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Ppill Cas9-KO Strategy

Designer: Xueting Zhang
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Project Overview @

Project Name Ppill
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 Ppill gene. The schematic diagram is as follows:
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Technical routes
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> The Ppill gene has 7 transcripts. According to the structure of Ppill gene, exon2 of Ppill-201
(ENSMUST00000024802.9) transcript 1s recommended as the knockout region.The region contains 155bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Ppill gene. The brief process is as follows: CRISPR/Cas9 system
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Notice
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> Transcript Ppill-204&205&206&207 may not be affected.

> The knockout region 1s near to the N-terminal of BC004004 gene and Gm50068 gene,this strategy may influence the

regulatory function of the N-terminal of these genes.

> The Ppill 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 1s 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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Ppil1 peptidylprolyl isomerase (cyclophilin)-like 1 [Mus musculus (house mouse)]

Gene |ID: 68816, updated on 13-Mar-2020

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

Ppil1 provided by MG

peptidylprolyl isomerase (cyclophilin)-like 1 provided byMG1

MGEMGE1916066

EnsemblENSMUSG00000024007

protein coding

FROVISIOMAL

Mus musculus

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

11100600 10Rik, Al327391, Cypl1

Ubiguitous expression in liver E14.5 (RPKM 35.3), CNS E11.5 (RPKM 34.7) and 28 cther tissuesSee more
human all
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Transcript information (Ensembl) —Eyal
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The gene has 7 transcripts,all transcripts are shown below:

Name Transcript ID bp  Protein Biotype cCcDs UniProt Flags
Ppil1-201 | ENSMUSTO00000248029 1462 166aa Protein coding CCDS28593 BAEJXE QODOWS | TSL:1 GENCODE basic APPRIS is a system to annotate alternatively spliced transcripts based on a range of computational methods to identify the most functionally important transcript(s) of a gene. APPRIS P1
Ppil1-203 ENSMUSTO00000135123.2 1476 G4aa Nonsense mediated decay = FE55VE T5LS

Ppil1-207 | ENSMUST 000002348801 | 1117 | No protein Processed transcript

Ppil1-205 ENSMUSTO0000234135.1 | 1101 | No protein

Ppil1-206  ENSMUST00000234315.1 | 1050 | No protein

Ppil1-204 | ENSMUST00000136811.7 | 734 | No protein TSL3

Ppil1-202 ENSWMUST00000129157.2 | 508 | No protein Processed transcript % % T5L3

The strategy is based on the design of Ppill-201 transcript,the transcription is shown below

M W e —" SR

= Ppil1-201
protein coding

- Reverse strand 13.38 kb |
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Genomic location distribution & 7X75 R

GemPharmatech

.38 kb Foruarg strand|
-_— -_— g Senche
25,250 25,261 25,271

GmS0068-201 > BCO04004-201 >

Genes
(Comprehensive set.. INCRNA protein coding

-
BC004004-214 >
nonsense mediated «
BCDD4004-225 >
nsense mediated

BC004004-207 >
nsense mediated

BC004004-206 >

nonsense mediated

-
BC004004-208 >
processed transeript
i ,
BC004004-215 >
protein coding

I
BC004004-219 >
protein coding

BCOD4004-221 >
protein coding

BC004004-223 >
prokein coding

I
BCO04004-212 >
protein coding

Iz
BC004004-202 >
protein coding

BC004004-208 >
retzined intron

i
BC004004-224 >

protein coding
T
BC004004-222 >
protein coding
BC004004-210 >
protein coding
BC004004-213 >
protein coding
0--
BC004004-217 >
protein coding
Bc0
prot
0
]
]
1
]
p
1
]
B
contias,
Genes e = = —
< Ppil1-201
[ehadonl i) protein coding
e 04—
< ppil1-207 < ppil1202
processed transcript processed transcript
)
< Ppil1 206
processed transcript
T
< Ppil1-208
processed transcript
< Ppil1-203
nonsense mediated decay
= Ppil1-204
processed transcript
Reaulatory Build | o = ]
Y ] o
[]
EEET 252616, EEET
~aReverse strand 38 kb

Regulation Legend
= CTCF
Enhancer
Open Chromatin
mm Fromoter
e Promoter Flank

Gene Legend
Protein Coding
8 merged Ensembl/Havana
B Ensembl protein eading

Non-Protein Coding
B RNA gene
B processed transcript

SIHEEAFEDRERNABERAS GemPharmatech Co., Ltd. 400-9660890



Protein domain RIS
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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