JlTekunma Ne?2 @

bnonHdopmaTuka
nocnenoBaTesibHOCTEWN
BbipaBHUBaHue

PaspaboTtan npodeccop . M. Bacunesn
Kacdheapa cdapmakonorum m oumouHdcpopmaTUku

Ona ctyaeHToB, obyyvarwmxcsa no HanpasneHuto 06.03.01 «bnonorus»
npodunu bnoxmmusa, N'eHeTuka
Npyv N3yvyeHnu gucumnniimHbl «buonHdgopmaTuka»



[IlnaH NeKkuunwu

e [lapHOE N MHOXeCcTBeHHOe BbipaBHUBaHUE
nocrneanoBaTeNbHOCTEMN.

e MeToAabl cpaBHEHUA NEePBUYHOU CTPYKTYPbI
Oenkos.

e [lporpamma Clustal.

e Cuctema BLAST.

e CTpykTypHana omonHdpopmaTuka.

e Bnabl BTOPUYHbLIX CTPYKTYP.

e MoTuBbLI U OMEHBLI.



bnounHdopmaTtuka nocnegoBaTeribHOCTEN

 BoipaBHMBaHME W onpeneneHne cxoacrtBa
OBYX nocrnegoBaTenbHOCTEN

e [locTpoeHNe MHOXECTBEHHbIX
BblpaBHNBaHUU

 Pacno3HaBaHne reHoB

e [lpeockasaHmne BTOPUYHOW CTPYKTYPb
benkoB n PHK

¢ I'Ipep,CKasaHme CauToOB CBA3blIBaAHUSA OENKOB



PopmaTt FASTA

W. R. Pearson, D. J. Lipman — 1988

Ctpoka-3aronoBsok (the definition line)
> [yHUKanbHbIN ID] | [onucaHue]

[MocnepgoBaTtenbHocTb G6enka (unn OHK) B ogHoOykBeHHOM Koge

>sp |P3555T7 IHXK4_HUMAN Hexokinase-4% 0S=Homo sapilens
MLDDRARMEAARKKEKVEQILAEFQLAEEDLKKUMRRMQKEMDRGLRLETH
EEASUKMLPTYURSTPEGSEVGDFLSLDLGGTNFRUMLUKUGEGEEGQWS
UKTKHOQMYSIPEDAMTGTAEMLFDYISECISDFLDKHQMKHKKLPLGFTF
SFPURHEDIDKGILLNWTKGFKASGAEGNNUUGLLRDAIKRRGDFEMDUU
AMUNDTUATHISCYYEDHQCEUGHMIUGTGCNACYHMEEMQNUELUEGDEGR
MCUNTEWGAFGDSGELDEFLLEYDRLUDESSANPGQAQLYEKLIGGKYMGE
LURLULLRLUDENLLFHGEASEQLRTRGAFETRFUSQUESDTGDRKQIYN
ILSTLGLRPSTTDCDIVRRACESUSTRAAHMCSAGLAGUINRMRESRSED
UMRITUGUDGSUYKLHPSFKERFHASURRLTPSCEITFIESEEGSGRGAA
LUSAUACKKACMLGQ




[locnegoBaTenbHOCTbL onpegensietr (YHKUUIO,
CTPYKTYPY U MHOrme pgpyrme cCcBOUCTBA
oenka nnu OHK

PoacTtBeHHble Oenkn MMerT MOXOoXne CBOMCTBA

benkn, noxoXxue no nocrnegoBaTefibHOCTY,
NOXOXWM U NO CBOUCTBAM

CBonCcTBa MOXHO npeackasaTb, aHanu3npys
N3y4eHHbIE MNOCNeaoBaTENIbHOCTU, MOXOXWE Ha
NAaHHYIO0



[omonoru4yHblie nocregoBaTesiIbHOCTMU
MMEIOT oOLlee npoucxoxpeHue
(obwero npeaka)

