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Overview

Target Gene Name

* Tspoapl

Project Type
* Cas9-CKO

Genetic Background
* C57BL/6]JGpt
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Strain Strategy

Donor and CRISPR/Cas9 System
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Schematic representation of CRISPR-Cas9 engineering used to edit the 7spoap! gene.
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Technical Information

* The 7spoap/ gene has 10 transcriﬁts. According to the structure of 7Spoap/ gene,
exonl1-16 of 7spoap/-201 (ENSMUST00000039627.12) transcript 1s recommended
as the knockout region. The region contains 676bp of coding sequences. Knocking out
the region will result in disruption of protein function.

* In this project we use CRISPR-Cas9 technology to modify 7spoap/ gene. The brief
Ifaroccss 18 as follows: CRISPR-Cas9 system and Donor were microinjected into the
ertilized eggs of C57BL/6]JGpt mice. Fertilized eggs were transplanted to obtain
positive FO mice which were confirmed by PCR and on-target amplicon sequencing, A
stable F1-generation mouse strain was obtained by mating positive FO-generation mice
with CS7BL/6JGpt mice and confirmation of the desired mutant allele was carried out
by PCR and on-target amplicon sequencing.

* The flox mice will be knocked out after mating with mice expressing Cre recombinase,
resulting 1n the loss of function of the target gene in specific tissues and cell types.



(Gene Information

Tspoap1 TSPO associated protein 1 [ Mus musculus (house mouse) ]

Gene ID: 207777, updated on 8-Nov-2022

-

Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Qrganism
Lineage

Also known as
Summary

Expression
Orthologs
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Tspoap1 provided by MGI

TSPO asscciated protein 1 provided by MGI

MGI:MG1:2450877

Ensembl:ENSMUSGQ00000034156 AllianceGenome:MGI:2450877

protein coding

VALIDATED

Mus musculus

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

Bzrap1; PRAX-1; mKIAA0612; D230016K05

Enables voltage-gated calcium channel activity involved in regulation of presynaptic cytosolic calcium levels. Located in calyx of Held. |s active
in glutamatergic synapse. Is expressed in lung. Orthologous to human TSPOAP1 (TSPO associated protein 1). [provided by Alliance of
Genome Resources, Apr 2022]

Biased expression in frontal lobe adult (RPKM 29.5), cortex adult (RPKM 26.7) and 7 other tissues See more

human all

Try the new Gene table
Try the new Transcript table

Source: https://www.ncbi.nlm.nih.gov/




Transcript Information

The gene has 10 transcripts, all transcripts are shown below:

Transcript ID Name bp Protein Biotype CCDS UniProt Match Flags
ENSMUST00000039627 12 Tspoap1-201 7616 1846aa | Protein coding CCDS48879%  Q7TNF8-1&  Ensembl Canonical GENCODE basic APPRISALT2 TSL:5
ENSMUST00000100644. 10 Tspoap1-202 7390  1786aa | Protein coding Q5NCP6 i GENCODE basic APPRISP4 TSL5
ENSMUST000001423298  Tspoap1-205 2367  384aa | Protein coding F6WVA9 g TSL:1  CDS 5' incomplete
ENSMUST00000144502.8 | Tspoap1-206 752 = 251aa E7CD74# TSL:5 CDS 5 and 3' incomplete
ENSMUST00000133645.2 | Tspoap1-203 506 = 169aa | Pro E7AUIO® TSL:5 CDS 5 and 3' incomplete
ENSMUST000001484222 Tspoapi-207 386  No protein | Protein coding CDS not defined = T5L:2
ENSMUST00000153578.8 Tspoap1-209 | 3514 No protein I.E_F?.F."E?._iﬂ5?9.]!1?[9.‘.] 7 TsL:
ENSMUST00000148814.8 Tspoap1-208 | 2678 No protein |.ﬁ_gf[_g}_.r]ggﬂ._iul_]__’g[g_ll] - TsL:2
ENSMUST00000154758.2 Tspoap1-210 | 732 | No protein |.ﬁ_g—;f.’.[_g._i_.r]gg"._i.p_;[g_llj. - TsL:3
ENSMUST00000135957.2  Tspoap1-204 | 714 No protein I.E_F?.F?._iﬂ5?‘.9.].!1?[99. . TsL:3

The strategy 1s based on the design of 7spoap/-201 transcript, the transcription 1s shown below:

25.39 kb Forward strand _ge

Halstehiishe it ghimiee I8 6 800

Tepoapl-201 - ENSMUSTO0000039627 =
pratein coding

Source: https://www.ensembl.org
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Genomic Information

I 45.32 kb Forward strand e
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87.65Mb I 27.66Mb | B7.67Mb | g87.68Mb
Genes (Comprehensive (| | 4 i+ ———EEreEn i) i
set from GENCODE M31) ENSMUSTO0D00246200 > Tspoapl-201 - ENSMUSTOO000039627 > Mpo-201 -
IncRMA protein coding protein cod
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Tspoapl-202 - ENSMUSTOO000100644 =
protein coding

-0 |
Tspoapl-204 - ENSMUSTOOO000135957 =
retained intron

i
Tspoapl-203 - ENSMUSTO0000135645 =
protein coding

- |
Tspoapl-210 - EMSMUSTOO000154758 =
retained intron
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Gene Legend
Protein Coding Mon-Protein Coding
Bl Ensembl protein coding Bl processed transcript
B merged Ensembl/Havana Hl rMNA gene

aw GemPharmatech’ Source: : https://www.ensembl.org




Protein Information
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Source: : https://www.ensembl.org




Mouse Phenotype Information (MGI)
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* Homozygous double-KO with Rimbp2tm!-2Geno does not exacerbate the phenotype of
the latter single KO.
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Important Information

* Transcript 7spoapl-205&206&203 may not be affected.

* Tspoapl 1s located on Chrll. If the knockout mice are crossed with other mouse strains to

obtain double homozygous mutant offspring, please avoid the situation that the second
gene 1S 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 the existing technology level.



