UniProtkB - Advanced | List [EEEEIEY
([ 1]

[Function aP35348 - ADA1A_HUMAN

Names & Taxonomy Protein' | Alpha-1A adrenergic receptor Amino acids | 466 (go to sequence)

Subcellular Location

Gene! | ADRA1A Protein | Evidence at protein level

. . . . } A existence!
Disease & Variants Status? | % UniProtKB reviewed (Swiss-Prot)
o Annotation @
PTM/Processing Organism* | Homo sapiens (Human) crTrE -
o
2
Expression E
Entry  Variant viewer Feature viewer Genomic coordinates Publications External links History =
Interaction
Structure BLAST Align X Download ¢ Add Add a publication Entry feedback E
Family & Domains .
Function:
Sequence & Isoforms
This alpha-adrenergic receptor mediates its action by association with G proteins that activate a phosphatidylinositol-calcium second
Similar Proteins messenger system. Its effect is mediated by G(q) and G+ proteins. Nuclear ADRA1A-ADRA 1B heterooligomers regulate

phenylephrine(PE)-stimulated ERK signaling in cardiac myocytes. | M 2 Publications ]

GO annotations:

Ammmnn #hn mnennlatn nng of O cneetatinne e O daldsn FA v
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MeTd divovTtal ol TTANPOPOPIES yI' aUuThV TNV TTPpWTEivn. ETAECTE “FASTA format”.
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UniPr O.t..' BLAST Align Peptide search ID mapping SPARQL  UniProtkB « Seach & & [ Help

Function Entry Variant viewer Feature viewer Genomic coordinates Publications External links History

|Names & Taxonomy

Organism names

Subcellular Location Taxonomic | 9606 NCBI 2

Disease & Variants identifier:

PTM/Processing Organism' | Homo sapiens (Human)

i Taxonomic | cellular organisms > Eukaryota (eucaryotes) > Opisthokonta > Metazoa (metazoans) > Eumetazoa > Bilateria > é
Expression lineage’ | Deuterostomia > Chordata (chordates) > Craniata > Vertebrata (vertebrates) > Gnathostomata (jawed E
Interaction vertebrates) > Teleostomi > Euteleostomi (bony vertebrates) = Sarcopterygii > Dipnotetrapodomorpha =

Tetrapoda (tetrapods) = Amniota (amniotes) > Mammalia (mammals) > Theria > Eutheria (placentals) >
Structure Boreoeutheria > Euarchontoglires = Primates > Haplorrhini = Simiiformes > Catarrhini > Hominoidea (apes) = E
Hominidae (great apes) = Homininae > Homo

Family & Domains

Sequence & Isoforms Accessions
Similar Proteins Primary | P35348
accession

Secondary | ASKOI3
accessions | B0ZBD1

i = == — — e — - Q@24 ARA
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UniPr O.t..' BLAST Align Peptide search ID mapping SPARQL  UniProtkB v seach & @ [ Help

Function Entry Variant viewer Feature viewer Genomic coordinates Publications External links History

|Names & Taxonomy accessions | B0ZBD1

B0ZBD2
Subcellular Location BOZBD4
Disease & Variants e LD

More accessions

PTM/Processing

Expression Proteomes: '?;
SR S Identifier | UP000005640 -
Structure Componenti | Chromosome 8 E
Family & Domains Organism-specific databases

Sequence & Isoforms AGR | HGNC:277 7 VEuPathDB | HostDB:ENSG00000120907 7

Similar Proteins HGNC | HGNC:277 2 ADRATA neXtProt | NX_P3534812

MM | 10422117 gene

- 479 AM f—
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ww.uniprot.org/uniprotkb/P35348/entry#sequences kg R4 @ (<] i]

- o
UNIPAGE,# BLAST Algn Pepidssearch 1D mapping SPARQL  unertc -

Function Entry Variant viewer Feature viewer Genomic coordinates Publications External links History

Names & Taxonomy
This entry describes 9 isoforms® produced by Alternative splicing.
Subcellular Location

Disease & Variants P35348-1

This isoform has been chosen as the canonical sequence. All positional information in this entry refers to it. This is also the sequence that

PR e appears in the downloadable versions of the entry.