[p3HakKu romMosnorm4HocTu Oenkos

[Toxoxaqd aMWHOKUCNOTHaa nocrenoBaTenbHOCTb
CxogHaa 3D-CTpyKTypa

AHanorn4Hasa QYyHKUmMS



CpencTtBOo nNoucKa cxoactBa
BbipaBHUBaHue

«ApeanbHoe BblipaBHUBaHUE»
3annucb nocriegoBaTenbHOCTEN OAHa noa
Opyron Tak, 4YToObl rOMOMOrN4YHbIE
doparmeHTbl OKasanucb Opyr nog Opyrom

IOMOBOM
CKOIINIOIOM
BOJOMepKa

JIECOBOS ——-JIeCcO-—-—-BOSB
Jegoxon JJeq———O0XOO———



Cnocobbl BbipaBHUBAHUSA

enb
MakcumanbHoOe KOonu4yecTtBO COBMaaeHUW

Pacnonoxutb uUx aOpyr nog apyrom
[Burate Opyr OTHOCUTENbBLHO Apyra
BcTtaBnate npobens

I'sn (gap) — mponyck 6 nocinedosamenvHocmu

JIECOBOSB ———JIeCO———BO3
JlegoxXon Jjeg———OoXoOg———



Tunbl BblipaBHNBaAHWUA

JlokanbHoe
NoncK Hamboree noxoXunx parMeHToB

IOMOBOM IOMOBOM IOMOEBOMU
CKONMUIOM BOJOMepKa BOOOMepKa
mobanbHoOe

CpaBHEHME MnocrnenoBaTenbHOCTEU LENMUKOM

JIECOBOSB ———JIeCO———BOS3
Jgefnoxon Jjen———-oxog——-
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Kputepun kKkayectBa noucka

v' Konnyectso MAEHTUYHbIX (MOXOXMNX)
aMMUHOKUCNOT / HYKNeoTNa0B

— ana benkos > 25 % npu anmnHe > 100 aa
— ana AHK >70% npun ganHe > 100 nt

v' [1nMHa BbipaBHUBAHMUA

v’ BepoATHOCTb HabnogaTb Takoe CXOACTBO
C/lydanHbIM 0b6pa3om

E-value: <10® — xopowo; >0.001 — nnoxo

v’ Score — obLwaa mepa cxoacTBa
<50 — nnoxo



[lonck n cpaBHeHue
nocrieaoBaTenibHOCTEM

UniProt
https://www.uniprot.org/

225,6 MnNH. 6enkos



5-HT,, peuentop 4enoBeka

Advanced~ ‘A Search |

BLAST Align Retrieve/ID mapping Peptide search SPARQL

Help Contact

UniProt ¢ The new UniProt website is here! T

UniProtKB - P28223 (5HT2A_HUMAN)

Display O Help video W, BLAST EAign  5)Format @ Addto basket @ History [# Add a publication % Feedback

Publications

Protein | 5-hydroxytryptamine receptor 2A
Gene HTR2A

Feature viewer Organism | Homo sapiens (Human)

Feature table I E )
Status | #d Reviewed - annotation score: @@@®@® - Experimental evidence at protein level?
All None

“unclion

G-protein coupled receptor for 5-hydroxytryptamine (serotonin) (PubMed:1330647, PubMed:18703043, PubMed:19057895).

_ beell Also functions as a receptor for various drugs and psychoactive substances, including mescaline, psilocybin, 1-(2,5-dimethoxy-4-iodophenyl)-

2-aminopropane (DOI) and lysergic acid diethylamide (LSD) (PubMed:28129538).

. Ligand binding causes a conformation change that triggers signaling via guanine nucleotide-binding proteins (G proteins) and modulates the
activity of down-stream effectors (PubMed:28129538).

Beta-arrestin family members inhibit signaling via G proteins and mediate activation of alternative signaling pathways (PubMed:28129538).

