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Project Overview @

Project Name hAxI
Project type Cas9-KI
Strain background C57BL/6JGpt
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This model will use CRISPR/Cas9 technology to edit the Ax/ gene. The schematic diagram is as follows:

Donor and CRISPR/Cas9 System

1a 1b 20b
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Targeted allele Zz //
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Q}{ Cas9/sgRNA Mouse Uncoding region . Mouse Coding region

Chimeric CDS: The extracellular region of human AXL and the

16: Mouse signal peplide intracellular and transmembrane regron of mouse Ax/ fused with CDS
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Technical routes sac
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> According to the available data of ensembl, there are 8 human AXL gene transcripts and 5 mouse Axl gene transcripts,select
mouse transcript Ax1-201(Ensmust00000002677.10) .

> In this project we use CRISPR/Cas9 technology to modify Ax/ gene. The brief process is as follows:sgRNA was transcribed
in vitro, donor vector was constructed.Cas9, sgRNA and Donor were microinjected into the fertilized eggs of C57BL/6JGpt
mice.Fertilized eggs were transplanted to obtain positive FO mice which were confirmed by PCR and sequencing. A stable F1
generation mouse model was obtained by mating positive FO generation mice with C57BL/6JGpt mice.

> According to the genetic structure, it is recommended to select the transcript of AxI1-201 (ENSMUS00000002677.10). After
the signal peptide of AxI-201, the human and mouse chimeric CDS element and the transcription Stop signal are knocked in.
The length of the knockin element is about 4.2kb, and the human and mouse chimeric CDS is shown under the transcription
regulation of mouse Axl gene.

>The mouse transcript of Ax1-201 (Ensmust00000002677.10) contains 20 Exons, with the translation start site Atg at Exonl

