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Gene

Gene integrates information from a wide range of species. A record may include nomenclature, Reference T

Sequences (RefSeqs), maps, pathways, variations, phenotypes, and links to genome-, phenotype-, and locus-
specific resources worldwide.

m

Using Gene Gene Tools Other Resources

Gene Quick Start Submit GeneRIFs HomoloGene

FAQ Submit Correction oMM

Download/FTP Statistics RefSeq M
RefSeq Mailing List BLAST RefSeqGene

Gene News [} Genome Workbench UniGene

Factsheet Splign Protein Clusters

Representative queries

Find genes by... Search text
free text human muscular dystrophy
chromosome and symbol (lifchr] OR 2[chr]) AND adh*[sym]

L 1 apn 1 AMN o0,

&« [C RS ® U & httpsy//www.nebi.nlm.nih.gov/nuccore/?term =(100%3A 110% - @ 1 N @ é)
= shamim_cst My NGBI Sign Out
Nucleotide Nucleotide - |(100:500[Sequence Length]) |  Search |

Create alert Advanced Help I
Species Summary ~ 20 per page ~ Sort by Default order ~ Send to:~  Filters: Manage Filters
Animals (48,828,064)
Plants (15,828,337) .
Fungi (1,688,023) Items: 1 to 20 of 84729980 Results by taxon
Profists (2,175,116) Top Organisms [Tree]
Page 1  of4236499 N L

Bacteria (1,415,334) agell 1o =P Anolis carolinensis (6549845)
Archaea (185,564) 0 Found 122282759 nucleotide sequences. Nucleotide (84729980) EST (28322278) Homo sapiens (3553664)
Viruses (710,489) GSS (9230501) uncultured bacterium (3159218)
Customize . . Hordeum vulgare (2076249)

- [} Pseudomonas protegens strain Guan-Hong Wang Chinchilla lanigera (1398337)
Molecule types 1. NODE 104 length 317 cov 15.9474 whole genome shotgun sequence All other taxa (67992667)
genomic 317 bp linear DNA More...

DNA/RNA (34,420,754) Accession: NZ_PISQ010001041 G- 1532014665

mMRNA (13,214,649) )
rRNA (149,224) GenBank FASTA Graphics Find related data =
Customize ...

[T Pseudomonas protegens strain Guan-Hong Wan, Database: | Select v

Source 2. NODE 103 length 351 cov_16.6429, whole genome shotgun sequence

databases )
INSDC (GenBank) 351 bp linear DNA

75 827 500 Accession’ NZ_PISQ010001031 GI 1532014664 -




(100:500[Sequence Length]) X c’;’ Pseudomonas protegens strain X L e . “b@u

@ @ @ © @& https://www.ncbi.nlm.nih.gov/nuccore/NZ_PISQ01000104.1 110% v O 1Y Lo @ é;

Change region shown v .

Pseudomonas protegens strain Guan-Hong Wang

Customize view hd
NODE_104_length_317_cov_15.9474, whole genome shotgun =
sequence

Analyze this sequence _
NCBI Reference Sequence: NZ_PISQ01000104.1

: Run BLAST

FASTA  Graphics

Pick Primers
Goto: (v A

Highlight Sequence Features
LOCUS NZ PISQO1000104 317 bp DNA linear CON 08-DEC-2018

_ Find in this Sequence
DEFINITION Pseudomonas protegens strain Guan-Hong Wang

NODE 104 length 317 cov_15.9474, whole genome shotgun sequence.
ACCESSION Nz_PIsSQ01000104 NZ PISQ00000000

VERSION NZz_PISQ01000104.1 Recent activity o
DBLINE BioProject: PRJNAZ24116 Turn OF Clear
BioSample: SAMN0O7821517 _
Assembly: GCF 003863915.1 Pseudomonas protegens strain
KEYWORDS WGS; RefSeq. Guan-Hong Wang Nucleotide
SOURCE Pseudomonas protegens Q_ 100 : 500[Sequence Length]
ORGANISM EseudorFlonas protegens ] ] (84729980) Nucleotide
Bacteria; Proteobacteria; Gammaprotecobacteria; Pseudomonadales;
Pseudomonadaceae; Pseudomonas. Q_ (100 : 500[Sequence Length]) AND
REFERENCE 1 (bases 1 to 317) "'beta 1"[Gene Name] (0) Nucleotide
AUTHORS Brucker,R.M. -

