
  3)Artemis Dclre1b

Rattus norvegicus DNA cross-link repair 1B
(Dclre1b), mRNA
=SNM1 homolog B; DNA cross-link repair 1B protein

 Référence NCBI     :      BC098939 
 Taille     :  930 NT

 Séquence NT     :  
atgaacggg gtcgtaatcc cccaaacacc catcgctgtg
      241 gatttttgga gcctgcgccg tgctggtacc gcgcggctct tcttcttatc ccacatgcac
      301 tgtgaccaca cggtgggcct gtctagcact tgggcacggc ccctctactg ctctcccatc
      361 actgcccacc tcttgcatcg tcgcctgcag gtgtctaagc agtggatccg agctctggag
      421 attggtgaga gccatgtatt acttctagat gaaattggac aagaaaccat gactgtaacc
      481 ctcatagatg ccaatcactg tcctggttct gtcatgtttc tctttgaagg atactttgga
      541 acaattctct acacaggtga ttttcgatat acaccgtcca tgctgaagga gcctgctctg
      601 acactaggga aacagattca tactttatat ctagacaaca ccaattgcaa cccagccctt
      661 gttcttcctt cccgacagga agctactcaa cagattatcc agctaatccg acagttcccc
      721 caacacaaca taaagattgg cctctatagt ctaggaaaag aatcactgct ggagcagcta
      781 gcccttgagt ttcagacctg ggtggtattg agtcctcaac gcctggagtt ggtacagctg
      841 ctgggcctgg cagacgtgtt cacagtggag gaagaagctg ggcgaatcca cgctgtggac
      901 cacatggaaa tctgccattc ggccatgctt cagtggaacc agacccaccc caccattgct
      961 attttcccca caagccggaa aatacgaagc cctcacccca gcatctacag catcccttac
     1021 tctgaccatt catcctactc tgagcttcga gcatttgttg cagctctgag gccttgccag
     1081 gtggtgccca tagtccgtga acagccttgt ggagagtttt tttcaggata g

 Protéine    AAH98939 

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTW 
ARPLYCSPITAHLLHRRLQVSKQWIRALEIGESHVLLLDEIGQETMTVTLIDANHCPG 
SVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVLPSRQE 
ATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLAD 
VFTVEEEAGRIHAVDHMEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDH 
SSYSELRAFVAALRPCQVVPIVREQPCGEFFSG

 Amorces synthétisées   :

Dclre1b_AscI_Fwd

tataGGCGCGCCa atgaacggg gtcgtaatcc ccc

Dclre1b_NotI_Rev

ttaaGCGGCCGCa ctatcctgaaaaaaactctccac

 



Je m’aperçois en reprenant un peu tout ça et avec des séquençages bons que 
j’ai synthétisé mes amorces en prenant comme reference le BC, cependant il ne
s’agit pas de la forme la plus longue: j’aurais dû prendre celle ci: 
NM_001025687, protéine  5' exonuclease Apollo : NP_001020858.2 : 1626NT 
contre 930NT, protéine 541aa contre 309aa : le début de la séquence est la 
même . La mutation en 241 C<T présente dans tous les clones y est retrouvée

A voir s’il est nécessaire de cloner cette forme :

https://www.ncbi.nlm.nih.gov/protein/1938523146


 Expériences     :  
o PCR 20/07     :   sur les 7 conditions cycle Q5-TM 60°C-Enhancer 0- 2min 30 d’élongation

o 08/09 : extraction sur gel et purification

o 14/09 : digestion, dosage

o 15/09 ligation dans FB

o Pause, vecteur refait

o 14/10 miniprep Dclre1 DiT0 ok , le reste 0

o 16/10 ligation

o 20/10 piquage colonies

o Miniprep le 21/10 : rien ne marche même avec nouveau vecteur 

o En parallele le 19/10 : redigestion des PCR (au cas où pb de digestion des inserts aussi), 

et ligation

o 21/10 transformation insert redigerés + vecteur refait et redigéré

o Miniprep le 23/10 : FlagBirA Dclre1b rate, DiT24h, DiT48h , SP et CTX OK : à séquencer