and the translation stop site Tag at Exon20.
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Chimeric CDS
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ATGGGCAGGGTCCCGCTGGCCTGGTGGTTGGCGCTGTGCTGCTGGGGGTGTGCAGCCCCCAGGGGCACGCAGGCTGAAGAAAGTCCCTTCGTGGGCAACCCAGGGAAT
ATCACAGGTGCCCGGGGACTCACGGGCACCCTTCGGTGTCAGCTCCAGGTTCAGGGAGAGCCCCCCGAGGTACATTGGCTTCGGGATGGACAGATCCTGGAGCTCGCGGACAG
CACCCAGACCCAGGTGCCCCTGGGTGAGGATGAACAGGATGACTGGATAGTGGTCAGCCAGCTCAGAATCACCTCCCTGCAGCTTTCCGACACGGGACAGTACCAGTGTTTGG
TGTTTCTGGGACATCAGACCTTCGTGTCCCAGCCTGGCTATGTTGGGCTGGAGGGCTTGCCTTACTTCCTGGAGGAGCCCGAAGACAGGACTGTGGCCGCCAACACCCCCTTCA
ACCTGAGCTGCCAAGCTCAGGGACCCCCAGAGCCCGTGGACCTACTCTGGCTCCAGGATGCTGTCCCCCTGGCCACGGCTCCAGGTCACGGCCCCCAGCGCAGCCTGCATGTT
CCAGGGCTGAACAAGACATCCTCTTTCTCCTGCGAAGCCCATAACGCCAAGGGGGTCACCACATCCCGCACAGCCACCATCACAGTGCTCCCCCAGCAGCCCCGTAACCTCCA
CCTGGTCTCCCGCCAACCCACGGAGCTGGAGGTGGCTTGGACTCCAGGCCTGAGCGGCATCTACCCCCTGACCCACTGCACCCTGCAGGCTGTGCTGTCAGACGATGGGATGG
GCATCCAGGCGGGAGAACCAGACCCCCCAGAGGAGCCCCTCACCTCGCAAGCATCCGTGCCCCCCCATCAGCTTCGGCTAGGCAGCCTCCATCCTCACACCCCTTATCACATCC
GCGTGGCATGCACCAGCAGCCAGGGCCCCTCATCCTGGACCCACTGGCTTCCTGTGGAGACGCCGGAGGGAGTGCCCCTGGGCCCCCCTGAGAACATTAGTGCTACGCGGAAT
GGGAGCCAGGCCTTCGTGCATTGGCAAGAGCCCCGGGCGCCCCTGCAGGGTACCCTGTTAGGGTACCGGCTGGCGTATCAAGGCCAGGACACCCCAGAGGTGCTAATGGACAT
AGGGCTAAGGCAAGAGGTGACCCTGGAGCTGCAGGGGGACGGGTCTGTGTCCAATCTGACAGTGTGTGTGGCAGCCTACACTGCTGCTGGGGATGGACCCTGGAGCCTCCCA
GTACCCCTGGAGGCCTGGCGCCCAGGGCAAGCACAGCCAGTCCACCAGCTGGTGAAGGAACCTTCAACTCCTGCCTTCTCGTGGCCCTGGTGGTATGTACTGCTGGGAGCACT
TGTGGCTGCCGCCTGCGTCCTCATCTTGGCCCTGTTCCTTGTCCATCGGAGGAAGAAGGAGACTCGATATGGGGAGGTGTTTGAGCCAACCGTGGAAAGAGGTGAACTGGTAG
TCAGGTACCGTGTCCGAAAGTCCTACAGCCGGCGGACCACTGAAGCCACCTTGAACAGTCTGGGCATCAGTGAAGAGCTGAAGGAGAAACTACGAGACGTCATGGTAGATCG
GCATAAGGTGGCCTTGGGGAAGACCCTGGGAGAAGGAGAATTTGGCGCTGTGATGGAAGGTCAGCTCAATCAGGATGACTCCATCCTCAAGGTCGCTGTGAAGACCATGAAAA
TTGCCATCTGCACAAGATCAGAGCTGGAGGATTTCCTGAGTGAAGCTGTCTGCATGAAGGAATTTGACCACCCCAACGTCATGAGGCTCATTGGCGTCTGTTTTCAGGGCTCTG
ACAGAGAGGGTTTCCCAGAACCTGTGGTCATCTTGCCTTTCATGAAACACGGAGACCTACACAGTTTCCTCCTGTACTCCCGGCTCGGGGACCAGCCAGTGTTCCTGCCCACTC
AGATGCTAGTGAAGTTCATGGCCGACATTGCCAGTGGTATGGAGTACCTGAGTACCAAGAGATTCATACATCGGGACCTGGCTGCCAGGAACTGCATGCTGAATGAGAACATGT
CCGTGTGTGTGGCAGACTTCGGGCTCTCCAAGAAGATCTACAACGGGGATTACTACCGCCAAGGGCGCATTGCCAAGATGCCAGTCAAGTGGATTGCTATTGAGAGTCTGGCAG
ATCGGGTCTACACCAGCAAGAGCGATGTGTGGTCCTTCGGTGTGACAATGTGGGAGATCGCCACCCGAGGCCAAACTCCCTATCCAGGGGTGGAGAACAGTGAGATTTACGAC
TACCTGCGTCAAGGAAATCGGCTGAAACAGCCTGTGGACTGTCTGGACGGCCTGTATGCCCTGATGTCTCGGTGCTGGGAACTGAACCCTCGAGACCGGCCAAGTTTTGCGGA
GCTCCGGGAAGACTTGGAGAACACACTGAAGGCTCTGCCCCCTGCTCAGGAGCCAGATGAAATCCTCTATGTCAACATGGATGAGGGCGGAAGCCACCTTGAACCCCGTGGGG
CTGCTGGAGGAGCTGACCCCCCAACCCAACCTGATCCTAAGGATTCCTGTAGCTGTCTCACTGCAGCTGACGTCCACTCAGCTGGACGCTATGTCCTTTGTCCTTCTACAGCCCC
AGGACCCACTCTGTCTGCTGACAGAGGCTGCCCAGCACCTCCAGGGCAGGAGGACGGAGCCTGA

