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BLAST ...

Basic Local Alignment Search Tool

EpyaAgio Tou NCBI yia avalTnon ouoiotTnTag akoAouBiwy
AvaAuon oe Baoeic dedopévwy yia DNA & TTpwTeivec
80,000 trepitrou avalnTrocic kabnuepiva

Sign in to NCBI

NCBI National Center for Biotechnology Information

& Home Recent Results  Saved Strategies Help

Basic Local Alighment Search Tool
End of updates for BLAST+ version 4 databases (dbV4)

BLAST finds regions of similarity between biological sequences. The program Start moving to the new version 5 databases!
compares nucleotide or protein sequences to sequence databases and

calculates the statistical significance. Learn more Fri, 27 Sep 2019 16:00:00 EST More BLAST news. .
Web BLAST

BLAST Genomes




BaoikEg Evvoleg
O AAyopi10pog BLAST (Basic Local Alignment Search Tool)

2.UyKplon Jiag aAAnAouxiag evavti Twv aAAnAouXIwV PIag OAGKANPNG
Baong 0eOONEVWV.
Taxutnta, akpifela kal EAeUBepn TTPOCRacn OIAdIKTUAKA.

EUpeon opoloTNTAC pIa VOUKAEOTIOIKAG ] QUIVOEIKNG aAAnAouxiac pe
KATTOI0/€G AAAEG.

Avalntnon ouoAOywv, opBoAGYwWYV Kal TTapaAOYwWV.
AveUpEDN VEWYV, UN XOPAKTNPIOUEVWY AAANAOUXIWV.
[TpoadiopIlouoS TTIBavVAC AsiToupyiag piag aAAnAouyiac.
EUpeon Twv OOUIKWY AEITOUPYIKWY TTEPIOXWYV TWV TTPWTEIVWIV.
Avalntnon MIKpWwV eKppaocpEVWY aAAnAouxiwy (ESTSs).

Avalntnon TTOAUPNOP@ICHWY TOU £VOC VOUKAEOTIOIOU (SNPSs).



Téooepa BAparta via pia BLAST avalntnon

(1) EUpeon aAAnAouxiacg- aitnua (query)

(2) ETIAoyn Tou KATtdAAnAou TUTTOoU BLAST

(3) EmmiAoyr) TNG KATAAANANC BAong 0edouEVWY
(4)

4) EmAoyn GAAWV TTPOAIPETIKWY TTAPAMETPWV

Kail... tataue “‘BLAST”



Bnua 1: ETriAoyn Tou KqTa)\)\n)\ou TUTTOU BLAST

Basic Local Alighment Search Tool
rch Betacoronavirus Database

S e e s e e s el s. The program ~ weha ted a new BLAST database focused on the SARS-CoV-2 (Severe acute
compares nucleotlde or protein sequences to sequence databases and espiratory syndrome wmnawmsz} Sequences. For further detail please visit
calculates the statistical significance. Leam more -
NnkK.
b 2020 LA w
Web BLAST

Eicodo¢ TrpoypaupaTOG Baon Asdouévwy

blastn DNA {D DNA
blastp protein

Lo -
protein
blastx DNA @
6

tblastn  protein DNA

protein



Mop@pec aAAnAouxiwyv: lNapaodeiyparta

fasta format:

>sp | P01588 |EPO_HUMAN ERYTHROPOIETIN PRECURSOR - Homo sapiens
MGVHECPAWLWLLLSLLSLPLGLPVLGAPPRLICDSRVLERYLLEAKEAE
NITTGCAEHCSLNENITVPDTKVNEYAWKRMEVGOOAVEVWOGLALLSEA
VLRGOALLVNSSQPWEPLOQLHVDKAVSGLRSLTTLLRALGAQKEAISPPD
AASAAPLRTITADTFRKLEFRVYSNFLRGKLKLYTGEACRTGDR

RAW format:;

