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Man2a2 Cas9-KO Strategy
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Project Overview @

Project Name Man2a?
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 Man2a?2 gene. The schematic diagram is as follows:
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Technical routes
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> The Man2a2 gene has 11 transcripts. According to the structure of Man2a2 gene, exond-exon9 of Man2a?2-
201(ENSMUSTO00000098346.4) transcript is recommended as the knockout region.The region contains 1064bp coding

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

> In this project we use CRISPR/Cas9 technology to modify Man2a?2 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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Notice &2
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> According to the existing MGI data,homozygous null males are infertile due to a defect during spermatogenesis
involving the premature release of germ cells from the seminiferous tubules into the epididymis.

> The Man2a2 gene 1s located on the Chr7. 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 is 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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Gene information (NCBI) %X
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Man2aZ monnosidase 2, alpha 2 [Mus musculus (house mouse)]

Gene ID: 148431, updated on 13-Mar-ZB28

" Summa ry

Official Symbol
official Full Hame
Frimary source

See related

Gene type

RefSeq status
Qdrganism

Lineage

flso known as
Expression

Orthologs

ManZad provided by MGT

mannosidase £, alpha 2 provided byMGT
MGI tMGT =2 15AG5G6

Ensenbl :ENSMUSGABRABABISESE

protein coding

YALIDATED

Mus musculus

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

1788852022R1k, 4931438MAVRIk, AT45A935, M=, Man ITx

Ubiquitous expression in adrenal adult (RFKM 32.58), mammary gland adult (RPKM 28.8) and 26 other tissuesSes more

buman all
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Transcript information (Ensembl)
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The gene has 11 transcripts,all transcripts are shown below:

Name
Man2az2-201
Man2a2-203
Man2az2-207
Man2a2-208
Man2a2-209
Man2a2-205
Man2a2-202
Man2az2-204
Man2a2-206
Man2az2-210

Man2az2-211

Transcript ID

ENSMUSTOO000098346.4

ENSMUSTO0000205436.1

ENSMUSTO0000206212.1

ENSMUSTO0000206301.1

ENSMUSTO0000206807.1

ENSMUSTOO0000205853.1

ENSMUSTO0000205318.1

ENSMUSTOO0000205535.1

ENSMUSTO0000206066.1

ENSMUSTO0000206917.1

ENSMUSTO0000206973.1

bp
6554
431
262
3007
1607
747
4610
4020
3190
783
537

Protein

B9aa

Mo protein
Mo protein
Mo protein
Mo protein

Mo protein

Biotype

Protein coding

Monsense mediated decay

Monsense mediated decay

Monsense mediated decay

Retained intron

CCD5s UniProt

Flags

CCDS557556 | Q197W7 QBBRKS | TSL:1 GENCODE basic AFPRIS P1

- ADAOUIRNSE
- AQAQUIRP4Z
- Q3T5US

- ACAQUIRO1G
- ADAQUIRPBE

CDS 3' incomplete TSL:2
CDS 3' incomplete TSL:5
TSL:1
CDS 5' incomplete TSL:5
CDS 5' incomplete TSL:3
T5L:1
TSL:1
TSL:1
T5L:5

T5L:2

The strategy is based on the design of Man2a2-201 transcript,the transcription is shown below:

= ManZa2-201
protein coding

- Reverse strand
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Genomic location distribution =Erya]F=
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Gene Legend

Protein Coding
B Ensembl protein coding
= merged Ensembl/Havana

Non-Protein Coding
B processed transcript
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Protein domain RIS

GemPharmatech

EMSMUSPOOQOO09S., .
Transmembrane heli...

Superfamily. G;cusiﬂe mrulage.lfzeacetygser Et;alpna-harrel Galactose mutarotase-like domain supertamily

GE{:&EiaE md rolase families 57/38, central domain superfamily

SMART L

HECE R LETT ) [ St Y
ik CEMLMRE QOMal

L E S R

Pfam. GE'-ECIE-idE F.'-,lc.'mlas.e gmill,l 38, N-terminal domain Gll,'i::ls.ﬁ,.'l E',.'!FD'EE-E gamih,.l 38, C-terminal

El',.'EEIE-iHE H",'Elrl:'EIE-E family 38, central demain

PANTHER.
Gene3l. : . 5 R
All sequence SNPs/] Sequence '-'.2|'iE|['|_1:5_|:z:|I:|E~r'JF' and all other sources)

Variant Legend
missense variant

| synonymous variant

Scale bar 0 100 200 300 400 500 600 700 200 o900 1000 1152

SIHhEEAFLEDRBEBNABELAT GemPharmatech Co., Ltd. 400-8660890



Mouse phenotype description(MGI1 ) BRI R
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Phenotype Overview
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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,homozygous null males are infertile due to a defect during spermatogenesis

involving the premature release of germ cells from the seminiferous tubules into the epididymis.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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