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Project Overview el
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Project Name Pld1l
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy EERXIE R
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This model will use CRISPR/Cas9 technology to edit the Pld1 gene. The schematic diagram is as follows:
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Technical routes RS R

> The Pld1 gene has 10 transcripts. According to the structure of Pld1 gene, exon5-exon23 of Pld1-202
(ENSMUST00000120834.7) transcript is recommended as the knockout region.The region contains 2191bp coding sequence

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

> In this project we use CRISPR/Cas9 technology to modify Pld1 gene. The brief process is as follows: sgRNA was
transcribed in vitro.Cas9 and sgRNA 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 EE X1
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> According to the existing MGI data, Homozygotes for a null allele show reduced tumor growth and
angiogenesis. Homozygotes for a second null allele show abnormal hepatic autophagy after food restriction. Homozygotes
for a third null allele show altered platelet activation and protection from thrombosis and ischemic brain

injury.

>The insertion site of 5-terminal Loxp is in the regulatory region of Pld1, which may affect the regulation of Pld1.

> The PIld1 gene is located on the Chr3. 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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Pld1 phospholipase D1 [ Mus musculus (house mouse) ]
Gene 10: 18805, updated on 14-Aug-2019
“ Summary 2|7
Official Symbol Pld1 provided by MGI
Official Full Name phospholipase D1 provided by MGI

Primary source
See related
Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

MGIMGI- 109585

Ensembl:ENSMUSG00000027695

protein coding

VALIDATED

Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia;
Myomaorpha; Muroidea; Mundae; Munnae; Mus; Mus

Pld1a; Pld1b; mPLDA1; C85393; AAL36939

Broad expression in large intestine adult (RPKM 8.9), bladder adult (RPKM 4.5) and 25 other tissues See more

human all
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Transcript information (Ensembl) FRERE5 R

The gene has 10 transcripts,all transcripts are shown below:

Wi
Shaw/hide columns (1 hidden) Fiter |
Name Transcript ID bp Protein Biotype CCDS UniProt Flags

Pld1-202 ENSMUST00000120834.7 4849 1036aa 0 Protein coding CCDS1727567 QBNVF26? TSL1 GENCODE basic APPRIS P2

Pld1-201  ENSMUST00000067757 10 4804 | 1036aa | | Protein coding | CCDS172756  QBNVF26? | TSL1 GENCODE basic APPRIS P2

PId1.208 ENSMUST00000148827.7 | 4239 871aa D Protein coding - FEWKY8 & CDS 5 incomplete  TSL:1
PId1.203 ENSMUST00000123539.7 | 3732 1074aa | D Protein coding - DERHTTE  TSL5 GENCODE basic APPRISALT2
PId1.204 ENSMUST00000125338 7 @ 653  126aa | D Protein coding - D372V2& CDS 3 incomplete  TSL:3
PId1.205 ENSMUST000001265942 @ 603 201aa D Protein coding - F6QURE® CDS ' and ¥ incomplete  TSL:2
PId1.210 ENSMUST00000195622 1 | 3319 No protein || Retained intran - : TSLNA

PId1.207 ENSMUST00000131842 1 | 2865 No protein || Retained intron - : TSLA

PId1.209 ENSMUST00000149017.2 | 1824 Mo protein || IncRNA - : TSLS

PId1.206 ENSMUST00000127139.7 | 555  No protein || IncRNA - . TSL:1

The strategy is based on the design of PId1-202 transcript, The transcription is shown below

I 194,54 kb Forward strand -

Pld1-202 =
protein coding
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Genomic location distribution R
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Protein domain =I5

GemPharmatech
' B <@eT
= =
EMSMUSPOOOOOL113...
Low complexity (Seqg)
. _____ -5 |
Superfamily. PR Qomain superamiy SSF5E024
SMART #csrl‘slirase D/ Transphosphatidylase
Pfam. m: ;m;ugmsaumain mphulipaaa D/Transphosphatidylase MSPG ipase D- iEE Humain
HE—EEtI’iI‘I mrnuEgy domain
PROSITE profiles Pho chacgcx.s 2= #cspl"clipase D/ Transphosphatidylase
HecEtrir' chc ogy domain
PIRSF. —
SESEINEE Y PTHRIBESE :15F57
F P ipase D fami
Gene3l H O -
|
PH-like domain superfami
_____
Al sequence SNPs/i... Sequence vanants (dbSNP and all other sources)
(I N I (I B N N I I I 1l | [ 11 I 11 i1
| I
Variant Legend
missense variant o splice region variant
[ synonymous variant
Scale bar 0 100 200 300 400 500 B00 700 200 900 1036

GemPharmatech Co., Ltd. 025-5826 5929



Mouse phenotype description(MGI ) REOMR

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, Homozygotes for a null allele show reduced tumor growth and angiogenesis.
Homozygotes for a second null allele show abnormal hepatic autophagy after food restriction. Homozygotes for a third null

allele show altered platelet activation and protection from thrombosis and ischemic brain injury.
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If you have any questions, you are welcome to inquire.
Tel: 025-5864 1534
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