Expression
Name 1 | See also sequence in UniParc or sequence clusters in UniRef
et Synonyms Alpha 1c-1, Alpha(1A-1)
Structure Tools * & Download fr Add Highlight - Copy sequence E
Family & Domains Length 466 Last updated 1995-11-01 v2
Mass (Da) 51,487 Checksum® 1A50487531DECDFO
ISequence & Isoforms
1@ 20 3e 40 1] 60 70 80 90
Similar Proteins MVFLSGNASD SSNCTQPPAP VNISKAILLG VILGGLILFG VLGNILVILS VACHRHLHSY THYYIVNLAV ADLLLTSTVL PFSAIFEVLG
190 110 120 130 140 150 160 170 180

YWAFGRVFCN TWAAVDVLCC TASIMGLCII SIDRYIGVSY PLRYPTIVTQ RRGLMALLCY WALSLVISIG PLFGWRQPAP EDETICQINE

19e 200 21e 220 23e 24e 250 260 27e

- 1% — —-— — . —— Q27 ANA



ToTe divetal n aAAnAouxia TG TTPWTEIVNG, OTTOTE TNV ETTIAEYOUNE Kal TNV
AVTIYPAPOUWE YIa VA TNV ETTIKOAANOOUUE PECQ OTO TTPOYPapua FASTA.

< &} O E] https://rest.uniprot.org/uniprotkb/P35348.fasta
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ic receptor O5=Homo sapiens 0X=96@6 GN=ADRALA PE=1 SV=2

>sp|P35348 |ADALA HUMAN Alpha-1A adrenerg
SNCTQPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHS

THYY IVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVDYLCCTASIMGLCIT

HPPSQAVEGQHKDMVRIPVGS
TﬁRVR;K;FLOVCCCVGP;TP;LDKNHOVPTIKVHTI;L ENGEE
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[a rpooPacn oto FASTA, avoi¢te 1o Internet Explorer kai TTANKTPOAOYNOTE
“http://lwww.ebi.ac.uk/Tools/sss/fasta/..

# EMBL-EBI home % Services  #3 Research & Training @ Aboutus Q EMBL-EBI

FASTA

Sequence Similarity Search (SSS)

Job Dispatcher Help & Privacy Your Jobs Protein Nucleotide

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).

Databases ® Protein DATABASES

1 Database selected




v.ebi.acuk/jdispatcher/sss/fasta w &, @ 6 5 =

< c 0 EJ https://fwwv
feol Tuyvic smokapag TN Zzewvtog @ Suggested Sites @ Web Slice Gallery @ YPOMEDI We WeTransfer - Send Lar.. [ Amo Google Chrome @ Home . EMA Account ... [0 Axor ozhSoszintzg
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v
Input sequence ® Sequence type

@ Protein O DNA (O RNA

Paste your sequence here - or use the example sequence

MVFLSGNASDSSNCTOPPAPYNISKAILLGVILGGLILFGYLGNILVILSVACHRHLHSY
THYYIVNLAVADLLLTSTVLPFESAIFEVLGYWAFGRVFCNIWAAVDVLCCTASIMGLCIT
SIDRYIGVSYPLRYPTIVIORRGLMALLCVWALSLVISIGPLFGWROPAPEDETICOINE
EPGYVLFSALGSEYLPLAIILYMYCRVYVVAKRESRGLKSGLKTDKSDSEQVTLRIHRKN
APAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFFPD
FKPSETVEKIVFWLGYLNSCINPITYPCSSOEFKKAFONVLRIOCLCRKOSSKHALGYTL
HPPSOAVEGOHKDMVRIPVGSRETFYRISKTDGYCEWKEFFSSMPRGSARITVSKDOSSCT
TARVRSKSFLQVCCCVGPSTPSLDKNHQVPTIKVHTISLSENGEEVY| %l

Mepifynon Aev eruhéxBnke apyeio | Use the example I | Clear sequence I More example inputs

Program @ @ FASTA O FASTX (Q FASTY (O SSEARCH (O GGSEARCH () GLSEARCH (@ TFASTX (@ TFASTY




Kpatdue 1i¢ emAeypéveg (default) TrTapapéTpous, aAAG 6a ptTopoucape
va aAAGEouue OTTOI0ONTTOTE TTAPAUETPO
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Program ©@

Parameters

O EJ https://www.ebi.ac.uk/jdispatcher/sss/fasta

w
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# o o =

[ mhdor oehis OBEIKTES

~

@ FASTA O FASTX (O FASTY (O SSEARCH (O GGSEARCH (O GLSEARCH @ TFASTX (@ TFASTY

MATRIX ® GAP OPEN ® GAP EXTEND ®

BLOSUMS50 v | -10 v || -2 v
KTUP ©® EXPECTATION UPPER LIMIT ® EXPECTATION LOWER LIMIT ®

2 v |10 v || 0 v
DNA STRAND @ HISTOGRAM ©® FILTER®

N/A N || no ~ || none v
STATISTICAL ESTIMATES®  scorRes @ ALIGNMENTS @

Regress v || 50 A4 || 50 v
SEQUENCE RANGE @ DATABASE RANGE © MULTI HSPS ®

START-END v || START-END v | no v

ARNATATTON EEATHIBES (1)
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SCORE REPORT FORMAT ®
Default v

Less options A

Submit Title

FASTA's job

If you use this service, please consider citing the following publication: Search and sequence analysis tools
services from EMBL-EBI in 2022. More information about this bioinformatics application can be found in its
bio.tools record.