MGVHECPAWLWLLLSLLSLPLGLPVLGAPPRLICDSRVLERYLLEAKEAE
NITTGCAEHCSLNENITVPDTKVNEYAWKRMEVGOOAVEVWOGLALLSEA
VLRGOALLVNSSQPWEPLOQLHVDKAVSGLRSLTTLLRALGAQKEAISPPD
AASAAPLRTITADTFRKLEFRVYSNFLRGKLKLYTGEACRTGDR




BAua 3: EmiAoyn 1ng Bdong Aedopévwv

m U.S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCEI

BLAST ? » blastn suite Home  RecentResults Saved Strategies Help

agtandard Nucleotide BLAST

Nucleotide collection (nr/nt)

blastn blast blast
—[—l-;g‘= Reference RMA sequences (refseq_rna)

th nucleotide databa i leotid ! Resetpage  Bookmark
Enter Query Seql RefSeq Representative genomes (refseq_representative_genomes) LSS e

Enter accession num| RefSeq Genome Database (refseq_genomes) uery subrange &)

Whole-genome shotgun contigs (wgs) I:I . .

; - n BLAST results will be displayed
Expressed sequence tags (est .
o[ | in a new format by default
Sequence Read Archive (SRA) . A
You can always switch back to the )

O, upload file Transcriptome Shotgun Assembly (TSA) Traditional Results page.

High throughput genomic sequences (HTGS)
Job Title :|

Patent sequences(pat)

PDB nuclectide database (pdb}
] Align two or more

Human RefSeqGene sequences(RefSeq_Gene)

Choose Search § Genomic survey sequences (gss)
Database Sequence tagged sites (dbsts) transcript databases O Betacoronavirus
|Nucleotide collection (nr/nt) ~ g
Organism
Optional | | [ exclude .+
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown &)
Exclude [ Models (¥M72P) L] Uncultured/environmental sample sequences
Optional
Limit to [ Sequences from type material
Optional
Entrez Query | | Youlll[§ Create custom database
Optional Enter an Entrez query to limit search &)
L




BAupa 4: ETIAoyN TTPOAIPETIKWY TTAPAPETPWYV

m> U.S. National Library of Medicine NCBI National Center for Biotechnology Information Signin to NCBI

BLAST ° » blastn suite Home  RecentResults  Saved Strategies  Help

Standard Nucleotide BLAST

ihlnin blastp | blastx | tblastn | tblastx

Enter QUEW SBQUB]’I - BLASTN programs search nucleotide databases using a nucleotide query. more... Resetpage Bookmark

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &/

W4_000059.3 .

From BLAST results will be displayed
To ] in a new format by default @
. You can always switch back to the
Traditional Results page.

Or, upload file Avalfirnon... | Asv emAéxBnke apyeio. 7] P

Job Title |

Enter a descriptive title for your BLAST search @)

(] Align two or more sequences &

Choose Search Set

Database (OHuman genomic + transcript OMouse genomic + transcript ®@Others (nr etc ): The data base

[ Nucleotide collection (nr/nt) v|@ -

Organism T - =

Optional |humans (taxid:9605) Oexclude .+ Organ ISmMm
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown &

Exclude [ Models (M%P) L] Uncultured/environmental sample sequences

Optional

Limit to [ Sequences from type material :

Optional - Fllter

Entrez Query i Youll T} Create™stom database

Optional Enter an Entrez query to limit search &

Program Selection

Optimize for ® Highly similar sequences (megablast)

O More dissimilar sequences (discontiguous megablast) - Expect
O Somewhat similar sequences (blastn)

Choose a BLAST algorithm &

{’ BLAST ,,? | Search database Nucleotide collection (nr/nt) using Megablast (Optimize for highly similar sequences)