Human extracellular structure is shown in red , mouse intracellularand and transmembrane structure are shown in black,
mouse Signal peptide is shown in blue.
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Chimeric CDS(codon optimization) B RIS R

GemPharmatech

ATGGGCAGGGTCCCGCTGGCCTGGTGGTTGGCGCTGTGCTGCTGGGGGTGTGCAGCCCCACGAGGAACACAGGCCGAGGAGAGCCCTTTTGTCGGGAACCCCGGCAAT
ATTACAGGAGCACGAGGGCTCACGGGGACACTGCGCTGCCAGCTGCAGGTGCAGGGGGAGCCACCAGAAGTGCACTGGTTACGCGATGGGCAGATCCTCGAGCTTGCAGACT
CCACCCAGACTCAGGTTCCTCTAGGTGAAGATGAGCAGGATGACTGGATCGTGGTGTCTCAGCTCCGGATTACGTCCCTGCAGCTAAGTGACACTGGTCAGTACCAGTGCCTGG
TGTTTCTCGGACACCAGACCTTTGTTTCCCAACCCGGTTATGTGGGACTGGAAGGCCTGCCCTACTTCTTGGAAGAGCCGGAGGACAGAACCGTTGCAGCCAACACCCCATTC
AACCTCTCCTGTCAAGCTCAAGGTCCGCCAGAGCCTGTAGACCTCCTGTGGCTGCAAGATGCAGTTCCCCTGGCGACAGCTCCAGGCCATGGGCCGCAGAGGAGCCTACATGT
GCCTGGGCTGAACAAGACCAGTTCCTTCTCTTGTGAGGCCCACAATGCCAAGGGAGTGACCACGTCCCGGACAGCCACCATAACAGTACTTCCCCAGCAGCCAAGAAATTTGC
ATCTGGTCAGCAGACAGCCCACAGAGCTGGAGGTGGCTTGGACCCCCGGCCTGAGCGGCATCTATCCACTGACTCACTGCACGTTGCAGGCTGTGCTTTCGGATGATGGCATGG
GAATCCAGGCTGGAGAACCAGATCCACCTGAAGAACCCTTGACTTCACAGGCATCAGTCCCGCCTCACCAACTGAGGCTGGGCAGTTTGCACCCTCATACTCCATACCACATCC
GCGTAGCCTGCACCTCTTCGCAAGGGCCTTCATCTTGGACACATTGGTTGCCAGTGGAGACACCCGAGGGAGTCCCACTTGGTCCTCCTGAGAACATTTCAGCTACCAGGAATG
GGAGCCAAGCATTTGTCCACTGGCAGGAACCTCGTGCTCCCCTTCAGGGCACCCTACTTGGGTACAGATTAGCCTACCAAGGCCAGGACACACCTGAGGTCCTGATGGACATAG
GCCTCCGGCAGGAGGTTACTCTAGAACTGCAAGGAGACGGAAGTGTTAGCAACCTGACAGTCTGTGTGGCGGCGTATACTGCAGCTGGTGACGGCCCATGGTCTCTCCCCGTA
