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Abcgl Cas9-KO Strategy
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Project Overview @

Project Name Abcgl
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 Abcgl gene. The schematic diagram is as follows:
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Technical routes
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> The Abcgl gene has 5 transcripts. According to the structure of Abcgl gene, exon2 of Abcgl-201
(ENSMUST00000024829.7) transcript 1s recommended as the knockout region.The region contains 244bp coding sequence.

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

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

homeostasis, increased numbers of multiple immune cell types, and abnormal response to a high fat diet.

> The Abcgl gene is located on the Chrl7. 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)
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Abcg1 ATP binding cassette subfamily G member 1 [Mus musculus (house mouse)]

Gene |I0: 11307, updated on 5-Mar-2019

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

Abecg1 provided by MGI
ATP binding cassette subfamily G member 1 provided byMGI
MGIEMGE107T04

EnsemblENSMUSGO0000024030

protein coding

REVIEWED

Mus musculus

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

AWA413978, Abc, White

The protein encoded by this gene is a member of the superfamily of ATP-binding cassette (ABC) transporters. ABC proteins fransport
various molecules across extra- and intra-cellular membranes. ABC genes are divided into seven distinct subfamilies (ABC1, MDR/TAF,
MRF, ALD, QABPF, GCNZ20, White). This protein is a member of the White subfamily. The human protein is involved in macrophage
cholesterol efilux and may regulate cellular lipid homeostasis in other cell types. [provided by Refseq, Jul 2008]

Broad expression in thymus adult (RPKM 31.5), lung adult (RPKM 23.3) and 16 other tissuesSee more
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Transcript information (Ensembl) IR
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The gene has 5 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Blotype CcCDs UniProt Flags

Abcg1-201 | ENSMUSTODDODDZ24829.7 | 5832 E6Gaa Protein coding | CCDS528602 | QOVDWS Q64343 | TSL:1 GENCODE basic APPRIS P1

Abcgl1-205 | ENSMUSTO00002364271 | 1372 | 104aa Protein coding - - GENCODE basic
Abecg1-204 | ENSMUSTOO00D2363911 | 912 257aa Protein coding L - CDS 3" incomplete
Abcg1-203 | ENSMUSTOO00D236241.1 | 644 146aa Protein coding - - CDS 5' incomplete
Abecg1-202  ENSMUSTOO0000139013.1 1085 | No protein | Retained intron - - TSL:1

The strategy is based on the design of Abcgl-201 transcript,The transcription is shown below
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Genomic location distribution
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Genes

Genes

Gene Legend

Regulation Legend

I B0.31 kb

Forviard strand p

31.10Mb
e i A

31.06Mb 31.08BMb
=
Abcgl-204 >

protein coding

R ES _—— = — e
Abcgl-201 =

protein coding

el
Abcg1-205 >

protein coding

= ) o
Abeg1-202 >

retained intron

1
Abcgl-203 =
protein coding

i L 6 e i B

1
Gm25447-201 >
rRMNA

31.12Mb

Flaguse = < ACL67247.2
-
= [T
prote
S S B i = mi
31.06Mb 31.0BMb 31.10Mb 31.12Mb

g Feverse strand B0.31 kb

Protein Coding
B Enzembl protein coding
 merged Ensembl/Havana

MNoen-Protein Coding
B processed transcript
I RMNA gene

I CTCF
Enhancer
Open Chromatin
Il Fromoter
I Promoter Flank
| Transcription Factor Binding Site

£ 2 24

EHMRERNABRAT

GemPharmatech C

400-8660890



[ ] [ ] e el
'- -
Protein domain TRI5ER
GemPharmatech
ENSMUSPOOOOOOZ24, .,
Transmembrane heli... e S e S—
Low complexity [Seq)
TIGREAM. Figment precursor permease/FProtein ATP-binging cassette sub-tamily G
Superfamily. P-loop containing nucleoside triphosphate rolase
[ e e —
.SH-E‘.'HI BAA+ ATPase domain
Pfam. ABC transporter '|iEE ABC-2 type transporter
PROSITE patterns N Srankanitis Goraarid e
PANTHER. L
-\:Ei'.'a..u_t:_ &
Genesl. e
All sequence SNPs/; Sequence vanants (dbSNP and all other sources) g _ |
"""" | il | Il | 11 il it 1 ! P11 I |
1 11 I
1 11
Wariant Legend
B frameshift variant
missense variant
[ splice region variant
[ synonymous variant
Scale bar 0 &0 120 180 240 300 360 420 480 540 600 666

HhEEAFLEYRERBRNBERAT GemPharmatech Co., Ltd. 400-9660890



Mouse phenotype description(MGI1 ) BRI R
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Phenotype Overview ﬂ
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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,Mice homozygous for a knock-out allele exhibit abnormal lipid homeostasis, increased

numbers of multiple immune cell types, and abnormal response to a high fat diet.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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