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Project Overview @

Project Name Nop58
Project type Cas9-CKO
Strain background C57BL/6JGpt
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Conditional Knockout strategy @ =

This model will use CRISPR/Cas9 technology to edit the Nop58 gene. The schematic diagram is as follows:
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Technical routes
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> The Nop58 gene has 15 transcripts. According to the structure of Nop358 gene, exon2-exonl2 of Nop58-215
(ENSMUSTO00000191142.6) transcript 1s recommended as the knockout region.The region contains 1223bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Nop58 gene. The brief process is 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 sequencing. A stable F1 generation mouse model was obtained by mating

positive FO generation mice with C57BL/6JGpt mice.

> The flox mice will be knocked out after mating with mice expressing Cre recombinase, resulting in the loss of function of the

target gene 1n specific tissues and cell types.
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Notice
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> The Nop58 gene is located on the Chrl. 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 loxp insertion on gene transcription, RNA splicing and protein translation cannot be predicted at existing

technological level.
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Gene information (NCBI) EREH

Nop58 NOP58 ribonucleoprotein [Mus musculus (house mouse)]

Gene |ID: 55989, updated on 31-Jan-2019

+ Summary EYE]
Official Symbol MNop58 provided by MGI
Official Full Name NOPSEB ribonucleoprotein provided by MGI

Primary source MGIMGIE1933184
See related EnsemblENSMUSG00000026020
Gene type protein coding
RefSeq status VALIDATED
Organism Mus musculus
Lineage Eukarycta; Metazoa; Chordata;, Craniata; Venebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha;
Murocidea; Muridae; Murinae; Mus; Mus
Also known as MSSP, Nols, SIK nops
Expression Broad expression in CNS E11.5 (RPKM 41.5), liver E14 (RFKM 35.5) and 20 cother tissuesSee more
Orthologs human all
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Transcript information
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(Ensembl)

The gene has 15 transcripts,all transcripts are shown below:

Name Transcript 1D bp | Protein Biotype CcCDs UniProt Flags
Nop58-215 | ENSMUST00000191142.6 | 9507 | 536aa Protein coding, CCDS35587 | QBDFW4 TSL:1 GENCODE basic
Nop58-201 | ENSMUST00000027174.9 | 1713 | 444aa Protein coding % ADADAOMOTE TSL:5 GENCODE basic APPRIS P1
Nop58-211 | ENSMUST00000190231.6 | 639 Baa Protein coding - ADADB7WRDS CDS 3' incomplete TSL:2
NopS8-206 | ENSMUST0OO000187837.6 | 638 213aa Protein coding - AOADETWO4E | 5" and 3" truncations in transcript evidence prevent annotation of the start and the end of the CDS. CDS 5' and 3' incomplete TSL:5
Nop58-207 | ENSMUST00000188390.1 | 585 | 195aa Protein coding, - AODADBTWPOO | 5 and 3' truncations in transcript evidence prevent annotation of the start and the end of the CDS. CDS 5' and 3' incomplete TSL:5
Nop58-203 | ENSMUSTO0000185772.6 | 481 20aa Protein coding % ADADBTWNSE CDS 3" incomplete TSL:3
Nop58-212 | ENSMUST 000001902656 | 714 181aa Nonsense mediated decay E ADADBTWSLE CDS 5" incomplete TSL:5
Nop58-209 | ENSMUSTO0000188327.6 | 702 G0aa Nonsense mediated decay - AQADBTWNWO TSLS
Nop58-210 | ENSMUSTO00000189919.6 | 588 146aa MNonsense mediated decay " ADADBTWSUS CDS 5' incomplete TSL:3
Nop58-205 | ENSMUSTO0000187491.1 | 373 G0aa Nonsense mediated decay # ADADBTWQSS CDS 5 incomplete TSL:S
Nop58-202 ENSWMUST0O00001853668.1 | 891 | No protein Retained intron - - TSL:3
NopS8-204 | ENSMUST0D00001860441 | 725 | No protein Retained intron - - TsL:2
Nop58-208 ENSWMUSTO00001892B9.6 | 653 | No protein Retained intron - - TsLz2
Nop58-213 ENSMUSTO0000190759.6 | 623 | No protein Retained intron # 5 TSL:3
Nop58-214 ENSWMUST0O00001910BB.6 | 576  No protein IncRNA - - TSL:3

The strategy is based on the design of Nop58-215 transcript,The transcription is shown below
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enomic location distribution

= RIE]

GemPharmatech

k 54.07 kb Forward strand g
59.68Mb 59.65Mb 59.70Mb 59.71Mb 59.72Mb
Genes I[\'\l__ ;8_;;—}—“%{' MNop58-210
? lop58- = lop58- >
(Comprehensive set... InCRNA nonsense mediated decay
| e s R e oo aREEe e i | (e |
Mop58-201 >
protein coding
[ e S e | B |
Mop58-211 = Mop58-212 >
protein coding nonsense mediated decay
[Eem——— e et
Mop58-208 = Mop58-205 =
retained intron nonsense mediated decay
== k] {7 o ol s 21
Mop58-204 = Mop58-206 >
retained intron protein coding
Bt o E it |
Mop58-215 >
protein coding
| 1
Mop58-203 = Gm26287-201 =
protein coding snoRNA
| ey e e |
Mop58-208 = Nop58-207 =
nonsense mediated decay protein coding
ey e et 1
Nop58-213 = Snord11-201 >
retained intron snoRMNA
1
Snord70-201 >
snoRNA
u.._-'-‘-_..ﬂ,-ﬂ-..u,rﬂ-..l,-rﬂ-..H
Mop58-202 >
retained intron

Gm26293-201 =

snoRNA

< AC1I472544

[ ] i

59.68Mb 9.69Mb

59.70Mb 59.71Mb 39.72Mb

- Reverse strand

34.07 kb i

Gene Legend

Protein Coding
B Ensembl protein coding
m merged Ensembl/Havana

Mon-Protein Coding
I RNA gene
B processed transcript

Regulation Legend
I CTCF
Enhancer
Open Chromatin
B Promoter
B Promoter Flank

EHMRERNABRAT

GemPharmatech Co.,

400-8660890



Protein domain RXIE AR

GemPharmatech
EMNSMUSPOOOOOL1I40... : ,
MobiDB lite = =
Low complexity [(Seq).
Coiled-coils (Ncails)
Superfamily. MNop ﬁrnain SLIP-E-#EITlil","
SMART. T -
T e
Efg':_l_[‘[‘l__ thEr N-t.:_.rmir-_a| W—
PROSITE profiles Nop domain
Gene3l T T
All sequence SNPs/i.... Sequence vanants (dbSNP and all.other sources)
|
Variant Legend
missense variant
| synonymous variant
Scale bar o 60 120 180 240 300 360 420 536

SIHhEEAFLEDRSEBNABELAT GemPharmatech Co., Ltd. 400-8660890



g
>
=)

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