CCACTCGAAGCCTGGAGGCCTGGTCAAGCCCAGCCTGTGCATCAGTTGGTGAAAGAACCCTCTACTCCTGCCTTCAGCTGGCCCTGGTGGTATGTACTGCTGGGAGCACTTGTG
GCTGCCGCCTGCGTCCTCATCTTGGCCCTGTTCCTTGTCCATCGGAGGAAGAAGGAGACTCGATATGGGGAGGTGTTTGAGCCAACCGTGGAAAGAGGTGAACTGGTAGTCAG
GTACCGTGTCCGAAAGTCCTACAGCCGGCGGACCACTGAAGCCACCTTGAACAGTCTGGGCATCAGTGAAGAGCTGAAGGAGAAACTACGAGACGTCATGGTAGATCGGCATA
AGGTGGCCTTGGGGAAGACCCTGGGAGAAGGAGAATTTGGCGCTGTGATGGAAGGTCAGCTCAATCAGGATGACTCCATCCTCAAGGTCGCTGTGAAGACCATGAAAATTGCC
ATCTGCACAAGATCAGAGCTGGAGGATTTCCTGAGTGAAGCTGTCTGCATGAAGGAATTTGACCACCCCAACGTCATGAGGCTCATTGGCGTCTGTTTTCAGGGCTCTGACAGA
GAGGGTTTCCCAGAACCTGTGGTCATCTTGCCTTTCATGAAACACGGAGACCTACACAGTTTCCTCCTGTACTCCCGGCTCGGGGACCAGCCAGTGTTCCTGCCCACTCAGATG
CTAGTGAAGTTCATGGCCGACATTGCCAGTGGTATGGAGTACCTGAGTACCAAGAGATTCATACATCGGGACCTGGCTGCCAGGAACTGCATGCTGAATGAGAACATGTCCGTG
TGTGTGGCAGACTTCGGGCTCTCCAAGAAGATCTACAACGGGGATTACTACCGCCAAGGGCGCATTGCCAAGATGCCAGTCAAGTGGATTGCTATTGAGAGTCTGGCAGATCGG
GTCTACACCAGCAAGAGCGATGTGTGGTCCTTCGGTGTGACAATGTGGGAGATCGCCACCCGAGGCCAAACTCCCTATCCAGGGGTGGAGAACAGTGAGATTTACGACTACCT
GCGTCAAGGAAATCGGCTGAAACAGCCTGTGGACTGTCTGGACGGCCTGTATGCCCTGATGTCTCGGTGCTGGGAACTGAACCCTCGAGACCGGCCAAGTTTTGCGGAGCTCC
GGGAAGACTTGGAGAACACACTGAAGGCTCTGCCCCCTGCTCAGGAGCCAGATGAAATCCTCTATGTCAACATGGATGAGGGCGGAAGCCACCTTGAACCCCGTGGGGCTGCT
GGAGGAGCTGACCCCCCAACCCAACCTGATCCTAAGGATTCCTGTAGCTGTCTCACTGCAGCTGACGTCCACTCAGCTGGACGCTATGTCCTTTGTCCTTCTACAGCCCCAGGA
CCCACTCTGTCTGCTGACAGAGGCTGCCCAGCACCTCCAGGGCAGGAGGACGGAGCCTGA

