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Donor and CRISPR/Cas9 System

ENSMUST00000176691.8
Wild-type allele i H . ﬁ/
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1 3 4 5 6
ATG TAG
R e B o] —
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1 3 4 5 6a 6b

%CR[SPR/CGSQ Uncoding region . Coding region |:| P24
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R#Eensembleub S 2, Bnc2ZEREB22MERAK, ERhFHINERAEEGTEERCCDS,

IRIBBnc2 B, 1EIFHEFRABnc2-215 (ENSMUST00000176691.8)4 F A B THIVE, I5P24-CreERTHENE
Bnc2 B A EIFAR IS a7, B ECreERT2IERIRBnc2 R RIAIT T RIE

Bnc2-21555 R KB &6 exons, BNFRIGAI S ATGI Texon 1, FNFLIEAM A TAGYI LT exon 6, #BA51032 aa.
KI5 B R FHCRISPR-Cas9F AR X Bne2 B F #1TIE 1. BMETIEN T HIMIZER K, 1FCRISPR-Casofk R F0
Donor#i {4 & WE 5T EIC57BL/6JGpt/ MR BV ZAFIRH, FRISFOR /MR . EPCRFMN I IE IEABRIFOL PR VR,
5C57BL/6JGpt/ MR R EL IR 15 AT R IR MR HUF 1K PR M /N FRAREY
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> AR (MGD &7R, Bn2ERRBBRRNAEFIREER240AEIET.

6B FIEIIANI 2N FEERIEE . FHIA. GRBERNESIARBNEE, ERRDER, BIEEMTGARHZT

FE R B8 o

AN ERELIP2AER, RPERLRERRRMEE, ERSEYVIRARIMNERS T, I EERSHBP2AFIIEFLZAK.

BANMETHEESEESSEN (CA) , REGEESEDEART.

URADAE R AN Bnc2-204&2068&207&210&211&213&216&217&218&219&220&222 B F 5| R 5228, AR EH SR .

A SRBR N AESRAD 4L R AN Bnc2-203&208&2098&22 1 BYEZNm A o

URABEERABnc2- 214 AR IE FUEMEEHRBERAWUES—H, AREITHEZIMMAKN.

Bne2BRAMFank s, mRGHERBADREEMNRRARE, FRERNMNERMTR—EEEFLE, BFUETE

FEINERAEESEMR/NREX

> AAZRERBENEEEEFWERER R AERRBXFMUTRZ EIEAINEFT, AIgEaZMEARERIAE. mRNAR
EFEYEERE, EMBREARKETA AN, ZWERIERATFEMEE, BHTHE—PXE.
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MBERBEER

Pt EE$E : https://www.informatics.jax.org/allele/summary?markerld=MGI:2443805&allele Type=Targeted

Allele Symbol 2 Chr T Synonyms Category Z Abnormal Phenotypes Reported in these
Gene; Allele Name Systems
Bncotm 1a(KOMP)Wtsi Targeted
basonuclin 2; targeted mutation 1a, 4 (Conditional ready,
Wellcome Trust Sanger Institute Null/knockout, Reporter)
Bncotm 1b(KOMP)Wtsi Targeted
basonuclin 2; targeted mutation 1b, 5 (Null/knockout, behavior, vision/eye
Wellcome Trust Sanger Institute Reporter)
B ~tmie(KOMP)Wtsi Targeted

nc2

) ) 4 (Null/knockout,

basonuclin 2; targeted mutation 1e, Reporter)
Wellcome Trust Sanger Institute (Cell Line)
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Click cells to view annotations.