Please read the provided Help & Privacy before seeking help from our support staff. If you have any
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The result of your job will appear in this browser
window.

Job ID: fasta-120240412-073632-0848-36948228-p1m

SUBMITTED

v Please note the following

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

hitps://www.ebi.ac.uk/jdispatcher/sss/fasta/summaryTjobld=

o+ &6y =
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Ta atroteAéopata (output) TTapEXOUV PIa AioTa OAWV Twv aAAnAouXIwWV TTOU gival
Ouoleg e TNV {nTouuevn aAAnAouyia. O1 aAAnAouxiec TTpoépyovTal atrd Tn Bdon
oedopeévwy SWISS-PROT. To unkog, opoidtnTa kai 1o E-value yia k&0e cuykpion
divetal. Av evOIQQEPEDTE VO OUYKPIVETE JOVO TIGC oelpeg ADALIA HUMAN kai

AlAA OS, unv emAéyetal (unmark) 6Aa ta TAaiola katw atrd 1o “Alignment” €KTOC
a1t 1o ADALA OS. Meta emA£CTe TO “Show Alignments”.

< C O 8 https://www.ebi.ac.uk/jdispatcher/sss/fasta/summary?jobld=fasta-120240412-073632-0848-36948228- B s vy @ % 0 (4} i] =
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FASTA

Sequence Similarity Search (SSS)

Job Dispatcher Help & Privacy Your Jobs Protein Nucleotide Feedback

Results for Job ID: fasta-120240412-073632-0848-36948228-p1m

Summary Table Tool Output Visual Output Functional Predictions Result Files Submission Details
50 results found ltems per page: 50 1-500f50
— Align DB:ID Source Length Score(Bits) |ldentities(%) |Positives(3) |E()

[ ] Homo sapiens  ~ 1 SP:P35348 Alpha-1A adrenergic receptor 0S=Homo sapiens 466 | 6261 | 100.0 100.0 9.6e-178

54 0X=9606 GN=ADRA1A PE=1 SV=2
[] Mus musculus (2) View Cross-references [13]
[[] Bos taurus (2) » Gene expression b Bioacti » Nucleotid
D Cavia pOTCEl[US (2) » Macromolecular structures » Genomes & metagenomes

» Literature » S. les & ies P Protein il

D Oryctolagus » Mol lar i i » Di » Protein exp ion data

cuniculus (2) ¥ 8aactions Ep el
U :Q;ttus HOIVEEIEHS 2 SP:P35348 Alpha-1A adrenergic receptor 0S=Homo sapiens 466 | 626.1 100.0 100.0 9.6e-178 5
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[] cavia porcellus (2)

[] oryctolagus
cuniculus (2)

(] Rattus norvegicus
(2)

[] canis lupus
familiaris (2) v

el Apply to selection

e Annotation

/) Alignment

Download as FASTA

— T —

tﬁ-“ Apywn Zehifa i Eioodog b

https://fv

www.ebi.ac.uk/jdispatcher/sss/fasta/summary?jobld=fasta-120240412-0

FASTA < EMBL-EEI *

73632-

rest.uniprot.org/uniprotkb/P33342,

X

0848-36948228-

+

B sm ¢

D Amo Google Chrome 0 Home « EMA Account ...
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D AdhoL oshuBoBEKTEG

