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Tutorial 3 — Searching the Chinese Hamster Genome Database

Multiple Chinese hamster (CH) and CHO-K1 genome search pages are hosted on the CHO genome
website. A comprehensive search function for the RefSeq CH and CHO-K1 genomes is located on the
homepage. Additionally, an independent search page with additional selection details for the RefSeq
genomes is available under the Genomes menu. Separate search pages for both the CH mitochondrial
and GenBank CHO-K1 genomes are also available under the Genomes tab. The comprehensive RefSeq
search function on the homepage can be accessed from any CHO genome webpage by selecting the CHO
GENOMIE logo located in the top left corner.

Searching the RefSeq Chinese hamster (CH) or CHO-K1 Genomes

As of August 2014, there are 3 CH and CHO-K1 RefSeq genome databases. The initial CHO RefSeq
genome that was hosted on CHOgenome.org is the CHO-K1 RefSeq (2012) genome database. The
genomic information in this genome database has not been altered since its release in 2012, so it is not
aligned with the most recent CHO-K1 genome database. The CHO-K1 RefSeq (2012) genome database is
the database to search if you have previously used the CHO-K1 RefSeq (2012) database and are
interested in obtaining identical results. In May 2014, NCBI released their first complete CH genome
database and an updated CHO-K1 genome database. Currently, these two databases are the most
recent CH and CHO genome databases to search against.

1) The comprehensive search function for the RefSeq CH and CHO-K1 genomes is located on the CHO
genome homepage.

Search RefSeq

Search the RefSeq CHO-K1 and Chinese hamster assemblies by gene name, symbol,
or gene ID:

Search

For detailed searches use
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The gene name, gene symbol, or NCBI gene ID can be searched against all of the RefSeq CH and CHO
genomes. After entering the search term and selecting the “Search” button, all relevant results are
displayed.

Search RefSeq

Search the RefSeq CHO-K1 and Chinese hamster assemblies by gene name, symbol,
or gene ID:

sewar
For detaled searches use (IITIETLD Search Results for cofilin

e smons— e | prosut escrtion

mRNA

mRNA

014) mRNA

14)  mRNA

mRNA

mRNA

2) To specify the search terms or RefSeq genomes to be searched, select the CH & CHO RefSeq link from

the Genomes menu, the CIVERTLLRLET{E)| button on the homepage, or the Gene Search image button
located on the homepage.

CHOgenome.org

DWW

Search Page

Search
Search RefSeq SearchTerm  Genome
Select stieastone  Seiect st iesstone
Search the RefSeq CHO-K1 and Chnese har
o gene © # Symex ¥ CHO-K1 (RetSeq Assembly GCF_000223151.1| 2May2014 - Release 101)
= # Gene Name # Chinese Hamster (RefSeq Assembly GCF_000419265.1| 2May2014 - Release 101)
s ki soaicais 1adi “ Gene D # CHO-K1 (RefSeq Assembly GCF_000223151.1| 15M8r2012 - Release 1)

The CHO-K1 RefSeq database can be searched by

1. Gene name (L. Caspase 1)
2. Gene symbol (ie. Caspl)
3. Gene D (ie 100759171)

BLAST the CHO-K1 RefSeq genome here and at NCBL

Tips for using the database:

1. Search by gene name, symbol or D to find individual gene pages.

2. Mulike genomes may be seiected at once, but the time required for the query may increase.

3. Each gene, transcript, and protein has a unique, individual entry. To obtain the relevant protein information or download the
protein sequence, select the gene or transcript entry of interest, scrol to the bottom of the "Gene Detals” page, and select the
protein entry associsted wih the relevant transcript in the "Gene Relatons™ table.

4. Many pseudogenes do not have 8 gene name or symbol, but all have a gene D and may be searched

Gene Search BLAST Genome Viewer
¢ RefSeq Chinese  BLAST sequences agarst  View the CHOK1 o
e and CHOX1 Chinese Mamater or CHO-K1  Chinese Hamster
iy genomes genomes




August 2014
Version 2.0

Select the type of keyword and genome(s) you would like to search, type the keyword into the search
box, and press the Search button or hit enter.

