
14)Xrcc6 (Ku70)

Rattus norvegicus X-ray repair cross 
complementing 6 (Xrcc6), mRNA
Xrcc6  G22p1; Ku70; Kup70

 Référence NCBI     :   NM_139080

 Taille   1827 NT

 Séquence NT     :  

atgtca gagtgggaat cctactacaa aactgagggt
      121 gaggaagagg aagaggagga gcagagccct gacacaaatg gagaatataa atattcagga
      181 agagatagtt tgatttttct ggttgacgcc tccagggcta tgtttgaatc tcagggtgaa
      241 gacgagctca caccttttga tatgagcatc cagtgtatcc agagtgtgta caccagtaag
      301 atcataagca gcgatcggga tctcttggca gtggtgttct atggtaccga gaaagacaaa
      361 aattcagtga acttcaaaag tatttatgtc ttacaagatc tggataaccc aggagctaaa
      421 cgagtgttag agcttgaccg ctttaaggga caacagggga aaaaacattt ccgagacaca
      481 attggccatg ggtctgacta ctctttgagt gaagtgctct gggtctgtgc caacctcttc
      541 agcgacgtcc agttcaagat gagtcataag aggatcatgc tattcaccaa tgaagatgac
      601 ccccatggta atgacagtgc caaagccagc cgggccagga ccaaagccag cgatctgcgg
      661 gacactggga tcttcctcga cttgatgcac ctgaagaagc gagggggctt tgacgtgtcc
      721 ttgttctaca gagacatcat cagcatcgct gaggatgagg acctcggggt tcactttgag
      781 gagtcaagca agctggaaga cctgctaagg aaggttcgag ccaaggagac caaaaagcga
      841 gtgctgtcca ggttaaagtt taagctcggc aaagacgtag cactcatggt gggcgtttat
      901 aacttggtcc agaaagctaa caagcctttt ccagtgaggc tgtatcgaga aacaaacgaa
      961 ccagtgaaaa ctaagacaag gacttttaat gtaaacacag gcagtctgct cctgcccagt
     1021 gataccaagc ggtctctgac ttttgggacg cgtcagattg tgctggagaa agaggaaaca
     1081 gaggagctga agcggtttga tgagccaggt ttgattctca tgggctttaa gcccatggta
     1141 atgctgaaga accaccacta cctgaggccc tctctgttcc tgtacccaga ggagtccttg
     1201 gtcaacggga gctcaacctt gttcagcgcc ctgctcacca agtgtgtgga gaaggaggtc
     1261 atagcagtgt gtagatacac agcccgaaag aatgtctccc cttattttgt ggctttggtg
     1321 ccacaggaag aggagctaga tgatcagaac attcaggtga ctcccgcagg cttccagctt
     1381 gtcttcctcc cttacgccga tgacaagcgg aaggtgccct ttacggagaa ggtgatggcc
     1441 aacccggaac agatagacaa gatgaaggcc attgttcaaa agctccgctt tacatacagg
     1501 agcgacagtt tcgagaaccc agtgctgcag cagcacttcc ggaacctgga ggccctagct
     1561 ttggacatga tggagtcgga gcaagtggta gatctgacac tgcccaaggt tgaagccata
     1621 aagaaaagac tgggctccct ggcagatgag tttaaagaac ttgtctaccc tccaggttat
     1681 aatcctgagg gaaaaattgc caagagaaaa gcagacaatg aaggttctgc aagtaaaaag
     1741 cccaaggtag agttatcaga agaggagctg aaggaccttt ttgccaaggg cacactgggc
     1801 aagctcactg tgcctgcact gagggacatc tgcaaggcct atgggctaaa gagtggaccg
     1861 aagaagcagg aactactcga ggctctcagc agacacttgg agaagaactg a

 Séquence protéique     :  
NP_620780



MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASR 
AMFESQGEDELTPFDMSIQCIQSVYTSKIISSDRDLLAVVFYGTEKDKNSVNFKSIYV 
LQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSDVQFK
MSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLF
YRDIISIAEDEDLGVHFEESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGV
YNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLLLPSDTKRSLTFGTRQIVLEK
EETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKC
VEKEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKV
PFTEKVMANPEQIDKMKAIVQKLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQV
VDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKADNEGSASKKPKVELSE
EELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN

 Amorces synthétisées   :

Xrcc6_AscI_Fwd

tataGGCGCGCCa atgtca gagtgggaat cctactac

Xrcc6_NotI_Rev

ttaaGCGGCCGCa tcagttcttctccaagtgtctgc

 Expériences     :  

o PCR 10/07   : sur les 7 conditions cycle Q5-TM 56°C-Enhancer 10- 2min 30 

d’élongation

 

 Sep/Oct     :   soucis clonage     : Vecteur     ? PCR mal digerée     ?  