Mice homozygous for a gene trap insertion die within 24 hrs of birth and display cleft palate, an overall size
reduction of the head and tongue, and abnormal craniofacial bone development due to impaired multiplication
of embryonic craniofacial mesenchymal cells.

https://www.informatics.jax.org/marker/MGI:2443805
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EE TR Bnc2
EEID (NCBI) 242509

E EINCBI#:$ (NCBI)

https://www.ncbi.nlm.nih.gov/gene/242509

H [E|Ensembl§& =

http://useast.ensembl.org/Mus musculus/Gene/Summary?g=ENSMUSG000000
28487;=4:84193332-84593512

EREBNE

Chr 4
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EEZFRF{ALE (NCBI)

' Bnc2 basonuclin 2 [ Mus musculus (house mouse) ]

1
1 Gene ID: 242509, updated on 7-Feb-2023

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Summary

Expression
Orthologs

-

Genomic context

Location: 4;4C3-C4

Exon count: 11

Annotation release
109
108.20200622

Bnc2 provided by MGI

basonuclin 2 provided by MGI

MGIEMGI 2443805

Ensembl:ENSMUSG00000028487 AllianceGenome MGI 2443805
protein coding

WALIDATED

Mus musculus

& Download Datasets

»
. ]

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha; Murcidea; Muridae;

Murinae; Mus; Mus
5031434M0O5Rik: 8430420F16Rik

Enables DNA binding activity. Acts upstream of or within several processes, including endochondral bone growth; roof of mouth development; and tongue
development. Located in nucleus. |s expressed in several structures, including genitourinary system: jaw; nervous system: nose; and skin. Orthologous to human

BNC2 (basonuclin 2). [provided by Alliance of Genome Resources, Apr 2022]
Biased expression in limb E14.5 (RPKM 4.5), bladder adult (RPKIM 2 8) and 13 other tissues See more

human all

Try the new Gene table
Try the new Transcript table

Status . Assembly
current GRCm39 (GCE_000001635 27)
previous assembly GRCm38.p6 (GCE_000001635.26)

[ 34025534 b 1

. Location
NC_000070.7 (84185041.84594132, complement)
NC_000070.6 (84266804 ..84676029, complement)

=7

See Bnc2 in Genome Data Viewer

[ a4e62854 p

G2 in
Gn33597
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¥ RS2 (Ensembl)

ZERABRLIMERE, MEERFERWTE:

Transcript ID Name bp  Protein  Biotype ccDs UniProt Match Flags
ENSMUST00000102820.9 | Bnc2-201 4133 | 1127aa | Protein coding Q8BMQ3-1&’ | Ensembl Canonical GENCODE basic APPRISALT2 TSL:5
ENSMUSTO00000176612.8 | Bnc2-214 3963 861aa | Protein coding H3BLGB& GENCODE basic TSL:5
ENSMUST00000107198.9 Bnc2-202 3948 | 1099aa | Protein coding H3BIU2 &? GENCODE basic APPRIS P4 TSL:5
ENSMUST00000176691.8 | Bnc2-215 3385 1032aa | Protein coding CCDS18301 Q8BMQ3-21 GENCODE basic APPRISALT2 TSL:1
ENSMUSTO00000176418.8 Bnc2-211 1236 | 405aa ] Protein coding H3BKX5e& TSL:5 CDS 3'incomplete
ENSMUSTO00000175800.8 | Bnc2-206 1232 | 294aa I Protein coding H3BJO3 g TSL:5 CDS 3' incomplete
ENSMUST00000176971.2 | Bnc2-218 1127 | 239aa ] Protein coding H3BL10& TSL:5 CDS 5' incomplete
ENSMUST00000176947.8 | Bnc2-217 763 237aa | Protein coding H3BKJ2 & TSL:5 CDS 3 incomplete
ENSMUSTO0000176702.8 | Bnc2-216 723 241aa | Protein coding H3BIY6 & TSL:5 CDS &' and 3' incomplete
ENSMUST00000175969.8 | Bnc2-207 636 181aa | Protein coding H3BL54 & TSL:5 CDS 3'incomplete
ENSMUSTO00000177040.2 | Bnc2-220 626 126aa | Protein coding H3BJR1&7 TSL:5 CDS 5' incomplete
ENSMUSTO00000176370.2 | Bnc2-210 566 29aa | Protein coding H3BJES & TSL:5 CDS 3'incomplete
ENSMUST00000177277.8 | Bnc2-222 561 85aa | Protein coding H3BKYB& TSL:5 CDS 5'incomplete
ENSMUSTO00000175756.8 | Bnc2-204 364 87aa | Protein coding H3BKRI# TSL:5 CDS 3' incomplete
ENSMUSTO00000176601.2 | Bnc2-213 280 86aa | Protein coding H3BKQ4 & TSL:5 CDS 5' incomplete
ENSMUSTO00000176998.8 | Bnc2-219 276 82aa | Protein coding H3BK787 TSL:5 CDS 5' incomplete
ENSMUSTO00000176346.8 | Bnc2-209 692 64aa | Nonsense mediated decay H3BJD5&F Islit3
ENSMUST00000176264.2 | Bnc2-208 845 | No protein | Protein coding CDS not defined - TSL:5
ENSMUST00000175757.8 | Bnc2-205 792 | No protein | Protein coding CDS not defined - TSi:3
ENSMUST00000177256.8 Bnc2-221 545 | No protein | Protein coding CDS not defined - TSL:5
ENSMUST00000176476.8 Bnc2-212 541 | No protein | | Protein coding CDS not defined - TSL:5
ENSMUST00000123276.8 | Bnc2-203 2986 | No protein | Retained intron z TSL:2