o 28/10 : envoi au séquençage

Beaucoup de formes tronquées bizarres

o 24/11 : purification de PCR digérées sur gel : il y a effectivement des bandes : à 

différentes taille : nouvelle extraction et purification 

Rate        DiT0        DiT24       DiT48          SP          CTX          Eau

Invitrogen

1500    Promega 

1000



o FlagBirA Dclre1b rate clone B     : NOUVEAUX CLONES   

 B3Fwd rate 916NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG

GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC

TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT

GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC

CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC

ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG

CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT

AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT

ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGAcGTGTTCACAGTGGAGGAAGAAGCT

GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCAC

CATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACaGCATCCCTTNNTCTGACCAT

TCATCCTACTCTGAGCTTCNAGCATTNGTNCANCTCTNNNNCTTGNCAGGNGGTGCCNATAGTCCGTNANANN

NNNNGNNANTTTTTT

 BGHRev rate 307NT

GGNANNNANTNCANCNGNNNNNANNGACANNNNGNNNNCNNTGNNCNCNNNNNNNGNNNNNNNNNN

NNCNNNNNNCNNCNNNCAANNCNNNCNNNNNNNNNNNNNNNNNNNNNNCNNGACCCACCCCNCCNNN

NNNNTNTNCNNCNCNAGCNGGNNNANNNGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATT

CATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGC

CTTGTGGAGAGTTTTTTTCAGGATAG

 Synthèse séquencage rate 930NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGAcGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES

HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL



PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-

Différence  au niveau NT :

Mutation en 242 C<T

Blast contre banque de rat

Différence  au niveau PROT :



Mutation en 81 P<L



o FlagBirA Dclre1b DiT0 clone A     : NOUVEAUX CLONES   

 B3Fwd  1000NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG

GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC

TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT

GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC

CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC

ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG

CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT

AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT

ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAGGAAGAAGCT

GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCGGcCATGCTTCAgTGGAACCAGACCCACCCCACC

ATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCNTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTC

ATCCTACTCTGAGCTTCNAGCATTTGTTGCANCTCTNAGGNNNNGNCNGNGNNGCCNNNNNTNCGNNNNAG

CNTNNNGNNANTTTTTTNNNNTANTGNNNNNNNTNNCTNNANTCNNNNNGGNCCNNTNAANCCCNNTGA

TCANCNCNNCTGNNCNNCNANNNCNNCCAT

 BGHRev 168NT

TTNCNCNNNNGNNGGNNNANNNGNANCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTA

CTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGG

AGAGTTTTTTTCAGGATAG

 Synthèse séquencage  930NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GcCATGCTTCAgTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA 900
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG------------------------------ 930

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES

HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-



Différence  au niveau NT :

Mutation en 242 C<T

Blast contre banque de rat

Différence  au niveau PROT :

 





o FlagBirA Dclre1b DiT24h clone A     : NOUVEAUX CLONES   

 B3Fwd  919NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTC

TTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTG

CCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTC

TAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGA

AGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGG

GAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAA

CAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTG

GAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGC

AGACGTGTTCACAGTGgAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGgAAATCTGCCATTCGGcCATGCTTCA

GTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACAGCAT

CCCTTACTCTGAcCATTCATCCTACTCTGAgCTTCNAGCANTNNTNNANCTNTGAGGNNNTGCCNGGNGNGNCNATNNTC

CNNNAACANCNTNNNGNNAGTTTTTTN

 BGHRev 217NT

CCNNNCNNCCNNCNNTNNNTCNNNCNAGNCCCACCCCACCANNCNNATTTTCNNCACAAGCCGGAAAANN

NGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGC

AGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

 Synthèse séquencage  930NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGgAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGgAAATCTGCCATTCG 720
GcCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGAcCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES

HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-

Différence  au niveau NT :



Mutation en 242 C<T

Blast contre banque de rat

Différence  au niveau PROT :





o FlagBirA Dclre1b DiT48h clone A     : NOUVEAUX CLONES   

 B3Fwd  973NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG

GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC

TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT

GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC

CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC

ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG

CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT

AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT

ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGcCTGGCAGACGTGTTCACAGTGgAGGAAGAAGCTG

