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Project Overview @

Project Name Mgll
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 Mgll gene. The schematic diagram is as follows:
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Technical routes
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> The Mgll gene has 10 transcripts. According to the structure of Mgll gene, exon3 of Mgll-207
(ENSMUST00000163271.7) transcript 1s recommended as the knockout region.The region contains 107bp coding sequence.

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

> In this project we use CRISPR/Cas9 technology to modify Mgll gene. The brief process is as follows: CRISPR/Cas9 system ©

SIHhEEAFLEDRBEBNABELAT GemPharmatech Co., Ltd. 400-9660890



Notice

>R
)
:-:m

~
g}
A
=5

GemPha

> According to the existing MGI data,Mice homozygous for a gene trapped allele exhibit hypoalgesia, increased
body temperature, and decreased fatty acid levels. Mice homozygous for a targeted allele exhibit impaired

lipolysis and improved glucose homeostasis on a high-fat diet.

>Transcript Mgll-206&210 may not be affected.

> The Mgll gene is located on the Chr6. 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.

AEEYRERNAEAT GemPharmatech Co., Ltd. 400-9660890



Gene information (NCBI)
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Mgll monoglyceride lipase [Mus musculus (house mouse)]

Gene |ID: 23945, updated on 31-Jan-2018

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as

Summary

Expression
Orthologs

ST EEZED,

Mgll provided by MGI
monoglyceride lipase provided byMGI
MGEMGLE1346042

EEYRERNERAT

EnsemblENSMUSGO0000033174

protein coding

REVIEWED

Mus musculus

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

AASB9436, Magl, Mgl

This gene encodes a monoglyceride lipase, which catalyzes the hydrolysis of monoglycerides into fatty acids and glycerol. This enzyme is
also thought to hydrolyze the endocannabinoid 2-arachidonoylglycercl. Alternatively spliced transcript variants have been described.
[provided by RefSeq, Oct 2009]

Biased expression in subcutanecus fat pad adult (RPKM 221.3), genital fat pad adult (RFKM 144.9) and 14 cther tissuesSee more
human all
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Transcript information (Ensembl)
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The gene has 10 transcripts,all transcripts are shown below:

Mame
Mgll-207
Mgll-201
Mgli-204
Mgli-203
Mgll-205
Mgli-202
Mgli-209
Mgll-208
Mgll-206
Mgll-210

Transcript ID

=]

ENSMUSTO0000183271.

ENSMUSTO0000089449 4

ENSMUSTO0000113585.8

ENSMUSTO0000113582.7

ENSMUSTO0000150180.3

ENSMUSTO0000113581.7

ENSMUSTOODOD203E24.

il

ENSMUSTOO000203608.2

ENSMUSTO0000151599.3

ENSMUSTO0000205045 1

bp Protein
35991 d159aa
aBag7| 303aa

3676 | 303aa

1034 2hBaa

1312
1308, 331aa

10256 47aa
767 47aa
443  No protein

480 Mo protein

Biotype

Monsense mediated decay

Monsense mediated decay

Frocessed transcript

cCcDs UniProt Flags
CCDS551843 ESQ3B9 TSL1 GENCODE basic
CCDS20338 035678 T8L1 GENCODE basic APPRIS P1
CCDS20338 035678 TSL1 GENCODE basic APPRIS P1
CCDS51844 Q3UENA TSL1 GENCODE basic
- 035678 TSL1 GENCODE basic
5 D3YYSE TsL5 GENCODE basic
- ADADNASLIZ2 TSL&
- ADAON4SUZ2 TsL3
3 - T3L2
5 - TsL2

The strategy is based on the design of Mgll-207 transcript,The transcription is shown below

Mgll-207 =
protein coding

103.66 kb

Forviard stramnd e
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Genomic location distribution TR GR
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123.95 kb Forvsard strand
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protein coding
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protein coding
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processed transcript TEC retained intron
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Mgll-208 >

nonsense mediated decay
i
Mgll-202 >

protein coding
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Mgll-205 >

protein coding

e ————————————
Mgll-207 >

protein coding
—————————
Mgll-201 >

protein coding

Mgll-209 >

nonsense mediated decay

|=m]
Gm44005-201 >
TEC

=l
Gm43999-201 =
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i < Gm26588-202 < Gm43937-201
antisense TEC

40
< Gm26588-201
antisense

88.72Mb 88.74MbE 88.76Mb 88.78Mb 88.80Mb 88.82Mb
strand 123.95 kb

Regulation Legend
CTCF

Enhancer

©pen Chromatin

Promoter

Promoter Flank

Transcription Factor Binding Site

Motif Feature Legend
W Verified experimentally
B Mot verified

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

Mon-Protein Coding
B processed transcript
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Protein domain %

ENSMUSPOOOOO127Y...
MobiDB lite.
hmmpanther, 3
superfamily domains pha/Beta hydrelase to
Prints domain, i e —;
1 R R ———@™—@—.
Pfam_ domain Serine aminopeptidase, 533
Gene3D. Alpna/Beta NyQroEse 0]
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Variant Legend
Bl stop gained

B stop lost
missense variant

| synonymaous variant
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Mouse phenotype description(MGI1 ) BRI R
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Phenotype Overview ﬂ
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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 gene trapped allele exhibit hypoalgesia, increased body

temperature, and decreased fatty acid levels. Mice homozygous for a targeted allele exhibit impaired lipolysis and improved

glucose homeostasis on a high-fat diet.
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If you have any questions, you are welcome to inquire.
Tel: 400-9660890
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