The RefSeq genome databases can be searched by:

Gene symbol (i.e. cfl1)
The database can be searched using the official gene symbols assigned to gene products during
the NCBI genome annotation projects. Unofficial gene symbols are not searchable and if the
gene was not assigned a gene symbol, one was created. The created gene symbols consist of
‘LOC followed by the 9-digit NCBI gene ID (i.e. LOC100######).

Search Results for cfl1

[ ssemir | 1e | Smbol | Gened | prosuctpescrion|
1 CHOWKI(2014) mRMA Cfit 100760435  cofilin 1 (non-muscle

Gene name (i.e. cofilin 1)

The database can be searched using the protein names assigned to the genes during the
genome annotation projects.

Search Results for cofilin 1

[ ssemiy | Ty | Symbol | Gne | prosuc Descrton

NCBI Gene ID (i.e. 100760435)
The database can be searched using the NCBI gene IDs. For the CHO-K1 and CH genomes, these
gene IDs currently range between 100682525 and 103163833.
All CHO and Chinese hamster NCBI gene IDs can be found in the NCBI protein database by using
the search term “Cricetulus griseus.”

Search Results for 100760435
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Matches for the genome database searches are displayed in a tabular format. Searching for cofilin in the
CHO-K1 (2014), Chinese Hamster (2014), and CHO-K1 (2012) assemblies returns 6 entries.

Search Results for cofilin

[# [ ssemon | e | smool | Gene | Prosuctdesrion|

The general characteristics displayed for the search results include the parent assembly, gene feature
type, gene symbol, NCBI gene ID, and gene name/product description.

To access more details about a single entry, click on the NCBI gene ID [i.e. 100757641].

Search Results for cofilin

[# [ sssomon L iyon | soor | Ganes | prosucrescrnn|

Gene Details: Cfl2

General Information

(Gene Refations

Type NCBILik  Sequence Graphics Transeript s

g Graphic

ETE 1

POOTANET 1 Dowsimas  Gophis

571 Dowrload  Graphic
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3) Searching and selecting the NCBI gene ID 100762756 from the CHO-K1 (2014) genome assembly will
open the ‘Gene Details’ page for Pfkfb3, Variant X2.

The General Information section
provides the gene name, gene
symbol, NCBI gene ID, feature type,
and the genome assembly of origin.

The Genomic Location section
provides the scaffold on which the
gene is located, the coordinates of
the gene’s coding region, the NCBI
transcript ID, a link to the NCBI
graphics page, a link to the FASTA
nucleotide or amino acid sequences,
and links to the NCBI protein
homologs in human, mouse, and rat.

The Related Entries section provides

Gene Details: Pfkfb3

General Information

Name: 6-phosphofructo-2-kinase/fructose-2 6-biphosphatase 3, transcript variant X2

Symbol: Pfkib3

Gene ID: 100762756

Feature Type: mRMA

Genome Assembly: CHO-K1 (2014) - GCF_000223135.1

Genomic Information

Scaffold: NW_003613580.1

Graphic (Scaffold): NCBI View

Range (Graphic): 3304483 - 3390245
Transcript: XM_007645552.1

Nucleotide Sequence: Download sequence

Protein Homologs: Human: 4758900 | Mouse: 295293217 | Rat: 16923988

Related Entries

Type NCBILink Sequence Graphics Transcript #

gene

Graphic

mRNA XM_007645552 1 Download
- Protein XP_007643742.1 Download

Graphic
Graphic

X2
X2

16 CDS results found

mRNA ¥M_003494936.2 Download
- Protein XP_003494884.1 Download

Graphic
Graphic

X1
X1

16 COS results found

mRMA XM_003494930.2 Download
- Protein XP_003494978.1 Downlead

Graphic
Graphic

X4
X4

14 COS results found

mRNA XM_003494934.2 Download
- Protein XP_003494882.1 Download

Graphic
Graphic

X3
X3

15 COS results found

information and links to all of the features associated with each gene, including all of the relevant

transcripts and proteins, in one table. Each row represents one feature associated with the gene and the

highlighted row identifies the feature thats content is displayed on the current page. The table columns

contain the following information:

- Type lists the row’s feature type.