Human extracellular structure is shown in red , mouse intracellularand and transmembrane structure are shown in black,
mouse Signal peptide is shown in blue. The human extracellular domain sequence was optimized by mouse codon.
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Amino acid sequences @

MGRVPLAWWLALCCWGCAAPRGTQAEESPFVGNPGNITGARGLTGTLRCQLQVQGEPPEVHWL
RDGQILELADSTQTQVPLGEDEQDDWIVVSQLRITSLQLSDTGQYQCLVFLGHQTFVSQPGYVGL
EGLPYFLEEPEDRTVAANTPFNLSCQAQGPPEPVDLLWLQDAVPLATAPGHGPQRSLHVPGLNKT

SSFSCEAHNAKGVTTSRTATITVLPQQPRNLHLVSRQPTELEVAWTPGLSGIYPLTHCTLQAVLSDD
GMGIQAGEPDPPEEPLTSQASVPPHQLRLGSLHPHTPYHIRVACTSSQGPSSWTHWLPVETPEGVP
LGPPENISATRNGSQAFVHWQEPRAPLQGTLLGYRLAYQGQDTPEVLMDIGLRQEVTLELQGDG

SVSNLTVCVAAYTAAGDGPWSLPVPLEAWRPGQAQPVHQLVKEPSTPAFSWPWWYVLLGALVA

AACVLILALFLVHRRKKETRYGEVFEPTVERGELVVRYRVRKSYSRRTTEATLNSLGISEELKEKL

RDVMVDRHKVALGKTLGEGEFGAVMEGQLNQDDSILK VAVK TMKIAICTRSELEDFLSEAVCMK
EFDHPNVMRLIGVCFQGSDREGFPEPVVILPFMKHGDLHSFLLYSRLGDQPVFLPTQMLVKFMAD
IASGMEYLSTKRFIHRDLAARNCMLNENMSVCVADFGLSKKIYNGDYYRQGRIAKMPVKWIAIE
SLADRVYTSKSDVWSFGVTMWEIATRGQTPYPGVENSEIYDYLRQGNRLKQPVDCLDGLYALMS
RCWELNPRDRPSFAELREDLENTLKALPPAQEPDEILY VNMDEGGSHLEPRGAAGGADPPTQPDP
KDSCSCLTAADVHSAGRY VLCPSTAPGPTLSADRGCPAPPGQEDGA

Human extracellular structure is shown in red , mouse intracellularand and transmembrane structure are shown in black,
mouse Signal peptide is shown in blue.
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Homology analysis of AXL amino acids l A = s 53
in human and mouse GemPharmatech

1| 10 T 30 40 ) &0 70 0 a0 LA i 120 130 140 WRESE 160 170 180 180 200 e 220
1| MAWRCPRMGRVPLANCLAI CGNBCHAPJGTQAEE - SPFVGNEGNITGARG .1 LRCOLOVQGE PPEVEWLRDGQILELADS [QT OV PLGEDEQDRWIVVSQLRT LQLSDTGQV.)D. FLGHQTFVSQPGRVGLEGLPYFLEET £DJjTVAANT PFNLSCOROGEPEPYDLLW. O7A" TLATAPGRGPQRSLEVEGLNKT SSFSCS ARPAXGVITSRIATITVI
1 ——————- MGRVPLAWWLALCCT/@CH AHEDTOTEAGS PFVENPENITGARGLTGT LR CELQVOGE PPEVVWLRDGOI LELADN I 0T OV LGE DO DEWKVV SOLRI BB OLSDAGE YO @ ALEGRT FVSOPGEVELEGLPY FLEE'E DRA VPANT PFNLSCOAQGPPE PVTLLWLODAY P LAPVT GHS SQHSLOT PELNKT SSFSCEAE NAKC VITSRIATITVL