8 01p3 AND (response element © X Protein Links for Nucleotide X 38422 - Identical Protein Gro Qlﬂu
& [C RS ® U & httpsy//www.nebi.nlm.nih.gov/nuccore/?term=g1p3 AND 110% - @ 1 N @ '_—0
= shamim_cst My NGBI Sign Out
Nucleotide Nucleotide - ‘g1p3 AND (response element OR promoter) | w |
Create alert Advanced Help
Species Summary ~ 20 per page ~ Sort by Default order = Send to:~  Filters: Manage Filters
Animals (8)
Customize i . . o -
See |FI6 (G1P3) interferon alpha inducible protein 6 in the Gene database Results by taxon
Molecule types g1p3 reference sequences Transcript (4) Protein (4) Top Organisms [Tree
genomic DNA/RNA (4) Homo sapiens (7)
MRNA (4) Pan troglodytes (1)
Customize Items: 8
Source : :
databases I1:| Homo sapiens chromosome 1, GRCh38.p12 Primary Assembly Analyze these sequences -
INSDC (GenBank) (2) © 248,956,422 bp linear DNA Run BLAST
RefSeq (8) Accession: NC_000001.11 GI: 568815597
Customize Assembly  BioProject Protein PubMed  Taxonomy
Sequence GenBank FASTA Graphics Find related data -
length . - -
Custom rango [C] Homo sapiens chromosome 1, whole genome shotgun sequence Database: | Selact
2. 222,388,987 bp linear DNA
Release date Accession’ CM000252.1 Gl 74273681
Custom range. . BioProject BioSample Protein PubMed Taxonomy ~

T e | = — e 2l .. Py |4

1148
11-12-18




'd glp3 AND (response element - X Protein Links for Nucleotide X 384272 - Identical Protein Gro + — - ‘g@g
&« @ @ @ ©U @& https://www.ncbi.nlm.nih.gov/nuccore/?term=gip3 AND 110% . 9 T LN @ é;
[ —~ — — . . -
3 NCBl Resources ¥ How To shamim _cst My NCBI Sign Out
Nucleotide Nucleotide - ‘g1p3 AND (response element OR promoter) | w |
Create alert Advanced Help
Species Summary ~ 20 per page ~ Sort by Default order ~ Send to:~  Filters: Manage Filters
Animals (8)
Customize ... . i ) . e
See IFI6 (G1P3) interferon alpha inducible protein 6 in the Gene database Results by taxon
Molecule types g1p3 reference sequences Transcript (4) Protein (4) Top Organisms [Tree
genomic DNA/RNA (4) Homo sapiens (7)
MRNA (4) Pan troglodytes (7)
Customize Items: 8
S . .
d:;’::ses I1:| Homo sapiens chromosome 1, GRCh38.p12 Primary Assembly Analyze these sequences =
INSDC (GenBank) (2) - 248,956,422 bp linear DNA Run BLAST
RefSeq (6) Accession: NC_000001.11 GI: 568815597
Customize ... Assembly  BioProject Protein PubMed Taxonomy
Sequence GenBank FASTA Graphics Find related data .
length ) g -
Gustom range [} Homo sapiens chromosome 1, whole genome shotgun sequence Databasa: | Select
2. 222,388,987 bp linear DNA
Release date Accession: CM000252.1 GI: 74273681
https://www.ncbi.nlm.nih.gov/nuccore/CM000252. BioSample bMed Taxcnomy -

8 g1p3 AND (response element - X Protein Links for Nucleotide X 38422 - Identical Protein Gro +

&« ¢ @

Customize ...

Sequence
length

Custom range...

Release date
Custom range...

Revision date
Custom range...

Clear all

Show additional filters

[N

w

&0

® © & https://www.nebinlm.nih.gov/nuccore/?term=g1p3 ANC 110%
ASSEINDY  DIUFIORCL POl FUDMEd  1dxonomy

GenBank FASTA Graphics

Homo sapiens chromosome 1, whole genome shotgun sequence
222,388,987 bp linear DNA

Accession: CM000252.1 GI: 74273661

BioProject BioSample Protein PubMed Taxonomy

GenBank FASTA Graphics

Homo sapiens 211000035844098 genomic scaffold, whole genome shotgun
sequence

57,745,789 bp linear DNA

Accession: CH471059.2 GI: 74230049

BioProject BioSample Protein PubMed Taxcnomy

GenBank FASTA Graphics

Pan troglodytes isolate Yerkes chimp pedigree #0471 (Clint) chromosome 1,

Clint PTRv2, whole genome shotgun seguence
224,244 399 bp linear DNA

Accession: NC_036879.1 GI: 1348313360

Assembly BioProject BioSample Protein  Taxonomy

GenBank FASTA Graphics

- Q% v mo £
Find related data ~
Database: Select -
Search details - |

glp3[All Fields] AND
(response element[All Fields]
OR promoter[All Fields])

‘.\ Search | See more

Recent activity —
Turn Off Clear

Q_ g1p3 AND (response element OR
promoter) (8) Nucleotide

Q_ g1p3[All Fields] AND (("response

1149 | |

111218 |



Identical Protein Identical Proteil + |

Groups

Advanced

Identical Protein Groups «

unnamed protein product

GenPept FASTA Graphics BLAST

MName: unnamed protein product

RefSeq Selected Product: XP_024307845.1, 157 amino acids
Taxonomic Group: primates

Assembly Accessions: 1

Protein Accessions: 5

CDS Regions: 5
Total Rows: &
= Source . I . a .