- NCBI Link displays the NCBI transcript/protein IDs.

- The Sequence Download links to the FASTA nucleotide or protein sequence.

- The Graphics Graphic links to the NCBI Map Viewer graphic associated with the row’s gene

feature type.

- Transcript # contains the NCBI transcript # if multiple transcripts exist for the gene of interest.
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4) All hyperlinked text serves as a link to a corresponding webpage. Any green button with white text
located on the ‘Gene Details’ webpage enables direct communication with the editors of CHO genome.
These webpages are opened in a new tab, conserving the user’s current ‘Gene Details’ webpage.

The General Information section contains one button and one hyperlink.

- The button allows the user to propose a new/different gene symbol with
an accompanying reason for the proposed change. These submissions are cataloged and
periodically evaluated.

- The Genome Assembly link [i.e. GCF_000223135.1], opens the webpage of the NCBI genome
assembly associated with the selected gene.

Symbol Suggest

Proposed Symbol

Current Symdol Pas3
Product Description 2-choiprotucic-24insse tuctose-2 85
General Information borbieniing
‘our email
= - = Your Institution [optional]
Name: 6-phosphofructo-2-kinase/fructose,20-biphosphatase 3, tran|reason for New symoot foptional]
Symbol: Pfkfb3 (Gl SRR Bupmst
To submit mutipie symbols at once of for assitance, plesse contact: chogenomesymbolddi udel ed:
Gene ID: 100762756
ISt NA
Feature Type: mRN el i
Genome Assembly: CHO-K1 (2014) - GCF_000223135.1 =0 Advanced Beowse by organism
\ Display Settings: ) Fual Report
CriGri_1.0

Description: Gencme sssembly trom the chiness hamster ovary cell ine CHOK1

Assembly level: Scatois
Genome representation: fus

GenBank Assembly I0:
RetSeq Assembly 10;
Retse

GG

embly Identicat: o (show Getals
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The Genomic Location section provides links to multiple pages related to the genomic location
information for the selected gene.

- The Scaffold link [i.e. NW_003613580.1] links to the NCBI scaffold information page of the
scaffold containing the selected gene.

- The Graphic (Scaffold) link [NCBI View] links to the full NCBI Genome Viewer image of the
scaffold containing the selected gene.

- The Range (Graphic) link [i.e. 3304483-3390245] links to the NCBI Genome Viewer image
zoomed in to the selected gene.

- The Transcript link [i.e. XM_007645552.1] links to the NCBI mRNA information page for the
selected gene.

- The Nucleotide Sequence link [Download sequence] opens a page with the selected gene’s
MRNA FASTA file.

- The Protein Homologs link [i.e. Human: 4758900] lists the NCBI protein homolog IDs of the
human, mouse, and rat homologs and link to the selected gene’s NCBI protein webpage.

Cricetulus griseus unplaced genomic scaffold, CriGri_1.0
scaffold329, whole genome shotgun sequence

NCBI Reference Sequence: NW_003613580.1
EASTA  Graphics

Gotw [

Locus NW_003613380 8779763 bp DR linear CON 30-APR-2014
DEFINITION Cricetulus griseus unplaced genmcmic scaffold, CriGri 1.0

] = T T = e —— o
o) NW_003613580.1: 330 34M (86kbp)- | O | {3 & TRV
...... ek paex pamE P [AMeR 3ok  pamk pRaex ]

i«

ffold: NV 13580.
Scaffold: NW_002813580.1 o " T - o - - . —v
Graphic (Scaffold): NCBI View

Range (Graphic): 3304483 - 3390245 Z»] | &y HW_003613560.1: 1.8.8M(BBMbp)- | (L | 0 2| - v T R A

zn an an En g N 7n 8.779.783

Transeript: XM_007845552.1 —_—
Nucleotide Sequence: Download sequence e roaes e [y e |
1Taf2 1 Fbwcl Gtgbyd
Protein Homologs: Human: 4?539&0 Mh&ﬁZQEZQ‘}ZI : 165230988 . L",“!_ ils shils d s i 55 i b . . - |,;“"'