SN CAPI SN e DIEGTYE IUIECUIES OGS UE SEgUirES
* Macromolecular structures B Genomes & metagenomes
M Literature & Samples & ontologies & Protein families
» Molecular interactions B Diseases & Protein expression data
* Reactions & pathways # Protein sequences
>3P:P35348 ADA1A_HUMAN Alpha-1A adrenergic receptor 03=Homo A
sapiens 0X=9686 GN=ADRALA PE=1 SV=2 (466 aa)
initn: 3143 initl: 3143 opt: 3143 Z-scorxe: 3333.3 bits: 626.1 E(1307184): 9.6e-178
Smith-Waterman score: 3143; 100.8% identity (180.6% similar) in 466 aa overlap (1-466:1-466)
10 208 38 48 56 2]
EMBOSS MVFLSGNASDSSNCTQPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHSY
SP:P35 MVFL3GNASDSSNCTQPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHSY
10 208 38 48 58 60
70 &0 98 1e8 118 120
EMBEOSS THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVDVLCCTASIMGLCII
SP:P35 THYYIVNLAVADLLLTSTYLPFSAIFEVLGYWAFGRVFCHNIWAAVDVLCCTASIMGLCII
70 &0 98 1e8 118 120
138 148 150 168 178 180
EMBOSS SIDRYIGVSYPLRYPTIVTQRRGLMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE
SP:P35 SIDRYIGVSYPLRYPTIVTQRRGLMALLCVWALSLVISIGPLFGWROPAPEDETICQINE
138 148 150 168 178 150 v
< >
O] 2 SP:P35348 Alpha-1A adrenergic receptor 0S=Homo sapiens 466 | 626.1 100.0 100.0 9.6e-178
0X=9606 GN=ADRA1A PE=1 SV=2
View Cross-references [13]
- Gene expression I Bioactive molecules - Nucleotide sequences
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L Avagimen

51 MailEnable Web Mail:DOXAN| % Apywn Izhibo : Eioodog * FASTA < EMBL-EBI

C QO & hipsy

b rest.uniprot.org/uniprotkb/P35340. X

L

07 22 B % 1

w.ebi.acuk/jdispatcher/sss/fasta/summary?jobld=fasta-120240412-073632-0848-36948228

ﬂ fasta-120240412-073632-0848-36948228-p1m-entries-fasta - InpeiwpoTdpio

Apyeio  Emelzpyooic Mopipr  Mpofohn  BonBao

MVFLSGNASDSSNCTHPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHSY
THYYIVNLAVADLLLTSTVLPFSAIFEILGYWAFGRVFCNIWAAVDVLCCTASIISLCVI
SIDRYIGVSYPLRYPTIVTQRRGLRALLCVWAFSLVISVGPLFGWRQPAPDDETICQINE
EPGYVLFSALGSFYVPLTIILAMYCRVYVWAKRESRGLKSGLKTDKSDSEQVTLRIHRKN
APAGGSGVASAKNKTHFSVRLLKFSREKKAAKTLGIVVGCFVLCWLPFFLVMPIGSFFPD
FKPPETVFKIVFHLGYLNSCINPITYPCSSQEFKKAFQNVLKIQCLRRKQSSKHALGYTL
HAPSQALEGQHKDMVRIPVGSGETFYKISKTDGVCEWKFFSSMPRGSARITVPKDQSACT
TARVRSKSFLQVCCCVGPSTPNPGENHQVPTIKIHTISLSENGEEV

MVFLSGNASDSSNCTQPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHSV
THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVDVLCCTASIMGLCII
SIDRYIGVSYPLRYPTIVTQRRGLMALLCVWALSLVISIGPLFGHWRQPAPEDETICQINE
EPGYVLFSALGSFYLPLAITLVMYCRVYVVAKRESRGLKSGLKTDKSDSEQVTLRIHRKN
APAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLGIVVGCFVLCWLPFFLVMPIDEVSLC
HQAGVQWHDLGS LQPPPPGFKRFSCLSLPSSWDYRDVPPGRRHQAQLIFVFLVETGFHHV
GQDDLDLLTS

MVFLSGNASDSSNCTQPPAPVNISKAILLGVILGGLILFGVLGNILVILSVACHRHLHSY
THYYIVNLAVADLLLTSTVLPFSAIFEVLGYWAFGRVFCNIWAAVDVLCCTASIMGLCII
SIDRYIGVSYPLRYPTIVTQRRGLMALLCVWALSLVISIGPLFGWRQPAPEDETICQINE
EPGYVLFSALGSFYLPLAITLVMYCRVYVVAKRESRGLKSGLKTDKSDSEQVTLRIHRKN
APAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLGIVVGCFVLCHWLPFFLVMPIDEVSLC

HOAGYOWHN GS1 NPPPPGFKRESC] S1 PSSWNYRIWPPGRRHNANI TRVFI VFTGEREHHY
<

»>sp|P35348-8|ADALIA_HUMAN Isoform 8 of Alpha-1A adrenergic receptor 0S=Homo sapiens 0X=9686 GN=ADRA1A

>sp|P35348-8 | ADALA_HUMAN Isoform § of Alpha-1A adrenergic receptor 0S=Homo sapiens OX=9686 GN=ADRALA