‘Zﬁ%%ﬁancz-msi?%zti&ﬁ, 255 R AR w56 exons, 3ERANIC3385 bps, ZmES10324 & EES

s Bnc2- 21:> - ENSMUSTO0000176691
rotein coding

- Reverse strand 399.48 kb ]

«I}r

ESE W,
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Contigs
Genes (Merged

Ensembl/Havana)

Regulatory Build

Regulation Legend

Gene Legend

i 420.18 kb Forward strand g

84.2Mb 84.3Mb 84.4Mb 84.5Mb 84.6M

< Bnc2-201 - ENSMUST00000102820
protein coding

e e e e e e——
< Bnc2-202 - ENSMUST00000107198
protein coding

< Bnc2-214 - ENSMUST00000176612
protein coding

—
< Bnc2-218 - ENSMUST00000176971 < Bnc2-203 - ENSMUST00000123276
protein coding retained intron

e ——————— S —————

T e ————
Bnc2-215 - ENSMUST00000176691
rotein coding

< Bnc2-222 - ENSMUST00000177277 < Bnc2-209 - ENSMUST00000176346
rotein coding nonsense mediated decay

B ek

< Bnc2-213 - ENSMUST00000176601 < Bnc2-204 - ENSMUST00000175756

MUST00000176702 < Bnc2-221 - ENSMUST00000177256
I\ protein coding CDS not defined

protein coding protein coding

b

< Bnc2-219 - ENSMUST00000176998 < Bnc2-220 - ENSMUST00000177040
protein coding protein coding

< Bnc2-211 - ENSMUST00000176418
protein coding

< Bnc2-206 - ENSMUST00000175800

protein coding

—_— =

< Bnc2-205 - ENSMUST00000175757 < Bnc2-210 - ENSMUST00000176370
protein coding CDS not defined protein coding

- 4+ 44—
< Bnc2-217 - ENSMUST00000176947
protein coding

< Bnc2-207 - ENSMUST00000175969
protein coding

< Bnc2-212 - ENSMUST00000176476
protein coding CDS not defined

< Bnc2-208 - ENSMUST00000176264
protein coding CDS not defined

I
< Gm12421-201 - ENSMUST00000119071
processed pseudogene

84.2Mb 84.3Mb 84.4Mb 84.5Mb 84.6M
- Reverse strand 420.18 kb |

Il crcF 1 enhancer
open chromatin
Bl promoter flank

| promoter

Protein Coding
Bl Ensembl protein coding

Non-Protein Coding
Bl processed transcript

Bl merged Ensembl/Havana Bl pscudogene
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Low complexity (Seq)
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Variant Legend

B stop gained B frameshift variant

[ inframe insertion missense variant

[P splice region variant [ synonymous variant
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