1 ) ! ! ' .|.|”

L] 1
\ PREDICTED: Cricetulus griseus 6-phosphofructo-2-kinase/fructose-
2,6-biphosphatase 3 (Pfkfb3), transcript variant X2, mRNA

NCBI Reference Sequence: XM_007645552 .1

EASTA  Graphics

4403 bp =RHA linear ROD 30-APR-2014

o4_007845882

sevose-2,6-biphoaphatase 3 (PEkfb3),

A TA A oM T TS TS TACTA TT GAT GAATATCCAT ST GEAG0CTE TACCTSTATESSATHCEARIATIAATACA

6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 3 isoform 1
[Homo sapiens]

NCBI Reference Sequence: NP_004557.1

EASTA Graphics

Gotp &

LOCUS

DEFINITION

520 aa linear PRI 06-APR-2014

2-kinase/ fructose-2, 6-biapk 3 iscform 1
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The Related Entries table provides links to the Chinese hamster genome pages, gene sequences, NCBI
database information, and NCBI graphics pages.

The gene & RNA entries contain links to relevant webpages associated with the nucleotide entries.

The NCBI Link [i.e. XM_007645552.1] links to the NCBI RNA-specific information page

corresponding to the selected gene.

The Sequence link [Download] provides the nucleotide FASTA file for the corresponding gene

transcript.

The Graphics link [Graphic] links to the NCBI Genome Viewer image of the selected gene’s
scaffold (for a gene row entry) or of the zoomed-in, transcript-specific portion of the scaffold

(for a RNA row entry).

Cricetulus griseus unplaced genomic scaffold, CriGri_1.0
scaffold329, whole genome shotgun sequence

NCBI Reference Sequence: NW_003613580 1
EASTA

GenBank

¢

PREDICTED: Cricetulus griseus 6-phosphofructo-2-kinase/fr
2,6-biphosphatase 3 (Pfkfb3), transcript variant X2, mRNA

ASIA  Glagncs

tose-

sse-2, G-biphosphatase 3 (PEREA3),

Cricetulus griseus unplaced genomic scaffold, CriGri_1.0
scaffold329, whole genome shotgun sequence

NCBI Reference Sequence: NW_003613580.1

GenBark EASTA

1 s 2 m

077070y

el -

_[33K QLMK

3 NW_DOD61ISE0.1: 113 AM [BEHDRY=
PANE

@ ¥
RAERE

Ree

1 - e | pres _ paser |

Genes x

Related Entries

Type NCBI Link

Sequence Graphics Transcript #

gene Graphic

mRNA 'XM_007645552.1 Download ' Graphic %2
- Protein XP_007643742.1 Download Graphic x2
mRMA XM_003494936.2 Download  Graphic X1
- Protein XP_0034545841  Downlkad Graphic X1
mRNA XM_003494930 2 Download  Graphic X4
- Protein XP_003494878.1 Downioad Graphic X4
mRNA XM_003494934.2 Download  Graphic X3
- Protein XP_003494582.1 Download Graphic X3
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The protein row entries contain links to relevant webpages associated with the amino acid entries.
Note: The protein entry following each RNA entry is the corresponding protein, as often indicated by the

transcript #.

- The Type link [Protein] links to the CHO genome results page associated with that protein entry.
- The NCBI Link [i.e. XP_007643742.1] links to the NCBI information page for the selected protein.
- The Sequence link [Download] provides the amino acid FASTA file for the selected protein.

- The Graphics link [Graphic] links to the zoomed NCBI Genome Viewer image of the selected

protein.

General Information

Prot sence: Downkosd sequence

ologs: Human: STS6000 | Mouse: 206201217

Rt 18529088

Related Entries

Type NCBILink

Sequence Graphics Transcript #

3 isoform X2 [Cricetulus griseus]

NCEI Reference Sequence: XP_007643742.1
EASTA  Graphics

Goto &

KP_D0T843742 528 aa linear
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1 GI:625180384
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Searching the CHO-K1 GenBank (2011) Genome

1) Select the CHO-K1 GenBank (2011) genome from the Genomes menu.

