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Project Overview @

Project Name Rps6kas
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 Rps6ka5 gene. The schematic diagram is as follows:
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Technical routes
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> The Rps6ka5 gene has 9 transcripts. According to the structure of Rps6ka’ gene, exon2-exon5 of Rps6ka5-201
(ENSMUST00000043599.6) transcript 1s recommended as the knockout region.The region contains 515bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Rps6ka5 gene. The brief process is as follows: CRISPR/Cas9 systc
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Notice
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> According to the existing MGI data,Mice homozygous for a mutant allele exhibit altered response to
cocaine including decreased hyperlocomotor activity and sensitization at a lower dose. Mice homozygous for a kinase
dead allele exhibit altered experience-dependent synaptic plasticity.

> Transcript Rps6ka5-204 may not be affected .

> Gm48585 and Gm48586 gene will be deleted together in the strategy.

> The Rps6ka5 gene is located on the Chrl2. 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 the gene knockout on gene transcription, RNA splicing and protein translation cannot be predicted at the

existing technology level.
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Gene information (NCBI)
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Rps6kab ribosomal protein S6 kinase, polypeptide 5 [Mus musculus (house mouse)]

Gene |ID: 73086, updated on 31-Jan-2019

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

Fpstkab provided by MGI

ribosomal protein S6 Kinase, polypeptide 5 provided byMGI

MGEMGE1920336

EnsemblENSMUSG00000021180

protein coding

VALIDATED

Mus musculus

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

J110005L17Rik, 6330404E13Rik, AlE54034, MSK1, MSFPK1, RLPK, RLSK, S6K-alpha-5

Broad expression in cerebellum adult (RFKM 5.5), CNS E18 (RPKM 4.9) and 24 other tissuesSee more
human all
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Transcript information (Ensembl) —Eyal
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The gene has 9 transcripts,all transcripts are shown below:

Name Transcript ID bp | Protein Biotype CCDs UniProt Flags
Rps6ka5-201 | ENSMUST00000043599 6 | 4406 | B63aa Protein coding | CCDS26107 | QBC050 TSL1 GENCODE basic APPRIS P2
Rps6ka5-209 | ENSMUST00000222731.1 | 5642 | 79Baa Protein coding - QBCO0S0 TSL:1 GENCODE basic APPRIS ALT2
Rps6ka5-205 | ENSMUST00000221356.1 | 620 207aa Protein coding 2 ADATYTVLE9 5" and 3' fruncations in transcript evidence prevent annotation of the start and the end of the CDS. CDS 5' and 3" incomplete TSL3
Rps6ka5-202  ENSMUSTO0000221246.1 | 2915 | No protein | Processed transcript - - T5LA
Rps6ka5-206 ENSMUSTO0000221379.1 | 1833 | No protein | Processed transcript - - T5LA
Rps6ka5-208 ENSMUSTO0000222403.1 1039  No protein | Processed transcript 4 — TsL:2
Rps6kab5-207 ENSMUSTO0000222347.1 1 519 | No protein | Processed transcript % g TSL5
Rps6ka5-204  ENSMUSTO0000221323.1 | 4197  No protein Retained intron - - TSLA
Rps6ka5-203 ENSMUSTO0000221307.1 { 3730 | No protein Retained intron - - TSLINA

The strategy is based on the design of Rps6ka5-201 transcript,The transcription is shown below

< Rps6ka5-201
- Reverse strand 175.25 kb |

protein coding
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Genomic location distribution =Erya]F=
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Protein domain EXISER

GemPharmatech
ENSMUSPOOOOOO42...
MobiDE lite. - S
Low complexity (Seq)
Conserved Domains.
hmmpanther PTHR. F
PFTER.243
Superfamily domains. Protein kinase-li ain supertamily
SMART dﬂmﬂins__ F-r;'i:gip :i|'5|5r= :Qr_',air Pl
AGC-kinase, C-terminal
1 e i —_ T/
Pfam_domain. Potemn kinase domane: ]
]
Protein kinase, C-terminal
PROSITE profiles P nase: Cotarminal
5 ——
Protein Eir‘ase domain
PROSITE patterns Tt Finwet: TP bivding S5 .
E—I.B:E.E.gﬂmﬂ.iﬂ. K omial protein 56 4 :
E_@_ﬂﬂ_:_}__[?__ m b=—) I — 11}
_ I ——
All sequence SNPs/i Sequence variants (dbSMNP and all Dt!'|EI' soUCes)
Il i I il | I 1 |
Variant Legend
B frameshift variant
missense variant
0 synonymous variant
Scale bar o B0 160 240 320 400 480 560 640 720 863

HhEEAEFLEYRSERNEELAT GemPharmatech Co., Ltd. 400-9660890



Mouse phenotype description(MGI1 ) BRI R

GemPharmatech

Phenotype Overview ﬂ

& &
%-':'ﬁ:tg-'“':~ e:“"*%@ N ? Al f
028 & S & & e
R &0 'ﬂ‘& & & q-l:ﬁ ° ;5&1# e S ‘;@q& e & N
e \QP \} ., "'-.‘ﬂ:‘ E'l+ &,ﬂé;:i' *}&aﬁ o ,‘é:":@l ﬁﬂﬁq -.'f’ L) o @ c_.,"""m .'.Qp':\
L O _Q@‘--ﬁq dg'g- g’ﬁ% {!'l\k & *,@‘E{@ﬁlﬁﬁ & @
K &:ﬁ% pale&&'ﬁ Eﬁ;c}'-lﬁ {':'lP d:?&i\- "F{::é," '-.Q":-" {{El ‘i"_""' ‘} é?a_ hF.r “'{"':" "? {"‘ "Qié\ @ﬁa&&ﬁ &&“i{‘\iﬁ!ﬁ-
; » ; _
2 @ P ER cﬁ“\(@?ﬁa’ @9%@? q {_e.‘?‘_é#;;l— W

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 a mutant allele exhibit altered response to cocaine including

decreased hyperlocomotor activity and sensitization at a lower dose. Mice homozygous for a kinase dead allele exhibit

altered experience-dependent synaptic plasticity.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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