GGCGAATCCaCGCTGTGGACCACATGGAAATCTGCCATTCGGcCATGCTTCAGTGGAACCAGACCCACCCCACCA

TTGCTATTTTCCCCACAAGCcgGNAAATACNAAGCCCTCACCCCAGCATCTACNNNATCCCNTACTCTGANNATTC

ATCCTACTNTGAGCTTCNAGCATTTGTTGCAGNTCNNAGGCCTTGCNAGGNGNNGCCCNTAGNCCNNNANNN

CNTNNGNNANTTTTTNNNNGNNNNNGNNNNNNNNNACTCGAGTCTANANGGNCNNNTNAANCNNNTGAT

CA

 BGHRev 217NT

CNNNNNNNCNNNCNCNNNNNNCNNNNNNNNNCACCCCACCNNNNNtATTTNCCCCACAAGCCGGAAANTA

CGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGC

AGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

 Synthèse séquencage  930NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180                        
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGcCTGGCAGACGTGTTC 660
ACAGTGgAGGAAGAAGCTGGGCGAATCCaCGCTGTGGACCACATGGAAATCTGCCATTCG 720
GcCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCcgGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA  
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

                

 
MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGESHVLPLDEI
GQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVLPSRQEATQQIIQLIRQ
FPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDHMEICHSAMLQWNQTHPTIAIFP
TSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-         





Différence  au niveau NT :

Mutation en 242 C<T

Blast contre banque de rat

Différence  au niveau PROT :





o FlagBirA Dclre1b SP clone A     : NOUVEAUX CLONES   

 B3Fwd  918NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG

GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC

TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT

GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC

CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC

ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG

CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT

AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT

ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAgGAAGAAGCT

GGGCGAATCCACGCTGTGGAcCACATGGAAATCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACC

ATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTC

ATCCTACTCTGAGCTTCNAGCATTTGNTGCANCTCTGANGNNTTGNCAGNNGNTGNCCATANNCCGTGANNAN

NNNNNGNNANTTTTT

 BGHRev 182NT

NNNGNCGGANNNNNNGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAG

CTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTT

TTTTTCAGGATAGTGCGGCCGgCtaACTCGANTC

 Synthèse séquencage  930NT

         
ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAgGAAGAAGCTGGGCGAATCCACGCTGTGGAcCACATGGAAATCTGCCATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA 900
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG                 930

                                                            
MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES

HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG- 





Différence  au niveau NT :

Mutation en 242 C<T

Blast contre banque de rat
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o FlagBirA Dclre1b CTX clone A     : NOUVEAUX CLONES   

 B3Fwd  966NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG

GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC

TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT

GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC

CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC

ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG

CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT

AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT

ATTGAGTCCTCAACGCCTGgAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAGGAAGAAGCT

GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCcATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACC

ATTGCTATTTTCCCCACAAGCCGGAAAATACNAAGCCCTCACCCCAGCATCTACNGCATCCCNNACTCTGANCATT

CATCCTACTCTGANCTTCNAGCATTTGNNGCANCTNTGAGGCCTTGCCNGNNNTGNCNNNANNCCNNNNNN

NNCNTNNNGGNNANTTTTTTCAGGANNGTGNGNNNCNANTNNNNTCTNNANGGNCNNNTNAANNCC

 BGHRev 317NT

CGNCCTNNNNNNNNNNNNNNNNNNCNNCTNNNNNGCCNNNNNNNNNNNNNNNCNNNNNNNNNNNN

NCNNNNNNNNNNNTNGNNNNNNNNNCNNNANATNNNNNNNNNNNCNNNCNNNNANNCCNCCANANC

CACCCCNCCANNNNTNTTTTCCNCNCAAGCCGGAAAATANGAAGCCCTCACCCCAGCATCTACAGCATCCCTTA

CTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTC

CGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

 Synthèse séquencage  930NT

         
ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGgAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCcATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

 
MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES

HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-
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CONCLUSION :

Toutes le conditions correspondent à la même forme et au BC et AH mais J'aurais dû me baser sur le  
NM_001025687 protéine NP_001020858.2 qui est plus longue : voir s’il faut la faire

Dclre1b_202_NotI_Rev
  ttaaGCGGCCGCa  CTAGACATCATCCACTGTGTTC
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