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Ablim1 Cas9-KO Strategy

Designer: Daohua Xu
Reviewer: Huimin Su

Design Date: 2019-11-22
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Project Overview @

Project Name Abliml1
Project type Cas9-KO
Strain background C57BL/6JGpt
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Knockout strategy RS
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This model will use CRISPR/Cas9 technology to edit the Ablim1 gene. The schematic diagram is as follows:
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Technical routes
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> The Ablim1 gene has 21 transcripts. According to the structure of Ablim1 gene, exon2-exon26 of Ablim1-201
(ENSMUST00000079360.11) transcript is recommended as the knockout region.The region contains most of the coding

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

> In this project we use CRISPR/Cas9 technology to modify Ablim1 gene. The brief process is as follows: CRISPR/Cas9 syster
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> According to the existing MGI data,Mutant mice lacking the retina-specific isoform are healthy, fertile,

and show no defects in retinal development or retinofugal projections.

> The Ablim1 gene is located on the Chrl9. 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.

SIHEEABFLEDRTRBNABRAT GemPharmatech Co., Ltd. 400-9660890



Gene information (NCBI)
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Ablim1 actin-binding LIM protein 1 [Mus musculus (house mouse)]

Gene |ID: 226251, 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

Ablim1 provided by MGI

actin-binding LIM protein 1 provided byMGI1

MGEMGE1194500

EnsemblENSMUSG00000025085

protein coding

VALIDATED

Mus musculus

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

2210411 C18Rik, 2610209L21Rik, 4833406P10Rik, 8330196J19Rik, AVO79770, AWOG0987, AW215784, Limab1, mKIAADDSS
Ubiguitous expression in thymus adult (RPKM 23.3), heart adult (RPKM 17.9) and 25 cther tissuesSee more

human all
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Transcript information (Ensembl) EE X1
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The gene has 21 transcripts,all transcripts are shown below:

Name Transecript ID bp | Protein Biotype cCcDS UniProt Flags

Ablim1-201 | ENSMUST 0000007 011|7152| BB1aa |Protein coding | CCOS38027 | ESQK41 TSL:56 GENCODE basic

Ablim1-202 | ENSMUST 000000992948 | 6232| B54aa | Protein coding | CCDS70964 | QBKAGS TSL:5 GENCODE basic APPRIS ALT2

Ablim1-207 | ENSMUST00000111529.7 | 5927 | 426aa | Protein coding | CCDSB4456 | ESQ9D1 TSL:5 GENCODE basic

Ablim1-203 | ENSMUSTO000001049028 |65907 | S545aa | Protein coding | CCOS50478 | ESQ030 TSL:5 GENCODE basic

Ablim1-209 | ENSMUST000001115

2267| 7Z01aa |Protein coding | CCDS50479 | QBKAGS TSL:5 GENCODE basic APPRIS P3

Ablim1-208 | ENSMUST00000111544.7 | 2231 GG68aa | Protein coding | CCDS70963 | E9QS8CT TSL:5 GENCODE basic

Ablim1-213 | ENSMUSTO00000111550.7 | 3184 | Tid4aa | Protein coding = ESQ8COo TSL:5 GENCODE basic

Ablim1-212 | ENSMUSTO0000111558.7 | 3123 | 744aa | Protein coding - E8QSCH TSL:5 GENCODE basic

Ablim1-210 | ENSMUSTO00000111550.7 | 2731 GE82aa | Protein coding - ESQSC4 TSL:5 GENCODE basic

Ablim1-211 | ENSMUSTO0000011155667 | 2562 | 777aa | Protein coding 2 ESQIC2 TSL:6 GENCODE basic

Ablim1-206 | ENSMUST00000111528.7 | 2481 454aa Protein coding i ESQOD2 TSL:5 GENCODE basic
Ablim1-205 | ENSMUSTO0000111526.7 | 2164 400aa - ESQ8Q7 TSL:5 GENCODE basic
Ablim1-204 | ENSMUST00000111524.7 | 1251 26B8aa Protein coding N QBK4G5 TSL:A GENCODE basic
Ablim1-216 | ENSMUSTO0000133369.1 | 875 Protein coding - EGYHES 5" and 3' truncations in transcript evidence prevent annotation of the start and the end of the CDS. CDS 5' and 3" incomplete TSL:3
Ablim1-221 | ENSMUSTO0000156316.7 | 3603 | No protein | R = E TsL2
Ablim1-217 | ENSMUSTOO 10587 | No protein | Retained intron - - TsL2
Ablim1-214 656  No protein | Retained intron N P TSL3
Ablim1-215 987 |Noprotein|  INcANA - - TsLA
Ablim1-218 758 | No protein IncRMNA = & TSLE
Ablim1-220 ENSMUST0000 717 | Mo protein _IncRNA - - TsLA
Ablim1-218 | ENSMUST00000134430.7 | 533 |No protein | IncANA - - TSL3

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

< Ablim1-201
protein coding

- Reverse strand 183.30 kb |
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Genomic location distribution TR GR
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Gene Legend
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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