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Rasal3 Cas9-KO Strategy
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Project Overview @

Project Name Rasal3
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy
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This model will use CRISPR/Cas9 technology to edit the Rasal3 gene. The schematic diagram is as follows:
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Technical routes
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> The Rasal3 gene has 10 transcripts. According to the structure of Rasal3 gene, exon2-exon4 of Rasal3-201 (
ENSMUST00000063824.13) transcript is recommended as the knockout region.The region contains 281bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Rasal3 gene. The brief process is as follows: CRISPR/Cas9 systen
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Notice
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> According to the existing MGI data,Mice homozygous for a knock-out allele exhibit reduced NT T cells in the
liver, increased granulocytes in the bone marrow and decreased susceptibility to alpha-GalCer-induced

liver injury.

> The Rasal3 gene is located on the Chrl7. 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 gene transcription

and translation processes, all risks cannot be predicted under existing information.
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Rasal3 RAS protein activator like 3 [Mus musculus (house mouse)]
Gene |ID: 320484, updated on 31-Jan-2019
+ Summary EYE]

Official Symbol Rasald provided by MGI
Official Full Name RAS protein activator like 3 provided by G
Primary source MGIMGIZ2444928
See related EnsemblENSMUSG00000062142
Gene type protein coding
RefSeq status VALIDATED
Organism Mus musculus
Lineage Eukarycta; Metazoa; Chordata;, Craniata; Venebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Murocidea; Muridae; Murinae; Mus; Mus
Also known as  A430107D2ZRik
Expression Biased expression in thymus adult (RFKM 113.1), spleen adult (RPKM 50.6) and 1 other tissueSee more
Orthologs human all
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The gene has 10 transcript,all transcripts are shown below:

Name Transcript 1D bp Protein Biotype CcCcDs UniProt Flags
Rasal3-201 | ENSMUSTO0000063824.13 | 3681 | 1041aa Protein coding CCDE37556 QBC2KS TSL:1 GENCODE basic APPRIS P3
Rasal3-207 | ENSMUSTO0000137458.1 | 3272 1043aa Protein coding CCDSB4292 QBC2K5 T5L:1 GENCODE basic APPRIS ALT2
Rasal3-204 | ENSMUSTO0000135618.7 | 3293 | 1019aa Protein coding - D3Z6Z7 TSL:5 GENCODE basic APPRIS ALT2
Rasal3-206 | ENSMUSTO0000136375.7 | 3681 G01aa Monsense mediated decay - ADADRATUT TsL2
Rasal3-209 | ENSMUSTO0000142203.7 | 3849 | No protein Retained intron 5 - TsL:2
Rasal3-203 | ENSMUSTO00000135560.1 | 1156 | No protein Retained intron - - TSLA
Rasal3-205 | ENSMUSTO000013589681 | 762 | Mo protein Retained infron 2 z TsL2
Rasal3-210 | ENSMUSTO00001438081 | 554 | No protein Retained intron - - TsL2
Rasal3-208 | ENSMUSTO0000141714.1 | 482 | No protein Retained intron 7 5 TSL:2
Rasal3-202 | ENSMUSTOO0001347231 | 354 | No protein Retained intron . i TS

The strategy is based on the design of Rasal3-201 transcript, The transcription 1s shown below
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Protein domain RIS
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Mouse phenotype description(MGI1 ) BRI R
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Phenotype Overview ﬂ

&
ﬁ“’@& Z mﬁﬁ“@
2 & F e
NP _ N P> N & &
s ¥ &€ o AE & P ¥ o &
&‘”ﬁf::@ﬁ &“}& 2 #$§ E-""&*é-“*ﬂi@ "aﬁa&a-fi *{?ﬁb '-a“"?,:'h"»"q’ .f':P ‘51‘ ‘5!" ‘5 *:‘*
: _ _ g
.;#Px_‘i& QQ‘?‘;@{_ &ﬂﬂﬁq&'ﬁa d:'?i:;;ﬁq;‘? {&“1 ‘srﬂqoné‘ {‘E 'El {}Qu&?kﬁ "'-p' "? {\ x .‘ig‘\ ..&il o &@
R P8 P B q
2 P P cré'hc:{b 59 & E o \QE?TPTP '~1:- @9& i':’-" tﬁqtff” {ﬂ* 4"5’

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 exhibit reduced NT T cells in the liver,

increased granulocytes in the bone marrow and decreased susceptibility to alpha-GalCer-induced liver injury.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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