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Naa35 Cas9-CKO Strategy

Designer: Lingyan Wu
Reviewer: Miaomiao Cui

Design Date: 2021-4-13
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Project Overview @

Project Name Naa35
Project type Cas9-CKO
Strain background C57BL/6JGpt
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Conditional Knockout strategy @ R

This model will use CRISPR/Cas9 technology to edit the Naa35 gene. The schematic diagram is as follows:
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Technical routes aac

a

> The Naa35 gene has 17 transcripts. According to the structure of Naa35 gene, exon3-exon6 of Naa35-
201(ENSMUST00000022038.15) transcript 1s recommended as the knockout region. The region contains 392bp coding

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

> In this project we use CRISPR/Cas9 technology to modify Naa35 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 in specific tissues and cell types.
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> Transcript Naa35-206&214 may not be affected.

> The Naa35 gene is located on the Chrl3. 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 1s 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)
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Naa35 N(alpha)-acetyltransferase 35, NatC auxiliary subunit [Mus musculus (house mouse)]

Gene ID: 78689, updated on 3-Jan-2021

~ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

SIHhEEAFLEDRSEBNABELAT

Maal5 provi

ided by MGI
M(alpha)-acetyltransferase 35, NatC auxiliary subunit ¢

MGI:MGI:1925939

yMGI

owided b

Ensembl:ENSMUSGO00000021555

protein coding
VALIDATED
Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia;
Myomorpha; Muroidea; Muridae; Murinae; Mus; Mus

A330021G12Rik, A330027C19Rik, Al158944, C030004C14Rik, Makl, Makl0

Ubiquitous expression in CNS E14 (RPKM 22.3), CNS E11.5 (RPKM 21.9) and 28 other tissuesSee more

human all
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Transcript information (Ensembl) X5

GemPharmatech

The gene has 17 transcripts,all transcripts are shown below:

MName
Naa35-2001
Naa35-215
NMaa35-208
Naa35-214
Naa35-206
MNaa35-210
Naa35-204
NMaa3s5-207
Naa35-202
Naa35-217
Naa=3ZsS5-216
Naa=325-212
NaaZ3ZSsS-203
Naa3s5-209
Naa=35-213
NaaZ35-205

MNMaaz3Zs5-21 1

Transcript 1D

EMNSMUSTOOOOOO2203I2.15

ENSMUSTOOOOOI 72473 9

. B

EMNSMUSTOOOOO0IGE923.

[l

EMNSMUSTOOOOOI T2 66.

EMNSMUSTOOOOO0IGS253.

ENSMUSTOOOOOIGE3IGF.

EMNSMUSTOOOOO0I 6303 3 .

EMNSMUSTOOOOO0IGS891 .

ENSMUSTOOOOO1 63

IS,

EMNSMUSTOOOOO225 67 0.

EMNSMUISTOODOODO029 73 99,

EMNSMUSTOOOODOE 731 397 .

EMNSMUASTOOOOO0IEGS52T .

EMNSMUISTOOOOOI G820

ENSMUSTOOOOO0E 72131 8.

ENSMUSTOOOO00I G511 29,

ORGSR o Vv VI VR IR VR s R R N o)

EMNSMUSTOODOOI G862 3.
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IFa3
1207
FTIS
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FFa
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Proteimn

F2S5aa

A0Zaa

2I6aa

21 3aa

1a7aa=

1d1Jdaa

152aa

Mo
No
No

o

MNo
MNo
MNo

Mo

protein
protein
protein
protein
protein
protein
protein
protein
protein

protein

Biotype

Protein coding

CCDsS

Protein coding -

Protein coding -

Protein coding -

Protein coding -

Protein coding -

Monsense meadiated decawy -

Processed transcript -

Retained intron -

Retaimned intron -

Retained intran -

Retained intraon -

Retained intran -

Retained intraomn -

Retained intramn -

Retained intraon -

Retained intran -

CCDS265 75

UniProt Flags

TSL:1 . GEMNCODE basic , APPRIS P1L .

CDS 5" and 2 incomplete ., TSL:S ,
CcCDs 2 incomplete , TSL:S

CDS 5" and 2" incomplete . TSL:3 .,

CDS 5" and 2 incomplete , TSL=3 ,
CcDs ' incomplete , TSL:S .,
CDS 5' incomplete , TSL:S |,

TSsSL:=3= ,

TSL:=1 ,

TSL= .,
TSL::S .,
TSL:= ,
TSL:Z2 |,
TSL:= ,
TSL:=2 .,

The strategy is based on the design of Naa35-201 transcript,the transcription is shown below:

Naa3s-201 =
protein coding
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Genomic location distribution xX15
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I 70.66 kb Forward strand g
59.58Mb 59.60Mb 59.62Mb 59.64Mb
Genes [ g i =, e —— |
i Naa35-210 > Gmd7246-201 = MNaa35-207 = i
protein coding TEC processed transcript

H— —
Maa35-201 =
protein coding

B e

Naa35-208 > Naa35-202 > Naa35-216 >
protein coding retained intron retained intron
e =] -0
Naa35-217 > Naa35-214 > Naa35-213 >
retained intron protein coding retained intron
== = ke R e e
Naa35-215 >
protein coding
0 —4+—Fr+——+H
Naa35-203 > Naa35-212 >
retained intron retained intron
i i e Tl oy 1 ot i A
Naa35-204 > Naa35-211 >
nonsense mediated decay retained intron
=== i
MNaa35-209 >
retained intron
[=——==p=
Naa35-206 >
protein coding
i
Naa35-205 >
retained intron

< Agtpbpl-220
- protein coding

pr
Cbd—i-
< Agtpbpl-205 < Golm1-201
processed transcript protein coding
= ' W =
< Golm1-202
protein coding
Regulatory Build. | i I W] |
[
59.58Mb 59.60Mb 59.62Mb 59.64Mb
—g Reverse strand 70.66 kb 1l

Regulation Legend
N CTCF
Enhancer
Open Chromatin
B Promoter
I Promoter Flank
| Transcription Factor Binding Site

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

Non-Protein Coding
B processed transcript
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ENSMUSPOOOO0022... —
MobIDB lite. e
Low complexity (Seq)
Pfam. -Ellp-HEl--EIEEb,'l‘h'Elr.‘;E-I'EE-E 35, NatC auxiliary subunit
PANTHER. T T ’
All sequence SNPs/i.... S?E}LIE‘HCﬁ' variants (dbSNP and all other sources) ] , 0o :
Variant Legend
missense variant

| synonymous variant

Scale bar 0 B0 160 240 320 400 480 560 640 725

SIHhEEAFLEDRSEBNABELAT GemPharmatech Co., Ltd. 400-9660890



GemPharmatech

Mouse phenotype description(MGI ) £ RXTSR

Phenotype Overview
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Phenotypes affected by the gene are marked in blue. Data quoted from MGI database(http.//www.informatics.jax.org/).
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890

FRERLA RN F2

GemPharmatech Co.,Ltd




