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Overview

Target Gene Name

o A610e2

Project Type
* Cas9-CKO

Genetic Background

* C57BL/6]Gpt
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Strain Strategy
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Schematic representation of CRISPR-Cas9 engineering used to edit the A7610e2 gene.



Technical Information

* The A6v0e2 gene has 3 transcripts. According to the structure of A#p6v0e2 gene,
exon2-4 of Ap6v0e2-201(ENS STOOOOOO4§361.8 transcript is recommended as
the knockout region. The region contains 142 bp coding sequence. Knocking out the
region will result in disruption of protein function.

* In this project we use CRISPR-Cas9 technology to modify .A#p6v0e2 gene. The briet
rocess 1s as follows: CRISPR-Cas9 system and Donor were microinjected into the
ertilized eggs of C57BL/6JGpt mice. Fertilized eggs were transplanted to obtain

positive FO mice which were confirmed by PCR an§ on-target amplicon sequencing,
A stable F1-generation mouse strain was obtained by mating positive FO-generation
mice with C57BL/6]Gpt 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 in the loss of function of the target gene in specific tissues

and cell types.



Gene Information

Atp6v0e2 ATPase, H+ transporting, lysosomal V0 subunit E2 [ Mus musculus (house mouse) ]

. Download Datasets

Gene ID: 76252, updated on 30-Aug-2022

* Summary

Official Symbol
Official Full Name
Primary source
See related

3ene type
RefSeq status

Organism
Lineage

Also known as
Summary

Expression
Orthologs
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AtpEvDe2 provided by MG
ATPase, H+ transporting, lysosomal Vi subunit E2 provided by MGI
MGEMGE 1823502

Ensembl:ENSMUSGD0D0003934 T AllianceGenome MGI: 1923502

protein coding

WALIDATED

hus musculus

Eukaryota; Meiazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Euthena; Euarchontoglires, Glires, Rodentia; Myomaorpha; Muroidea;
Muridae; Murinag; Mus; Mus

MVS.2; D610006014Rik

Predicted to enable proton-transporting ATPase activity, rotational mechanism. Predicted to be invalved in proton transmembrane transport. Predicted fo act
upstream of or within ion transport. Predicted to be located in membrane. Pradicted to be integral component of membrane. Predicted to be part of proton-
fransporting “-type ATPase, VO domain. Is expressed in several structures, including genitourinary system; nervous system; sensory organ; and fongue.
COrtivologous to human ATPEVIEZ (ATPase H+ transpariing V0 subunit £2). [provided by Alliance of Genome Resources, Apr 2022]

Broad expression in cortex adult {(RPEM 116.9), cerebellum adult (RPEM 109 2) and 20 other tissues Ses 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 3 transcripts, all transcripts are shown below:

ks
Show/hide columns (1 hidden) Fer s

Transcript 1D Mame bp Protein Biotype CCDS UniProt Match « Flags
ENSMUSTO0000203011.2 | Atp6vDe2-202 | 1612 | 112aa || Protein coding | CCDS25039% | ADADNASVG2(E |  Ensembl Canonical GENGODE basic  T5L2
ENSMUSTO0000040361.8 | Atp6vDe2-201 | 1786 | 21aa || Protein coding | CCDS20103% | QUIXETE | | GENCODE basic APERIS P1  TSL
ENSMUSTO0000204277 2 | Atp6vDe2-203 | 857 | No protein | | Retained intron | ' ' TSL:2

The strategy is based on the design of A#6r0e2-201 transcript, the transcription is shown below:

4,19 kb Forward strand g

AtpowDe2-201 - ENSMUSTO0000040361 =
protein coding

Source: https://www.ensembl.org



Genomic Information

i 24.19 kb Forward strand ™=
48.506Mb 48.50BMb 48.510Mb 48.512Mb 48.514Mb 48.516Mb 4B8.518Mb 48.520Mb 48.522Mb 48.524Mb 48.526Mb 48.52BMb
Genes (Comprehensive -7 7" = = 0 i |
cat frorm GENCODE M30EfPB62-ps-201 - ENSMUSTOD000203457 > Atp6v0e2-201 - ENSMUSTO0000040361 =
ranscrbed unitary pseudogene protein coding

EB——————lr Tl
ZfpB62-ps-204 - ENSMUSTO0000204484 =
processed transcript

Zfp862-ps-202 - ENSMUSTO0D000203789 =
processed transcript

[ o |
AtpGv0e2-203 - ENSMUSTO0000204277 =
retained intron

| e eRERe I
Atpev0e2-202 - ENSMUSTO0000203011 =

protein coding

ZfpB62-ps-205 - ENSMUSTO0000205224 =
processed transcript

Contio
: [ -
Genes (Comprehensive :
set from GENCODE M30) I-;clR?[\?AUDEEqu-RIk-znl - ENSMUSTOO000180937
Regulatory Build N
48.506Mb 48.508Mb 48.510Mb 48.512Mb 48.514Mb 48.516Mb 48.518Mb 48.520Mb 48.522Mb 48.524Mb 48.526Mb 48.528Mb
% Roverse strand 24.19 kb 1
Regulation Legend
| CTCF enhancer
open chromatin B promoter

P promoter flank

Gene Legend
Protein Coding
I merged Ensembl/Havana
B Ensembl protein coding

Non-Protein Coding
B processed transcript
B rna gene

B pscudogene

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

ENSMUSPOOO00044110.)
Transmembrane helices
AFDBE-ENSP mappings

Pfﬂm A58, complex, subunikt el/ e

PIRSF
PANTHER

All sequence SNPs/... Sequence vanants (dbSMNP and all other sources) - - 5

Wariant Legend
[ synonymous variant

Scale bar o 3 i3 7 Tz 0 58 56 = 72 BT
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Mouse Phenotype Information (MGI)

* The phenotype of mice homozygous for this gene is unknown

a GemPharmatecN Source: https:/ /www.informatics.jax.org _



Important Information

* Accoding of MGI, the phenotype of mice homozygous for this gene 1s unknown.

* The insertion site was about 1.5 kb from the 5 end of 7700026]14Rik gene, and this
strategy may affect the regulation of the 5 end of 7700026]14Rik gene.

* Ap610e2 1s located on Chro6. If the knockout mice are crossed with other mouse strains to
obtain double homozygous mutant offspring, please avoid the situation that the second
gene is on the same chromosome.

* This Strategy 1s designed based on genetic information in existing databases. Due to the
complexity of biological processes, all risks of the mutation on gene transcription, RNA
splicing and protein translation cannot be predicted at the existing technology level.