Ln1, Col1 100%  Unix (LF)

- m} *

‘:—UNIPROT:ADA:LA_RABIT 082824 Alpha-1A adrenergic receptor (Alpha-1A adrenoreceptor) (Alpha-1A adrenoceptor) (Alpha-1C adrene ~

UTF-8

~ = x

L & 6 o

(3 Ao oehbobelkTeg

100.0

9.6e-178

98.3

2e-1638

98.3

2e-168

5 SP:Q9WU25 Alpha-1A adrenergic receptor 0S=Cavia porcellus 466
O
0X=10141 GN=ADRA1A PE=2 SV=2
View Cross-references [7]

» Bioactive molecules & Nucleotide sequences W Literature
» Samples & ontologies » Protein families » Protein sequences

l_ Apply to selection _l » Genomes & metagenomes

594.6 94.4

97.9

2.9e-168

)
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2 9:40 AM
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Sequencs: EMBOIS 001
Download (PNG) i 466
Sequence Match E-value Subject Match
1 466 1 5%
SP-ADALA HUMAN Alpha-1A adrenargic re... B ——r_ e T eeeee———————
SPADALA_HUMAN Alpha-1A adrenagic e B ————————r_ s L i ——
SPADALA_EABIT Alpka-lA adrenermcre... HE Iy 1 Dl 16—
EP-ADALA_BABIT Alpka- LA afrenergice... HE ] (e-165
SPADALA_CAVPO Alpaa.lA sdranergicre . HE I 1 B 1168+ mmm——
SPADALA_CANPO Alpaa- LA sdrnefgic mi... e ————r e L R e —
SPADALA_BOVIN Alpka-1A adrenerpe re. 5 10— 166 v —
SFADALA BOVTY Alpha-lA adrenarmicre. HE 5 10e-166  H—
SPADALL BAT Alphe-LA adremerzic e HE— ] T(ve-1064
SP-ADALA PAT AlphelA sdemerzicre HE ] Tie-166 v —
SPADALA MOUSE Alpks-lA sdrenerzic 1o 5. B0 163 A m—
EPADALA MOUZE Alpka LA sdvenergic te... 5. B0e-163
SPADALA_HUMAN lsoform T of Alpka-lA HE—— 4 50e-162 N, ——
SPADALA HUMAN lofm IofAlpbald HE—— 4 G0e-162
EPADALA_HUMAM lsoform 2 of Algka-ld HES 4 - 162+ ——
SPADALA_HUMAN lsoform T of Alpka-lA HE—— 4 50e-162 N —— ———
SPADALA HUMAN licform 4 of Alpka-lA HE—— B.B0e-161
EP-ADALA HURAN lioforem 4 of Alpha 14 HE———— .B0e-161 +——
SPADALA HUNMAN lefrm 4 of Alpka-la Y= B.B0e-161 +———
EP-ADALA HURAN loform 4 of Algha-la HE R .B0e-161
SPADALA HUMAN laoform 3 of Alpka-lA HE——— 1.A0e-160 I —
SPADALA_HUDLAN lefrm 3 of Alpka-la HEm—S—  1.40e-160 + —
SPADALA HUMAN Lecform I of Algkacld R 1. 40e- 160+ —
SPADALA HUDMAN lefrm 3 of Alpha-la R 1.A0e-160 N —
SPADALA HUMAN lioform § of Alpha-la HE 1 170109 H———
SP-ADALA HUMAN lacform 9 of Alpka 4 _ HE 1706109 -
SPADALA HUMAN luform 9 of Alpka-ld B ———————— e T I B I
EPADALA BUMAN lioform 8 of Algha-la HE 1 170109 H——
SP-ADALA_HUMAN lnoform 7 of Alpka-1d HES 1 120e.108 <O
EPADALA HUMAN lioform 7 of Alpka-ld HES 1 2120109 O ——
SPADALA_HUMAM lsoform 7 of Alpka-1d HES 2120109 - —
SP-ADALA_HUMAN Isoform 7 of Alpha-1A HEaaN e 120109+
SPADALA_HUMAN lroform 5 of Alpka-A 7 il 10RO he
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BE= An official website of the United States government Here's how you know v

m National Library of Medicine

National Center for Biotechnology Information

BLAST ® Home RecentResults Saved Strategies Help

Basic Local Alignment Search Tool
BLAST+ 2.15.0 is here!

We have included two exciting new features in the latest
BLAST+ release

BLAST finds regions of similarity between biological sequences. The
program compares nucleotide or protein sequences to sequence
databases and calculates the statistical significance. Learn more
Tue, 28 Nov 2023 [ More BLAST news...