Mop®@n Tapouciaonc TwV AamToTeAsopuaTwyY BLAST

Distribution of 25 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments

£40 40-50 50-80

blast_tnp
1] 50 100

Color Key for Alignnent Scores

150

Segquences producing significant alignments:

ref |[NP O06735,1| retinol-binding protein 4, interstitial pr...
pdb | 1REBF | Retinol Binding Protein »>gi|493897 |pdb|1BRP|

pirl [AZ7V86 plaswa retinol-binding protein - human

pdb |1QAB|E  Chain E, The Structure Of Human Retinol Binding ...
b |[AAFEORZZ.1|AF119017 30 (AF119868) PROZZZZ [Homo sapiens]

enb |CAAZES53.1]  (XOD2V73) RBP [Howo =zapiens]

enb |CAB46489.1| (¥02824) REP (aa 101-172) [Homo sapiens]

gb |A2C02945.1] [AF025334) mutant retinol binding protein [H...
gb |2ac02046.11 (AF0Z23335) mutant retinol binding protein [H...
ref |[NF O01638.1| apolipoprotein D precursor »gill14034(|splP...
ol [AAB3Z200.1| apolipeprotein D, apol [huwan, plasma, Pepti...
ok [AAB35910.1 (280440} apolipoprotein D, apol {C-terminall...
prfl 08011634 complex—-forming glycoprotein HC [Homo sapiens]
sp|POS466 |PAEP HUMAN GLYCODELIN FRECURSOR (GD) (PREGNANCY-A...

emb |[CAE43305.1] (aL050163) hypothetical protein [Homo sapiens]
ref |[NP 001624.1| alpha-l-microglobulin/bikunin precursor >g...
ref |[NP 002562 .1 progestagen-associated endomwetrial protein...
ref [NP 000597.1| complement component 8, gewms polypeptide ...
pdb |1DFVI|E Chain B, Crystal Structure Of Human Neutrophil &...
gb |22BZ6528.1] neutrophil gelatinase-associated lipocalin, ...
ref |NP 005555.1] lipoealin 2 (oncogene 24p3) »>gil|l1637331|em. ..

Sp |PE0188 |NGAL HUMAN NEUTROPHIL GELATINASE-ASSOCIATED LIPOQC...

Jcore E
(bhit=) Value

395 e-110
387 =-108
386 e-107
376 e-104
333 7e-o2
218 4e-57
153 2e-37
91 8e-19
79 3e-15
53 ze-07
T53 ze-07
41 0
_38 0.012
“37 0.020
“37 0.020
T36 0.026
_34 0.13
33 0.23
“29 5.9
T3 5.9
“zo 5.0
z9 5.9

)
] |

Fens]

| Document: Done

<
. <

o

= R = I A

e=m *n I 2bit-score

Graphical

Overview

Similarity
Length

High scores

Low e values

Cut-off: 0.05?

m - query sequence length

n - total database length (sum of all sequences)
Bit-score- the required size of a sequence database in
which the current match could be found just by chance



Mopon TTapouciaocng Twyv atmoteAsopuatwy BLAST

2Toix1on aAAnAouxiwv Katd {euyn

>l 5803139 | ref| NP 00R735.1| retinol-khinding protein 4, interstitial precursor [Homo sapiens]
gi| 132404 | sp| PO2Y53 | RETE HUMAN PLASMA RETINCL-EINDING FPROTEIN PRECURIOR (PREF) [(REFR)
gi| 72085 pir| |VAHU plaswa retinol-binding protein precursor - human
gi| 35897 | emb| CLA24959 . 1| (HODO129) precursor REF [Homo sapiens]
Length = 188

Soore = 378 bits (971), Expect = e-104
Identitie=z = 187/199 (93%), Pozitiwvezs = 1877199 (93%)

cuery: 1 MW Y ERDC RV S S FRVEENF DEARF S GTUY AMAKEDPEGLFLODINIVAE 60
MEW ERDCEVSSFRVEENFDEARFSGTUTAMAKKEDPEGLFLODNIVAE
Sbhjec: 1 MEWWWALLLLAAWALARERDC RS FRVEENF DEARFIGTWY AMAKEDPEGLFLODNIVAE &0