225y I 240 2s0 ped 270 280 20 300 a1d 320 330 34d st 380 a1d L] 350 4id 474 420 430 240
human Ax | 224| ZPOQrRNLEEVSROPTELEVAWT PGLSGIYE LIHCTLOAVLSDDGHGIQAGE PDPPEEPLT SUAS JPPHOLRLGSLHPHTEYHL S5SQGPSSV HWLEVETPEGVPLGPPENESATRNGSQLFVHNQEPRAPLOGTLLGYRLAYQGODT PEVL MD T GLROEVILELQGDGSVBNLIVCVARY TRARDG "WSLEVELEAWRE FNEQLVKEESTRRESH
218| LEOR PRI LENVSROPTELEVANTPELSGIYPLTHCHLOAVLSDDGYGIWLGKSDP PEDPLTLOVS VPP 0LRLEKLLPHTPYAT SSQGPSEWTHV.LFVETTEGVPLEPPENMSAMRNGSOVLYRI QI PRVPLOGTLLGYRLAYRGODT PEVLMDIGLTREVILELRGDRPVANLTVSVTAYTEACT P CLEVPLEPWRE PHEHLVSEPPPRAFST
| 440|450 160 470 480 490 500 510 520 530 540 550 S0 570 580 547 600 610 620 €30 640 EE0 660 £70
hurian Axd | 448 WPNWYVLLGARVAAAC L7 LALFLVARRKKETRYGEVFEPTVERGELY /KYAVRKSYSRRTTEATLNSLGISEELKEKL RDV . DREKVALGHT LGEGEFGAVMEGQLNQDDS I LKVAVATMKI AL CTRSELEDFLSEAVCU KEFDHPNVMRLIGVCFQGSERESFPAPVVILE iV AnGDLESFLLY SRLGDQFVELPTQMLVKF AD. P SGME YLSTKRFIHRL
BTSN 442) wEWWYVLLGAEVARACVLIT7.LFLVHRRKKE TRYGEVFEPTVERGELVVRYRVE ¥ SYSRRTTEATLN SLGI SEELKEKLRDVMYDREKVALGKT LGESEFGAVMEGQLNQDDS ILF vAVHTMKIAICTRSELEDFLSEAVCMEE F DHEFNVMRLIGVCFOGSHREGFPEPVV I LPF MK GO LHSFLLY SRLGDOPVEL PTOMLVEFMAD 1 A GMEYLSTHRFIHRL
672[0 &80 690 q00 710 720 730 740 750 760 10 780 790 g00 210 g20 830 240 850 B60 270 g80 290
human Ax | 671 RDLAARNCMLNENMSVCVADFGLSKEI YNGDYYROGR IAKMEVEWIATESLADRVYTSKSDVWS FEVIMWE IATRGOTFYPEVEN SEL YDY LROGNRLKOPADCLDELYALMSRCWE LNPODRPSFTELREDLENT LKALPPAQE FDE I LYVIMDE GEGE PEF PEALGGADE PTOPDPKDSCSCLTANEVHPAGRYVLCFSTTPSPAQPADRGS PARFGOEDGA
665/ RDLAARNCMLNENMSVCVADFGLSKKIYNGDYYROGRIAKMEVEKWIALE SLADRVY T SKSDVWS FGVIMWEIATRGOT P YPGVENSEI YDY LROGNRLKQPVDCLDGLYALMSRCWELNPRDRESFAELREDLENT LKALPPAQE PDE ILYVNMDEGGSHLE PRGAAGGADPPTQPDPKDSCSCLTAABVE SAGRYVLCPSTAPGPTLSADRGCPAPPGOEDGA

>The amino acid length encoded by human AXL was 894aa, and the amino acid length encoded by mouse Axl was

888aa. After comparison, the amino acid homology was about 90.3%.

>The amino acid homology between human and mouse transmembrane region and intracellular region was up to 96.4%.

1IN harmatech Co., Ltd: 025-5826' 979 |
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> According to the existing MGI data,homozygous mutant mice are phenotypically normal, however in conjunction with

mutations in other related receptor tyrosine kinases, mutations of this gene results in fertility defects, autoimmunity

abnormalities, and aberrant apoptosis.

> The Axl gene is located on the Chr7. If this gene is knocked into the mouse and matched with other mouse strains,

please avoid the two genes located on the same chromosome, otherwise it will not be able to get homozygous positive

mouse offspring.

> This strategy 1s designed based on genetic information in the existing database.Due to the complexity of gene

transcription and translation, it is impossible to predict all of them at the current technical level.
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Axl AXL receptor tyrosine kinase [Mus musculus (house mouse)]

Gene |ID: 26362, updated on 30-Mar-2019

+ Summary

Official Symbol
Official Full Name
Primary source
See related

Gene type
RefSeq status
Organism
Lineage

Also known as
Expression
Orthologs

AXl provided by MGI

AXL receptor tyrosine Kinase provided byMGI

MGIEMGE1347244
EnsemblENSMUSG00000002602
protein coding

WALIDATED

Mus musculus

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

Murocidea; Muridae; Murinae; Mus; Mus

AI323647, Ark, Tyro7, Ufo

Broad expression in ovary adult (RPFKM 53.4), mammary gland adult (RPKM 42.5) and 28 cther tissuesSee more

human all

I hERAREYREE RO BIRAT
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Transcript information (Ensembl) RIS

The gene has 8 transcripts,all transcripts are shown below:

