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Project Overview @

Project Name Ccer9
Project type Cas9-KO
Strain background C57BL/6JGpt
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This model will use CRISPR-Cas9 technology to edit the Ccr9 gene. The schematic diagram is as follows:
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Technical routes ks

a

> The Ccr9 gene has 6 transcripts. According to the structure of Ccr9 gene, exon3 of Ccr9-203(ENSMUST00000166236.9 )

transcript is recommended as the knockout region.The region contains most of the coding sequence.Knock out the region will

result in disruption of protein function.

> In this project we use CRISPR-Cas9 technology to modify Ccr9 gene. The brief process is as follows: CRISPR-Cas9
system were microinjected into the fertilized eggs of C57BL/6JGpt mice. Fertilized eggs were transplanted to obtain positive

FO mice which were confirmed by PCR and sequencing. A stable F1 generation mouse model was obtained by mating

positive FO generation mice with C57BL/6JGpt mice.

400-9660890
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Notice &2

a

> According to the existing MGI data,Homozygous null mice have altered trafficing of lymphocytes to the intestine.

> The editing site overlaps with the Gm 17021 gene, which may affect its function.

> The Ccr9 gene is located on the Chr9. If the knockout mice are crossed with other mice strains to obtain double gene

positive homozygous mouse offspring, please avoid the two genes on the same chromosome.
> This strategy is designed based on genetic information in existing databases.Due to the complexity of biological

processes,all risk of the gene knockout on gene transcription, RNA splicing and protein translation cannot be predicted at

the existing technology level.
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Gene information (NCBI) EERXI5 5
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Ccr9 chemokine (C-C motif) receptor 9 [ Mus musculus (house mouse) |
Gene 1D 12769, updated on 24-Apr-2022
* | Summary E

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

Ccr? provided by MGI
chemaokine (C-C moftif) receptor 8 provided by MGE

MGIMGL 1341902

Ensembl: ENSMUSGOR000029530 AllianceGenome: MG 1341902

protein coding
VALIDATED

Mus musculus

Eukaryota; Metazoa: Chordata; Craniata; Veriebrata; Euteleostomi; Mammalia; Eutheria; Euarchonteglires; Glires; Rodentia; Myomorpha; Muroidea;
Muridae; Murinae; Mus; Mus

Cmkbri10; GPR-9-6; A130091K22Rik

Enables C-C chemokine receptor activity. Acts upstream of or within CD8-positive, gamma-delia intraepithelial T cell differentiation and chemotaxis.
Predicted to be located in cell surface. Predicted to be active in external side of plasma membrane. Is expressed in central nervous system; immune
system; and retina. Orthologous to human CCRS (C-C motif chemokine receptor 9). [provided by Alliance of Genome Resources, Apr 2022]
Restricted expression toward thymus adult (RPEKM 118.6) See more

human all

Try the new Gene table
Try the new Transcript table
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Transcript information (Ensembl) £R XTS5
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The gene has 6 transcripts,all transcripts are shown below:

I
Transcript ID _Name r _bp Protein Biotype _ CCDS UniProt Match _ Flags
ENSMUST00000215921.2  Ccr9-206| 4811 | No protein | | Retained intron 5 TSLNA
ENSMUSTO0000120093 2 | Ccr9-205| 4239 | 360aa | Protein coding .CCDSESEﬁﬁé CHEWUTT & . GENCODE basic  APPRIS P1 TSLA
ENSMUST00000168910.2 | Ccr9-204| 2888 | 36823 || Protein coding | CCDS23662¢ %  QOWUTT @ | GENCODE basic APPRIS P1  TSL'1
ENSMUST00000166236.9 Ccr9-203| 5197 | 369aa | Protein coding | CCDS23662¢&  QOWUTT @ Ensembl Canonical GENCODE basic APPRISP1  TSL1
ENSMUST00000163559.8 | Ccr9-202 | 3004 | 369aa | | Protein coding | CCDS236621F|  QOWUTT & GENCODE basic APPRIS P1  TSL:
ENSMUSTD0000111454.4 | Ccr9-201| 2620 | 357aa | | Protein coding | FAWISOE | GENCODE basic TSLS

