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Project Overview @

Project Name Ctnndl
Project type Cas9-CKO
Strain background C57BL/6JGpt
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Conditional Knockout strategy @ apto ol

This model will use CRISPR/Cas9 technology to edit the Ctnndl gene. The schematic diagram is as follows:
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Technical routes sac

a

> The Ctnndl gene has 30 transcripts. According to the structure of Ctnndl gene, exon3-exon7 of Ctnndl-
203(ENSMUST00000067232.9) transcript is recommended as the knockout region.The region contains start codon

ATG.Knock out the region will result in disruption of protein function.

> In this project we use CRISPR/Cas9 technology to modify Ctnndl gene. The brief process is as follows:sgRNA was
transcribed in vitro, donor vector was constructed.Cas9, sgRNA and Donor 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.

> The flox mice was knocked out after mating with mice expressing Cre recombinase, resulting in the loss of function of the

target gene 1n specific tissues and cell types.
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> According to the existing MGI data,mice homozygous for disruptions of this gene die shortly after birth and have
morphological abnormalities of the salivary glands and lacrimal gland.

> The KO region contains the Gm28635 gene.Knockout the region may affect the function of Gm28635 gene.

> The Ctnndl gene is located on the Chr2. 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 1s designed based on genetic information in existing databases.Due to the complexity of biological
processes,all risk of loxp insertion on gene transcription, RNA splicing and protein translation cannot be predicted at

existing technological level.
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Gene information (NCBI) RS R
Ctnnd1 catenin (cadherin associated protein), delta 1 [Mus musculus (house mouse)]
Gene |1D: 12388, updated on 13-Mar-2020
« Summary EYE]

Official Symbol Ctnndd provided by MGI
Official Full Name catenin (cadherin associated protein), delta 1 provided byMGI
Primary source MGIMGE105100
See related EnsemblENSMUSG00000034901

Gene type protein coding
RefSeq status VALIDATED

Organism Mus musculus

Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Muroidea; Muridae; Murinag; Mus; Mus

Also known as AA409437, AU019353, Ca, Catns, Ctn, Ctnnd, P12, P120, mKIAAD3E4

Expression Lbiguitous expression in lung adult (RPKM 34.1), large intestine adult (RPKM 31.9) and 28 other tissuesSee more
Orthologs human all
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Transcript information (Ensembl) ]
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The gene has 30 transcripts,all transcripts are shown below

Name Transcript ID bp | Protein Biotype GEDS | UniProt Flags
Ctnnd1-203 | ENSMUST000000672328 | 6119 | 938aa Protein coding | CCDS16186 | P30989 | TSL:1 GENCODE basic APPRIS P2
Ctnnd1-217 | ENSMUST00000111691.1 | 5380 Protein coding | CCDS16186 TSL:1 GENCODE basic APPRIS P2
Ctnnd1-223 5294 Protein coding CCDS5086: TSL5 GENCODE basic
Ctnnd1-201 5126 Protein coding | CCDS50623 TSL:1 GENCODE basic
Ginnd1-205 5047 | B830aa Profein coding | CODS50621 TSL:1 GENCODE basic
ctnnd1-202 5044 | 9i1aa Protein coding | CCDS50622 TSL:1 GENCODE basic
Ctnnd1-220 6362 | o67aa Protein coding - TSL'5 GENCODE basic APPRIS ALT1
Ctnnd1-221 6344 861aa Protein coding - TSL:5 GENCODE basic APPRIS ALT1
Gtnnd1-222 6281 | 940aa Protein coding - TSL5 GENCODE basic
Ctnnd1-219 6255 | 932aa Protein coding - Gaxave TSL'5 GENCODE basic
Ctnnd1-218 6170 | 932aa Protein coding - G3xavz TSL:5 GENCODE basic
Ctnnd1-214 6146 | B878aa Protein coding < ESQB79 TSL:5 GENCODE basic
Ctnnd1-212 UST00000111666.7 | 6061 | B78aa Protein coding - 90 TSL5 GENCODE basic
Gtnnd1-213 | ENSMUS 0111687.7 | 6030 | 907aa Protein coding - TSL5 GENCODE basic
ctnnd1-210 UST00000111684.7 | 6021 Protein coding - E9Q904 TSL:5 GENCODE basic
Ctnnd1-211 | ENSMUST00000111685.7 | 5985 | 892aa Protein coding « E0090: TSLS GENCODE basic
Ctnnd1-215 7 |5961| BBdaa Protein coding - D3zzHz TSL:5 GENCODE basic
Gtnnd1-216 7 |5045| B78aa Protein coding - E90879 TSL5 GENCODE basic
Cctnnd1-209 7 |5870| BG6aa Protein coding - E9Q905 | TSL'5 GENCODE basic APPRIS ALT1
Ctnnd1-207 7 |5852| BG0aa Protein coding - E90907 TSL5 GENCODE basic
Ctnnd1-224 7 | 5850 Protein coding N ESQBZ4 TSL:5 GENCODE basic
Ctnnd1-208 7 | 5769 Protein coding - TSL5 GENCODE basic
Gtnnd1-204 00000099941.8 |5763| B37aa Protein coding - TSL5 GENCODE basic
Ctnnd1-206 | ENSMUSTO0000011167 5089 | 609aa Protein coding - TSL:5 GENCODE basic
Ctnnd1-228 ENSMUST00000145: 5391 | No protein | Processed transcript 3 ] TSsL2