Web BLAST
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BE an official website of the United States government Here's how you know

m National Library of Medicine

National Center for Biotechnology Information

BLAST © » blastp suite Home RecentResults Saved Strategies Help
Standard Protein BLAST

blastn blastp blastx tblastn tblastx
[ Resetpage ] [ Bookmark |

BLASTP programs search protein databases using a protein query. more...

Enter Query Sequence
Enter accession number(s), gifs), or FASTA sequence(s) @ ciear Query subrange @

From[ ]
A To[ ]

Or, upload file [ nepinynon... | Asv emAgyBrks apysio. @

Job Title [ |
Enter a descriptive title for your BLAST search 9

] Align two or more sequences @

Choose Search Set

Try experimental clustered nr database Q ‘

Databases (@ Standard databases (nr etc.): e [ Experimental databases
For more info see VWhat is clustered nr?
Compare [ select to compare standard and experimental database @
Standard
Database [ Non-redundant protein sequences (nr) v @
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BLAST » blastp suite Home RecentResults  Saved Strategies Help

COVID-19 is an emerging, rapidly evolving situation.
w Get the latest public health information from COC: hitps:/iw ww.coronavirus.gov .
Get the latest research from NIH: hitps:/www.nih. gov/corenavirus.

Standard Protein BLAST

blastn blastp  blastx thlastn thlastx

EriEr QUEI’Y Sequence BLASTP programs search protein databases using a protein query. more... Reset page 1
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
re= SEAEY TUILEELILEGT Y = 3
E From BLAST results will be displayed

153 ILI00! IRGH D3 = To in a new format by default .
TREATTVEEINES CINEI Yo A AERREA AN LA NC L CRR A SRR LA T You can always switch back to the
- N —— TR Traditional Results page. -
Or, upload file AvalnTnon... | Asv emAExBnke apyeio. @
Job Title

Enter a descriptive title for your BLAST search &

DAIign two or more sequences &

Choose Search Set
Database

UniProtkB/ Swiss-Prot{swissprot) - @
Organism
Optional [l exclude +
Enter organism commen name, binomial, or tax id. Only 20 top taxa will be shown. &
Exclude [CImodels iMxP) C] Non-redundant RefSeq proteins (WP) C Uncultured/environmental sample sequences
Optional

Program Selection

GLIEIIT ® blastp (protein-protein BLAST) "VODAFONE WIFL108 |
(©) PSI-BLAST (Position-Soecific lterated BLAST) Mpéofcan ato Internet
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- C @ blastncbinim.nih.gov/Blast.cgi?PROGRAM=blastp&PAGE TYPE=BlastSearch&LINK_LOC=blasthome awrx »0@ :

3 eCRFs Databases, R.. 3 Sci-Hub: removing.. B Metappoon Google [B) Home-PubMed -.. 8 Sci-Hub:removing.. @ 1P CAMERA Setting 8 Sci-Hub:removing.. #  3 Sci-Hub:iremoving..  $ Hhextpovwr Zuvtoe., [ AwSucruacs poBn.. @ A man with a raised.. »
Enter a descriptive lile for your BLAST search @
[ Align two or more sequences @

Choose Search Set

Databases Try experimental clustered nr database
@ Standard databases (nr etc.) m _) Experimental databases Ty exp! Q
For more info see What is clustered nr?
Standard
Dacbass + [ UniProtkB/Swiss-Protiswissprot) vi]e
Organism =
Optional [ ][] exclude (Add organism )
Enter organism common name, binomial, or fax id. Only 20 top taxa will be shown. @
Exclude [ Models (XM/XP)[_] Non-redundant RefSeq proteins (WP) ] Uncultured/envi | sample
Optional
Compare [ Select to compare standard and experimental database @

Program Selection
Algorithm @ blastp (protein-protein BLAST)
PSI-BLAST (Pesition-Specific lterated BLAST)
PHI-BLAST (Pattern Hit Initiated BLAST)
DELTA-BLAST (Demain Enhanced Lookup Time Accelerated BLAST)

Choose a BLAST algorithm @)

Search database swissprot g Blastp (protein-protein BLAST)

[] show resutts in 3 new window

Note: Parameter values that differ from the default are hi ighted in yellow and marked with + sign

<= Algorithm parameters

v
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m National Library of Medici

Nation, ter for Bi 'ormatic

BLAST © . blastp suite » RID-1HP838YY013 Home Recent Results Saved Strategies Help

Format Request Status

[Formatting options]
Job Title: Protein Sequence

Request ID 1HP835YY(013

Status Searching
Fri Apr 12 02:47:31 2024
Fri Apr 12 02:47:48 2024

00:00:17

Submitted at
Current time

Time since submission

This page will be automatically updated in 2 seconds

FOLLOW NCBI
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< Edit Search Save Search

Search Summary v

© How to read this report?