Signaling activates phospholipase C and a phosphatidylinositol-calcium second messenger system that modulates the activity of
phosphatidylinositol 3-kinase and promotes the release of Ca2™ ions from intracellular stores (PubMed:18703043, PubMed:28129538).

Affects neural activity, perception, cognition and mood (PubMed:18297054).

Plays a role in the regulation of behavior, including responses to anxiogenic situations and psychoactive substances. Plays a role in intestinal
smooth muscle contraction, and may play a role in arterial vasoconstriction.

# 7 Publications

(Microbial infection) Acts as a receptor for human J1C polyomavirus/JCPyV.




[locnepoBatenbHoOCTbL 5-HT,, Humar

Sequences (2+)

Sequence statusi: Complete.

This entry describes 2 isoforms! produced by alternative splicing. = Align W Add to basket

This entry has 2 described isoforms and 2 potential isoforms that are computationally mapped. © Show all = Align All

& Add to basket Length: 471
Mass (Da): 52,603

Last modified: June 1, 1994 - v2
Checksum:: EFSAACOBC5379DA2

Isoform 1 (identifier;: P28223-1) [UniPd

This isoform has been chosen as the canonical® sequéence. All positional information in this entry refers
to it. This is also the sequence that appears in the downloadable versions of the entry.

« Hide

BLAST - GO

10 20 30 40 50
MDILCEENTS LSSTTNSLMQ LNDDTRLYSN DENSGEANTS DAFNWIVDSE
&0 70 80 S0 100
NRTNLSCEGC LSPSCLSLLH LQEENWSALL TAVVIILTIA GNILVIMAVS
110 120 130 140 150
LEEKKLQNATN YFLMSLATIAD MLLGFLVMPV SMLTILYGYR WPLPSKLCAV
160 170 180 180 200
WIYLDVLFST ASIMHLCAIS LDRYVAIQNP IHHSEFNSET EAFLEIIAVW
210 220 230 240 250
TISVGISMPI PVFGLQDDSK VFKEGSCLLA DDNEVLIGSEF VSFFIPLTIM
260 270 280 290 300
VITYFLTIKS LQKEATLCVS DLGTRAKLAS FSFLPQSSLS SEELFQRSIH
310 320 330 340 350
REPGSYTGER TMQSISNEQK ACKVLGIVFF LEVVMWCPFEF ITNIMAVICK
360 370 380 380 400
ESCNEDVIGA LLNVEVWIGY LSSAVNPLVY TLENKTYRSA FSRYIQCQYK
410 420 430 440 450
ENEKKPLQLIL VNTIPALAYK SSQLOMGQKEK NSKQDAKTTD NDCSMVALGEK
460 470
QHSEEASKDN SDGVNEEVSC V




FASTA 5-HT,, Human

»3p | PZBZZ3 | SHTZA HUMAN 5-hydroxytryptamine receptor ZA OS=Homo saplens GN=HTRZA PE=1 &5v=2Z
MOILCEENTALESTTHNSLMOLNDDTELY ANDENAGEANTIDAFNWTTWVDIENETHL S CEGC
LEPECLELLHLOEENWSALLTAVVITLTTAGNILV IMAVE LEKKLONATNYF LM LATAD
MLLGELVMPVEMLTILYGYEWPLESKLCAVIWIVLDVLE S TAS IMHLCATILDRYVATONE

THHERFNAETEAF LE T TAVWTISWEISMP IPVEGLODDSEVEEEGICLLADDNEVLIGAE
VEFPIPLTIMYITYFLTIK S LOKEATLCYVADLGTRAKLARE SFLPOS LI SEKLE QRS TH

FEPGEYTGRETMOS TS NEQKACKVLGIVEELEWVVMACPEE ITNIMAVICKESCNEDWVIGA

LILMNWEVWIGY L3 AVHP LYY TLENE TYRAAF SRY TOCOYEENKEEPLOLTTVWNTIPALAYE
SACLOMEORENIKEODAK TTDHDC A MVATLGEOHIEEASKDNIDEWHNERW 3 CW