CHOgenome

N oW

General info = Resources
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CH & CHORefSeq ﬁ

Search the RefSeq CHO-K1 and Chinese hamster as: ™
or gene ©

Search CHO-K1 GenBank

Search CHO-K1 GenBank (2011) assembly by accession number, gene name, symbol, or GO Term:

Search RefSeq

CH Mitochondria
Search

For detaied searches use

Search

B GCA_000223135.1)
The CHO-K1 GenBank database can be searched by:

1. Accession number (i.e. EGV99227)

0037

There are currently 24,240 entries in the database. To display all database records, use % in the search field

BLAST the CHO-K1 genome here and at NCBI.

Bl This genome assembly corresponds to the CriGri_1.0 genome assembly released in August 2011 (GenBank Assembly D

The CHO-K1 GenBank (2011) genome database is the initial genome database that was hosted on
CHOgenome.org. The genome information does not align with the most recent CHO-K1 genome
information, as the content has not been altered since its release in 2011. Selection of the CHO-K1
GenBank (2011) genome database is advantageous if the objective is the replication of previous results

from the CHO-K1 GenBank (2011) genome database.

2) To search this database, type a keyword into the search box at the top of the page and submit your

query. Typing % in the search box will list all 24,240 entries currently in the database.

The CHO-K1 genome database can be searched by:
Accession number (i.e. EGV99227)

The database can be searched using the GenBank WGS protein accession IDs. For the CHO-K1
WGS project, these accession numbers are EGV##### or EGWH####H#, where # is any digit 0-9.
These accession numbers can also be found in the NCBI protein database by restricting the

search to “Cricetulus griseus” and the locus tag to “I179_H#####.”

GenBank Results for EGV99227

Found 1 search result for "EGV99227" in the GenBank assembly

Genes

Lo Assemiy | Gen | Accesson | PaentAcession Loces Tog | Proct uater

10
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Gene name or gene symbol (i.e. Transcription factor E2F3 or E2F3)
The database can be searched using gene names or gene symbols. The gene names were
assigned to gene products during the annotation of the WGS project, while the gene symbols
were assigned based on the annotation of homologous proteins.

GenBank Results for Transcription factor E2F3

Found 1 search result for “Transcription factor E2F3" in the GenBank assembly.

Genes

Lo hssomiy | Gen | Aceesion | Parnthceesion | Locs Ta | rcuc Quter

Gene ontology (GO) term (i.e. GO:0003700 or Transcription factor activity)
The database can be searched using a GO accession ID or term. Searching by GO accession ID or
term will return all database entries annotated with that GO term.

GenBank Results for GO:0003700

Found 472 search results for "G0:0003700" in the GenBank assembly.

Genes

Etv3,Mats,Pa

3) The results from the GenBank searches are listed with 6 identifying characteristics per row.

GenBank Results for caspase

Found 13 search results for “caspase” in the GenBank assembly.

Genes

K1

The returned entries’ characteristics include the assembly of origin (CHO-K1 GenBank), gene symbol,
protein accession ID, scaffold (parent accession), locus tag, and gene name/description (product
qualifier).

11
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4) To find more details about a single entry, select the gene symbol or accession ID [i.e. Casp8 or

EGV99437].

The General Information section
provides the gene name, symbols,
synonyms, locus tag, descriptions,
and assembly of origin.

The Genomic Information section
provides the WGS scaffold on which
the gene is located, the coordinates
of the gene coding region, and links
to graphics of the scaffold and the
gene.

The Sequence Information section
provides links to download the
nucleotide and protein sequence in
FASTA format.

The External Links section provides
links to the corresponding CHO
protein entries in the NCBI and EMBL
databases.

