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Project Overview

Project Name                      Trim28-p.K290R

Project type                        cas9-ki(PM)

Strain background             C57BL/6JGpt
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Technical Description

• The mouse Trim28 gene has 10 transcripts.

• This project produced Trim28-p.K290R point mutation on exon 6 of the transcript of Trim28-

201(ENSMUST00000005705.7). The 869th nucleotide of Trim28 CDS is mutated from A to G, The 290th amino acid will 

be mutated from K(Lys) to R(Arg).

• In this project, Trim28 gene will be modified by CRISPR/Cas9 technology. The brief process is as follows: In vitro, sgRNA 

and donor vectors were constructed. Cas9, sgRNA and donor were injected into the fertilized eggs of C57BL/6JGpt mice 

for homologous recombination, and obtained positive F0 mice identified by PCR and sequencing analysis. The stable 

inheritable positive F1 mice model was obtained by mating F0 mice with C57BL/6JGpt mice.
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 Analysis of Homology

Identity positions：93.1%

                 1                                                                                                100
mTrim28-P    (1) MAASAAATAAASAATAASAASGSPGSGEGSAGGEKR---PAASSAAAASAAASSPAGGGGEAQELLEHCGVCRERLRPERDPRLLPCLHSACSACLGPAT
hTRIM28-P    (1) ----MAASAAAASAAAASAASGSPGPGEGSAGGEKRSTAPSAAASASASAAASSPAGGGAEALELLEHCGVCRERLRPEREPRLLPCLHSACSACLGPAA
Consensus    (1)      AASAAAAAA AASAASGSPG GEGSAGGEKR   PAAAAAAAASAAASSPAGGGAEA ELLEHCGVCRERLRPERDPRLLPCLHSACSACLGPA 
                 101                                                                                              200
mTrim28-P   (98) PAAANNSGDGGSAGDGAMVDCPVCKQQCYSKDIVENYFMRDSGSKASSDSQDANQCCTSCEDNAPATSYCVECSEPLCETCVEAHQRVKYTKDHTVRSTG
hTRIM28-P   (97) PAAANSSGDGGAAGDGTVVDCPVCKQQCFSKDIVENYFMRDSGSKAATDAQDANQCCTSCEDNAPATSYCVECSEPLCETCVEAHQRVKYTKDHTVRSTG
Consensus  (101) PAAAN SGDGGAAGDG MVDCPVCKQQCFSKDIVENYFMRDSGSKAASDAQDANQCCTSCEDNAPATSYCVECSEPLCETCVEAHQRVKYTKDHTVRSTG
                 201                                                                                              300
mTrim28-P  (198) PAKTRDGERTVYCNVHKHEPLVLFCESCDTLTCRDCQLNAHKDHQYQFLEDAVRNQRKLLASLVKRLGDKHATLQKNTKEVRSSIRQVSDVQKRVQVDVK
hTRIM28-P  (197) PAKSRDGERTVYCNVHKHEPLVLFCESCDTLTCRDCQLNAHKDHQYQFLEDAVRNQRKLLASLVKRLGDKHATLQKSTKEVRSSIRQVSDVQKRVQVDVK
Consensus  (201) PAKSRDGERTVYCNVHKHEPLVLFCESCDTLTCRDCQLNAHKDHQYQFLEDAVRNQRKLLASLVKRLGDKHATLQK TKEVRSSIRQVSDVQKRVQVDVK
                 301                                                                                              400
mTrim28-P  (298) MAILQIMKELNKRGRVLVNDAQKVTEGQQERLERQHWTMTKIQKHQEHILRFASWALESDNNTALLLSKKLIYFQLHRALKMIVDPVEPHGEMKFQWDLN
hTRIM28-P  (297) MAILQIMKELNKRGRVLVNDAQKVTEGQQERLERQHWTMTKIQKHQEHILRFASWALESDNNTALLLSKKLIYFQLHRALKMIVDPVEPHGEMKFQWDLN
Consensus  (301) MAILQIMKELNKRGRVLVNDAQKVTEGQQERLERQHWTMTKIQKHQEHILRFASWALESDNNTALLLSKKLIYFQLHRALKMIVDPVEPHGEMKFQWDLN
                 401                                                                                              500
mTrim28-P  (398) AWTKSAEAFGKIVAERPGTNSTGPGPMAPPRAPGPLSKQGSGSSQPMEVQEGYGFGS-DDPYSSAEPHVSGMKRSRSGEGEVSGLLRKVPRVSLERLDLD
hTRIM28-P  (397) AWTKSAEAFGKIVAERPGTNSTGPAPMAPPRAPGPLSKQGSGSSQPMEVQEGYGFGSGDDPYSSAEPHVSGVKRSRSGEGEVSGLMRKVPRVSLERLDLD
Consensus  (401) AWTKSAEAFGKIVAERPGTNSTGPAPMAPPRAPGPLSKQGSGSSQPMEVQEGYGFGS DDPYSSAEPHVSGMKRSRSGEGEVSGLLRKVPRVSLERLDLD
                 501                                                                                              600
mTrim28-P  (497) LTSDSQPPVFKVFPGSTTEDYNLIVIERGAAAAAAGQAGTVPPGAPGAPPLPGMAIVKEEETEAAIGAPPAAPEGPETKPVLMPLTEGPGAEGPRLASPS
hTRIM28-P  (497) LTADSQPPVFKVFPGSTTEDYNLIVIERGAAAAATGQPGTAPAGTPGAPPLAGMAIVKEEETEAAIGAPPTATEGPETKPVLMALAEGPGAEGPRLASPS
Consensus  (501) LTADSQPPVFKVFPGSTTEDYNLIVIERGAAAAA GQ GT P G PGAPPL GMAIVKEEETEAAIGAPP A EGPETKPVLM L EGPGAEGPRLASPS
                 601                                                                                              700
mTrim28-P  (597) GSTSSGLEVVAPEVTSAPVSGPGILDDSATICRVCQKPGDLVMCNQCEFCFHLDCHLPALQDVPGEEWSCSLCHVLPDLKEEDGSLSLDGADSTGVVAKL
hTRIM28-P  (597) GSTSSGLEVVAPEGTSAPGGGPGTLDDSATICRVCQKPGDLVMCNQCEFCFHLDCHLPALQDVPGEEWSCSLCHVLPDLKEEDGSLSLDGADSTGVVAKL
Consensus  (601) GSTSSGLEVVAPE TSAP  GPG LDDSATICRVCQKPGDLVMCNQCEFCFHLDCHLPALQDVPGEEWSCSLCHVLPDLKEEDGSLSLDGADSTGVVAKL
                 701                                                                                              800
mTrim28-P  (697) SPANQRKCERVLLALFCHEPCRPLHQLATDSTFSMEQPGGTLDLTLIRARLQEKLSPPYSSPQEFAQDVGRMFKQFNKLTEDKADVQSIIGLQRFFETRM
hTRIM28-P  (697) SPANQRKCERVLLALFCHEPCRPLHQLATDSTFSLDQPGGTLDLTLIRARLQEKLSPPYSSPQEFAQDVGRMFKQFNKLTEDKADVQSIIGLQRFFETRM
Consensus  (701) SPANQRKCERVLLALFCHEPCRPLHQLATDSTFSLDQPGGTLDLTLIRARLQEKLSPPYSSPQEFAQDVGRMFKQFNKLTEDKADVQSIIGLQRFFETRM
                 801                                 839
mTrim28-P  (797) NDAFGDTKFSAVLVEPPPLNLPSAGLSSQELSG-PGDGP
hTRIM28-P  (797) NEAFGDTKFSAVLVEPPPMSLPGAGLSSQELSGGPGDGP
Consensus  (801) NDAFGDTKFSAVLVEPPPL LP AGLSSQELSG PGDGP

