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Project Overview @

Project Name Arap3
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy RS
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This model will use CRISPR/Cas9 technology to edit the Arap3 gene. The schematic diagram is as follows:
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Technical routes
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> The Arap3 gene has 9 transcripts. According to the structure of Arap3 gene, exonl-exon4 of Arap3-

201(ENSMUST00000042944.8) transcript is recommended as the knockout region.The region contains 695bp coding

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

> In this project we use CRISPR/Cas9 technology to modify Arap3 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.
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> According to the existing MGI data,mice homozygous for a knock-out allele die around E11 exhibiting pallor,
embryonic growth arrest, yolk sac and placental abnormalities, and an endothelial cell-autonomous defect in sprouting
angiogenesis. Knock-in mice homozygous for a point mutation display similar angiogenesis defects.

> The Arap3 gene is located on the Chrl18. 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 the gene knockout on gene transcription, RNA splicing and protein translation cannot be predicted at

the existing technology level.
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firapd ArfGAP with RhoGAP domain, ankyrin repeat ond FH domain 3 [Mus musculus (house mouse]]

Gene ID: 186952, updated on 13-Mar-ZBZ6
& Sunmary A

Officigl Symbol  Aropl provided by MGT
Official Full Hame ArfGAR with RhoGAP domain, ankyrin repeat and PH domain 3 provided byMGT
Primary source MGT:MGT:A147274
See related Ensembl :EMSMUSGERARARZ445 1

Gene type protein coding
RefSeq status REVIEMWED
Organism  Mus nusculus
Lineage Eukaryota; Metazoa; Chordata; Craniota; Yertebrata; Eutelecsztomi; Mammalia; Eutheria; Euarchontoglires; Glives; Rodentia; Myomorpha;
Muroidea; Muridaes; Murinae; FMus; Mus
Also known os  Centd3, Dragl, EB3AEACKA4Rik, cnt-d3
Summary This gene encodes o phosphoinositide binding protein contoining ARF-GARP, RHO-GAP, RAS-associating, ond pleckstrin homology domains. The
ARF-GAP and RHO-GAP domains cooperate in mediating rearrangements in the cell ocytoskeleton and cell shope. It is a specific
FidIn=i3,4,5)P3/FtdIns(3,4)F2-stimulated Arfé-GAP protein. Two transcript variants encoding different isoforms have been found for this
gene. [provided by RefSeq, Sep 2B15]
Expression Biased sxpression in lung adult (RPKM 62.4), subcutaneous fot pad adult (RPEM 16.7) and 13 other tissuesSss more

Orthologs  human all
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Transcript information (Ensembl) E=RXT5 R
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The gene has 9 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Biotype CCDS UniProt Flags
Arap3-201 ENSMUSTOOO000042944.8 | 5219 1538aa Protein coding CCD529196 QBR5GT TSL:1 GENCODE basic APPRIS P1
Arap3-208 ENSMUSTOO000237272.1 | 5359 146023 Protein coding - OBREGY GENCODE basic
Arap3-205 | ENSMUSTO0000236588.1 | 6B3 12433 Protein coding - ADALD4BAGT CDS 3' incomplete
Arap3-204 | ENSMUST00000236534.1 | 464 154aa Protein coding - AOA49ABAFZ CDS 5' and 3' incomplete
Arap3-203 | ENSMUST00000236134.1 | 434 47aa Protein coding - ADA494BAG0O CDS 3' incomplete

Arap3-207 ENSMUSTOQ000237188.1 | 3601 | No protein | Processed transcript

Arap3-209 | ENSMUSTO0000237677.1 | 3880 | No protein Retained intron - -

Arap3-206 | ENSMUSTO0000236772.1 | 1556 | No protein Retained intron - -

Arap3-202 | ENSMUST0O0000235391.1 | 499 | No protein Retained intron - -

The strategy is based on the design of Arap3-201 transcript,the transcription is shown below:
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= Arap3-201
protein coding

- Reverse strand 24,55 kh |
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Genomic location distribution TR GR
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Regulation Legend
B CTCF
Enhancer
Cpen Chromatin
Bl Promoter
B Promoter Flank
0 Transcription Factor Binding Site

Gene Legend
Protein Coding
B Ensembl protein coding
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Protein domain RIS
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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 a knock-out allele die around E11 exhibiting pallor,
embryonic growth arrest, yolk sac and placental abnormalities, and an endothelial cell-autonomous defect in

sprouting angiogenesis. Knock-in mice homozygous for a point mutation display similar angiogenesis defects.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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