GenBank Details for Caspase-8

Name Caspase-B
Symbol Casp3
Synonyms (not available)

Locus tag 79_014811

Description (temporary unavailablg)
Genome Assembly CHO-K1 GenBank (GenBank Assembly ID GCA_000223135.1)
WGS Scaffold JHO00741

complement(join(JHO00741:197573..198108,JH000741:199527 200025 JHO00T41:203332..20
CD5 000741:20531 JHOO0741:206855..206945,JH000741:207026. 207164, JH000T41:
675, JHO007T41:214348. 214652))

Graphics Scaffeld Gene
Hucleotide sequence Download sequence
Protein sequence Download seguence
NCBI (protein) EGVS9437
NCBI (protein graphics) EGV39437
EMBL-EBI (protein) EGVS9437
UniProtKB/Swiss-Prot 083110
UniProtKB/TrEMBL B2CMKS
Mouse Rat Human

NCBI Entrez Gene
12370 G044 241

GO_process: G0:00425%81 - regulation of apoptesis [Evidence IEA]
GO_process: G0:0008915 - apoptosiz [Evidence [EA]
GO_process: GO:0005508 - protechysis [Evidence [EA]

GOTEMMS 50 function: GO:0008234 - cysteine-type peptidase activiy [Evidence EA)

GO_function: GO:0005515 - protein binding [Evidence IEA]

GO_function: G0:0004157 - cysteine-type endopeptidase activity [Evidence IEA]

The Homologs section provides links to homologous proteins in other species in the UniProt databases

and to homologous proteins in mouse, rat, and human in the NCBI Entrez databases.

The Annotation section provides functional information and GO terms assigned to the gene product.

The GO terms link to the AmiGO gene ontology browser.

12
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5) Hyperlinked text also serves as a link to additional relevant webpages.
The General Information section provides a link associated with the WGS assembly.

- Inthe Genome Assembly field, clicking on the genome assembly ID [i.e. GCA_000223135.1]
opens the corresponding NCBI assembly report the selected gene was annotated from.

Display Settings: ) Ful Report

CriGri_1.0

DeSCrIption: GEnome 3SSEMDly TToM e CRINESE NaMSIEr ovary cel line CHO-K1
Organism name:  Cricetuns grseus

Submitter:  Beifing Genomics institute

Name Caspase-3

Symbol Caspé Oate: 20110823

Assembly level: Scaffold

Genome representation: full

GenBank Assembly ID: GCA_000223135.7 (latest)

RefSeq Assembly ID:  GCF_000223135 1 (atest)

RetSeq Assembly and GenBank Assembly Identical: no (snow detals)
Data displayed for RefSeq version

VIGS Project; AFTDO!

Synonyms (not available)

79_014611

Locus tag

Description (te ary unavailable)

Genome Assembly CHO-K1 GenBank (GenBank Assembly ID GCA_000223135.1

The Genomic Information section provides links associated with the WGS scaffold on which the selected
gene is located and graphics of the scaffold and gene.

- Inthe WGS Scaffold field, clicking on the scaffold accession ID [i.e. JH0O00741] opens the NCBI
database entry for the WGS scaffold the selected gene is located on.

- Inthe Graphics field, clicking on Scaffold opens the NCBI Map Viewer to view the genome
annotation of the entire scaffold, while clicking on Gene opens the NCBI Map Viewer to view the
genome annotation of the selected gene model portion of the scaffold.

Cricetulus griseus cell line CHO-K1 unplaced genomic scaffold scaffold8so,
whole genome shotgun sequence

Seask BIODITY

Genomic Information

GraphicgScaffold  Gene

\

Cricetulus griseus cell line CHO-K1 unplaced genomic scaffold Cricetulus griseus cell line CHO-K1 unplaced genomic scaffold
scaffold880, whole genome shotgun sequence scaffold880, whole genome shotgun sequence

GenBank: JHOD0T41.1 GeriBlan

007411
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The Sequence Information section provides links to download the nucleotide and protein sequences in

FASTA format.

- Inthe Nucleotide sequence field, clicking on Download sequence opens the nucleotide FASTA

file.

- Inthe Protein sequence field, clicking on Download sequence opens the amino acid FASTA file.

