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Overview

Target Gene Name
* Srrm?

Project Type
* Cas9-CKO

Genetic Background
* C57BL/6]JGpt
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Strain Strategy
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Schematic representation of CRISPR-Cas9 engineering used to edit the Srrm”2 gene.




Technical Information

* The Srrm”2 gene has 12 transcripts. According to the structure of Srzm2 gene, exon 10-
11 of Srrm2-201 (ENSMUSTO00000088621.11) transcript 1s recommended as the
knockout region. The region contains 6857 bp of coding sequences. Knocking out the
region will result in disruption of protein function.

* In this project we use CRISPR-Cas9 technology to modity Srrm” gene. The brief
process 18 as follows: CRISPR-Cas9 system 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 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 1n the loss of function of the target gene in specific tissues and cell types.



(Gene Information

Srrm2 serine/arginine repetitive matrix 2 [ Mus musculus (house mouse) ] 4, Download Datasets

Gene ID: 75956, updated on 30-Aug-2022

' Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

Genomic context

Location: 17;17 A3.3

Exon count: 20

™
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Srrm2 provided by MGI
serine/arginine repetitive matrix 2 provided by MGI
MGLMGI:1923206

Ensembl:ENSMUSG00000039218 AllianceGenome:MGI:1923206

protein coding
VALIDATED
Mus musculus

»

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;

Muroidea; Muridae; Murinae; Mus; Mus
SRm300; mKIAA0324; 50334 13A03Rik

Predicted to enable C2H2 zinc finger domain binding activity; mRNA binding activity; and protein N-terminus binding activity. Predicted to be
involved in mRNA splicing, via spliceosome. Predicted to act upstream of or within RNA splicing and mRNA processing. Predicted to be located
in Cajal body and nuclear speck. Predicted to be part of U2-type catalytic step 2 spliceosome and U2-type precatalytic splicecsome.
Orthologous to human SRRM2 (serine/arginine repetitive matrix 2). [provided by Alliance of Genome Resources, Apr 2022]

Ubiquitous expression in adrenal adult (RPKM 122.5), ovary adult (RPKM 102.7) and 28 other tissues See more

human all

Try the new Gene table
Try the new Transcript table

See Srrm2 in Genome Data Viewer

Source: https://www.ncbi.nlm.nith.gov/gene/75956




Transcript Information

The gene has 12 transcripts, all transcripts are shown below:

Show/hide columns (1 hidden) Fiter |
Transcript D ¥ Name bp | Protein _ Biotype | CCDS UniProt Match Flags

ENSMUST00000233636.2 | Smm2-212| 678 | 191aa | Protein coding ADAIBIWIZ4 CDS 3 incomplete
ENSMUST00000191385.3 | Srrm2-211 | 459 88aa || Protein coding . AQADBTWPSS & TSL:2 CDS 3 incomplete
ENSMUST00000190686.7 | Srm2-210 | 8864 | 2703aa 'IE[_I__'_u_t_g_i_['g___t_:_g_g_i__r]g_ . Q8BTI8-12 Ensembl Canonical GENCODE basic APPRISP1 TSL5
ENSMUSTO00001905656.2 | Srm2-209 | 597 | Mo protein .|_E'._g_t_@_i_lj_g_;lﬂ_ig_t_[g_r_]_ . - TSL2
ENSMUSTO0000190293.2 | Srm2-208 | 431 | Mo protein .|_E'._g_t_@_i_lj_g_;lﬂ_ig_t_[g_r_]_ . - TSL:3
ENSMUSTO0000189977.2 | Smm2-207 | 2092 | No protein .IE';_?_t__E_I_i_lj_?_@l___iﬂ_t_[g_r_] . - TSE 1
ENSMUSTO000001869617 | Smm2-206| 950 @ 171aa || Protein coding . ADADSTWRXE & TSL:5 CDS 3 incomplete
ENSMUSTO0000186914.2 | Smm2-205 | 2991 | No protein .I Processed transcript . - TS
ENSMUSTO00000136259.2 | Smrm2-204 | 647 105aa .I Monsense mediated decay . ADADETWRYS TSL:2 CDS 5 incomplete
ENSMUSTO00000186045.2 | Srm2-203 | 494 3daa .I Monsense mediated decay . ADADETWPLID & T5L:3 CDS 5 incomplete
ENSMUSTO0000180975.3 | Srm2-202 | 2266 | Mo protein .|_E'._g_t_@_i_lj_g_;lﬂ_ig_t_[g_r_]_ . - T5L1
ENSMUST00000088621.11 | Stm2-201 | 8564 | 2607aa 'IE[_I__'_u_t_g_i_['g___t_:_g_g_i__r]g_ |CCDS37475¢| QB8BTIB2& BENCODE basic  TSL:1

The strategy 1s based on the design of SrzmZ2-201 transcript, the transcription 1s shown below:

21.32 kb Forviard strand  _pam

Srm2-201 - ENSMUSTO0000088621 =
protein coding

http://asia.ensembl.org/Mus_musculus/Transcript/Summary?db=core;g=ENSMUSG00000039218;r=17:240
09506-24043715;t=ENSMUST00000088621
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Information
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Regulation Legend

| Najed 1 enhancer

B promoter B promoter flank

Gene Legend
Protein Coding
I Ensembl protein coding
Bl merged Ensembl/Havana

http://asia.ensembl.org/Mus_musculus/Gene/Summary ?db=core;g=E

Non-Protein Coding
Il RNA gene
Bl pseudogene
I processed tran:

ript

NSMUSG00000039218;r=17:24009506-
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Protein Information
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Mouse Phenotype Information (MGI)
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Source: http://www.informatics.jax.org/marker/MGI: 1923206

a GemPharmatecN




Important Information

* According to the available information (MGI), there 1s a certain lethality rate in pure-sibling mice
with the knockout gene before WC&HIH% .
http://www.informatics.jax.org/diseasePortal/popup?1sPhenotype=true&markerID=MGI:1923206&h
eader =mortality/aging

* The sequences encoding transcripts Srzm2-203, SrrmZ2-204, Srrm2-206, Srrm2-211, and Srrm2-212
are incomplete and the effect of this strategy on them 1s unknown.

* The knockdown region designed 1n this strateg%/ 1s about 1.9 kp away from the 3' end of the £Flob
oene, and knockdown of the target gene may atfect the regulation of the 3' end of the £lob gene.

* The effect of this strategy on the uncoded transcript Gm49971-201~ Mir5125-201 1s unknown.

* Srrm?21s located on Chr 17. If the knockout mice are crossed with other mouse strains to obtain
dﬁuble homozygous mutant offspring, please avoid the situation that the second gene 1s on the same
chromosome.

* This Strategy 1s designed based on genetic information 1n existing databases. Due to the complexity
of biological processes, all risk of loxp insertion on %ene transcription, RNA splicing and protein
translation cannot be predicted at the existing technology level.



