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Project Overview @

Project Name Chd5
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy RS

GemPharmatech

This model will use CRISPR/Cas9 technology to edit the Chd5 gene. The schematic diagram is as follows:
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Technical routes
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> The Chd5 gene has 5 transcripts. According to the structure of Chd5 gene, exon2 of Chd5-202
(ENSMUST00000030775.11) transcript is recommended as the knockout region.The region contains 128bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Chd5 gene. The brief process is as follows: CRISPR/Cas9 system
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> According to the existing MGI data,Mice homozygous for a knock-out allele exhibit male infertility with

abnormal spermiogenesis and chromatin condensation.

> The Chd5 gene is located on the Chr4. 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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Chd5 chromodomain helicase DNA binding protein 5 [Mus musculus (house mouse)]
Gene |ID: 269610, updated on 29-Mar-2019
+ Summary EYE]

Official Symbol ChdS provided by MGI
Official Full Name chromodomain helicase DNA binding protein & provided byMGI
Primary source MGIMGI3036258
See related EnsemblENSMUSG00000005045
Gene type protein coding
RefSeq status VALIDATED
Organism Mus musculus
Lineage Eukarycta; Metazoa; Chordata;, Craniata; Venebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Murocidea; Muridae; Murinae; Mus; Mus
Also known as 4930532L22Rik, AW0G07T52, B230395N07Rik, CHD-5
Expression Biased expression in testis adult (RPKM 38.0), frontal lobe adult (RPEM 16.9) and 5 cther tissuesSee more
Orthologs human all
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Transcript information (Ensembl) %=

The gene has 5 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Blotype cCDs UniProt Flags

Chd5-202 ENSMUSTO0000030775.11 9486 1952aa Protein coding | CCDS38984 | ESPYLA1 T5L:5 GENCODE basic APPRIS P3

on

Chd5-205 ENSMUSTOODOO164662.7 9375 1915aa Protein coding | CCDS51394 | ESPYU4 T5L:1 GENCODE basic APPRIS ALT2

Chd5-201 | ENSMUSTO000000051754 | 9122 | 1946aa | Protein coding : A2ABL1 = TSL:5 GENCODE basic APPRIS ALT2
Chd5-203 | ENSMUSTO000001244231 | 6245 | No protein IncRNA : : TSL5
Chd5-204 | ENSMUST000001361341 | 280 | No protein INcRNA . . TSL:3

The strategy is based on the design of Chd5-202 transcript,The transcription is shown below
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Gene Legend

Protein Coding
B merged Ensembl/Havana
B Ensembl protein coding

Non-Protein Coding
BN RNA gene

Regulation Legend
B CTCF
Enhancer
Open Chromatin
Bl Promoter
@ Promoter Flank
* Transcription Factor Binding Site
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Protein domain

E SR

GemPh armatech

EMSMUSPOOOO0O030...
MobiDB lite

Erﬂmn—line ;-rnain superfamily
Zinc |1‘:|ru_:;v|ar, FYVE/ PHD-type
P-loop containing nucleoside triphosphate hydrolase
Zinc tinger PHD-type Helicase superfamily 1/2, ATP-binding domain

= — ] :
Chrema’chremo shatgow domain Domain of unknown function DUF1087

Helicase, C-terminal Domain ef unknown function DUF10EE
AT
SMNF2-rel atea, N-terminal demain CHD, C-terminal

—
Helicase, C-terminal Domain of unknown function DUF1086

=
CHD, M-terminal
Zinc %ngerr PHD-finger

==
Eﬂmn domain Damain of unknown function DUF10B7

EFl'omc_- chromo shadow domain Helicase, C-terminal
Zinc grlger. PHD-finger Helicase superfamily 1/2, ATP-binding domain

DMA/ R NS helicase, ATP-dependent DEAH-bos pe. consenred site

All sequence SMPs/i... 1

Se?uence vari iants dbSNF‘ and .:.II other SIZILII'CE“')’
T :
Ia

l T T 8 L L T O T T

Variant Legend

inframe insertion
inframe deletion
missense variant
splice region variant
synonymous variant

Scale bar 0

200 200 600 BOD 1000 1200 1400 1600 1952

AR T)

GemPharmatech Co., L



Mouse phenotype description(MGI1 ) BRI R
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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,Mice homozygous for a knock-out allele exhibit male infertility with abnormal

spermiogenesis and chromatin condensation.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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