[Monck ¢ nomowbio BLAST

Advanced~ ‘A Search |

BLAST Aign Retrieve/ID mapping Peptide search SPARQL

Help Contact

UniProt ¢ The new UniProt website is here! T

UniProtKB - P28223 (5HT2A_HUMAN)

Display O Help video W, BLAST EAign  5)Format @ Addto basket @ History [# Add a publication % Feedback

Publications

Protein | 5-hydroxytryptamine receptor 2A
Gene HTR2A

Feature viewer Organism | Homo sapiens (Human)

Feature table I E )
Status | #d Reviewed - annotation score: @@@®@® - Experimental evidence at protein level?
All None

“unclion

G-protein coupled receptor for 5-hydroxytryptamine (serotonin) (PubMed:1330647, PubMed:18703043, PubMed:19057895).

_ beell Also functions as a receptor for various drugs and psychoactive substances, including mescaline, psilocybin, 1-(2,5-dimethoxy-4-iodophenyl)-

2-aminopropane (DOI) and lysergic acid diethylamide (LSD) (PubMed:28129538).

. Ligand binding causes a conformation change that triggers signaling via guanine nucleotide-binding proteins (G proteins) and modulates the
activity of down-stream effectors (PubMed:28129538).

Beta-arrestin family members inhibit signaling via G proteins and mediate activation of alternative signaling pathways (PubMed:28129538).
Signaling activates phospholipase C and a phosphatidylinositol-calcium second messenger system that modulates the activity of
phosphatidylinositol 3-kinase and promotes the release of Ca2™ ions from intracellular stores (PubMed:18703043, PubMed:28129538).
Affects neural activity, perception, cognition and mood (PubMed:18297054).
Plays a role in the regulation of behavior, including responses to anxiogenic situations and psychoactive substances. Plays a role in intestinal
smooth muscle contraction, and may play a role in arterial vasoconstriction.

# 7 Publications «

G

(Microbial infection) Acts as a receptor for human J1C polyomavirus/JCPyV.




[Monck ¢ nomowbio BLAST

UniProt

.
[
® advanced»  Q\ Search

R W X -
BLAST Align Retrieve/ID mapping Peptide search SPARQL Help Contact
BLAST BBoaum nocrnenoBaTesibHOCTL U Bbi3biBaem
How to use this tool 1. Enter either a protein or nuclectide sequence or a UniProt identifier (e.g.PO0750 )

or A4_HUMAN or UPIO000000001) into the form field.

The Basic Local Alignment Search Tool (BLAST) finds regions of local similarity T G e E R TR TR BT ST S T T ¢ rEE B R TR e e

between sequences, which can be used to infer functional and evolutionary
relationships between sequences as well as help identify members of gene families.

form.
3. Click the Run BLAST button.

o Help @ BLAST help video Other tutorials and videos & Downloads

>5p|P28223|5HTZA HUMAN 5-hydroxytryptamine receptor 22 0S=Homo sapiens OX=960& GN=HTRZA PE=1 S5V=2
MDILCEENTSLSSTTNSLMOLNDDTRLY SNDENSGEANT SDAFNWTIVDSENRTNLSCEGC
LSPSCLSLLHLOEKNWSALLTAVVIILTTAGNILVIMAVSLEEEKLONATNYFIMSLATAD
MLLGELVMPVSMLTILYGYRWPLPSKELCAVWIYLDVLESTAS IMHLCATSLDEYVATQNE
IHHSEFENSRTEKAFLKI TAVWTIISVGISMP I PVEGLODDSKVEREGSCLLADDNEVLIGSE
VSFFIPLTIMVITYFLT IKSLOKEAT LCVSDLGTRAKLASFSFLPOSSLSSERKLFORS TH
REPGSYTGRRTMOS T SNEQEACKVLGIVEEFLEVVMWCPFEITNIMAVICKESCNEDVIGA
LINVEVWIGYLSSAVNPLVYTLENKTYRSAFSRY TQCOYKENKKPLOLTILVNT TPALAYE v