Query: 61 FaVDETGOMIATAKGEVRELLNMWDVCADMVGTFTDTEDPAKFEMEYWGVASFLOKGNDDH 120
FOVDETEOMS ATAKEGRVELLNNUDYVCADMYGTF TD TEDF AKFEMEY WGV ASF LOKGNDDH
3bjct: 61 FAVDETGOMAATAKGEVRELLNNWDVCADMVGTFTDTEDPAKFEMEYWGVASFLOKGNDDH 120

Cuery: 121 WIVDTDYDTYAVOYSCRLLNLDGTCADIYIFVFSRDPNGLPPEAQEIVREORQEELCLARD 150
WIVDTDYD TY AV Q¥ 3CRLLNLDGTCADSYSFVF SRDPNGLPPEAQEIVREORQEELCL AR
3hjct: 121 WINVDTDYDTYAVOYICRLLNLDGTCADIYIFVFSRDPNGLPPEAQETIVREQROQEELCLARD 130

Query: 151 YRLIVHNGYCDGRSERMNLL 199

YRL IVHNGYCDGRSERNLL
3bject: 151 YRELIVHNGYCDGR3IERMLL 199

NMoAAatTAR} oTOoiXIoN AAAnAouXIWY

1 2146 3 M XX EERDC RV 3 FRVEENFDEARF S G TV AN ————————————— KEEDPE 429
132407 5 WALVLLAALGGGSAERDCRYV IS FRVEENFDEARFSGLWYATA ————————————— KEEDPE 51
Ga75523 33 VOENFDVEEYLGRWYEl-—————————————— EETPV 54
275497 29 CVOENFNEARTYGEWFNLAVGITCPWLERIEINEMSWVS 65
266619 35 SWVPLOPGFUTERF OGEWF WV GLAANAY - —————— QEERQ 66
6251430 30 VOPHMFQODEFLGRWYIAGLASNISWF ————— REEEKE &0
204063 20 VWEDFDISEFLGFWYEIAFAS —————————— EMGTE 45
13162312 24 VVEDFDISEFLGFWYEIAFAS —————————— EMGTE 49

S7al0:2 p VWEDFDISEFLGFWYEIAFAS —————————— EMGTE 27



BAua 3: EmiAoyn 1ng Bdong Aedopévwv

m U.S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCEI

BLAST ° » blastn suite Home Recent Results  Saved Strategies  Help

@tandard Nucleotide BLAST

Nuclectide collection (nr/nt)
blastn blastp blast]

Reference RMA sequences (refseq_rna)
. . th nucleotide databases using a nucleotide query. more... Resetpage  Bookmark
Enter Query Seql RefSeq Representative genomes (refseq_representative_genomes)

Enter accession num| RefSeq Genome Database (refseq_genomes) uery subrange &

Whole-genome shotgun contigs (wgs) h I:I BLAST results will be displayed

Expressed sequence tags (est) :

. Cond Avchin (Sn o[ ] in a new format by default

equence Read Archive :
. (SRA) You can always switch back to the

Or, upload file Transcriptome Shotgun Assembly (TSA) Traditional Results page.

High throughput genomic sequences (HTGS)
Job Title ]

Patent sequences(pat)

PDB nucleotide database (pdb)
L] Align two or more

Human RefSeqGene sequences(RefSeq_Gene)

Choose Search § Genomic survey sequences (gss)
Database Sequence tagged sites (dbsts) transcript databases () Betacoronavirus
|Nucleotide collection (nr/nt) ¥ @
Organism
Optional | | O exclude '+
Enter organism commeon name, binomial, or tax id. Only 20 top taxa will be shown &)
Exclude [ Models (¥M/XP) O Uncultured/environmental sample sequences
Optional
Limit to [ sSequences from type material
Optional
Entrez Query | |Yuu Create custom database
Optional Enter an Entrez query to limit search &)
W




www.ncbi.nim.nih.gov

=3 NCBI  Resources ¥ How To &

Sign in to NCBI

%NCB] All Databases | | |

Mational Center for
Biotechnology Information

LR Welcome to NCBI Popular Resources

Resource List (A-Z) The Mational Center for Biotechnology Information advances science and health by providing access to PubMed