 

hTRIM28-P-289K-mTrim28-P-290K
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Mutation Site
Before mutation

After mutation

The yellow region is exon6 of Trim28-201, and the red region represents the p.K290R mutation site. 
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Strategy
This model uses CRISPR/Cas9 technology to edit the Trim28 gene and the schematic diagram is as follow:
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Notice
Ø According to the data of MGI, homozygotes for a targeted disruption of this gene develop normally until the blastocyst stage 

and undergo uterine implantation, but become arrested at the early egg-cylinder stage, fail to gastrulate, and are completely 

resorbed by E8.5.

Ø  One or two synonymous mutations of amino acids will be intronduced on exon6 of Trim28.

Ø Mouse Trim28 gene is located on Chr7. Please take the loci in consideration when breeding this mutation mice with other 

gene modified strains, if the other gene is also on Chr7, it may be extremely hard to get double gene positive homozygotes.

Ø The scheme is designed according to the genetic information in the existing database. Due to the complex process of gene 

transcription and translation, it cannot be predicted completely at the present technology level.
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Gene name and location（NCBI）
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Transcript information（Ensembl）
The gene has 10 transcripts, and all transcripts are shown below:

The strategy is based on the design of Trim28-201 transcript, the transcription is shown below:
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Genomic location distribution
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Protein domain
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Mouse phenotype description(MGI )

URL link is as follows:
http://www.informatics.jax.org/marker/MGI:109274

Homozygotes for a targeted disruption of this gene develop normally until the blastocyst stage and undergo 
uterine implantation, but become arrested at the early egg-cylinder stage, fail to gastrulate, and are 
completely resorbed by E8.5.



If you have any questions, please feel free to contact us.
Tel: 025-5864 1534