Al - ¥ CDS Region in Nucleotide ¥ Protein

RefSeq NC 00000111} XP_ 0243078451
148772640-148784492 (-)

RefSeq NC 000001.11 XP_ 016858547 1
149345760-149357612 (+

RefSeq NC 000001.11 XP_016858548.1
149345760-149357612 (+)

RefSeq NC 000001.11 XP_016858549.1

% Name % Organism
Homo sapiens
Homo sapiens
Homo sapiens

Homo sapiens

Sendto: ~

% Strain % Assembly

GCF 00000140538
GCF 000001405.38

GCF 000001405.38

GCF 000001405 38

Help

Taxonomic Groups b

primates [1]

Top Organisms

Recent activity o

Q

@ @ p p

Turn Off Clear

Protein Links for Nucleotide (Select
568815597) (11321) Protein

g1p3 AND (response element OR promoter})
(8) Nucleotide

a1p3[All Fields] AND (("response
elements'[MeSH Terms] OR ("respo... (1 puc

G1P3, an IFN-induced survival factor,
antagonizes TRAIL-induced apoptosis in

Pseudomonas protegens strain Guan-Hong
Wang Nucleotide

See more...

111




y

T T T 1 T [ WO -
B Search NCE X ‘ f-j Figure 1. [Tl X ‘ B SearchNCT X ‘ Sg Genes & B X | & Figure 3. X | = Figure2.[1 X 2 sequencel X [ 4 |

=
Cc O & https://www.ncbi.nlm.nih.gov/genbank/sequenceids/ Q v 6

P52 Apps Suggested Sites ] s TS - Gunja )

to the latest version of the sequence.

The two systems of identifiers run in parallel to each other. That is, when any change is made to a sequence, it both receives a new Gl number, and the version
part of its accession number is incremented by 1.

Accession.Version gi Date
NC_000001.11 568815597 Feb 3, 2014 11:01 PM
NC_000001.10 224589800 Aug 13,2013 12:15 PM
NC_000001.10 224589800 Mar 5, 2013 02:59 PM
NC_000001.10 224589800 Mar 5, 2013 02:13 PM
NC_000001.10 224589800 Mar 3, 2013 10:59 PM
NC_000001.10 224589800 Oct 30, 2012 08:39 PM
NC_000001.10 224589800 Jul 24, 2012 03:18 PM
NC_000001.10 224589800 Jul 29, 2011 05:58 AM
NC_000001.10 224589800 Oct 25, 2010 05:33 PM
NC_000001.10 224589800 Jun 10, 2009 04:09 PM

NC_000001.9 89161185 Mar 3, 2008 05:58 PM
NC_000001.9 89161185 Aug 30, 2006 12:10 PM
NC_000001.9 89161185 Mar 3, 2006 05:23 PM
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Sequence Identifiers

Many sequences have two types of identification numbers, G/ and VERSION . The two identifier types differ in format , and were implemented at different times.

Gl numbers

A Gl number (for Genlnfo Identifier, sometimes written in lower case, " gi ") is a simple series of digits that are assigned consecutively to each sequence record
processed by NCBI. The Gl number bears no resemblance to the Version number of the sequence record. Each time a sequence record is changed, it is
assigned a new Gl number.

A nucleotide sequence Gl number is shown in the VERSION field of the database record. A protein sequence G/ number is shown in the VERSION field of a
protein database record, and is cross-referenced in the CDS/db_xref field of a nucleotide database record.

Sequence Versions

A sequence Version groups all of the gi numbers for a specific sequence into an ordered series. A sequence version number consists of a base Accession
number, a dot, and a version suffix that starts with 1 1. (This identifier is often referred to as an " accession dof version ".) The base Accession number identifies
the sequence record, and the version suffixes form the series of versions, starting with 1 1. A sequence Accession number without a version suffix always refers
to the latest version of the sequence.