All Resaurces biomedical and genomic information. Bookshelf

Chemicals & Bioassays About the NCBI | Mission | Organization | NCBI Mews & Blog PubMed Central

Data & Software BLAST

DNA & RNA Submit Download Le < MNucleotide

3 G

Domains & Structures Deposit data or manuscripts Transfer MCBI data to your Find help docu sneme

Genes & Expression into NCBI databases computer class or watch SHP

Genetics & Medicine Gene

Genomes & Maps Protein
PubChem

Homology

Literature

Proteins

Sequence Analysis

Develop Analyze Research
Taxonomy ]
o : Use MCBI APls and code Identify an NCBI tool for your Explore NCBI research and
Training & Tutorials libraries to build applications data analysis task collaborative projects

Variation




:‘: NCBlI Resources |E| How To |E| Sign in to MCBI

Nucleotide Nucleotide v ||BRCA2 HUMAN |
Create alert  Advanced Help
Species Summary = 20 per page = Sort by Default order - Sendto:~  Filters: Manage Filters
Animals (1,776)
Plants (80) -
Fungi (155) Results by taxon
Protists (65) Top Organisms [Tree
Bacteria (178) Homo sapiens (1110)
Viruses (2) GENE Was this heloful? wl iy unidentified (354)
Customize as this helpfu hEﬂscherichialcon{g;jaaj
. . us musculus
Molecule types BRCAZ — BRCAZ DNA repair associated Rattus nonvegicus (29)
genomic DNARNA (2,028) Homo sapiens (human) MoArlnle other taxa (891)
g‘i’:‘:ﬂff} Also known as: BRCC2, BROVCA2, FACD, FAD, FAD1, FANCD, FANCDA, GLM3, PNCA2, XRCC11
GenelD: 675
source databases RefSeq transcripts (1)~ RefSeq proteins (1) ~ RefSeqGene (1)  PubMed (1,766) Find related data B
INSDC (GenBank) (1,994) Database: | Select »
RefSeq (548) Orthologs | | Genome Browser | | BLAST | | Download |
Customize ..
Sequence Type
Mucleotide (2 624)
EST (35) uences + . -
GSS (1) Search details
BRCAZ[R11 Fields] AND ("Homo
Genetic sapiens" [Organism] OR HUMAZMN[Z11
compartments Field=s])
Mitochondrion (1) ltems: 1 to 20 of 2660
Sequence length Page of133 MNext= | Last==
Cust
Hetom range [0 Human breast cancer susceptibility (BRCA2) mRMA. complete cds " Search |

1 i earc See maore...
Release date - 10,987 bp linear mRMNA
Custom range... Accession: U43746.1 Gl 1161383

Protei PubMed T

Revision date e e S Recent activity —

GenBank FASTA Graphics

Custom range... Turn Off Clear

Q, BRCA2 HUMAN (2660)

Clear all [1 H.sapiens breca2 gene exon 2 (and joined coding region} R
- 2. 1,106 bp linear DNA —

Show additional fiters Accession: X951521 GI: 1171546 Q BRCA2 (11289)
Muclectide

Protein  PubMed Taxonomy

GenBank FASTA Graphics See mare...