Home Recent Results Saved Strategies Help

B BLAST Help Videos 'DBack to Traditional Results Page

Job Title Protein Sequence Filter Results
RID 1HP83SYY013 Search expires on 04-13 14:47pm Download All v
Program BLASTP@ Citation v Organism only top 20 will appear :I exclude
i ‘ Type common name, binomial, taxid or group name ‘
Database nr  See details v
=+ Add organism

Query ID lel|Query_9614096
Description unnamed protein product Percent Identity E value Query Coverage
Molecule type  amino acid ‘ to ‘ ‘ to ‘ ‘ to ‘
Query Length 466
Other reports Distance tree of results Multiple alignment MSA viewer @ m
| )
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~  Selectcolumns ~ Show (2]
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select all 100 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer

Descrption SCOMICNae ST Siore Cover vamwe s Len  Aocession
v v v v v -

alpha-1A adrenerqgic receptor isoform 1 [Homo sapiens] Homo sapiens 956 956 100% 0.0 100.00% 466 NP_000671.2

alpha-1A adrenergic receptor isoform X1 [Pan paniscus] Pan paniscus 952 952 100% 0.0 90.79% 466 XP_ 0029754451

alpha-1A adrenergic receptor isoform X1 [Gorilla gorilla gorilla] Gorilla gorilla g. 452 952 100% 00 99 57% 466 XP_0552042511

Adrenergic, alpha-1A- receptor [Homo sapiens] Homo sapiens 952 952 100% 0.0 99.57% 466 AAH95512.1

alpha1C adrenergic receptor [Homo sapiens] Homo sapiens 951 951 100% 0.0 99.57% 466 BAAD4960.1

alpha adrenergic receptor subtype alpha 1c [human, heart, Peptide, 466 aa] [Homo sapiens] Homo sapiens 949 949  100% 0.0 99.57% 466 AAB311651

alpha1C adrenergic receptor [Homo sapiens] Homo sapiens 946 946 100% 0.0 99 14% 466 AAAS31141

adrenergic receptor alpha-1a [Homo sapiens] Homo sapiens 946 946 100% 0.0 98.93% 466 AAKTT1971

alpha-1A adrenergic receptor isoform X1 [Aotus nancymaae] Aotus nancymase 944 944 100% 0.0 98.71% 466 XP_ 06422347891

alpha-1A adrenergic receptor isoform X2 [Pongo pygmaeus] Pongo pygmaeus 944 944 100% 0.0 98.93% 466 XP_0543545231

alpha-1A adrenergic receptor isoform X1 [Sapajus apella] Sapajus apella 942 942 100% 00  OB.50% 466 XP_0321444761

alpha-1A adrenergic receptor isoform X1 [Momascus leucogenys] Nomascus leuc... 940 940 100% 0.0 98.28% 466 XP_012363809.1

alpha-1A adrenergic receptor isoform X1 [Callithrix jacchus] Callithrix jacchus 940 940 100% 0.0 98.50% 466 XP_008977331.1

alpha-1A adrenergic receptor isoform X1 [Papic anubis] Papio anubis 40 940 100% 0.0 98.50% 466 XP_ 0039026221

alpha-1A adrenergic receptor isoform X1 [Trachypithecus francoisi] Trachypithecus ... 940 940 100% 0.0 98.28% 466 XP_033085140.1

alpha-1A adrenergic receptor isoform X1 [Cebus imitator] Cebus imitator 939 939 100% 0.0 98.28% 466 XP_017395880.1

alpha-1A adrenergic receptor [Hylobates moloch] Hylobates moloch 939 939 100% 00  98.28% 466 XP_0319994381

alpha-1A adrenergic receptor [Macaca mulatta] Macaca mulatta 939 939 100% 0.0 98.28% 466 MP_0011082051
: alpha-1A adrenergic receptor isoform X1 [Rhinopithecus roxellana] Rhinopithecusr... 938 938 100% 0.0 98.28% 466 XP_010376433.1 v
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Alignment view

Pairwise R v| [~}

& Download v  GenPept Graphics

Download
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¥ Next <« Descriptions

RecName: Full=Alpha-1A adrenergic receptor; AltName: Full=Alpha-1A adrenoreceptor; Short=Alpha-1A adrenoceptor; AltName:

