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Pafahlbl Cas9-KO Strategy
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Project Overview @

Project Name Pafahlbl
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 Pafahibl gene. The schematic diagram is as follows:
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Technical routes
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> The Pafahlbl gene has 5 transcripts. According to the structure of Pafahlbl gene, exon3-exon5 of Pafahibl-201
(ENSMUST00000021091.14) transcript 1s recommended as the knockout region.The region contains 367bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Pafahibl gene. The brief process is as follows: CRISPR/Cas9 syste
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Notice
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> According to the existing MGI data,Mutations at this locus result in neuronal migration defects. Homozygous
null mutants die around implantation. Different allelic combinations show variable cortical, hippocampal and

olfactory disorganization and impaired spatial learning and coordination.

> The Pafahlbl gene is located on the Chrll. 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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Pafah1b1 platelet-activating factor acetylhydrolase, isoform 1b, subunit 1 [ Mus musculus (house mouse) ]

Gene ID: 18472, updated on 22-Oct-2019

»

-~ Summary

Official Symbol Pafah1b1 provided by MGI
Official Full Name platelet-activating factor acetylhydrolase, isoform 1b, subunit 1 provided by MGI
Primary source MGI:MGI:109520
See related Ensembl:ENSMUSG00000020745
Gene type protein coding
RefSeq status VALIDATED
Organism Mus musculus
Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Muroidea; Muridae; Murinae; Mus; Mus
Also known as Lis1; Mdsh; LIS-1; Ms10u; Pafaha; MMS10-U
Expression Ubiquitous expression in CNS E18 (RPKM 47.2), cerebellum adult (RPKM 46.4) and 26 other tissues See more
Orthologs human all

Chromosome 11 - NC_000077.6
[ 74616635 p [ 74738346 p

LOC108167912 Cluh LOC115487666
Cede 92k Pafahlbl 4

Grd0193
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Transcript information (Ensembl) RIS
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The gene has 5 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Translation ID Biotype CCDs UniProt Flags
Pafah1b1-201 ENSMUST00000021091 14 5803  410aa ENSMUSP00000021091.8 |_E‘_[Qj_g_i_p____gg_g_j_n_g_ CCDS250356  P630056 Q5SWI18E | TSL:1 | GENCODE basic = APPRIS P1

Pafah1b1-202| ENSMUST00000102520.8 | 5789  410aa  ENSMUSP00000099578.2 || Protein coding | CCDS25035& | P63005 & Q5SW18& | TSL1 | GENCODE basic | APPRIS P1

Pafah1b1-204 | ENSMUST00000155493.1 | 525  97aa  ENSMUSP00000118231.1 | Protein coding | 2 5SW16 &7 CDS 3 incomplete TSL:2
Pafah1b1-203 ENSMUST000001263417 8570 No protein : | Retained intron s : TSL2
Pafah1b1-205 ENSMUST00000156794.1 7165 No protein 5 | Retained intron : TSL:2

The strategy 1s based on the design of Pafah1b1-201 transcript,The transcription is shown below

< Pafahlb1-201
protein coding

- Reverse strand S0.72 kb |
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enomic location distribution 5
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Protein domain TSR
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ENSMUSP00000021...
PDB-ENSP mappings

Coiled-coils (Ncoils)
Superfamily LIS1, N-terminal WD40-repeat-containing domain superfamily
T
SMART LIS1 homology motif WD40 repeat
Prints G-protein beta WD-40 repeat
I
Pfam LIS1 homology motif WD40 repeat
- I
PROSITE profiles LIS1 homology motif WD40 repeat
WD40-repeat-containing domain
PROSITE patterns WD40 repeat, conserved site
PIRSF Dynein regulator LIS1
PANTHER PTHR44129
PTHR44129:SF6
HAMAP Dynein regulator LIS1
Gene3D 1.20.960.30 WD40/YVTN repeat-like-containing domain superfamily
CDbD cd00200
All sequence SNPs/i... Sequence varliants (dbSNP and all other sources) I

Variant Legend
I synonymous variant
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Mouse phenotype description(MGI ) XI5

Phenotype Overviewo
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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,Mutations at this locus result in neuronal migration defects. Homozygous null
mutants die around implantation. Different allelic combinations show variable cortical, hippocampal and olfactory

disorganization and impaired spatial learning and coordination.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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