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Project Overview @

Project Name Fnl
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 Frnl gene. The schematic diagram is as follows:
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Technical routes
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> The Fnl gene has 17 transcripts. According to the structure of Fnl gene, exon7-exonl3 of Fnl-201
(ENSMUSTO00000055226.12) transcript is recommended as the knockout region. The region contains 1097bp coding sequenc

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

> In this project we use CRISPR/Cas9 technology to modify Frnl gene. The brief process is as follows: CRISPR/Cas9 system w
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Notice
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> According to the existing MGI data,Mutants are defective in mesodermal function. Null mutants are embryonic
lethal with major patterning and organizational defects. Conditional mutants live and show increased

neuronal apoptosis and susceptibility to induced cerebral ischemia.

> The Fnl 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 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) XI5
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Fn1 fibronectin 1 [Mus musculus (house mouse)]
Gene |ID: 14268, updated on 26-Mar-2019
« Summary #)12

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

Fn1 provided by MGI

fibronectin 1 provided by MGI
MGEMGLES5566
EnsemblENSMUSG000000261593

protein coding
VWALIDATED
Mus musculus

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

Murocidea; Muridae; Murinae; Mus; Mus

E330027I09, Fn, Fn-1

Broad expression in placenta adult (RPKM 211.5), liver E18 (RPKM 196.6) and 22 other tissuesSee more

human all
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Transcript information (Ensembl) = RIS
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The gene has 17 transcripts,all transcripts are shown below:

Name Transcript ID bp Protein Biotype ccDs UniProt Flags
Fn1-201 | ENSMUST 0000005522612 | 8315 | 2477aa CCDS15031 P112786 TSL:1 GENCODE basic APPRIS P3
Fn1-214 | ENSMUSTO0000188694.6 |B043 | 23B86aa coding CCDS78612 | ADADBTWRS0 | TSL:1 GENCODE basic APPRIS ALT 2
Fn1-211 | ENSMUST00O000187938.6 | 7965 | 2361aa coding CCDS78611 Q3UHLE TSL:1 GENCODE basic APPRIS ALT2
Fn1-203 | ENSMUST0O0001B86129.6 | 7797 | 2296aa coding CCDS78609 | ADADBTWSNG | TSL:1 GENCODE basic APPRIS ALT 2

Fn1-217 | ENSMUSTO000001907806 |7694 | 2271aa CCDS78608 BOEHTE TSL:1 GENCODE basic APPRIS ALT2

Fn1-213 | ENSMUSTO0O0DD1B8674.6 | 7680 | 2266aa CCDS78610 | ADAOBTWSSE | TSL:1 GENCODE basic APPRIS ALT 2

Fn1-216 | ENSMUST00000189621.6 | 7410 | 217Gaa Protein coding CCDS78607 B7TZMNJ1 TSL:1 GENCODE basic APPRIS ALT2
Fn1-208 | ENSMUSTO0000186940.6 |1350| 3B83aa Protein coding - Q4KLBO TSL:1 GENCODE basic
Fn1-206 | ENSMUSTO00000186736.1 | 671 160aa Protein coding B ADADBTWQWSE CDS 3' incomplete TSL:3
Fn1-210 | ENSMUSTOD0001B87627.1 | 1190 200aa Nonsense mediated decay ] ADAOBTWSS9 CDS &' incomplete TSL:5
Fn1-209 | ENSMUSTO00001869851 | B16 G7aa Nonsense mediated decay ] ADADBTWSUG CDS 5' incomplete TSL:5
Fn1-205 | ENSMUSTOD000186613.1 | 426 7laa MNonsense mediated decay - ADADBTWQED CDS 5' incomplete TSL:3
Fn1-202 | ENSMUSTO0000185408.6 | 4022 | No protein Retained intron - - TSL:2

Fn1-215 | ENSMUST00000189160.1 | 2778 | No protein - - TSL:S
Fn1-207 | ENSMUSTOO0000186879.1 | 2104 | No protein - - TsLA

Fn1-212 | ENSMUST000001688092.1 | 703 | No protein - - TsL2
Fn1-204 | ENSMUSTO00000186575.1 | 495 | No protein - - TsL2

The strategy is based on the design of Fnl-201 transcript,The transcription is shown below
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Genomic location distribution RRLE)
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Gene Legend

Protein Coding
 merged Ensembl/Havana
B Ensembl protein coding

Non-Protein Coding
N RNA gene
B processed transcript

Regulation Legend
I CTCF
Enhancer
Open Chromatin
E Promoter
B Promoter Flank
[ Transcription Factor Binding Site
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Protein domain RIS
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Mouse phenotype description(MGI1 ) BRI R
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Phenotype Overview a

& &
& & & & NP
«5*'5“ ﬁﬁ? ¢{aﬁ.ﬂ {E'%'bb-aj le:ﬁ. ﬁf' :.,;?u < ‘s;d:‘ o S
R
¥ ‘“&ﬂ@h '«fa':‘db ﬁ*ﬁ&ﬂq@}ﬁa‘}#@%ﬁﬁu #ﬁ & 15‘(& ~ N &
P N g% & 302 P & W 3% Eﬁ@{“ﬂqpe «F
TP L P RS S0P @@ F . @
.Qc#’;q@&nxf &E}'ﬂ* w-c}-lﬂ{-'gﬂ g ‘F_ﬁr &° @b@a@ﬁ;&@ & {j‘ g ‘i“#@oﬂ P ‘ﬁ: ot"?x{aég- @*&ﬁp‘:‘\
D P B P 0 Eﬁ@} fi‘n\(g? @S EE R JF“?«:@‘Q & & R té”qé“' @ 4P

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,Mutants are defective in mesodermal function. Null mutants are embryonic lethal with
major patterning and organizational defects. Conditional mutants live and show increased neuronal apoptosis and

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