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Project Overview @

Project Name Tars
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 Tars gene. The schematic diagram is as follows:
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Technical routes
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> The Tars gene has 7 transcripts. According to the structure of Tars gene, exon2-exonl18 of 7ars-201
(ENSMUST00000022849.6) transcript 1s recommended as the knockout region.The region contains 1966bp coding sequence

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

> In this project we use CRISPR/Cas9 technology to modify 7ars gene. The brief process is as follows: CRISPR/Cas9 system w
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Notice
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> The Tars gene is located on the Chrl35. 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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Tars threonyl-tRNA synthetase [Mus musculus (house mouse)]
Gene |ID: 110960, updated on 13-Mar-2020
+ Summary EYE]

Official Symbol Tars provided by MGI
Official Full Name threony|-tRNA synthetase provided byMGI
Primary source MGIMGI10E6314
See related EnsemblENSMUSGO00000022241
Gene type protein coding
RefSeq status FPROVISIONAL
Organism Mus musculus
Lineage Eukarycta; Metazoa; Chordata;, Craniata; Venebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Murocidea; Muridae; Murinae; Mus; Mus
Also known as D15Wsus9e, Tars1, ThrRS
Expression Ubiguitous expression in CNS E11.5 (RFKM 35.0), liver E14 (RPKM 27 .2) and 28 other tissuesSee more
Orthologs human all
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The gene has 7 transcripts,all transcripts are shown below:

Name Transcript ID

Tars-201 | ENSMUSTO00000022849.6

bp
4005

Protein

722aa

Tars-207 | ENSMUST 00000228814 1

Tars-205  ENSMUST00000228207 1

Tars-204 | ENSMUST 000002269441

Tars-203 | ENSMUST 00000226904 1

Tars-206 | ENSMUST 00000228710 .1

Tars-202 | ENSMUST 00000226597 1

4093
916

1159aa
No protein
No protein
No protein
No protein

No protein

Biotype ccDs UniProt Flags
Protein coding. CCDS27385 QSDORZ | TSLA GENCODE basic APPRIS is a system to annotate alternatively spliced transcripts based on a range of computational methods to identify the most functionally important transcript(s) of a gene. APPRIS P1
Nonsense mediated decay - ADAZIBBPKE

Retained intron

The strategy is based on the design of Tars-201 transcript,the transcription is shown below:

- Reverse strand

< Tars-201.
protein coding
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17.36 kb i
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Genomic location distribution XSGR

} 37.37 kb Forweard strand g
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Contigs. AC159963.7 =
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i < Tars-201
(Comprehensive set. .. o eedig
— "t A A At
< Tars-207

nonsense mediated decay
0 k-A-A--
< Tars-204 < Tars-202
retained intron  retained intron
0 [ Y
< Tars-206 < Tars-203
retained intron retained intron
1A
< Tars-205
retained intron
Regulatory Build
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—um Reverse strand 37.37 kb

Regulation Legend
I CTCF
Cpen Chromatin
I Fromoter
P Promoter Flank
| Transcription Factor Binding Site

Gene Legend
Protein Coding
P merged Ensembl/Havana

MNon-Protein Coding
B processed transcript
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Protein domain EXISER
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ENSMUSPOOO00022...
MobiDB lite. ey
Low complexity (Seq)
Coiled-coils (Ncajls) —
TIGREAM Thresnine-tRNA ligase, class Ila
. T e e ——
Superfamily. TGS- i SSF55681 SSF52954
;Hreunvﬂa any| tRNA E‘fl‘l‘tHEt-EE-E-, class II-like, putative editing domain superfamily
SMART. ﬁe!ar /| tRMA synthetase, SAD
Prints. mreunine-tRl'wlﬂ; ligase, EEES ila
Pfam. TGS F.ree:r':',rE alanyl tRNA synthetase, SAD Anti-::u-dur‘.-Eir\Hir‘.g
Amir:.nan:l,ll-tﬂr'.iﬂt 5'|.'T'.tF.EtEIE-E, class II :G P/ 5/T)
PROSITE profiles Amincacy-tRNA synthetase, class II
PANTHER. T Pe———
HAMAP. Thre . s
Geneldl — = i L = v
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Variant Legend
B =plice acceptor variant
missense variant
[0 synonymous variant
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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