m

Target database E-Threshold Matrix Filtering Gapped Hits

UniProtkB reference proteomes plus Swiss-Prot ~ 10 - Auto ~  None v  yes - 250 ~

Tools Core data Supporting data Information

BLAST Protein knowledgebase (UniProtKB) Literature citations About UniProt

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




[Monck ¢ nomowbio BLAST

BLAST Align Retrieve/ID mapping Peptide search SPARQL Help Contact

BLAST Uwer ...

Job status:

Running blastp job against UNIPROTKB_REFPROTSWISSPROT for 14s

Job information

Query sequence

>sp|P2B223 | SHT2A_HUMAN S-hydroxytryptamine receptor 24 0S=Homo sapiens CX=9%606 GN=HTRZZR PE=1 3V=2
MDILCEENTSLSSTTNSLMOLNDDTRLY SNDEFNSGERANTSDAFNWTVDSENRTNLSCEGC
LSPSCLSLLHLOERNWSALLTAVVIILTIAGNILVIMAVSLERELONATNY FLMSLATIAD
MLLGFLVMEVESMLTILYGYRWPLESELCAVWIYLDVLESTASIMELCAISLDRYVAICNE
IHHSEFNSRTFAFLEIIAVWIISVGISMPIPVEFGLODDSEVFEEGSCLLADDNFVLIGSE
VSFFIPLTIMVITYFLTIESLOREATLCVSDLGTRARLASFSFLEPQSSLESERLFQRSTIH
REPGSYTGRRTMOSISNEQRACEVLGIVEFLEVVMWCEFFITNIMAVICRESCNEDVIGR
LINVEVWIGYLSSAVNEPLVY TLENRETYRSAFSRYIQCOYRENREPLOLILVNTIEPALAYR

SSQLOMGOERNSKEQDARTTDNDCSMVALGEQHSEEASEDNSDGVNERVSCYV

Job identifier B2022021592C7BAECDB1C5C413EEOEQ348724B68202E5956 (jobs are stored for 7 days)

Program blastp

Matrix blosume2

Threshold 10

Filtered false

Gapped true

Maximum number of hits reported 250

Tools Core data Supporting data Information

BLAST Protein knowledgebase (UniProtkg) Literature citations About UniProt
Align Sequence clusters (UniRef) Taxonomy Help

Retrieve/ID mapping Sequence archive (UniParc) Keywords FAQ
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UniProt 3
L 1)

advanced~ O\ Search | N

™~ . . - N
™ Y X

BLAST Align Retrieve/ID mapping Peptide search SPARQL ~ HéI;—CB‘ntﬁcl;"

@ Abou sket +
BLAST Pe3ynbTaT — Ha4yano cnucka B o=
F”ter by 100 20 60 40 20 0

A
!Nf. Reviewed (9)

Swiss-Prot

Unreviewed (241)
TrEMBL

With 3D structure (2)

Popular organisms
Human (1)

Identity %

€ Edit and resubmit Order by: Score

Qverview

Show all 250

-

Protein names Identity El

Mouse (1) p28223 Hi i ] 100.0%
*@ 5-hydroxytryptamine receptor 2A (Homo sapiens)
Rat (1) ADAZIZYKA3 - - i ) | 100.0%
5-hydroxytryptamine receptor 2A (Gorilla gorilla gorilla)
Bovine (2) ADA2REZ554 . ) ] 99.8%
5-hydroxytryptamine receptor 2A (Pan paniscus)
ADA21819Q7 . ] 99.8%
GORGO (1) 5-hydroxytryptamine receptor 2A (Pan troglodytes) )
All (250) AP
Alignments
Map to
«1to250f 250 p Show 25 =
UniProtka &, Download # Columns
I e S S I
Uniparc [l Query: sp|P28223|5HT2A_HUMAN B20220215A084FC58F6BBA219896F365D15F2EB4402E18CT
VieW by [ Pp28223 SHT2A_HUMAN - 5-hydroxytryptamine receptor 2A Homo sapiens (Human) - View alignment f ST \ !i