NCBI Orthologs How was this calculated?

m Literature

268 genes for: jawed vertebrates (Gnathostomata)

™ Oitems

SEARCH THE TAXONOMY TREE

Enter taxonomic name

4 |jawed vertebrates

¥ birds

P alligators and others
P turtles

P lizards

P mammals

¥ amphibians

¥ coelacanths

¥ bony fishes

¥ cartilaginous fishes

Add to cart Protein alignment Download
E] 2 selected.
Species Gene Architecture aa
&  Homo sapiens BRCAZ2 - D 3418
human BRCAZ DNA
repair
associated
&  Mus musculus Brea2 0. D 3,329
house mouse breast cancer 2,
early onset
O  Rattus norvegicus ~ Brca2 D 3.343
Norway rat BRCAZ, DNA
repair
associated
O Canis lupus BRCAZ =~ 3,446
famifiaris BRCAZ DMNA
dog repair
associated
O  Danio rerio brca2 THIN-— @8O 2.874
zebrafish BRCAZ DNA
repair

associated



NCBI OtthOIOgS How was this calculated?

SEARCH THE TAXONOMY TREE

m Literature

268 genes for: jawed vertebrates (Gnathostomata)

Enter taxonomic name

[ Add to cart ] [ Protein alignment ] [ Download ]

4 |jawed vertebrates

[

[

[

birds

alligators and others
turtles

lizards

mammals
amphibians
coelacanths

bony fishes

cartilaginous fishes

Protein alignment x
|:| 2 selected.
Species aa
P @ one sequence per gene (2)
&  Homo sapiens O all sequences per gene (6) Hi— . 3.418
human
&  Mus musculus orome 3,329
house mouse breast canc
early onset
9 1- 3,461 (3,461r shown) | C:I |:> | - + Als | i Download ~ | #Tﬂo\s - | L%‘ P -
Sequence ID Start h 500 1000 1500 2000 2500 3451 ‘End Organism
i i | | | | i)
[1p 000050 | E2 | O A N T A | N I |
[P 033895 =1 Y T T Ty S
PROTEIN: 1 - 3,461 (3,461 shown) 7
Jescriptions 1 Select All (Rezalign)) pAlignment parameters
Accession | Description | Links
NP_000050.2 breast cancer type 2 susceptibility protein [Homo sapiens] Related Information
INP_033895.2 breast cancer type 2 susceptibility pratein homolog [Mus musculus] Related Information
Alighments Select All (Re-align Mouse over the sequence identifer for sequence title
View Format: &  Conservation Setting: &
Mue nonnsa.2 1 20
Mue n33sss.2 1 20
E_000050.2 &1 160
Mue gz3zes.2 =1 153
E_000050.2 161 240
033895.2 154 232




:‘: NCBlI Resources |E| How To |E| Sign in to MCBI

Nucleotide Nucleotide v ||BRCA2 HUMAN |
Create alert  Advanced Help
Species Summary = 20 per page = Sort by Default order - Sendto:~  Filters: Manage Filters
Animals (1,776)
Plants (80) -
Fungi (155) Results by taxon
Protists (65) Top Organisms [Tree
Bacteria (178) Homo sapiens (1110)
Viruses (2) GEME Was this heloful? ‘ * unidentified {384,'
Customize as this helpfu hEﬂscherichialcon{g;jaaj
. . us musculus
Molecule types BRCAZ — BRCAZ DNA repair associated Rattus nonvegicus (29)
genomic DNARNA (2,028) Homo sapiens (human) MoArlnle other taxa (891)
g‘i’:‘:ﬂff} Also known as: BRCC2, BROVCA2, FACD, FAD, FAD1, FANCD, FANCDA, GLM3, PNCA2, XRCC11
GenelD: 675
Source databases RefSeq transcripts (1)  RefSeq proteins (1)  RefSeqGene (1)  PubMed (1,766) Find related data -
INSDC (GenBank) (1,994) Database: | Select »
RefSeq (548) Orthologs | | Genome Browser | | BLAST | | Download |
Customize ..
Sequence Type
Mucleotide (2 624)
EST (35) + . -
GSS (1) Search details
BRCAZ[R11 Fields] AND ("Homo
Genetic sapiens" [Organism] OR HUMAZMN[Z11
compartments Field=s])
Mitochondrion (1) ltems: 1 to 20 of 2660
Sequence length Page of133 MNext= | Last==
Cust
Hetom range [0 Human breast cancer susceptibility (BRCA2) mRMA. complete cds " Search |