>EGV99437

atggattt grctttacaagattg: ggatag

Sequence Information
Nucleotide sequence Download

Protein sequence Download sequence:

yTTTCaggTactge TPTT aatcTgt:
gagetgeaggttccagacaaageccaggtt
ctgtatgatgataactcgagectgettgata

ctgectacagggteaty
TTTitgtggaaatgg

SEGV99437
MDFRNCLYKIAENLDSSELAALKFLCLDYIPQKKQEPIKDALMLE]

LYDDNSSLLDIFVEMEXRVILREENLDAL

QVNKSLLEKIE]

GINYDEEALTETFKELHFEVKPYRDCTANI

FYOSMDEKD)

DEADFLLGMATVKNCVSYRDPTQGTWYIQSLCQSLRKRCPQGDDI

The External Links section provides links to the selected CHO protein pages in the NCBI and EMBL

databases.

- Inthe NCBI (protein) field, clicking on the protein accession ID [i.e. EGV99437] opens the NCBI
webpage of the selected protein entry.

- Inthe NCBI (protein graphics) field, clicking on the protein accession ID [i.e. EGV99437] opens
the NCBI Map Viewer and visually shows the selected protein, region, and site features.

- Inthe EMBL-EBI (protein) field, clicking on the protein accession ID [i.e. EGV99437] opens the
EMBL-EBI webpage containing both a visual and informational overview of the selected protein.

NCBI (protein) EGV9943
NCBI (protein graphics) EGV99437-
EMBL-EBI (protein) EGV99437

GenBank: EGV99437 1

EASTA Graphks

BGV9943

Caspase-8 [Cricetulus griseus]

[Cricetulus griseus].

GI:344243334
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The Homologs section provides links to homologs of the selected CHO gene in the NCBI and UniProt
databases.

In the UniProtKB/Swiss-Prot field, clicking on the protein accession ID [i.e. 0B9110] opens the
UniProtKB/Swiss-Prot webpage displaying the information for a homolog to the CHO protein.

In the UniProtKB/TrEMBL field, clicking on the protein accession ID [i.e. B2CMKS5] opens the
UniProtKB/TrEMBL webpage displaying the information for a homolog to the CHO protein.

In the NCBI Entrez Gene field, clicking on the Mouse protein accession ID [i.e. 12370] opens the
NCBI gene webpage for the mouse homolog to the CHO protein.

In the NCBI Entrez Gene field, clicking on the Rat protein accession ID [i.e. 64044] opens a NCBI
gene webpage for the rat homolog to the CHO protein.

In the NCBI Entrez Gene field, clicking on the Human protein accession ID [i.e. 841] opens the
NCBI gene webpage for the human homolog to the CHO protein.

Gene names MName:Casp8
Organism Mus musculus (Mouse) [Reference proteome]
Taxonomic identifier 10090 [NCBI]
Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Vertebrata
Rodentia » Sciuregnathi » Muroidea > Muridae > Murinae
Protein names Submitted name.
Caspase-8
Gene names ORF Names:I79_014611
Organism Cricetulus griseus (Chinese hamster) (Cricetulus|
6 Taxonomic identifier 10029 [NCBI]
l UniProtKB/Swiss-Prot 089110
UniProtKB/TrEMBL B2CMKS =
Mouse Rat Human
NCBIEntrez Gene . . N
1237 64044 41
e - .
Casp8 caspase 8 [ Mus musculus (house mouse) ]| | Casp8 caspase 8 [ Raftus norvegicus (Norway rat) ] CASP8 caspase 8, is-related cysteine
Gene 0 12370, updated on 8-Jun-2014 Gene 10 64044, updated on 17-Jun-2014 (human) ]
Gene ID 841, updated on 21-Jun-2014
~| Summary - Summary
~| Summary
Official Symbol Casps et Official Symbol Caspé RGD Offctal Symbol CASPS -
Official Full Name  caspase 8 ] Official Full Name  ¢aspase § BGD Official Full Name caspase 6. apopiasis-related cystene pepidase o1
Primary source 1G| 1261423 Primary source RGD 620045 Primary source HGNC 1500

The Annotation section provides links to the GO Terms in the AmiGO databases.

In the GO Terms field, clicking on the GO Term ID [i.e. GO_Process: GO:0042981] opens the
AmiGO webpage displaying the description and characteristics of the GO Term.

regulation of apoptotic process

Relates 1 Genes an gene products associed 1o feg ¢ apcptobe proce
" . mmetii B> rapAlioR of Appic gruce
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Searching the Chinese hamster mitochondrial genome

1) Select the Chinese hamster mitochondrial genome from the Genomes menu [i.e. CH Mitochondrial).

