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BLAST finds regions of similarity between biological
sequences. The program compares nucleotide or
protein sequences to sequence databases and
calculates the statistical significance.

obnactm  cxoactBa  Mmexay
buonormyeckumm nocneaoBaTeIbHOCTAMM.
[Mporpamma CpaBHMBAET HYKNEOTUAHbIE  WAK
benkoBble nocneaoBaTeNnbHOCTM € Ba3zamMm AaHHbIX
nocneaoBaTeIbHOCTEN 7 BblYMCAAET
CTaTUCTMUYECKYIO 3HAYMMOCTb.
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Basic Local Alignment Search Tool

BLAST finds regions of similarity between biclogical sequences. The
program compares nucleotide or protein sequences to sequence
databases and calculates the statistical significance.
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ClusteredNR database on BLAST+
The ClusteredNR database is now available for BLAST+

Learn more Thu, 24 Aug 2023 2 More BLAST news.

The Basic Local Alignment Search Tool (BLAST) finds regions of local
similarity between sequences. The program compares nucleotide or

protein seq

and calculates the statistical

to sequence datat

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

Web BLAST

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



OueHkKa KavyecTtBa HaxoaoK: E-value

o [Ana KaXaou Haxoaku Bblumcnsercs T.H. E-value

« E-value - 310 MaremMaTnyeckoe OXunaaHme Yncna HaxoA0K C TaKuM Xe nam boaswmnm

BECOM BblpaBHUBaHMA B BaHKe CayyYarHbIX NOCNeA0BaTENbHOCTEN TOrO Xe pasmepa,
YTO U TOT BaHK, B KOTOPOM BEACA NOUCK

o WHbIMKM cnoBamu, ManeHbkoe 3HaueHue E-value MOXHO MHTepnpeTupoBaTh Kak

MaNeHbKYI BEPOATHOCTb TOro, YTO HaxoAaka owmnboyHas (To ectb E-value = 0,001 =
BEPOATHOCTb OLWMNOKM OAHA TbICAYHARA)
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select all 92 sequences selected

Cyanea sp. HLC-30135 cytochrome oxidase subunit 1 (COl) gene. partial cds: mitochondrial
Cyanea sp. HLC-30220 cytochrome oxidase subunit 1 (COl) gene. partial cds. mitochondrial
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Score Score Cover value Ident Len
-

. v v »
Max Total Query E Per. Acc.
Accession
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1187 1187 100% 00 100.00% 658 MG421562.1
1187 1187 100% 00 100.00% 658 MG4218481

.. 87 1187 100% 00 10000% 658 MF1211081

1187 1187 100% 00 100.00% 712 KM281994.1
1187 1187 100% 00 100.00% 721 KM281990.1
1186 2372 99% 0.0 10000% 657 KMP83286.1
1183 1183 100% 00 99.85% 728 KM2819971
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Prunus avium isolate A photosystem Q(B) protein (psbA) gene, partial
cds; psbA-trnH intergenic spacer, complete sequence; and tRNA-His
gene, partial sequence; chloroplast

GenBank: OL739702.1
FASTA Graphics PopSet

LOCUS 0L739702 365 bp  DNA linear  PLN 15-NOV-2022 Pick Primers
DEFINITION Prunus avium isolate A photosystem Q(B) protein (psbA) gene,

partial cds; psbA-trnH intergenic spacer, complete sequence; and

Customize view -

Analyze this sequence
Run BLAST

Highlight Sequence Features

tRNA-His gene, partial sequence; chloroplast. Find in this Sequence
ACCESSION OL739782
VERSION OL739782.1
KEYWORDS . . -
SOURCE chloroplast Prunus avium (sweet cherry) Related information
ORGANISM Prunus avium Protein
Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; Taxonomy
Spermatophyta; Magnoliopsida; eudicotyledons; Gunneridae;
Pentapetalae; rosids; fabids; Rosales; Rosaceae; Amygdaloideae; PopSet
Amygdaleae; Prunus.
REFERENCE 1 (bases 1 to 365)
AUTHORS  Wu,B.-H., Yang,H.-J., Shi,S., Li,F.-F. and Cui,D.-F.
TITLE Prunus sunhangii is a new synonym of P. itosakura var. ascendens Recent activity =
JOURNAL Taiwania 67 (2), 280-284 (2822) Tum Off Clear