1 i earc See maore...
Release date - 10,987 bp linear mRMNA
Custom range... Accession: U43746.1 Gl 1161383

Protei PubMed T

Revision date e e S Recent activity —

GenBank FASTA Graphics

Custom range... Turn Off Clear

Q, BRCA2 HUMAN (2660)

Clear all [1 H.sapiens breca2 gene exon 2 (and joined coding region} R
- 2. 1,106 bp linear DNA —

Show additional fiters Accession: X951521 GI: 1171546 Q BRCA2 (11289)
Muclectide

Protein  PubMed Taxonomy

GenBank FASTA Graphics See mare...



Sign in to NC

Genome Data Viewer

Homo sapiens: GRCh38.p13 (GCF_000001405.39) Chr 13 (NC_000013.11): 32,306,363 - 32,408,349

Reset All share this page FAQ Help Browser Agreement  Mersion 4.8.2
Genome Data Viewer now supports Haplotype Tag sorting for alignment tracks! Click on track name to access track display options. X
* Pick Assembly pl3 piz pll.z pILT gl g2 ql203  qi2.3 q131 qI33 qi40 qleIZ qd2 q183 q210 212 q2132 q221 q22.3 q311 9312 320 q32.3 g33.2  q34
Switch organism . L L aBaE Ew
1 1 LB | I 1 I 1 m
[ ccF_ooooo1405.39 (GRCh38.p13) - |
i v 3 | 4000000000000 000000000000000
Locations for Gene BRCAZ « Region~ [BRCAZ w NM—UUOU_EQ 3 P . . .
B - Gene Transcript Excns: clidh an exon above to zoom in, mouse over to see details
Sequence Location .
NC_000012.11 32,314,362 - 32,399,850 o) 2 mcoocorzai- {3 5| @, | @, i =2 T A Tooks + | L Tradks ~ #, Download = 2 7 ~
|z2.318 Kk [z2.320 K [32.338 K [z2.340 K [32.350 K [z2.260 K [zeavm K [z2.380 K |32.390 K [z2.480 K
Biological regiona, aggregate, NCBI Homo sapiens Annotation Bel.. 4] [k o
promoter 1 enhancer |
SINERAIuSp |
zilencer |
o . — riptionalciz_. |
Select an assembly to change view in bind: moclear—. |
. ) sin_bind: upstr.. |
Ideogram View nbind: poly L. |
= E Tl al a3 o
Unplacediunlocalized scaffolds: 188 ™ Enes, knas i |
Alt locilpatches: s || teeemizsets . Hi=——— i — I H H—————H—— -
i ENSEERRREISIIET .. EHSEEEEEHE215515
1 2 3 4 65 8 7 2 10 11 EMSTOEEEE406497.2 T IF-== -
=
E Clinical, db3SNP bl53 w2 - 34
- i L ] LI L] L ! I . L] L] - o L L1 L] m " T m
Cited Variaticns, dbSNP k153 w2 F o
i T m L ] - e L I i 1] L m " . m
Liwve RefSNPs, d.bSNP b153 w2 = 4
15 16 17 18 192 20 1 KoY MT BNRE- seq eXon coverage, aggregate (filtered), NCBI Homo sapiens Annotaticn Release 109 - log base 2 acaled %
- 57664
g M
EEEELEEREEC 1 o Bt s, o SO oot . o s Al s s
BNR-3eq intrcon-spanning reads, aggregate (filtered), NCBI Home sapiens Annctaticn Release 109 - log base 2 3scaled o
“ 43083
— we. SN NN S —
LB ENA-3eq intron features, aggregate (filtered), NCBI Homo sapien. 4] <34
- o 2R T=3 A7 415 Toid 5‘3 s =) ETA ic 14
Cr Location, gene or phenotype > . 495 l_E?j H = F& H == 25 43 M= a3 o H
Enter a location, gene name or phenotype EH H I H H == l_?tg_“_ — H s
[ H H (. Ho B F HE=—k
» Search examples: H i H H e
I H ok
* User Data and Track Hubs H 1
» BLAST H

