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Overview

Target Gene Name

e Cleclla

Project Type

e Cas9-CKO

Genetic Background

- C57BL/6JGpt
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Schematic representation of CRISPR-Cas9 engineering used to edit the Cleclla gene.
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Technical Information

* The Cleclla gene has 1 transcript. According to the structure of Cleclla gene,
exonl-exon3 of Cleclla-201 (ENSMUSTO00000004587.11) transcript is
recommended as the knockout region. The region contains start codon ATG.
Knocking out the region will result in disruption of protein function.

* In this project we use CRISPR-Cas9 technology to modify Cleclla gene. The
brief process 1s as follows: CRISPR-Cas9 system and Donor were microinjected
into the fertilized eggs of C5S7BL/6JGpt mice. Fertilized eggs were transplanted to
obtain positive FO mice which were confirmed by PCR and on-target amplicon
sequencing. A stable F1-generation mouse strain was obtained by mating positive
FO-generation mice with C57BL/6JGpt mice and confirmation of the desired
mutant allele was carried out by PCR and on-target amplicon sequencing.

* 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.



Gene Information

Clec11a C-type lectin domain family 11, member a [ Mus musculus (house mouse) ]

+: Download Datasets

Gene ID: 20256, updated on 12-May-2024

= Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

a GemPharmatech

Clec11a provided by MGI

C-type lectin domain family 11, member a provided by MGI

MGIEMGI 1298219

Ensembl ENSMUSG00000004473 AllianceGenome:MGI:1298219

protein coding

VALIDATED

Mus musculus

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

Scgf; Clecsf3

Predicted to enable growth factor activity. Predicted to be involved in ossification and positive regulation of cell population proliferation. Predicted to be located in
extracellular region. Predicted to be active in extracellular space. Is expressed in alimentary system: central nervous system; renal vasculature; retina nuclear layer;
and skeleton. Orthologous to human CLEC11A (C-type lectin domain containing 11A). [provided by Alliance of Genome Resources, Apr 2022)

Broad expression in ovary adult (RPKM 13.9), limb E14.5 (RPKM 11.9) and 26 other tissues See more

human all

Try the new Gene table
Try the new Transcript table

Source: https://www.ncbi.nlm.nih.gov/




Transcript Information

The gene has 1 transcript,and the transcript 1s shown below:

Transcript ID v Name bp Protein Biotype cCDSs UniProt Match Flags
ENSMUST0D0000004587 11 Clec11a-201 | 2978 328aa |__F_’_[g;_g_i_[]mgg_gjgg. CCDS21203¢ 0882001 Ensembl Canonical GENCODE basic APPRISP1  TSL:

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

- Reverse strand 4.22 kb

< Clecl1la-201 - ENSMUSTO0000004587
protein coding

Source: https://www.ensembl.org



Genomic Information

| 24.22 kb Forward strand  _pggm
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Genes (Comprehensive ' e '
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Shank1-201 - ENSMUSTO00001(
protein coding
Contigs AC152939.2 >
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e < GM7238-201 - ENSMUST00000206467
processed pseudogene
2 B S
< Cleclla-201 - ENSMUSTO0000004587
protein coding
Regulatory features. I} DN
] &
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& Reverse strand 2a.22 kb N
Gene Legend
Protein Coding Non-Protein Coding
I merged Ensembl/Havana Bl pscudogene
Il Ensembl protein coding Il processed transcript
Regulation Legend
Bl CTCF open chromatin
i promoter I promoter flank

a GemPharmatech’ Source: : https://www.ensembl.org




Protein Information

ENSMUSP0O0000004587.10
MobiDB lite

Superfamily ectin

pfam W

PROSITE prufiles L-type lectin-like

Sequence varian ts (EVA and all other sources
All sequence SNPs/... Sequence variants EVA and all other sources

1 J ' I i I

Variant Legend
B frameshift variant missense variant

synonymous variant
Scale bar o 40 B8O 120 160 200 240 280 328

a GemPharmatech’ Source: : https://www.ensembl.org



Mouse Phenotype Information (MGI)

Phenotype Overview 6
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Click cells to view annotations.

* Mice homozygous for a knock-out allele exhibit decreased bone volume in limb
bones and vertebrae, reduced bone strength, and delayed fracture healing. Bone
marrow stromal cells display impaired osteogenic differentiation.

a Gempharmatech Source: https://www.informatics.jax.org _



Important Information

* According to the existing data (MGI), mice homozygous for a knock-out allele exhibit decreased bone volume in limb
bones and vertebrae, reduced bone strength, and delayed fracture healing. Bone marrow stromal cells display impaired
osteogenic differentiation.

* The Loxp insertion site is about 1.7 kb away from the 5' terminal of Shankl, which may affect the 5' terminal
regulation of this gene.

* The Loxp insertion site is about 4.5 kb away from the 5' terminal of Gm7238, which may affect the 5' terminal
regulation of this gene.

* The knockout region contains the start codon ATG, which may be followed by the generation of new ATG. It may
generate a new protein and the fuction is unknow.

* Cleclla is located on Chr 7. If the knockout mice are crossed with other mouse strains to obtain double homozygous
mutant offspring, please avoid the situation that the second gene is 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
the existing technology level.



