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Aldhl18al Cas9-CKO Strategy
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Project Overview @

Project Name Aldhl8al
Project type Cas9-CKO
Strain background C57BL/6JGpt
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Conditional Knockout strategy @ apto ol

This model will use CRISPR/Cas9 technology to edit the Aldhi18al gene. The schematic diagram is as follows:
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Technical routes
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> The Aldhi8al gene has 8 transcripts. According to the structure of Aldhi18al gene, exond of Aldhi8al-201
(ENSMUST00000025979.12) transcript is recommended as the knockout region. The region contains 215bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Aldhi18al gene. The brief process is as follows:sgRNA was
transcribed in vitro, donor vector was constructed.Cas9, sgRNA and Donor 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.

> The flox mice was knocked out after mating with mice expressing Cre recombinase, resulting in the loss of function of the

target gene 1n specific tissues and cell types.
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Notice
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> Transcript Aldh18a1-204/206/208 may not be affected.

> The Aldhi8al gene is located on the Chr19. 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 loxp insertion on gene transcription, RNA splicing and protein translation cannot be predicted at existing

technological level.
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Gene information (NCBI) ==
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Aldh18a1 aldehyde dehydrogenase 18 family, member A1 [ Mus musculus (house mouse) ]

Gene ID: 56454, updated on 10-Oct-2019

-~ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Qrganism
Lineage

Also known as
Expression
Orthologs

Aldh18a1 provided by MGI

aldehyde dehydrogenase 18 family, member A1 provided by MGI

MGI:MGI:1888908

Ensembl:ENSMUSG00000025007

protein coding

VALIDATED

Mus musculus

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

Pycs; Al429789; 2810433K04Rik

Ubiquitous expression in large intestine adult (RPKM 35.4), placenta adult (RPKM 35.4) and 25 other tissues See more

human all
Chromosome 19 - NC_000085.6
[ 40280951 [40612324
A930028N01Rik AL dhi Sol A— )
Gn5E93 GnlS801 - Tetnd
Sorbsl Gn2T042
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Transcript information (Ensembl)
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The gene has 8 transcripts,all transcripts are shown below:

Mame
Aldh13a1-201

Aldh18a1-207
Aldh18a1-203
Aldh18a1-205
Aldh18a1-208
Aldh18a1-206
Aldh18a1-202
Aldh18a1-204

Transcript ID

bp Protein

ENSMUSTO00000025979.12 | 3527 | 19baa

ENSMUSTO00000176939.7

ENSMUST00000149476.2

ENSMUST00000175932.1

ENSMUSTO00000176955.7

ENSMUST00000175967.1

ENSMUST00000134749.7

ENSMUST00000155613.1

Translation 1D Biotype

ENSMUSPD0000135426.1 || Protein coding

ENSMUSP00000115429.2 |} Protein coding

ENSMUSP00000135417.1 || Protein coding

ENSMUSPD0000135759.1 || Protein coding

3427 | 193aa
650 173aa
463 48aa
356 83aa
344 100aa

ENSMUSPD0000135419.1 || Protein coding

2493 | No protein
548 | No protein

" | Retained intron

" | Retained intron

CCDS
CCD529803 &

UniProt
Q97110 &

CCDS57144&

Q972110 &

D370B4 &
H3BKJS &
H3BLES &
H3BKKD &

T5LA

Flags

GENCODE basic APPRIS P3

TS

GENCODE basic

APPRIS ALT1

The strategy 1s based on the design of Aldh18al-201 transcript,The transcription is shown below
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= Aldh18a1-201
protein coding

- Feverse strand

I 3

3g2.21 kb
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CDS 3' incomplete

TSL:3

CDS 3' incomplete

TSL:3

CDS 3' incomplete

TSL:3

CDS 5 incomplete

T5L:1

TsL1
TsL1
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enomic location distribution EERXIE AR
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I 58.21 kb Forward strand =
40.55Mb 40.56Mb 40.57Mb 40.5BMb 49."."";1'_9M_b__ L.

Genes M =
[Comprehensive set... ETREJ?E_EM 5
Contigs. = AC142101.4
Genes Ot A A A A— ] 0I--

- = AldhiBal-201 = Tet
(Comprehensive set... Srcitein oo hg oo

-4+ 44— i
< Aldh18a1-207

protein coding
Al O
< Aldh18a1-204 | < Gm15801-201 = Aldh1831-208
retained intron processed pseudogene protein coding
[ |
< Aldh1821-206 < Aldh18a1-203
protein coding protein coding

At
< Aldh18a1-202
retained intron

< Aldh1Bal-205

protein coding
Reaulatory Build. i = u ¥ i—
| N |
40.55Mb 40.56Mb 40.57Mb 40.58Mb 40.59Mb
—=l Feverse strand 58.21 kb |

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

MNon-Protein Coding
H processed transcript
B pseudogene

I RNA gene

Regulation Legend
CTCF

Enhancer
Open Chromatin
Hl Promoter
 Promoter Flank
[ Transcription Factor Binding Site
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Protein domain RXIE AR
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EMSMUSPOOOOOO25...
Low complexity (Seg)
TIGRFAM F

De -pyrrodine-S-carboxylate synthetase

superfamily. Acet',.rE utamate Einase-liEE superEmiE istidi ydrogenase

Prints Gluta mate?aceﬁglutam ate kinase
Pfam. ﬂ.spartate.’glutamate:u ridl,llate Einase ﬂdep.-,'de dEH“,‘ergEFEIE-E domain
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Sequence variants (dbSMNP and all other sources)

All seqguence SNPs/I... 1
!. i J | 1 1 1 'I | 1 1l I: 1

Variant Legend
missense variant

o splice region variant
| synonymous variant

Scale bar o BO 160 240 320 400 48D 560 &40 7595
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If you have any questions, you are welcome to inquire.
Tel: 025-5864 1534
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