BLAST:

Basic Local Alignment Search Tool
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BLAST - anropyt™m gns HaxoXxOeHusi y4acTKOB JlOKarbHOrMo CXOACTBa

MeXxay nocsiegoBatesibHOCTAMM.

AnNropnTtm cpaBHMBaeT BXOOHYIO nocrieqoBaTenbHOCTb C
nocrieqoBaTenbHOCTAMU B 0ase  [JaHHbIX, nweT CXOAHble
nocrnenoBaTenbHOCTU B 0as3e [aHHbIX UM OLEHMBAEeT CTaTUCTUYECKYIO

3HA4YNMOCTb HaxOAdoK.




Protein BLAST: novck aMMHOKMUCIIOTHOM NocneaoBaTefibHOCTU B

0a3e gaHHbIX OenkoB

Anroputmbl
-blastp
-psi-blast
-phi-blast

3pecb onncaH UHTepdEenc, ycTaHOBMNEHHbIN Ha «poauHe» BLAST: National
Center for Biotechnology Information (NCBI) B CLLA,




http://blast.nchbi.nlm.nih.gov/ — protein blast

» NCBI/ BLAST/ blastp suite

blastn | blastp | blastx | tblastn | tblastx |

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

~—___BBOOAUM *

0% upload the aiin He Buibpan @ nocrieAoBaTeJsibHOCTDb

Job Title
Enter a descriptive title for your BLAST search &

[ Align two or more sequences &

Choose Search Set

Database Nen-redundant protein sequences (nr) l?/ 6a3a na HHbIX

4 e organism nz - <—— |OpFaHn3mM (ecnm Hago orpaHNYUTb)

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. &

gxct;ludt‘e ] Models (XM/XP) [ Uncultured/environmental sample sequences
ptiona

Entrez Query
Optional —=
Enter an Entrez query to limit search &

Program Selection
Algorithm @) plast

rotein-protein BLA

© PSLBLAST (Position-Specific fterated BLAST)
©) PHLBLAST (Pattern Hit Initiated BLAST)
Choose s BLAST algorithm &

Search database Non-redundant protein sequences (nr) using Blastp (protein-protein BLAST)

D Show results in a new window

s e saamew——OOMOIMHUTENbHbIE NapamMeTpsbl




NapameTpbl cepBUca MakCUMaribHbIN
pa3mep Bbiaauu

¥ Algorithm parameters
General Parameters

Max target 100 [Z’
ASpesces Select the maximum number of aligned sequences to display &
Short queries Automatically adjust parameters for short input sequences &
Expect threshold = [1g < I'IOpOr Ha E'Val ue
Word size 3 lz] @
Max matches in 0 o
a query range
Scoring Parameters napaMeprl
e Etosukez (SRS, BblpaBHUBaHUS
Gap Costs Existence: 11 Extension: 1 EI @
Compositional Conditional compositional score matrix adjustment [ | &
adjustments \
Filters and Masking 60pb6a c «yqaCTKaMM
Filter [Z] Low complexity regions &) <= MaJiOM CNOXXHOCTU»
Mask ("] mask for lookup table only &

D Mask lower case letters &




Y4yacToK Mmanou ClOXXHOCTH

Nwem: 6enok P02929

ecnn otkntounTtb “Compositional adjustments” n dovnerp, T0 oagHOM K3
Haxoaok (18-om ot Hauyana) 6yaeTt cneaywoulee:

Query: P02929 TONB_ECOLI; Subject: Q95P09 TSEP_GLOMM
Score = 63.5 bits (153), Expect = l1le-09
Identities = 32/76 (42%), Positives = 47/76 (62%), Gaps = 6/76 (8%)

Query 56 EPPQAVQPPPEPVVEPEPEPEPIPEP-PKEAPVVIEKPKPKPKPKPKPVKKVQEQPKRDV 114
EP +P PEP EPEPEPEP PEP P+ P +P+P+P+PHPTP "+ + +P+ '+
Sbjct 243 EPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEP 302

