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Agpat3 Cas9-KO Strategy
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Project Overview @

Project Name Agpat3
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 Agpat3 gene. The schematic diagram is as follows:
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Technical routes
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> The Agpat3 gene has 13 transcripts. According to the structure of Agpat3 gene, exond-exon7 of Agpat3-201
(ENSMUSTO00000001240.11) transcript 1s recommended as the knockout region.The region contains 589bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Agpat3 gene. The brief process is as follows: CRISPR/Cas9 system w
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> According to the existing MGI data,Mice homozygous for a knock-out allele exhibit male infertility with

oligozoospermia, teratozoospermia.

> Agpat3-206 and Agpat3-206 transcripts are incomplete, so the effect on them are unknown.

> The Agpat3 gene is located on the Chrl0. 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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Gene information (NCBI)
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Agpat3 1-acylglycerol-3-phosphate O-acyltransferase 3 [ Mus musculus (house mouse) ]
Gene |ID: 28189, updated on 10-Oct-2019

= Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

Agpat3 provided by MGI

1-acylglycerol-3-phosphate O-acyltransferase 3 provided by MGI

MGIEMGI: 1336136

EnsemblENSMUSGE00000001211

protein coding

PROVISIOMAL

Mus musculus

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

lpaat3; AW0G125T: AW493985; D10Jhut2e

Ubiquitous expression in testis adult (RPKM £5.3), adrenal adult (RPKM 53.5) and 26 other tissues See mare
human all

Chromosome 10 - NC_000076.6
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Transcript information (Ensembl) RIS
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The gene has 13 transcripts,all transcripts are shown below:

Name Transcript 1D .bp .Pmtein .Einwpe . CCDs . UniProt Flags

Agpat3-201 ENSMUST00000001240. 11 5980  376aa | Protein coding CCDS23963% | Q90517 | TSL:1 | GENCODE basic APPRIS P1
Agpat3-203 ENSMUST000001053887 3681  376aa | Protein coding |CCDS23963%| QID517¢ | TSL5 GENCODE basic 'APPRIS P1
Agpat3-204 ENSMUST000001053897 3678 376aa | Protein coding |CCDS23963%| QID517¢ | TSL:1 GENCODE basic APPRIS P1
Agpat3-205 ENSMUST00000105390.7 3513 376az | Protein coding |CCDS23963%| QID517¢ | TSL5 GENCODE basic 'APPRIS P1
Agpat3-211  ENSMUST00000166360.7 | 3439 376az | Protein coding |CCDS23963%| QID517¢ | TSL:1 GENCODE basic APPRIS P1
Agpat3-202 ENSMUST00000105387.7 1316 376aa | Protein coding |CCDS23963%| QID517¢ | TSL:4 GENCODE basic 'APPRIS P1
Agpat3-210 ENSMUST000001508281 | 709 | 128as | Protein coding ' : | D3YUWOE CDS 3'incomplete  TSL:3
Agpat3-206 ENSMUST000001380357 | 642 | G56aa | ' | D3YTN7& CDS 3 incomplete  TSL:2
Agpat3-207  ENSMUST000001392827 | 513 | 144aa D3Z1M6 CDS 3 incomplete  TSL:3
Agpat3-209 ENSMUST000001468991 | 413 | 53aa _ D3YV65:F CDS 3 incomplete  TSL:3
Agpat3-213 ENSMUSTD00002199321 | 580 = 119aa | | Nonsense mediated decay | : | ADATW2P764 & CDS 5'incomplete  TSL:3
Agpat3-208 ENSMUSTO000001462961 788  No protein | Retained intron ' : ' z TSL:2

Agpat3-212 ENSMUST00000219907.1 | 699  No protein | Retained intron ' : ' z TSL-2

The strategy is based on the design of Agpat3-201 transcript, The transcription is shown below

M =

= Agpat3-201
protein coding

-l Reverse strand 83.27 kb |
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Genomic location distribution

xXE5)

&2))IR
GemPharmatech

1032.31 kb Forvrard strand
L

7B.2EMb 78.28Mb 78.30Mb 78.32Mb 78.34Mb 7E.3EMb
Gencs Gm47992-201 > n-R5577-201 = Gm40709-202 >

TEC RINA INCRNA

i

Gm40709-204 >

IncRNA

AC160405.7 >

Gm40709-203 >
IncRNA

11}
Gma0709-201 =
IncRNA

O
< Gm30122-20% Agpat3-201

* IncRMA protein coding
+—0 bttt t =
< Gm30122-202 < Agpat3-211
IncRNA protein coding
=] (S 2] |
= Gm47976-201 < Agpat3-212 < Mir7659-201
TEC retained intron miRNA
A } - 7
< Agpat3-203
protein coding
i t SEE— |
< Agpat3-205
protein coding
e 1
< Aopat3-204
protein coding
< Agpat3-202
protein coding
W—a ; t —
< Agpat3-208 < Agpat3-206
retained intron protein coding
kM4
< Agpat3-213
nonsense mediated decay
M ——
< Agpat3-207
protein coding
< Agpat3-210
protein coding
k t —H
< Agpat3-209
protein coding
Reaulatory Build. | I LTI Y | [ — B0 0 ] om
78.26Mb 78.2BMb 78.30Mb 78.32Mb 78.34Mb 7B.36Mb
~=mReverse strand 103.31 kb i
Gene Legend
Protein Coding Non-Protein Coding
I merged Ensembl/Havana I RNA gene
B Ensembl protein coding B processed transcript
Regulation Legend
1 CTCF Enhancer
Open Chromatin B Promoter

B Promoter Flank

I EELEFEDRERNEBEREAT GemPharmatech Co., Ltd.

400-8660890



Protein domain EERXIE AR

GemPharmatech

ENSMUSPOQODOOOL...
TrT:InSf‘I’!embr’Elr‘le heli... | ———— & |
Superfamily. SSFE35%3
SMART. Prospholipia/g hrcerol acyltransterase
Pfam. ﬁspm ipi!?g EEEFO acy transgrase Aoy tmn#ﬂms,er C-termina Enmain
PANTHER. v
Al sequence SNPs{i... Seguence vanants (dbSMP and all other sources) ' i I
Variant Legend

missense variant [ synonymous variant
Scale bar o 40 B0 120 160 200 240 280 320 376

F RSN ERAT GemPharmatech Co., Ltd. 400-9660890



Mouse phenotype description(MGI ) RIS
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Click cells to view annotations.

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 male infertility with

oligozoospermia, teratozoospermia.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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