Name Transcript ID bp | Protein Biotype CCDs UniProt Flags
Axl-201 | ENSMUSTO00000002677.10 | 4266 | B8B8aa | Protein coding | CCDS20996 | Q00993 TSLA GENCODE basic APPRIS P3
Axl-202 | ENSMUSTO00000085948.10 | 3899 | B79aa | Protein coding | CCDS57528 | Q6PEBD TSL:1 GENCODE basic APPRIS ALT2
Ax1-204 | ENSMUSTO0000132038.2 | 563 186aa | Protein coding 2 FEYFPR4 | 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
AxI-205 ENSMUSTO00000132989.7 | 2609  No protein | Retained intron - - TSL2
AxI-208 | ENSMUST00000137211.1 | 777 | No protein | Retained intron - - TSL3
Axl-203  ENSMUSTO00001244427 | 602 | No protein | Retained intron : 5 TsLZ
Ax1-207 | ENSMUSTO0000137383.1 | 455 | No protein | Retained intron — 3 TSL3
Axl-208 | ENSMUST 000001476601 | 362 | No protein | Retained intron - - TsL3

The strategy is based on the design of Ax/-201 transcript,the transcription is shown below:

< Axl-201 .
protein coding

- Feverse strand 31.41 kb |

AEEYREROEIRAR GemPharmatech Co., Ltd. 025-5826 5929



Genomic location distribution RXI5 R
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| 51.43 kb Forward strand B
25.75Mb 25.76Mb 25.77Mb 25.7BMb 25.79Mb
Ccntlgs =< ACle2614.2 A 211.8 =
Genes -ttt &t . - O
{Comprehensive set < Hnmpul1-205 < Axl-201 < Gm29763-201
~*- protein coding protein coding processed pseuc
-t
< Hnmpull-201 < Axl-202
protein coding protein coding
-t 19 S | —_— — .
< Hnmpul1-202 < Ax|-203 < Ax|-208
protein coding retained intron retained intron
10 -0
< Axl-206 < Axl-207
retained intron retained intron
ot A i
< Axl-205
retained intron
i
< Axl-204
protein coding
Regulatory Build. | - I H I [ N | EEGEE | O
25.75Mb 25.76Mb 25.77Mb 25.7BMb 25.79Mb
= Feverse strand 51.43 kb |
Regulation Legend
| CTCF

Open Chromatin
I Promoter
I Promoter Flank
[ Transcription Factor Binding Site

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

Non-Protein Coding
B processed transcript
B pseudogene
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Protein domain RXIE AR
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ENSMUSPOOOO0O002...
Transmembrane heli...

Low complexity (Seq)
Cleavage site (Sign...

Superfamily. FIEFDI"I‘EEHI‘I type 111 5uper;rnihr Protein kinase-li ain supertamily
Irnmunugln-Eulin- iE main superfamihy
Immunoglobulin subtype  Fibronectin type 111 Tyrosine-protein kinase, catalytic gomain

Prints, Eerine-tnreunine:t',-rmine-pmtein kinase,
——
Pfam. PF13227 Immurog {:-Lulir:-like domain E-erine-tErE::-r:ine:t',erEine-prutein Einase, catalytic dor

HErﬂnectin type III
PROSITE profiles ]mml..rl:gl:!—u ir‘—liEe domiain Protein Eir:as.e domiain
FlEr::-r\ectir' type III

PROSITE patterns Protein kinase, ATE bir
PIRSE

PANTHER.

Gene3l,

Sequence vanants (dbSNP and all other sources)

All SNPs/i... ) ; NP b : i
sEpLEnEeabiRs/] 11 Il N I I 1 N It i i I

Variant Legend
missense variant

[ synonymous variant

Scale bar o BO 160 240 320 400 agn 560 640 720 800 BEE
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Mouse phenotype description(MGI ) £ RXTSR

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,homozygous mutant mice are phenotypically normal, however in conjunction
with mutations in other related receptor tyrosine kinases, mutations of this gene results in fertility defects,

autoimmunity abnormalities, and aberrant apoptosis.
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If you have any questions, you are welcome to inquire.
Tel: 025-5864 1534
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