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Pglyrp2 Cas9-KO Strategy
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Project Overview @

Project Name Pglyrp2
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 Pglyrp2 gene. The schematic diagram is as follows:
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Technical routes
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> The Pglyrp2 gene has 8 transcripts. According to the structure of Pglyrp2 gene, exon2-exond of Pglyrp2-202 (
ENSMUST00000170392.8) transcript is recommended as the knockout region.The region contains 1517bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Pglyrp2 gene. The brief process is as follows: gRNA was
transcribed in vitro.Cas9 and gRNA 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.
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> According to the existing MGI data,Mice homozygous for disruption of this gene are viable and fertile
with no gross developmental defects. Mice homozygous for a different knock-out allele are resistant to

peptidoglycan- or muramyl dipeptide-induced arthritis and increased susceptibility to DSS-induced colitis.

> The KO region deletes most of the transcript 201 and 208 coding sequence, but does not result in frameshift.

> The Pglyrp2 gene is located on the Chrl7. 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 gene transcription

and translation processes, all risks cannot be predicted under existing information.
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Gene information (NCBI)
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Pglyrp2 peptidoglycan recognition protein 2 [Mus musculus (house mouse)]

Gene |ID: 57757, updated on 3-Feb-2019

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

Fglyrp2 provided by MGI

peptidoglycan recognition protein 2 provided byMGI

MGEMGE19280599

EnsemblENSMUSG000000T9563

protein coding

VALIDATED

Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Verebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Murocidea; Muridae; Murinae; Mus; Mus

C730002MN09RIK, PGRP-L, Pglyrpl, tagL

Biased expression in liver adult (RPKM 42.8), thymus adult (RPKM 34.2) and 4 other tissuesSee more
human all
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Transcript information (Ensembl) E=RXT5 R
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The gene has 8 transcript,all transcripts are shown below:
Name Transcript ID bp Protein Bliotype cCcDs UniProt Flags

Pglyrp2-204 | ENSMUSTODO00D236386.1 | 2817 530aa FProtein coding CCDS837557 - GENCODE basic APFPRIS P2
Pglyrp2-202 | ENSMUSTOO000170392.8 | 1807 530aa FProtein coding CCDS375657 | QBVCESO | TSL:1 GENCODE basic APPRIS P2
Pglyrp2-201 ENSMUSTODOO000114455.2 | 1765 518aa FProtein coding - QevCcso TS5L1 GENCCDE basic
Pglyrp2-203 ENSMUSTOOOO00235892.1 | 16563 480aa FProtein coding - - GENCODE basic APPRIS ALT2
Pglyrp2-207 | ENSMUSTODOO000237130.1 | 1543 | 450aa FProtein coding £ - GENCOQDE basic
Pglyrp2-208 | ENSMUSTOOO000237165.1 | 1469 | 415aa FProtein coding % = GENCODE basic
Pglyrp2-206 ENSMUSTOOO00237082.1 | 1680 | 3BBaa Monsense mediated decay L Q71544

Pglyrp2-205 ENSMUSTOOOO0236703.1 | 1863 | No protein Retained intron - -

The strategy is based on the design of Pglyrp2-202 transcript,The transcription is shown below

< Pglyrp2-202
protein coding

=gl Reverse strand 7.62 kb
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Genomic location distribution
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Protein domain RIS
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Mouse phenotype description(MGI1 ) BRI R

GemPharmatech

Fh%q:nt]rpg Overview a

e &
& £ & o5
Iﬁ:,__ -$"h-a ﬁd ag E?S“., ""n..a -l:;f
G & A a‘%ﬁ' & & TS
P & 4o ol oF @ a SF & S
N 45.:"} & L& %axﬂi"g&;?" *.,"Fp‘q:ﬁ Oy £ o et e ‘-'-'Ifg i
) - A . : - o
GG B SIS TS o SIS e
F AP E N P F T a0 o P W PP gl S
-5 R & &R o &5 0 o S & o x\.ﬁ,@f.@
& c:'é't\ EOFSES a"p fi‘n\(g? o P '«-‘F‘@%‘& %"'& &° @‘{F 4:425Jl G® iﬁ{@te'q & ot g i

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 disruption of this gene are viable and fertile with no gross
developmental defects. Mice homozygous for a different knock-out allele are resistant to peptidoglycan- or muramyl

dipeptide-induced arthritis and increased susceptibility to DSS-induced colitis.

SIHhEEAFLEDRBEBNABELAT GemPharmatech Co., Ltd. 400-9660890



g
>R
=)

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