The strategy is based on the design of Ccr9-203 transcript,the transcription is shown below:

17.12 kb Forward strand _pe

Cor3-203 - ENSMUSTO0000166236 =
protein coding
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125.89 kb Forward strand g
123.50Mb 123.52Mb 123.54Mb. 123.56Mb 123.58Mb 1 123.60Mb 123.62Mb
Genes (Comprehensive
Gm17200-201 - ENSMUST00000170214 > Gm17020-201 - ENSMUST00000172274 >
set from GENCODE M28) TRMA o el
[} 1 )
Cro-202 - ENSMUSTO0000163559 >
protein coding
—
Cer9-206 - ENSMUSTD0000215921 >
retained intron
| ey e |
CerS-203 - ENSMUSTOD000166236 >
protein coding
= 0
Cer9-201 - ENSMUSTOD0001 11454 >
protein coding
e e
Ccr9-204 - ENSMUSTO0000168910 >
protein coding
]
Cerg-205 - ENSMUSTO0000180¢
protein coding
Contigs

; B A ——— [ e — el
e mg’g‘;&;‘;g“h‘,“’z‘z Slc6a202-203 - ENSMUSTOD000171647 Lztfl1-204 - ENSMUST00000165754 < Gm17021-202 - ENSMUSTO000021441:
E=toh Protein coding protein coding IncRNA

A b —_—

< Slc6a20a-201 - ENSMUSTO0000040960 < Lztf]1-201 - ENSMUSTO00000026274 < Gm17021-201 - ENSMUSTDO000
protein coding pratein coding InCRNA

-------------- | bbb -

< Slc6a20a-202 - ENSMUST00000170591 =< Lzitfl1-206 - ENSMUSTO00000166097 = Fycol-
protein coding nonsense mediated decay protein ¢

o 0 -
< Gm10052-201 - ENSMUST0O0000168049 ztf11-205 - ENSMUSTO0000165799 < i1-
processed pseudogene retained intron protein ¢

A

< Lztfl1-202 - ENSMUST00000098258

protein coding

MA———hhdd
= Lztfl1-208 - ENSMUSTO00000168921
protein coding

(- )
< Lztfl1-210 - ENSMUSTO0000172067
retained intron

L ot A |
< L#tfl1-203 - ENSMUST0O0000163207
protein coding

O
< Lztfl1-212 - ENSMUST00000217171
retained intron

o
< Lztfl1-211 - ENSMUST00000214521
retained intron

[
< Lztfl1-209 - ENSMUST00000168923
processed transcript

A
< Lztfl1-207 - ENSMUST00000166184
processed transcript

Regulatory Build 1| I . | L I m | 1. N | !

123.60Mb 123.62Mb

123.50Mb 123.52Mb 123.54Mb 123.56Mb 123.58Mb
- Reverse strand 12589 kb

Regulation Legend
H cTcr 0 Enhancer

Open Chromatin I Fromoter

Bl Promoter Flank I Transcription Factor Binding Site

Gene Legend

Protein Coding Non-Protein Coding

B Ensembl protein coding B pseudogene

B merged Ensembl/Havana Bl processed transcript

Hl RNA gene
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Variant Legend

B ctop gained missense variant

P synonymous variant
o o a0 BO 120 160 200 240 280 320 369
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Mouse phenotype description(MGI ) B RI5R
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Phenotype Overview @
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Phenotypes affected by the gene are marked in blue. Data quoted from MGI database(http.//www.informatics.jax.org/).

Homozygous null mice have altered trafficing of lymphocytes to the intestine.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890

FRERLA RN F2

GemPharmatech Co.,Ltd