CHOge

G ENOW

* Resources

General Info

L—> Search Chinese Hamster Mitochondria

Search RefSeq

CH & CHO RefSeq
CHO-K1 GenBank
(2011)

senrch

This genome assembly
(RefSeq Assembly O GC

he Chinese hamster i catabase can be searched by

1. Gene symb

There are cumently 12 ectnes n the database. To display of database records, use % n the search field

e complete nucieotide sequence of the Chinese hamster mtochoncral ONA publshed n 2007

2) Type a keyword into the search box at the top of the page.
Typing % in the search box will list all 13 entries currently in the database.
The Chinese hamster mitochondrial genome database can only be searched by Gene symbol [i.e. COX].

Searching for “COX” will return 3 entries from the database displayed in a tabular format.

Chinese Hamster Mitochondria Search Results

Found 3 search results for; COX

Genes

Lo Gene smbas | Gene D hame ] st posion | End psion
1 COX1 3 Cy'to =C subunit | [Cricetulus griseus] 5309 8853
2 Cox2 TBTE

Cox3

General information for the returned entries include the gene symbol, NCBI Entrez Gene ID, gene name,
and genomic coordinates (start and end positions).

To find more details about a single entry, click on a gene symbol.
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3) Clicking on COX1 will open the Gene Details page.

The General Information section
contains the gene name, symbol, ID,
and description (if available).

The Genomic Information section
provides the genomic coordinates in
the mitochondrial genome and Entrez
protein ID.

The Sequence Information section
provides links to download the
nucleotide and protein sequence in
FASTA format.

The Homologs Information section
provides links to homologous proteins
in other species in the NCBI and
Ensembl databases.

The External Links section provides
links to CHO gene and protein entries
in the NCBI databases.

Chinese Hamster Mitochondria Details

The Annotation section reports GO terms and provides links to the AmiGO gene ontology browser.
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4) Hyperlinked text also serves as a link to relevant informational webpages.

The Genomic Location section Map entry [i.e. YP_537121.1] links to the NCBI Map Viewer to view the
selected gene’s annotation within the mitochondrial genome.

Genomic Location

Genomic Accession (start
position)

B O o ban Ay | bt

Genomic Accession (end
position)

Map YP_537121.1

The Sequence Information section provides Nucleotide Sequence and Protein Sequence links
[i.e. Download sequence] to download the nucleotide and protein sequences in FASTA format.

Sequence Information

Nucleotide Sequence Download sequence

Protein Sequence Download sequence

The Homologs Information and External Links sections provide links to CHO proteins and homologs.

The Homologs Information section provides Ensembl Gene and Entrez Gene links

[i.e. ENSRNOG000000034234] to the Ensembl and NCBI Entrez databases for CHO proteins and
homologs in other species, including human, mouse, and rat.

The External Links section provides Entrez Gene and Entrez Protein links [i.e. 3979185] to CHO
gene and protein pages in the NCBI Entrez database.

Homologs Information = R ——

Human

Mouse Rat
ENSRNOGO00000034234

26195

Ensembl Gene ENSG00000198804 ENSMUSG00000084351
Entrez Gene 4512 17708

External Links

COX1 cytochrome c oxidase subunit | [ Cricosulus griseus |
Entrez Gene 38979185 Cone 0 IS, upded an 120000 2011

W

Entrez Protein YP_537121.1 C——

Gone wymcd COK1
Gone dencrpmon  csChrame £ sedise sutunt |
Gote typar  proiun cosey
Reflequistvs asdsted
Oegasnim  Crvwsie i
Limaspe  Eutiots L8taten CRostits Criusts, Ueete sty Eutelasatoms Limets Euns
Euanchontogiess. Glews. Rudenta Sourognat, Muredea, Crosidas. Croetnae. Cromuss

- Genomic context

Sequeece:  Chrmsssma MT. NC_0OT 1(5000.8854)

Enromesome T . WC_GHTHM1

—— -
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