Ctnnd1-227 823 | No protein | Processed transcript » - TSL2

Gtnnd1-230 810 | No protein | Processed transcript - - TSL3

Ctnnd1-226 676 | No protein | Processed transcript - - TSL3

Ctnnd1-220 | ENSMUSTO00000149: 467 | No protein | Processed transcript - - TSL3

Ctnnd1-225 | ENSMUST000001260827 | 406 | No protein | Processed transcript 5 - TSL3

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

| | . 3 o - e T B B " - 3 = — — _ =1 = — = == — —— =. |
| b ] I'l b | S 25 — = = — — = =

< Ctnnd1-203
- Feverse strand S0.60 kb

protein coding

GemPharmatech Co., Ltd. 025-5826 5929



Genomic location distr

bution

GemPharmatech

Genes
(Comprehensive set

Contias

(Comprehensive set

Reaulatory Build

Regulation Legend

Gene Legend

_ — kb — 4 strand e
= e Saeo eI hvn Ba.50Mb.
Btbd18-202 >
processed transcript
- "o
Btbd15-201 > >
protein coding protein codin
"
bed
proc
< AL928616.1-201 < ctnnd1-225 Selenoh-203
processed pseudogene processed transcript protein coding
]
< Ctnd1-208 < Selench-202
protein coding otein coding
1]
<Ctnnd1-220 < Selench-205
protein coding protein coding
m
< Selenoh-201
protein coding protein coding
0
< Ctndi-204 < Selenoh-204.
protein coding retained mtron
[]
<Ctnd1-224 < Selenoh-206
pretein coding protein coding
[
< Ctnd1-208 < Tmx2-204
protein coding processed transcript
i
< Ctndi-221 < Tmx2-205
protein coding processed transcript
ot N}
<Ctndi-216 2-203
protein coding protein coding
D8
< Ctnnd1-209 < Tmx2-202
protein coding protein coding
[ar
<Ctnnd1-222 < Tmx2-201
protein coding protein coding
1
<Ctndi-219 <
protein coding P
IR — 1]
< Ctnd1-214 <Tmx2-206
protein coding protein coding
<Ctndi-212
protein coding
<Ctond1-211
protein coding
<Ctnd1-218
protein coding
<Ctndi-213
protein coding
< Ctnd1-215
protein coding
T Wh—— —
< Ctnd1-203
protein coding
<Ctnndi-210
protein coding
<Ctnnd1-223
protein coding
< Ctnd1-205
pratein coding
oA —
<Ctand1-217
protein coding
< Ctnnd1.228
processed transcript
Tl — |
< Ctnd1-202
protein coding
|
< Ctnnd1-201
protein coding
—
= Gm28635-201
protein coding
M
< Ctond1-227 < Ctand1229
processed transcript processed transcript
B
< Ctrnd1-230
processed transcript
[Ty
< Ctnd1-226
processed transcript
1 1 1 fimm =N
[ i
53,5005, EELD B

crer
©Open Chromatin

. Promoter

= Promoter Flank

= Transcription Factor Binding Site

Protein Coding
= merged Ensembl/Havana
B Ensembl protein coding

Non-Protein Coding
B pseudogene
B processed transcript

IR RO BIRAE

GemPharmatech Co., Ltd.

025-5826 5929



Protein domain EERXIE AR

GemPharmatech
EMSMUSPOOOOC10OY... -
MobiDB lite.
Low complexity (Seq)
Coiled-coils (Ncoils)
Superfamily. Armad illo-type to
SMART. —
Pfam. Armadig S
PROSITE profiles, Armmad i| |:
PANTHER. —— - N
Gene3l. - .
All sequence SNPs/i.... Sequence vanants lf::ll:n:.':-[*JP and all other sources) 1
Variant Legend
B frameshift variant
missense variant
| synonymous variant
Scale bar 0 B0 160 240 320 400 480 560 640 720 800 938

AEEYREROEIRAR GemPharmatech Co., Ltd. 025-5826 5929
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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/).

According to the existing MGI data,mice homozygous for disruptions of this gene die shortly after birth and have

morphological abnormalities of the salivary glands and lacrimal gland.
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If you have any questions, you are welcome to inquire.
Tel: 025-5864 1534
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