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Overview

Target Gene Name

* Rpl3l

Project Type

e Cas9-KO

Genetic Background

- C57BL/6JGpt
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Strain Strategy
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Technical Information

* The Rpl3[ gene has 3 transcripts. According to the structure of Rp/3/ gene, exon2
of Rpl3[-202 (ENSMUSTO00000170239.9) transcript 1s recommended as the
knockout region. The region contains 193bp coding sequence. Knocking out the
region will result in disruption of protein function.

* In this project we use CRISPR-Cas9 technology to modify Rp/3/ gene. The brief
process 1s as follows: gRNAs were transcribed in vitro. Cas9 and gRNAs 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 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.



Gene Information

Rpl3l ribosomal protein L3-like [Mus musculus (house mouse)]

Gene ID: 66211, updated on 30-May-2023
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~ Summary

oOfficial Symbol Rpl3l provided by MGI
Official Full Name ribosomal protein L3-like provided byMGI
Primary source MGLMGI:1913461
See related Ensembl:ENSMUSGO0Q000002500
Gene type protein coding
RefSeq status WVALIDATED
Organism Mus musculus
Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia;
Myomorpha; Murcidea; Muridae; Murinae; Mus; Mus
Also known as 1110057H16Rik
Summary Predicted to enable RNA binding activity. Predicted to be a structural constituent of ribosome. Predicted to be involved in
ribosomal large subunit assembly. Predicted to be part of cytosolic large ribosomal subunit. Human ortholog(s) of this gene
implicated in dilated cardiomyopathy. Orthelogous to human RPL3L (ribosomal protein L2 like). [provided by Alliance of
Genome Resources, Apr 2022]
Expression Biased expression in heart adult (RPKM 33.5), mammary gland adult (RPKM 7.6) and 1 other tissueSee more
Orthologs Human zll

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

The gene has 3 transcripts,all transcripts are shown below:

3
Showihide columns (1 hidden) Fifter | %

Transcript ID Mame bp Protein Biotype CCDS UniProt Match Flags
ENSMUST00000170239.9 | Rpi3k202 | 1375 | 407aa || Protein coding CCDS50019 & EO9PWFa Enzembl Canonical CGEMCODE baszic APPRISP1  TSLS
ENSMUST00000045186.11 | Rpi3k201 | 1033 | 240aa || Protein coding | CCDS37494&|  Q9C009& | GENCODE basic TSL1
ENSMUSTO0000133214.2 | Rpl3k203 | 590 133aa || Protein coding SAR242 & TSL:3 CD5 3 incomplele

The strategy is based on the design of Rp/3/-202 transcript, the transcription is shown below:

B.32 kb Forveard strand _ga

Rpl3-202 - ENSMUSTOOO0O001L70239 =
protein coding

Source: https://www.ensembl.org



Genomic Information

28.32 kb

Forvsard strand g
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24.54M0 24.95Mb 24.56Mb
Genes (Merged ——OEm e ey — T —— 8 —3~1
Rps2-207 - ENSMUSTO0000152407 > RpI3|1-202 - ENSMUSTODO00170239 =Msrb1-202 - ENSMUSTO0000115262 =
protein coding protein coding protein coding

L8 1]
Rpl3I-201 - ENSMUSTOO000045186 =
protein coding

o
Rps2-208 - ENSMUSTO0O000170715 =
protein coding

RpsZ-201 - ENSMUSTO00000S4289 = Msrb1-201 - ENSMUSTOO000101800 =
protein coding protein coding

Rps2
prote

06 - ENSMUSTO00001L46867 =
coding

o
RpS2-204 - ENSMUST000001 29984 >
retained intron

=PI
RpsS2-202 - ENSMUSTO0000122809 >
retained intren

Snora64-201 - ENSMUSTO0000104521 =
ShoRMA

[y ]

Aps2-202 - ENSMUSTO0000129580 >
retained intron

[=1]
Rps2-205 - ENSMUSTO0000132803 >
retained intron

i o ]
Rpl31-203 - ENSMUSTOO000183214 >
protein ing

Contigs
Genes (Merged

]
= RNf151-201 - ENSMUSTOD000008626
protein coding

1
= BNf151-202 - ENSMUSTOO000234399
protein coding

= Snhg9-201 - ENSMUSTO0000161 706
IncRMLA

= Snora78-201 - ENSMUSTOO000158630
SnoRMNA

EMNSMUSTOO000045602

—
= NdUFB10-202 - ENSMUSTOO000129451
retained intron

ooo
= MNduUFb10-2Z05 - ENSMUSTO0000144285
retained intron

oo
= NdUFb10-204 - ENSMUSTOO000141324
retained intron

mm
= MdUFb10-203 - ENSMUSTOD000155708
protein coding

O——0
= NduFb10-206 - ENSMUSTO00001 47648
protein coding CDS not defined

= rer e -

2.4.54ME 24.95Mk, 24.5eMb
- Reversa strand TE.52 kb

Regulation Legend

B cTCF
enhancer
B cromoter
BN promoter flank
Gene Legend

Protein Coding
B rmerged Ensembl/Havana
HEl Ensembl protein coding

MNon-Protein Coding
B orocessed transcript
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Protein Information
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Mouse Phenotype Information (MGI)
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* Mice homozygous for a knock-out allele exhibit a reduction in heart weight with

age. Another null allele shows reduced cardiac muscle contractility.
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Important Information

* According to the existing MGI data,mice homozygous for a knock-out allele exhibit a
reduction in heart weight with age. Another null allele shows reduced cardiac muscle
contractility.

* The knockout region is about 4.0 kb away from the 5' end of the Ndufb10 and is about 8.3 kb
away from the 5' end of the Msrb1, which may affect the regulation of these genes.

* The effect of transcript Rp/3/-203 1s unknown.

* Rpl3l1s located on Chrl7. 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 1s designed based on genetic information in existing databases. Due to the
complexity of biological processes, all risks of the mutation on gene transcription, RNA
splicing and protein translation cannot be predicted at the existing technology level.