» Add Tracks
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Sign in to NCBI

Nucleotide

Species
Animals (1,776)
Plants (80)
Fungi (155)
Protists (65)
Bacteria (176)
Viruses (2)
Customize ...

Molecule types

genomic DMNARMNA (2 028)
mRMA (563)

Customize ..

Source databases
INSDC (GenBank) (1,994)
RefSeq (648)

Customize ..

Sequence Type
Mucleotide (2 624)
EST (35)

GS5(1)

Genetic
compartments
Mitochondrion (1)

Sequence length
Custom range...

Release date
Custom range...

Revision date
Custom range...

Clear all

Show additional filters

Nucleotide

+||BRCA2 HUMAN

cm

Create alert  Advanced

Summary = 20 per page = Sort by Default order -

GENE

BRCAZ — BRCAZ DNA repair associated

Homo sapiens (human)

Also known as: BRCC2, BROVCAZ, FACD, FAD, FAD1, FANCD, FANCDA, GLM3, PNCAZ, XRCC11

GenelD: 675

RefSeq transcripts (1)  RefSeqg proteins (1)

RefSeqGene (1)

Was this helpful?

Orthologs || Genome Browser || BLAST | | Download |

RefSeq Sequences

ltems: 1 to 20 of 2660
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data analysis task

Opiocpoi

SNPs: lNoAupop@iouoi Tou EVvOC VOUKAEOTIOIOU

c-SNPs: coding single nucleotide polymorphisms (['MoAupop@icuoi Tou
evOoc¢ voukAeoTidiou oe cDNA akoAouBiec,dnAadr o€ aAAnAouxiec TTou
KWOIKOTTOIOUV QUIVOEEQ)

SAPs: [oAupop@IoUOi TOU EVOC AUIVOZEDC

MeTaAAagn pe GAAO vonua: -> SAP

MeTaAAagn xwpic vonua: -> STOP

[TpooOnkn / ‘EAAeIpn vOUKAeOTIOIWY -> MeTaAAAZEIC aAAayNG TOU
avayvwaoTikoU TTAaigiou (frameshift)...
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MpakTikN ACKNON
EmokepOeite Tnv ogAida Tou NCBI kal pe «query» tnv
TpwTeivn «hsp1» atro 1o QuTo Cistus creticus avalnTnoTe Ue
Tov aAyopiBuo BLAST aAAnAouyiec TTou poidlouv o€ avBpwTtro
(etTIAOyn-organism).

[leplopIOTEITE OTA TTPWTA S ATTOTEAEOUATA.

ECayare TIC akOAOUBIEC TwV S TTPWTEIVWYV auTwyv o€ «fasta
format» N onuelwoTe Ta accession numbers Touc.

Me «query» auTeEC TIC AAANOUXIEC N TA accession numbers Toug
emavaAAaBare Tnv avadlntnon (Mia pia evvoeital) avarmroda dnA.
EVAVTIOV TWV TTPWTEIVWV TwV QUTWYV Tou Yévouc Cistus.

2.€ TTEPITITWON TTOU OEV EXETE ATTOTEAEOUATA ETTEKTEIVETE TNV
avalntnon o€ OAa Ta BNAACTIKA KAl o€ OAa Ta QUTA.

2XOAIAOTE TA ATTOTEAECHATA OAG.

T1 oxXéon €XOUV HETAEU TOUG OI TTPWTEIVES TTOU “XTUTTOUV Ry
MIO TTAVW oTNV AAAN Kai avTtioTpoga pe To BLAST?
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