1

>0L739702.1 Prunus avium isolate A photosystem Q(B) protein (psbA) gene, partial cds; psbA-trnH intergenic spacer,
complete sequence; and tRNA-His gene, partial sequence; chloroplast
AATGCTCATAATTTCCCTCTAGATCTAGCTGCTGTTGAAGTTCCATCTATAAATGGATAAGACTTTGGTC
TTAGTATATACGAGTTCTTGAAAGTAAAGGAGCAATAATAAATTTCTTGTTATATCAAGAGGTTTGGTAT
TGCTCCTTTACTATACTATTTAGTATTTTTTTTATTTACTACTTAACTTTACTATATTGTTCTATATTTT
TTTTTAGTTAATTTACTACAAAATTTAATTAAAATATTAAAAGTTTCAGTTTATTTTATGTTGTATTTTA
TCTTACAAGTAATGATAAATAGTGTAAATATTTGTAATAGTACAAGGGGCGGATGTAGCCAAGTGGATCA

AGGCAGTGGATTGTG

AATGCTCATAATTTCCCTCTAGATCTAGCTGCTGTTGAAGTTCCATCTATAAATGGATAAGACTTTGGTCTTAGTATATACG---
AGTTCTTGAA--AGTAAAGGAGCAATAATAAATTTCTTGTTATATCAAGAGGTTTGGTATTGCTCCTTTACT ------ ATACTATTTA------------
----------------------------------- GTATTTTTTTTATTTAC---TACTTAACTTTACT---
ATATTGTTCTATATTTTTTTTTAGTTAATTTACTACAAAATTTAAT T ------mmmmmmm e AAAATAT-
TAAAAGTTTCAGTTTATTTTATGTTGTATTTT-ATCTTACAAGT-AATGATAAATAGTGTAAATATTT----------
GTAATAGTACAAGGGGCGGATGTAGCCAAGTGGATCAAGGCAGTGGATTGTG




Alignment view | Pairwise v | [ | cDS feature @ [Restore defaults]

100 sequences selected 6

& Download v  GenBank Graphics

Prunus avium cultivar Summit chloroplast, complete genome
Sequence ID: NC _044701.1 Length: 157886 MNumber of Matches: 1

See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 98 to 462 GenBank Graphics

Score Expect Identities Gaps Strand
675 bits(365) 0.0 365/365(100%:) 0/365[0%:) Plus/Minus

Query 1 AATOCTCATAATTTCCCTCTAGATCTAGCTACTETTRAAGTTCCATCTATAAATGRATAS &l

Sbhjct 462 AATGCTCATAATTTCCCTCTAGATCTAGCTGCTGTTRAAGTTCCATCTATARATGGATAA 483

Query 61  GACTTTGGTCTTAGTATATACGAGTTCTTOAAAGTAAAGOAGCAATAATASATTTCTTGT 128

LECELDEEETE LR e EE L e R ERE L e R EL e L EE L e reLrn
Sbjct 402 GACTTTGGTCTTAGTATATACGAGTTCTTGAAAGTAAAGGAGCAATAATARATTTCTTGT 343

Query 121 TATATCAAGAGGTTTGGTATTGCTCCTTTACtatactatttagtattttititatttact 138

Shict 342 TATATCAAGAGGTTTGATATTGCTCCTTTACTATACTATTTAGTATTTTTITTTATTITACT 283

Query 181 acttaactttactatat't?t'tctatatt'tt't'ttt'ta?ttaatttactacaaaatttaatt 244

LLEELEEEETEELE L e e LT EE P L e erren
Sbict 282 ACTTAACTTTACTATATTGTTCTATATTTTTTTTTAGTTAATTTACTACAAAATTTAATT 223

Query 241 assatattaasa ‘t‘tca%t‘t‘tat‘tttaTGTTGTATTTTATCTTﬂEMETMTE&TMJ&T 38

LECCLEELEE LT EET LR L e e e e e e e e e e ee e e e e e e et |
Sbict 222 AAAATATTAAAAGTTTCAGTTTATTTTATGTTGTATTTTATCTTACAAGTAATGATARAT 163

Query 381 AGTGTARATATTTGTAATAGTACAAGOGOCGRATOTAGCCAAGTGRATAAGOCAGTGEA 368

Shict 162 AGTGTARATATTTGTAATAGTACAAGGGGCGGATGTAGCCAAGTGRATCAAGGCAGTGEA 103

Query 361 TTGTG 385

|11
Sbjct 182 TTGTG 98
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