The two systems of identifiers run in parallel to each other. That is, when any change is made to a sequence, it both receives a new Gl number, and the version
part of its accession number is incremented by 1.
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Gene ID: 672, updated on 9-Dec-2018

Genomic context

Genomic regions, transcripts, and products

“ Summary A7 Expression
Bibliography
Official Symbol BRCA1 provided by HGNC
Official Full Name BRCA1, DNA repair associated provided by HGNC Phenotypes
Primary HGNC-HGNC:1100 Variation

See related Ensembl:ENSG00000012048 MIM:113705
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RefSeq status REVIEWED Pathways from BioSystems
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Job title: BRCA1_search_v1

RID 13XKW588014 (Expires on 12-14 13:04 pm)
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Sequences producing significant alignments:
Select: All None Selected:0

1 Alignments [}
Description sn:::(e J:;': ?::: vaIEue Ident Accession
breast and ovarian cancer suseptibility protein variant [Homo sapiens] 188 188 99% 1e-59 100% AAZ16492.1
BRCA1 [Homo sapiens 185 185 99% 3e-59 100% AXG51124.1
BRCA1 protein [Homo sapiens 190 190 99% 5e-59 100% AAI0S747.1
truncated BRCA1 protein [Homo sapiens] 191 191 99% 1e-58 100% ATE47047.1
BRCA1 [Homo sapiens 183 183 99% 2e-58 99% AXG51128.1
BRCA1 isoform 28 [Pongo abelii 190 190 99% 2e-58 99% PNJ0G984 1
BRCA1 isoform 4 [Pan troglodytes’ 192 192 99% 3e-57 100% PNI33709.1
BRCA1 protein [Homo sapiens! 192 192 99% 3e-57 100% AAIDS746.1
truncated breast and ovarian cancer susceptibility protein 1 [Homo sapiens] 192 192  99% 3e-57 100% AYD58819.1
truncated breast and ovarian cancer susceptibility protein 1 [Homo sapiens] 192 192 99% 5e-57 100% AYD58820.1
BRCA1 protein [Homo sapiens] 190 190 99% 5e57 99% AAHE2429.1

truncated breast and ovarian cancer susceptibility protein 1 [Homo sapiens] 192 192  99% 8e-57 100% AYD58821.1

BRCAT isoform 10 [Pan troglodytes (SIS IR R (=] Questions/comments
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breast and ovarian cancer suseptibility protein variant, partial [Homo sapiens]
Sequence ID: AAZ16492 1 Length: 166 Number of Matches: 1

Related Information
Range 1: 42 to 131 GenPept Graphics

Gene - associated gene details

Score Expect Method Identities Positives Gaps Frame
188 DIs(478) 1e-50 Compositional matrix adjust.  90/90(100%)  90/90(100%) 0/90(0%) +1
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EiDownload ~ GenPept Graphics ¥ Next A Previous 4 Descriptions

BRCAA1, partial [Home sapiens]
Sequence ID: AXG51124. 1 Length: 90 Number of Matches: 1

B See 2 more title(s)

Related Information
Range 1: 1to 90 GenPept Graphics

Gene - associated gene details
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BRCAA1, partial [Home sapiens]
Sequence ID: AXG51124 1 Length: 90 Number of Matches: 1

B See 2 more title(s)

Related Information
Range 1: 1to 90 GenPept Graphics

Gene - associated gene details

Score Expect Method Identities Positives Gaps Frame d | Protei dentical )
185 bils(469) 3e-59 Compositional matrix adjust.  90/90(100%)  90/90(100%)  0/90(0%) +1 e Memiza mrsing to
AXGE1124.1
Query 1 LTRDRMNVERAEFCNRSEQPCGLARSQENRWAGSKETCNDRRTEPSTERRVDLNADPLCERE 180
LTRDRMNVERAEFCNESEQPGLARSQHNRWAGSKETCNDRRTPSTERRVDLNADPLCERE
Sh] ct 1 LTRDRMNVERAEFCNESEQPGLARSQHNRWAGSKETCNDRRTPSTERRVDLNADPLCERE 60
Query 181 EWNEQELPCSENPRDTEDVPWITLNSSIQR 270
EWNEQRLPCSENPRDTEDVPWITLNSSIQR
Shjcl’. 61 EWNEQRLPCSENPRDTEDVEWITLNSSIQR S0
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BRCAA1 protein, partial [Homo sapiens]
Sequence ID: AAIO6747.1 Length: 259 Number of Matches: 1

Related Information
Range 1: 78 to 167 GenPept Graphics

Gene - associated gene details
Score Expect Method Identities Positives Gaps Frame

190 bits(483)  5e-59 Compositional matrix adjust. 90/90(100%) 90/90(100%) 0/90(0%) +1

Query 1 LTRDRMNVEEAEFCNESEQPGLARSQHNRWAGSKETCNDRRTPSTEREVDLNADPLCERE 180
LTRDRMNVERAEFCNRSRQPGLARSQOHNRWAGSKETCNDRRTPSTERRVDLNADPLCERK
sbict 78 LTRDRMNVEEAEFCNESEQPGLARSQHNRWAGSKETCNDRRTPSTEREVDLNADPLCERE 137

Query 181 EWNEQRLPCSENPRDTEDVPWITLNSSIQE 270
EWNEQRLPCSENPROTEDVPWITLNSSIQK
Sbjct 138 EWNKQRLPCSENPRDTEDVPWITLNSSIQER 167
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