Full=Alpha-1C adrenergic receptor; AltName: Full=Alpha-adrenergic receptor 1c [Homo sapiens]

Sequence ID: P35348.2 Length: 466 Number of Matches: 1

Range 1: 1 to 466 GenPept Graphics

Score

956 bits(2472) 0.0

Expect Method Identities Positives Gaps

Compositional matrix adjust. 466/466(100%) 466/466(100%) 0/466(0%)

Query
Skijct
Query
Skict
Query
sbjct
Query
Skict

1

1

MVFLSGNASDSSNCTQPPRPVNISEAI LLGVILGGLILFGVLGNIL
MVFLSGNASDSSNCTQFPRPVNISRAILLGVILGGLILEG
MVEFLSGNASDSSNCTQPPRAPVNISEAILLGVILGGLILEGY

THYY IVNLAVA
THYYTIVNL
THYYTIVNL

VARDLLLTSTVLFFSAIFEVLEYWAFGRVECNIWAAVDVLCCTASIMGLCIT
SIDRYIGVSYPLRYPTIVIQRRGLMALLCVWALSLVISIGPLFGWRQFAFEDETICQINE
SIDRYIGVSYFLRYFTIVIQRRGLMALLCVWALSLVISIGFLFGWRQFLFE ICQINE

SIDRYIGVSYPLRYPTIVIQRRGLMALLCVWALSLVISIGPLFGWRQFAFEDETICQINE

EPGYVLESALGSFYLPFLATILVMYCRVYVVARRESRGLESGLETDESDSEQVTLRIHREN
EPGYVLESALGSFYLFLATTILVMYCRVYVY RESRGLESGLETDESDSEQ HREN
EPGYVLFSALGSFYLPLATILVMYCRVYVVARRESRGLESGLETDESDSEQVILRIHREN

APAGGESGMASARTRTHFSVRLLEFSRERRARRTLGIVVGCEVLCWLEFFLVMEFIGSFFED
APAGGESGMASARTRTHFSVRLLEFSRERRARRTLGIVVGCEVLCWLEFFLVMEFIGSFFED
RPAGGESGMASARTRTHESVELLEFSRERFRARRTLGIVVGCEVLCWLEFFLVMEFIGSFFFD

Related Information
Gene - associated gene details

Query
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Query: Query_9614096; target: NP_000671, ALPHA-1A ADRENERGIC RECEPTOR (P353 summary | Details

Annotations:
Al [ Conserved Domains Clinvar B Functional Sites
Custom 30 Domains SNPs PTM (UniProt)
Disulfide Bonds Interactions Cross-Linkages Transmembrane

Show Al Chains

Selection: Name: |segq_1 Save Clear

Proteins:

Annotations of P35348_A:  |Add Track Custom Color /Tube Helix Sets | |Sheet Sets || Coil Sets Iz Ancho
10 20 H1 20 40

- Frotein P25345_A 1
Color by pLDDT BLAST, E: 0.0
Query: Query 9614096 1

domain: TtmA_a...
feat: TM helix 1
feat: TM helix 2
feat: TM helix 3
feat: TM helix 4
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> [comment] select chain P35348_A ~

> [comment] show selection W
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Descriptions Graphic Summary Alignmgfits
Reports Lineage Organism Taxonomﬁ\/
100 sequences selected €@
Organism Blast Name Score Number of Hits Description
Bilateria animals 101
. Euteleostomi vertebrates a7
- . Tetrapoda vertebrates 88
- - - Amniota vertebrates 83
« « . «TIheria mammals 82
..... Boreoeutheria placentals 80
...... Euarchontoglires placentals 56
....... Catarrhini primates 19
........ Homininae primates hr
......... Homo sapiens primates 956 12 Homo sapiens hits
......... Gorilla gorilla gorilla ~ primates 221 2 Gorilla gorilla gorilla hits
......... Pan troglodytes primates 221 El Pan troglodytes hits
........ Macaca mulatta primates 212 2 Macaca mulatta hits
....... Cavia porcellus rodents 907 1 Cavia porcellus hits
....... Oryctolagus cuniculus rabbits & hares a0a6 4 Oryctolagus cuniculus hits
....... Rattus norvegicus rodents 894 n Rattus norvegicus hits
....... Mus musculus rodents 281 Jo Mus musculus hits
....... Mesocricetus auratus rodents 455 2 Mesocricetus auratus hits
....... Tscherskia triton rodents 220 1 Tscherskia triton hits
------- Nannospalax ehrenbergi  rodents 214 1

Nannospalax ehrenbergi hits
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