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Rnfl10 Cas9-CKO Strategy
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Project Overview @

Project Name Rnf10
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 Rnf10 gene. The schematic diagram 1s as follows:
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Technical routes
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> The Rnf10 gene has 11 transcripts. According to the structure of Rnf10 gene, exon2-exon4 of Rnf10-201
(ENSMUST00000040555.14) transcript i1s recommended as the knockout region. The region contains 488bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Rnf10 gene. The brief process is as follows:gRNA was
transcribed in vitro, donor was constructed.Cas9, gRNA 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 1n specific tissues and cell types.
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Notice
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> The Rnf10 gene is located on the Chr5. 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 loxp insertion on gene transcription, RNA splicing and protein translation cannot be predicted at existing

technological level.

SIHhEEAFLEDRSEBNABELAT GemPharmatech Co., Ltd. 400-9660890



G ] ' (NCBI) T[S
ene information (NCBI FRRXE5R
Rnf10 ring finger protein 10 [Mus musculus (house mouse)]
Gene |ID: 50849, updated on 31-Jan-2019
+ Summary e

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

Rnf10 provided by MGI
ring finger protein 10 provided byMGI
MGEMGL1859162

EnsemblENSMUSGO0000041740

protein coding

REVIEWED

Mus musculus

Eukarycta; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomni; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia, Myomaorpha;
Murcidea; Muridae; Murinae; Mus; Mus

AABTS014, RIE2, mKIAADZ262

The protein encoding this gene is a member of the really interesting new gene finger protein family. Members of this family contain protein
motifs similar to zinc finger domains and are involved in many processes that include transcriptional regulation, DNA repair and signal
transduction. Expression of this gene is upregulated during neuronal differentiation of cultured cells, and inhibition of its expression impairs
differentiation and cell cycle exit, providing evidence for a function in neurocnal differentiation. Alternative splicing results in multiple transcript
variants. [provided by Refseq, Oct 2014]

Ubiguitous expression in adrenal adult (RPKM 116.7), testis adult (RFPKM 98.0) and 28 cther tissuessSee more
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Transcript information (Ensembl) s
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The gene has 11 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Biotype cCcDs UniProt Flags

Rnf10-203 | ENSMUSTO0000112087.7 | 3476 | EB05aa CCD5B0381 | D3Z1M2 | TSL:1 GENCODE basic APPRIS ALT2

Rnf10-202 | ENSMUSTOO000112096.8 | 3112 | EBO4aa CCDE109584 | O3UIWS | TSL1 GENCODE basic APPRIS P3

Rnf10-201  EMSMUSTO0000040555.14 | 3106 | EB03aa CCDSB0380 | HYBX0E6 | TSL1 GENCODE basic APPRIS ALT2

Rnf10-206 | ENSMUSTO0000139853.1 | 2408 | ES56aa Monsense mediated decay - ETANIE CDS 5" incomplete TSLS
Rnf10-210 | ENSMUSTO0000200923.1 | 2276 | No protein Retained intron - - TELNA
Rnf10-211 | ENSMUSTO00002028551 | 1672 | Mo protein - - TSLNA
Rnf10-209 ENSMUSTO00001535531 | 833 | Mo protein - - T8LS
Rnf10-204 ENSMUSTOO0001288541 | 657 | Mo protein - - TsSL2
Rnf10-205 | ENSMUSTO00001332761 | 447 | No protein - - T8L3
Rnf10-207  EMNSMUSTOOC00151085.1 | 600 | Mo protein - - TsSL2
Rni10-208 ENSMUSTO0000152613.1 | 364 | No protein 2 - T5LA

The strategy 1s based on the design of Rnf10-201 transcript,The transcription is shown below

i~~~ r

< Rnfi0-201
protein coding

=l Rzverse strand 31.12 kb |
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Genomic location distribution
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Protein domains for ENSMUSP00000041778.8

TECE

ENSMUSPOOOOOO41.. .
MobiDB lite. — N
Low complexity (Sea).
Superfamily. SSF57B50
SMART. TInC Thger RING-type
Pfam_ BN Thgen RING-type
PROSITE profiles Zine #r'ger. RING-type
PROSITE patterns TIe finoer RING
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Gene3D, Finc fingar RING/FYWES FHE e
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Al sequence SNPS/i... Sequence vanants (dbSMNP and all other sources) I I . I I | 1 | I I I
Wariant Legend
missense variant I splice region variant [ synonymous variant
Scale bar o BD 160 240 320 400 480 560 40 720 803
Statistics Ave. residue weight: 109.858 g/mol
Charge: 1.5

Isoelectric point: 6.6178
Molecular weight: 88,215.80 g/mol
Number of residues: 803 aa
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Mouse phenotype description(MGI ) £ RXTSR
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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/).
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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