|

1o
S

Q)
—t
M
(&)
=

@ E
GemPha

Ptbp2 Cas9-CKO Strategy
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Project Overview @

Project Name Ptbp?2
Project type Cas9-CKO
Strain background C57BL/6JGpt
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Conditional Knockout strategy

This model will use CRISPR/Cas9 technology to edit the Ptbp2 gene. The schematic diagram 1s as follows:
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> The Ptbp2 gene has 13 transcripts. According to the structure of Ptbp2 gene, exon2 of Ptbp?2-
201(ENSMUST00000029780.11) transcript is recommended as the knockout region.The region contains 31bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Ptbp2 gene. The brief process is as follows:CRISPR/Cas9 system
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 will be knocked out after mating with mice expressing Cre recombinase, resulting in the loss of function of

the target gene in specific tissues and cell types.
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> According to the existing MGI data,mice homozygous for a null mutation display neonatal lethality with premature
neurogenesis and abnormal neural stem cell polarity.

> The effect on transcript Ptbp2-202 1s unknown.

> Transcript Ptbp2-204&205&206&211 may not be affected.

> The Ptbp2 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 1s 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.

AEEYRERNAEAT GemPharmatech Co., Ltd. 400-9660890



Gene information (NCBI s

|

o
D
o

>

PtbpZ polypyrimidine tract binding protein 2 [Mus musculus (house mouse)]

Gene ID: 56195, updated on 13-Mar-2Z028

" Summa ry

Official Symbol
official Full Hame
Frimary source

See related

Gene type

RefSeq status
Qdrganism

Lineage

flso known as
Expression

Orthologs

FPtbpz provided by MGI

polypyrimidine tract binding protein 2 provided byMGI
MGI :MGT = 1568459

Ensenbl :ENSMUSGABABABZS 154

protein coding

YALIDATED

Mus musculus

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

PtbZ, brPTE, HPTE

Eimsed expression in CNS E14 (RPKM 45.5), whole brain E14.5 (RPKM 48.4) and 12 other tissuesSes more

buman all
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Transcript information (Ensembl)
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The gene has 13 transcripts,all transcripts are shown below:

Name
Ptbp2-213
Ptbp2-201
Ptbp2-207
Ptbp2-202
Ptbp2-210
Pthp2-208
Ptbp2-206
Pthp2-209
Ptbp2-212
Ptbp2-203
Ptbp2-205
Pthp2-204
Ptbp2-211

Transcript ID
ENSMUSTO0000200097.4

ENSMUSTO0000029780.11

ENSMUSTO0000197464.4

ENSMUSTO0000195902.1

ENSMUSTO0000198403.1

ENSMUSTO0000197833.

ENSMUSTO00D0197387.4

ENSMUSTO0000198399.4

ENSMUSTO0000199026.4

ENSMUSTO0000196066.1

ENSMUSTO0000196343.1

ENSMUSTO0000196203.1
ENSMUSTO0000198733.1

bp
3777
3364
1742
465
389
1598
576
654
478
454
4047
937
491

Protein
531aa

532aa

33aa

No protein
MNo protein
No protein
No protein
No protein

No protein

Biotype
Protein coding
Protein coding
Protein coding
Protein coding
Protein coding

Monsense mediated decay

Monsense mediated decay

Processed transcript

Processed transcript

Processed transcript

Retained intron
Retained intron

Retained intron

CcCDS UniProt
CCD580010 Q91731
CCD538616 Q91731

- 3v328

ADAOGZ]FVE

ADAOGZIETT
ADADGZ2IGWO
ADADGZ]ERS

Flags
TSL:1 GENCODE basic APPRIS ALT1
TSL:1 GENCODE basic APPRIS P3
TSL:1 GEMNCODE basic
CDS 5" and 3' incomplete TSL:5
TSL:1 GENCODE basic
T5L:5
CDS 5' incomplete TSL:3
TSE:3
T5L:3
TSL:3
TSL:NA
TSL:5
T51:2

The strategy 1s based on the design of Ptbp2-201 transcript,the transcription is shown below:
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201

protein coding

- Feverse strand

54,65 kb
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I 85.72 kb Forvrard strand
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Genes
. Gm4332-201 = Gm42804-201 =
(Comprehensive set.... processed pseudogens processed pseudogens
Contigs, < AC111029.8
LETICK Ptbp2-201
) < Ptbp2-
(Comprehensive set... proreiHcoding
i - —t
< Pthp2-213
protein coding
-t - - 4 —td
< Pthp2-208
nonsense mediated decay
| | | == hA— —t
< Pthp2-206 = Pthp2-205 < Pthp2-212
nonsense mediated decayretained intron processed transcript
I— —{1 1 IA— o]
< Pthp2-204 < GmM42664-201 < Pthp2-203
retained intron IncRMA processed transcript
| S |
< Pthp2-211 < Pthp2-207
retained intron protein coding
I e | et —— —t |
< Pthp2-202 < Ptbp2-209
protein coding processed transcript
| — —tA
= Gm43300-201 < Pthp2-210
TEC protein coding
Regulatory Build. 1 l L | |
—a Reverse strand 85.72 kb i
Regulation Legend
Enhancer

Cpen Chromatin
Il Promoter
@ Promoter Flank

Gene Legend
Protein Coding
Bl Ensembl protein coding

Mon-Protein Coding
B processed transcript
B pseudogene

I RMNA gene
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Mouse phenotype description(MGI ) RIS

Phenotype Overview
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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 null mutation display neonatal lethality with premature

neurogenesis and abnormal neural stem cell polarity.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890

FRERLA RN F2

GemPharmatech Co.,Ltd