Results table

Taxonomy
Text version

XML version

Demo

I~ a

Score: 2,416
Ident.: 100.0%

ADAZI2YKA3_GORGO - 5-hydroxytryptamine receptor 2A - Gorillz gorilla ... - View alignment

ADAZIZYKAS

E-value: 0.0
Score: 2,416
Ident.: 100.0%

—eeeee— e e e
e ——————————————————
I EE———

[ ADA2R8Z554 ADAZR8Z554_PANPA - 5-hydroxytryptamine receptor 2A - Pan paniscus (Py... - View alignment

E-value: 0.0
Crnrp: 3 A1C




CpaBHeHue
nocrnengoBaTesibHOCTEU

Clustal

Multiple Sequence Alignment

http://www.clustal.org/



Clustal

Clustal: Multiple Sequence Alignment
;fl Multiple alignmf:t of nucleic ag and protein sequencesg

CLUSTAL CLUSTAL

Clustal Omega ClustalW/ClustalX

» Latest version of Clustal - fast and scalable (can align hundreds of thousands of * "Classic Clustal"
sequences in hours), greater accuracy due to new HMM alignment engine » GUI (Clustalx), command line (ClustalWW), web server versions available
* Command line/web server only (GUI public beta available soon)

Valid XHTML and Valid CSS | Viewable With Any Browser | Last modified on 08/31/2012 07:40:54




Dipeptidyl peptidase 4 — DPP-4

L DPP4 Homo sapiens. fasta
Lm..._

i et e MRS v ek b NG

DPP4 Danio rerio.fasta




1

Clustal

® ' ClustalX 2.1
: Eile’ﬂdit Alignment Trees Colors Quality Help

Mocle: [Multiple Alignrment Mocde: v] Font: [llj v]




Clustal — 3arpy3ka

8 ' ClustalX 2.1 =n fol O
File | Edit Alignment Trees Colors Quality Help

< Load SequenceD Cil+0

Append Sequences

Save Sequences as... Crl+S
Load Profile 1

Load Profile 2

Save Profile L as

Save Profile 2 as

Write Alignm ent as Postscript Ctrl+P
Write Profile 1 as Postscript

Write Profile 2 as Postscript

Quit Cal+Q




4

Clustal — DPP-4 Human

@' ClustalX 2.1 =n Eol >
: Eile,gdit Alignment Trees Colors Quality Help

Mocle: [Multiple Alignrment Mocde: v] Font: [llj v]

[ ]
147457 |TPF4 NN UTPUBVLE LG ABALUT FITVPUVLENESTOD AT A SR YT TD YLEONT YRLKL YL BT AT L YO E R ILYTHAL Yo SUFLENST TDEF 0 INDYS 1SF D60 FILLE VR US43




Clustal — pob6aBneHue

[ | ClustalX 2.1 =50 = [
File | Edit Alignment Trees Colors Quality Help
Load Sequences Cil+0

Append Sequences

Save Sequences as.. Crl+5

]
Load Profile 1 ULLNK DD AT & ST PT LD L KO YA 7S LAV ST RE YL YK T LU YA S SUTLEWST PO oS I Y3 18P 60 [LLE VR QURa TS

Load Profile 2

Save Profile 1 as

Save Profile 2 as

Write Alignm ent as Postscript Cirl+P
Write Profile 1 as Postscript

Write Profile 2 as Postscript

Quit Cirl+Q)




Clustal — DPP-4 Human & Horse

® ! ClustalX 2.1 e E |
File Edit Alignment Trees Colors Quality Help

Mode: [Multiple Alignrment Mode v] Eont: [10 v]

