MEXOYHAPOAHbIA YHUBEPCUTET ACTAHA
BbiCllaA WKO/1a ecTeCTBeHHbIX HayK

OCHOBbl BUONHOOPMATUKH
(MpaKTUKyMm)

Icnonb3yem cepsep UniProt
(Universal Protein Resource)

OPA30B AVIbIH EPFANTUYSIbI

PhD, n.0. accouumpoBaHHoOro npodeccopa Bbicwiei WKonbl
€CTECTBEHHbIX HAYK MeXAyHapoaHOro yHuBepcuTeTa AcTaHa,
3aBeayoLWnii Hay4yHO-MUccea0BaTeIbCKoM nabopaTtopmm
N3y4eHuna oKpyKatuwen cpeabl «NatureLaB»

ACTAHA, 2025



Benkn (npoTteunHol,
noamnenTnabl) —
BbICOKOMONEKYNAPHbIE
OpraHuU4YecKue BeLLEeCTBa,
cocToAlme U3 anbda-
aMUHOKUCIOT,
COeUHEHHbIX B LLenOoYKy
nenTuaHOM CBA3bIO.




Ucnonb3syem cepsep UniProt
(Universal Protein Resource)
— ANA AocTy-na K 6asam
AaHHbIXx EMBL, GenBank,
DDBJ v ap.:
http://www.uniprot.org/.

RNP_HORSE

/ ¢ UniProt \—:

~ = C & [J) www.uniprotorg

Includes complete and reference proteome sets.

Downloads -
Search Blast Align Retrieve ID Mapping
Search in Query
Protein Knowledgebase (UniProtkB) [+] |RNP_HORSE Search
WELCOME
NEWS
The mission of UniProt is to provide the scientific community with a
comprehensive, high-quality and freely accessible resource of protein sequence UniProt rele
and functional information. :
New discovery
What we provide » Statistics for
Swiss-Prot -~
UniProtkB Protein knowledgebase, consists of two sections: » Forthcoming 1
4 Swiss-Prot, which is manually annotated and s arae
reviewed. W Follow @uni
A TrEMBL, which is automatically annotated and is
not reviewed. SITE TO!




/ / __: Ribonuclease pancreatic - = \D
€« >ChH | [ www.uniprot.org/uniprot/P00674

v Names - Attributes - General annotation - Ontologies - Sequence annotation

Entry info - Documents Customize order
Sequence Length Mass (Da) Tools

~1 P00674 [UniParc]. FASTA 128 14,374 | Blast

Last modified August 13, 1987. Version 1.
Checksum: A06727414097C1DD
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>sp|P00674 | RNAS1_HORSE Ribonuclease pancreatic OS=Equus caballus GN=RNASE1 PE=1 SV=1
KESPAMKFERQHMDSGSTSSSNPTYCNQMMKRRNMTQGWCKPVNTFVHEPLADVQAICLQ
KNITCKNGQSNCYQSSSSMHITDCRLTSGSKYPNCAYQTSQKERHIIVACEGNPYVPVHF DASVEVST

>sp|P00673|RNAS1_BALAC Ribonuclease pancreatic OS=Balaenoptera acutorostrata GN=RNASE1 PE=1 SV=1
RESPAMKFQRQHMDSGNSPGNNPNYCNQMMMRRKMTQGRCKPVNTFVHESLEDVKAVCSQ
KNVLCKNGRTNCYESNSTMHITDCRQTGSSKYPNCAYKTSQKEKHIIVACEGNPYVPVHF DNSV

>sp|P00686 | RNAS1_MACRU Ribonuclease pancreatic OS=Macropus rufus GN=RNASE1 PE=1 SvV=1
ETPAEKFQRQHMDTEHSTASSSNYCNLMMKARDMTSGRCKPLNTFIHEPKSVVDAVCHQE

NVTCKNGRTNCYKSNSRLSITNCRQTGASKYPNCQYETSNLNKQIIVACEGQYVPVHFDA
YV

__* www.uniprot.org/uniprot/ > ‘\

&~ C A [ www.uniprot.org/uniprot/P00674.fasta

>sp | P00674 | RNAS1 HORSE Ribonuclease pancreatic OS=Equus caballus
RESPAMKFERQHMDSGSTSSSNPTYCNOQMMERRNMTQGWCKPVNTFVHEPLADVQAICLQ

KNITCRKNGQRSNCYQSSSSMHITDCRLTSGSKYPNCAYQTSQKERHIIVACEGNPYVPVHF
DASVEVST
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ClustalW2 - Multiple Sequence Alignment

ClustalW2 is a general purpose multiple sequence alignment program for DNA or proteins.

Note: ClustalW2 is no longer being maintained. Please consider using the new version instead: Clustal
Omega

Internet Explorer users: If button presses (including copy/paste operations) don't appear to work please
try enabling Compatibility View.

Use this tool

STEP 1 - Enter your input sequences
Enter or paste a setof Protein [3 sequences in any supported format:

>sp|P00674|RNAS1_HORSE Ribonuclease pancreatic OS=Equus caballus -
GN=RNASE1 PE=1 SV=1
KESPAMKFERQHMDSGSTSSSNPTYCNQMMKRRNMTQGWCKPVNT FVHEPLADVQAICLY
KNITCENGRSNCYQSSSSMHITDCRLT SGSKYPNCAYQTSQKERHIIVACEGNPYVPVHF
DASVEVST

>sp|PO0673|RNAS1_BALAC Ribonuclease pancreatic OS=Balaencptera
acutorostrata GN=RNASEl PE=1 SV=1

RESPAMKFQRQHMDSGNS PGNNPNYCNOMMMRREMTQGRCKPVNT EVHESLEDVKAVCSQ
KNVLCKNGRINCYESNSTMHITDCRQTGSSKYPNCAYKTSQKEXHIIVACEGNPYVPVHF

DNSV bz

Or, upload afile: | Buibepure dain | @aiin He ebibpaH

STEP 2 - Set your Pairwise Alignment Options

Alignment Type: @ Slow © Fast

The default settings will fulfill the needs of most users and, for that reason, are not visible
(Click here, if you want to view or change the default seftings.)

STEP 3 - Set your Multiple Sequence Alignment Options
The default settings will fulfill the needs of most users and, for that reason, are not visible.
(Click here, if you want to view or change the default seftings.)

STEP 4 . Submit your job
[7] Be notified by email (Tick this box if you want to be nolified by email when the results are available)
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CLUSTAL 2.1 multiple sequence alignment

- splPO0674|RNAS]1_HCRSE
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spIPO0GEE IRNASL_MACRU

spiP00674 |RNAS1_HORSE
spiP00673 |RNAS1_BALARC
sp|P006E6 | RNAS]1_MACRU

sp|P00674 IRNAS1_HORSE
sp|PO0E73|RNAS1_BALAC
sp|POOEEEIRNASL_MACRU
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https://www.ncbi.nlm.nih.gov/

CCbINIKU: http://www.uniprot.org/
https://lifemap-ncbi.univ-lyonl.fr/

https://ru.wikipedia.org/wiki/%D0%9F%D0%BE%D0%BB%D1%8B%D0%BD%D1%8C

https://ru.wikipedia.org/wiki/%D0%9E%D0%B4%D1%83%D0%B2%D0%B0%D0%BD%D1%87%D0%B8%D0%BA

https://xn--80abvyzg.xn--
plai/%D0%B1%D0%B8%D0%BE%D0%B8%D0%BD%D1%84%D0%BE%D1%80%D0%BC%D0%B0%D1%82%

D0%B8%D0%BA%D0%BO0/#11
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