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Project Overview @

Project Name Zfpl42
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy
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This model will use CRISPR/Cas9 technology to edit the Zfp/42 gene. The schematic diagram is as follows:
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Technical routes
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> The Zfp142 gene has 8 transcripts. According to the structure of Zfp142 gene, exon3-exon6 of Zfp142-201
(ENSMUST00000027315.13) transcript 1s recommended as the knockout region.The region contains 1771bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Zfp142 gene. The brief process is as follows: CRISPR/Cas9 system v
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Notice
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> The Zfp142 gene is located on the Chrl. 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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Zfpl42 zinc finger protein 142 [Mus musculus (house mouse)]

Gene ID: 77264, 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

Zfpl42 provided by MGI
zinc finger protein 142 provided byMGI
MGIEMGI:1924514

Ensembl:ENSMUSGO00000026135

protein coding
VALIDATED
Mus musculus

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

9330177B18Rik, BB154236, Znfl42, mKIAAD236

Ubiquitous expression in ovary adult (RPKM 10.5), thymus adult (RPKM 9.6) and 28 other tissuesSee more

human all
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Transcript information (Ensembl) —Eyal
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The gene has 8 transcripts,all transcripts are shown below:

MName
Zfpl42-203
zfpl42-201
zfpl42-202
zfp142-208
Zfpl42-204
zfpl42-207
Zfpl42-206
Zfpl42-205

Transcript ID bp Protein
ENSMUSTO0000113737.7 | 7473 | 1740aa
ENSMUST00000027315.13 | 6480 | 1843aa
ENSMUST00000066986.12 | 5756 | 1642aa
ENSMUSTO0000156613.7 | 5902 219%aa
ENSMUST00000127921.1 | 5020 132aa
ENSMUSTO0000147011.2 | 510 |No protein
ENSMUSTO0000136865.7 | 3876 | No protein
ENSMUSTO0000130112.1 | 3855 | No protein

Biotype
Protein coding
Protein coding
Protein coding

Nonsense mediated decay

Monsense mediated decay

Processed transcript
Retained intron

Retained intron

CcCDs UniProt

CCD535618 =

CCD578619 | GSEBE9

= MOQWM7

Flags
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 impertant transcript(s) of a gene. APPRIS P3
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 transcriptis) of a gene. APPRIS ALT2
TSL:5 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 ALT2

TSL:5

TSL:1

TSL:3

TSL:1

TsL:1

The strategy is based on the design of Zfp142-201 transcript,The transcription is shown below

= Zfpl42-201
protein coding

- Reverse strand

21.60 kb i
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Genomic location distribution
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Regulation Legend

Gene Legend

43.12 kb Forviard strand pme
e —
74.96Mb T4.37Mb 74.58Mb 74.53Mb
2 -
Pled4-202 = Bcs1l-203 >
protein coding pratein coding
=i R g |18 ]
Pleda-205 > Bes1l-201 >
protein coding pratein coding
B, S, s e i |y E i i1 1|
Pled4-208 > Bes1-202 >
nonsense mediated decay protein coding
-kttt m
Plcd4-206 > Bes1l-204 >
protein coding retained intron
2= o it
Plod4-204 =
pratein coding
o sy | rpram ra
Pled4-203 > Pled4-207 =
retained intron retained intron
B U e e 4'S11]
Pled4-209 =

nonsense mediated decay
-

Plod4-201 =
protein coding
1
Pled4-211 >
processed transcript
|— i — {1 M- -----
< Zfp142-203 < Rnf25-206
protein coding nonsense met
.. &[] oo
< Zfpl42-201 < Rnf25-20¢
protein coding retained intr
4 . 8 1
< Zfp142-202 F
protein coding n
oA+t {0 -
< Efp142-208 = Rnf25-201
nonsense mediated decay protein coding
1 -
= Zfp142-204 < Gm25035-201 < Rnf25-202
nonsense mediated decay miRNA protein coding
< Zfp142-206 < Rnf25-;
retzined intron protein cc
—1—-10 | S
< Zfp142-205 < Rnf2t
retained intron protein
[——
< Zfpl42-207 |
processed transcript
11 N _ B L]
74.56Mb 74.57Mb 74.58Mb 74.53Mb
se strand 43.12 kb
N CTCF
I Promoter

W Promoter Flank
0 Transcription Factor Binding Site

Protein Coding
B Ensembl protein coding
m merged Ensembl/Havana

Non-Protein Coding
N RNA gene
B processed transcript

GemPharmatech Co., Ltd.

400-8660890



Protein domain EERXISER

GemPharmatech
ENSMUSPOOOO0O0Z27Y...
MobiDB lite. s . = o
Low complexity (Seq). '
X e - — I
Superfamily. Zinc ﬁn-g:-er C2H2 5up~m3mi|1,r = =
- R G - — o I ST, I I SR
Pfam PF13909
| ]
Zinc finger C2ZH2-type
PROSITE profiles Zinc ¥IF§EF C2HZ2-typ.
PROSITE patterns Pivec T qer C2H; e - .
PANTHER. BTT =
Gene3l |-5_m--———%1=—i=n s e —
Al sequence SNPsfi... eduence varnants (dbSMNP and all other sources)
---------- S A M TR (I L TN TAEIEYTEA  A
Variant Legend
N inframe deletion
missense variant
0 synonymous variant
Scale bar (¥ 200 400 600 800 1000 1200 1400 1600 1843

I EELEFEDRERNEBEREAT GemPharmatech Co. Ltd. 400-9660890




Mouse phenotype description(MGI1 ) BRI R
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Phegntype Overview
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Phenotypes affected by the gene are marked in blue.Data quoted from MGI database(http.//www.informatics.jax.org/).
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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