B * B *: Hc 0880 %3 B B o B aB o B 8 o o 8 LR E B B o o
=sp |[PET457 |DPP 3 HUMAN L 2 I F! I ] IlPIGQFIL
+r |F7TEFER |FTEFEY_HOREE I I I QL I I




Clustal — BblpaBHMBaHue

® 1 ClustalX 2.1 E=R(EEE >
File Edit | Alignment | Trees Colors Quality Help

Mode: @ @mplete Hllgl@ Crl+l

Do Guide Tree Only Cul+G

Do Alignm ent from Guide Tree p— : — : : : — —
t;;‘i Realign Selected Sequences ml. .m0 ] B . GBS Iﬁ!?ﬁtm
Fealign Selected Residue Range

Align Profile 2 to Profile 1

Align Profiles from Guide Trees

Align Sequences to Profile 1

Align Sequences to Profile 1 from Tree
Alignment Param eters r
Iteration r
Output Form at Ophons

Set All Param eters to default




Clustal — pesynbraT

® | ClustalX 2.1

File Edit Alignment Trees Colors Quality Help

Mode: ’Multiple Alignment Mode vl Font:

=p |[FET457 |IDFF & _HMAN
+z |FTEPE? |FYEPE?_HOREE

: D EEE EEE E: : 1— EEE kEE

CLUSTAL-Alignment file created [D:/0/DPP4/DPP4 Homeo sapiens.aln]




Clustal — DPP-4

Human - Horse

Human - Danio

... 0.0477

... 0.2156

® | Com plete Alignment

Cutput Guide Tree:

o]

0 /0,/CPP4/DFP4 Homo sapiens.dnd
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BLAST

Basic Local Alignment

Search Tool

https://blast.ncbi.nlm.nith.gov/



BLAST

U.S. National Library of Medicine

National Center for Biotechnology Information

NIH)

BLAST®

Basic Local Alighment Search Tool

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

Web BLAST

BLAST Genomes

Home Recent Results

ElasticBLAST is here!

ElasticBLAST is a new cloud based tool to run your
BLAST searches faster and make you mare effective.

Mon, 07 Feb 2022 12:00:00 EST

Saved Strategies

E More BLAST news...

Help

Microbes




Protein BLAST

U.S. National Library of Medicine

National Center for Biotechnology Information

BLAST ® » blastp suite Home Recent Results Saved Strategies Help
Standard Protein BLAST
blastn m blastx thlastn thlastx
BLASTP programs search protein databases using a protein query. more...
Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) @ clear Query subrange @
From [ ]
o[ ]
Sl el @alin He BeIGpaH. (7]
Job Title | |
Enter a descriptive title for your BLAST search (2]
(J Align two or more sequences @&
Choose Search Set
Database | Non-redundant protein ssquencss (nr) v @
Organism
optona | | exclude
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. 9
Exclude [ ] Models (XM/XP) (| Non-redundant RefSeq proteins (WP) [ ] Uncuttured/environmental sample sequences
Optional

Program Selection

Algorithm (O Quick BLASTP (Accelerated protein-protein BLAST)
@ blastp (protein-protein BLAST)
O psi-BLAST (Position-Specific lterated BLAST)
O PHI-BLAST (Pattern Hit Initiated BLAST)
(O DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm 9




Protein BLAST
L 3darpyxaem. 1 Bbi3bIBaeM ...

€ ) @ & nitpsy//blastncbinim.nih.gov/Blast.cgi?PROGRAM=blastp&PAGE_TYPE=BlastSearch&LINK | OC=blasth 90% c Q, Mouck B @ % fF A4y =

e [l

NI H U_S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCBI

®
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5-hydroxytryptamine receptor 4 isoform X2 [Hylobates maoloch] 798 798 100% 0.0 98.97% XP_032014192.1
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