Query 3115 KP————- VESRPASPF 125
+P ES+P S F 8 UCXOOHOM berike umeemcs y4acmoxk,

Spyct 303 EPEPQEREESKENSLE S8 codepxawuli o4eHb MHO20 MporuHa u
a2I7lymamMuHOo80oU Kucriomsl

[aHHoe BbipaBHMBAHWE He CBUAETENbLCTBYET O FOMONIOruu,
HecMoTps Ha xopoluee 3HadveHue E-value (107)




[lepexon K TeKCTOBOMY BUAY

YToObl yBUOETL BblAady camoi nporpamMmmel (a He ero obpaboTky
NHTEPdENCOM), MOXXHO MOCTYMUTb Tak:

/ BblOMpaem formatting options

@ Your search parameters were adjusted to search g a short input sequence.

Edit and Resubmit Save Search Strategies v Formatting options > Download

Formatting options

Show [ Alignment

=71
3 in . V| Advanced View D Use old BLAST report format Rezet form to defaults
Alignment View l Pairwise \Z”

Display [¥] Graphical Overview (¥] Linkout [¥] sequence Retrieval [Tl NeBi-gi

Masking Character: | Lower Case E]i Color: l Gray E” I-IOD'TBe p)Kﬂae M B bl 60 p
Limit results Descriptions: Graphical overview: { 100 E] Alignments: | 100 EJ

Organism Typs commo

binomial, taxid, or g

Onfy 20 top taxa wi

[ ] [C] exciude -+

Entrez query: { I

Percent |dentity Min: : Percent |dentity Max:
Formatfor [T|psiBLaST  withinchsionthveshois:| |




YTto BbiaaeTr BLAST?

Habop nocnepgoBaTenbHOCTEN, CXOAHbLIX C BXOAHOW NOCNeAoBaTefibHOCTbIO

AN KaXXOoW Haxodkn npuBeaeHbl

-E-value (“Expect”), Bit Score u Score

-MPOLEHT naeHTu4yHocTn, cxoactea (Positives) n npobenos (Gaps) B

BblpaBHUBaAHNUA

-MHpopmMauma 0 HaungeHHOM nocneagoBaTenbHOCTHU




BbipaBHMBaHue, BbiaaHHoe BLAST

[1NnnHa HangeHHoro bernka
Length=l29/ Bec B 6l/|:|'aX/ Bec /E-Value

Score = 78.6 bits (192), Expect = 9e-15, Method: Compositional matrix adjust.
Identities = 34/73 (47%), Positives = 50/73 (68%), Gaps = 0/73 (0%)

Query 17 YRLEEVQKHNNSQSTWIIVHHRIYDITKFLDEHPGGEEVLREQAGGDATENFEDVGHSTD 76
Y EEV +H W+I++ ++Y+I+ ++DEHPGGEEV+ + AG DATE F+D+GHS +
Sbjct 11 YTHEEVAQHTTHDDLWVILNGKVYNISNYIDEHPGGEEVILDCAGTDATEAFDDIGHSDE 70

Query 77 ARALSETFIIGEL 8
A E IG L
Sbjct 71 AHEILEKLYIGNL 83

Uncno coBnageHuin [OnvHa BblpaBHMBaHNS




E-value - oxxngaemoe KONMYecTBO CriyYalHbIX HAX0O0K C TaKUM e U NyYLnm
Score (B TOM e 6a3e OaHHbIX, C TEMM Xe napameTpamu):

E-value=Kmn -e™

S - Score (Bec)

m - AfIMHa UCXOAHOM nocrnenoBaTernbHOCTH

n - pasmep 6a3bl AaHHbIX (CyMMapHas AnuHa BCex nocrnenoBaTenbHOCTeN)
K v A\ - napameTpbl

E_Val ue :%Bit score (Bec B 6uUTax)

mn
E—Val ue :—B BeipaxxeHne E-value yepes outhbl
2

Uem meHblue E-value, Tem 6onblue 3HaYMMOCTb HaXOOKM.




