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Gene Search Gene for EGFR as a symbol. W Top Organisms [Tree]
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Non-coding L= e actor rece?tor NC_000007 14
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Download NG or NC Accession to reference sequence details
Gen NC_000007 .14 chromosome 7 reference GRCh38 Primary Assembly
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* NG accession is the RefSeq

 Most RefSeq GenBanks contain only a single transcript

* NG accession can show dbSNP

* Nucleotide positions do not relate to chromosome coordinates
* Click “GenBank” link to download NG Accession
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LOCA/43168 + sv dlevmm best RefSeq 7pll 2 Eho GTPase activating protein 3 pseudogene

* NT Accessions often contains Several Transcripts

* NT Accessions can show dbSNP

* Nucleotide positions can be translated to chromosome coordinates
*  Click “dI” link to download NT Accession

EGFR + OMIMHGNC svr dl gvmm hm sts CCDS SNP best RefSeq 7pl2  OTTHUMP00000209210(avian erythroblastic

LOC100507500 ¢ sv dlevmm  sts mBENA hypothetical LOC100507500

Homa sapiens (human) (Build 37.3)
Eegion to retrieve (in chromosome coordinates):
Chromosome: 7 Strand: plus -

from: 55086725 adjust by: -0K

to: 55275031  adjust by: +0K I Change Region/Strand I

Sequence Forma}: GenBank -

This chromosome region corresponds to the contig region(s):

Contig start stop stnm.dﬁ
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Advanced Help

Display Settings: [v] GenBank Send: [v) .
Change region shown -

) Whole sequence (abbreviated view)
@ Selected region

Homo sapiens chromosome 7 genomic scaffold, GRCh38 Primary

Assembly HSCHR7_CTG1 from: 55009032 | to: (55197338
NCBI Reference Sequence: NT_0075819.18 Update View

FASTA  Graphics

Go fo: [ Customize view =
LOCUs NT 007819 188307 bp DNZ& linear coN 03-FEB-2014 ) Abbreviated view
DEFINITICH Homo sapiens chromosome 7 genomic scaffold, GRCh3E Primary ZAssembly @ Cuystomize

HSCHRT CTGL.

Basic Features
LCCESSICH NT 007819 REGICN: 55008032..55197338 GP5_0032053514

VERSION  NT_007819.18 GI:568815311 © Default features

DELINE BioProject: PRINELGE ' Gene, RNA, and CDS features
assembly: GCF 000001405.24 only

EEYWORDS Ref3eq. Features added by NCBI

SOURCE Homo sapiens (human) 2522401 SNPs

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertekbrata; Euteleostomi;

Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; HElis
[C] show reverse complement

Update View

Display options

Catarrhini; Hominidae; Homo.

REFERENCE 1l (base= 1 to 1B . . . .
coNsETE  tntermationay =a] With NG_ accessions, you have the option to include

| SNPS - select this and press Update View.

For genes located on minus strand, deselect Reverse
complemented strand and press Update View.

Expand the range if you are interested in the gene’s
promoter region or other information outside of the
gene, then press Update View.
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Assembly HSCHR7_CTG1 - Gene Features to:
NCBI Reference Sequence: NT_00] Choose Send Choose Destination
FASTA  Graphics It =t PRI - C @ File @ Clipboard
Choose “Flle DeSt’!natlon O Collections @ Analysis Tool
Goto: Choose “GenBank” Format r
LOCUS NT 007819 Click “Create File” . Download 1 items. -
DEFINITICN Homo sapiens chrom - = ' Format
HSCHRT CTG1. GenBank v gs

RCCESSICH NT 0078158 REGION: 55008032..55197338 GP5_003205514

VERSION NT 007819.18 GI:568815311 Create File HIEs

DBLINE BioProject: PRINLI1ESE and
A=ssembly: GCF 000001405.26 ¥ .

EEYWORDS RefSeq. Features added

SCURCE Homo sapiens (human) 2522401 SNPs
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Do you want to open or save this file?

_— Mame: sequences.gb
&

Type: gb_auto_Ffile

From: v, ncbi.nlm. nib,goy

Open ] [ Save ] I ancel I

harm wour computer, [ pou do not bast the source, do not open or

L@ "While files from the Intermet can be useful, some files can potentially
zawe thiz file. What's the risk?

Save jr: |E}temp M (€] [j: - -

ty Recent
Documents

Deskiop

Choose to Save File.

ty Documents

My Computer

I File name: |sequenl*.gb I I Save I

] [E]

by Metwork, Save as tupe: | .gb Document [ Canicel ]
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File Edit Search Tools Help
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El“ Mew GBEFile
=% Gene
=@ EGFR

Basic Infarmation | Cequence I

E...g:- TS

| v RENEHEE
----- ) MP_958439.1
) NP_558440.1
=8 mRMA

----- W NM_005228.3
----- ) MNM_201284.1
----- ) MM_201282.1
----- ) MM_201283.1
-2 Wariations

[tem

Region 24 22, 122408, 4124457 127575..12

InterestReqion

CodonStart I 1 - I

product epidermal growth factar receptor izoform a

praotein_id MP_005219.2

hiote izafarm a iz encoded by transcript variant 1:epidermnal graowth Factar receptar [avian enthroblazticleokemia wiral
tranzlation MRPSGTAGAALLALLAALCPASRALEEKENVCAGTSHELTOLGTFEDHFLSLORMFNHNCEVWLGHLEI T WERMY
Coresponding_mBRMNA_R egiu:unl M_005228.3 ;l

Esternal primer

[nternal prinmer

Choose the appropriate
protein for your analysis
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. Advanced GBK File Editor - C:\Documents and Settings\AP _Adminmistrator iy DocumentsiownloadsVEGFERTHMC
File Edit Search Tools
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- .Ifxlew GBEFile B asic Informatio Save As X
—-1% Gene 41

5 @ EGFR Itern Mods
o DS DS |0 1351211367991 3691 5.137502. 137626,137728..137812)

) MP_005219.2 Region of Intere (" Selected gene region

) NP_SR2441.1 Amplican 1D
' NP_o9R2439.1 Extemal primer

{+ Selected gene region, Selected mBMA regior

- MF 9584401 Internal prirmer (" Seq files for selected CDS
=14 mBMHA CodonStart
i) MM_005228.2 product
i NM_2012841 pratein_id ak. | Caricel |
o NM_201282.1 roke ived by automated computational analyzizuzing gene prediction o
W NM_2012831 i anglation MRPSGTAGAALLALLAAL CPASRALEEKKYCOGTSNELTOLGTFEDHFLSLARMFNNCEYYLGNLEITYVORNYDLSFLKT
= a8 .LI.:”:-I 00507500 Cormesponding mRNA_Region | MM_2012831 =
e Yariations tranz|_tahle

 Choose Save As from File menu
 Choose Selected gene region, selected mRNA region

« Then open this GBK file for your project.
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