 08/09     : digestion et   purification de 10ul rate, DiT0, DiT24h, 48h, SP et CTX

 11/09     :   mini rate ok

 14/09     :   ligation DiT0, 24, 48, SP et CTX

 16/09     : mini DiT24h, 48h, SP et CTX OK

 06/10     :   religation dans nouv vecteur FB  pour rate et DiT0

 09/10     :   miniprep rate  et DiT0 : rate OK

 16/10     : redigestion DiT0  

 22/10     : mini      DiT0   OK  

 28/10 envoi au séquencage  

       Rate DiT0  DiT24 DiT48  SP  CTX   Eau



 Résultats séquencages  

o FlagBirA Xrcc6 rate clone A  

 B3Fwd rate 920NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT

ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG

GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC

CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT

GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG

ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAN

GATGANGANCTCGGGGTTCACTTTGANGANTCAAGCAAGCTGGAAGANCTGCTANGANGGNTCGAGCCNAG

GAGANCAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCNGCAAANACGTANCANTCATGGTGGGCGTTTA

TAACTTGGNCCANAAAGCTAACAAGCCTTTTCCAGTGAGGNTGTATCGAGAANNAANCGAACNANNNAANCT

NNNNAGNANTTTNATGNAANANNGGCAGTCTGCNC

 BGHRev 970NT

TNNCCAGNNANGNTGTATNNNGAANCNAACGAACCAGTGAAAACTNAGACAAGGACTTTTAANGTAANCAC

AGNCANTNTGNTCCTGCCCAGTGATACCAAGCGNNCTCTGACTTTTGGGACGCGTCAGATTGTGNTGGAGAAA

GAGGAAACAGAGGAGCTGAAGCGGTTTGATGANNCAGGTTTGATTCTCATGGNCTTTAAGCCCATGGTAATGCT

GAAGAACCACCACTACNTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCAACGGGAGCTCAACCT

TGTTCAGCGCCNTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACANCCCGAAAGAAT

GTCTCCCNNTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGC

AGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCA

ACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCNCTTTACATACAGGAGCGACAGTTTCGAG

AACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGG

TAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGNCAGATGAGTTTAAAGAACTT

GTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAANCAGACAATGAAGGTTCTGCAAGTAA

AAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACT

GTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGNCCGAAGAAGCAGGAACTACTCGAGN

NNNNCANCNNNCACT

 BGHRev 25/11

AGNTTNNNGTTNAANNTCGNCAANGANGTNNCNNNCANGNTNGNNGTNNNNANTNGNTNCAGAAAGNTN

NCAANNNTNNCCAGTGAGGNTGTATCGNGAAACAAACGANCCANTGAAAANTAAGACANGGANTTNTAANG

TANNCACAGGCANTNTGNTCCTGCCCAGTGATACCAAGCGNNNTCTGACTTTTGGGACGCGTCAGATTGTGNT

GNAGANAGAGGNAACAGAGGAGCTGAAGCGGTTTGATGANNCAGGTTTGATTCTCATGGGCTTTAAGCCCAT

GGTAATGNTGAAGAACCACCACTNctGAGgCCCTCTCTGTTCCTGTACCCAGAGGAGTccTGGTCAACGGGAGCT

CAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGNGTAGATACaCAGCcCGA

AAGAATGTCTCCCCNTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACT

CCCGCAGGCTTCCAGCTNGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGAT

GGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAANAGCTCCNCTTTACATACAGGAGCGACAGTT

TCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCA

AGTGGTAGATCNGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGNCAGATGAGTTTAAA



GAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTcTGCA

AGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGC

TCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGNGGNCCGA

 Fwd2

CTTccTCGACTTGaTGCaCCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACaGAGACATCATCNGCA
TCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTC
GAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGG
TGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACC
AGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCT
CTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCA
GGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCT
GTACCCagAGGAGTCCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAG
GAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGG
AAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAgGCTTCCAGCTTGTCTTCCTCCCTTACGCCGAT
GACAAGCGGAAGGTGCCCTTTACGGAGAAgGTGATGGCCAACCCGGAACAGATAGACaAGATGAAgGcCATT
GTTCAAAAGCTCCGCTTTACATACAGGAgCGACAGTTTCGAGAACCCAGTGCTGCAGCAgCACTTCCGGAACCT
GGAGGNCCTANCTTTGGACATGATGGANTCGGANCAAGTGGTANATCTGACACTGCCCNNNNTGAAGCCAT
AAAGAAAAGACTGGGCTCCCTGGNANANGANTTTAAAGAACTTGNCTACCCTCCNGNTNNNTCCTGNNGNA
AAA

 Rev1

TNNAAANTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCNGACACAAATGGAGAATATAAATATTCAG

GAAGAGATAGTTTGATTTTTNNGNTTGANNNCTCNAGGGNTATGTTTGANTNTCAGGGTGAAGANGAGNTCA

CACNTTTNGATATGAGCATCCAGTGTATCCAGAGTGTGTACANCAGTAAGATCATAAGCAGCGATCGGGATNTNT

TGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGTNTTACAAGATN

TGGATAACCCAGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCG

AGACACAATTGGCCATGGGTCTGANTACTCTTTGAGTGAAGTGCTNNNNNNNNGNNNNNNNNNNTNNTCNN

CNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAACCNNNCNNANCAANNCNCNNCNNCNCNNNNNNNN

NCNCNTTCNNCAGCACAANCNNACGCGNCCCAA

 Synthèse séquencage rate : NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAG 60
AGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTT 120
GACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATG 180
AGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGGATCTC 240
TTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATT 300
TATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTT 360
AAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCT 420
TTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAGT 480
CATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTGCCAAA 540
GCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTG 600
ATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC 660
ATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTG 720
CTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAG 780
CTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAG 840
CCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACT 900
TTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTT 960
GGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAG 1020
CCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTG 1080
AGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCAACGGGAGCTCAACCTTGTTC 1140
AGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCC 1200
CGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGAT 1260



CAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTNGTCTTCCTCCCTTACGCCGATGAC 1320
AAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACAAGATG 1380
AAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTG 1440
CTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAA 1500
GTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCA 1560
GATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAG 1620
AGAAAAGCAGACAATGAAGGTTcTGCAAGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAG 1680
GAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCACTGAGG 1740
GACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGNN 1800
NNCANCNNNCACT-------------- 1827

                                                                      

                                     
MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR

DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD

VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISMHLKKRGGFD

VSLFYRDIISIAEDEDLGVHFEESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRE

TNEPVKTKTRTFNVNTGSLLLPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYP

EESLVNGSSTLFSALLTKCVEKEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQXVFLPYADDKRKVPF

TEKVMANPEQIDKMKAIVQKLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADE

FKELVYPPGYNPEGKIAKRKADNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEXX

XXT

FlagBirA Xrcc6 rate (clone A) renvoyé au séquençage le 25/11 

mais manque toujours la fin de séquence : envoi d’un 

nouveau clone le 07/12



o FlagBirA Xrcc6 rate clone B  

 B3Fwd rate 873NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACAC

AAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAAT

CTCAGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGAT

CATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTC

AAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGG

GACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTG

GGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAA

GATGACCCCCATGGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACT

GGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCA

TCAGCATCGCTGAgGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGANCTGCTAAGGA

AGGNTCGAGCCAAGGAGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTANCA

CTCATGGTGNNGTTTANNACTTGGNCCAGAANCTAACAAGCCTTTNCAGTGAGNTGTNTCGANAANAANGA

ACCA

 BGHRev 1071NT

ANNCNAAAANNGAGTGCNNNNNNNAAGTTAAGNNNGNAANANGTAGCNNNCANNNGGNNNTTNNANTN

GGTNNNGNAAGCTNNCAANNCTTTTCNAGTGAGGCTGTATCGAGNACAAACGNaCCAGTGAAACTAAGACA

AGGAcTTTTAATGTAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGT

CAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGC

TTTAAGCCCATGGTAATGCTGAAGAACCACCACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTT

GGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTG

TAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGAT

CAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCC

CTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTT

ACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGG

ACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCT

CCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAA

AGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTT

TGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAG

TGGACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGcAGACACTtGGAGAAgaactGA

 Seq int Fwd1

CGAGCTCNCACCTTTTGATATGAGCATCCaGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATC

GGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGT

CTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAA

AAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACC

TCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGT

AATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGAC

TTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGG

ATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGG

AGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTT



ATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAAC

TAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTG

GGACGCGTCANANTGTGCTGGANAAAGAGGAAACAGAGGANCTGAAGCGGTTTGATGAGCCNGGTTTGATT

CTCATGGGCTTTAAGCCCATGGTAATGCTGAANAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCNGA

GGANTCCTTGGTCNACGGGAGCTCAACNTTGNTCAGCGNCNTGCTCANCNAGTGTGNGGANAAGGAGGTCA

TANCANTGNGNANATNCNCANNCCGAANNANGNNTCC

 Seq int Fwd2

CTTCNTCGACTTGNTGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC

ATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTT

CGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATG

GTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAAC

CAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTC

TCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCC

AGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCC

TGTACCCAGAGGAGTCCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAA

GGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAG

GAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCagNCTTCCAGCTTGTCTTCCTCCCTTACGCCGA

TGACAAGCGGAAGGTGCCCTTTACGGAGAANGTGATGGCCAACCCGGAACAGATAGACNAGATGAANGNCA

TTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCNAGAACCCAGTGCTGCAGCANCACTTCCGGAA

CCTGGNNGNCCTAGCTTTGGACATGATGGAGTCGGANCAAGTGGTAGATCTGANACTGCCNAGGNTGAAGC

CATAAGAAANACTGGGCTCCCTGGNNNATGANTTTAANAACTTGTCTACCCTCCAGGTNNNATCCTGAGGGA

AAANTGNCNANANAAA

 Seq Int Rev1

NGGGGGATCTNNCCNNNNGNGNNNCGCNNNNGTCNNANNNGNANTNCTACTACAAAACTGAGGGTGAGG

AAGNGGAAGAGGAGNAGCAGANCNNGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTT

TTCTGGTTGACNCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACNNCTTTTGATATGAGCATC

CAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATG

GTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC

TAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCAT

GGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAG

TCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTGCCAAAGCCAGCCGGGCC

AGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGC

TTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGG

AGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGG

TTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGC

CTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACAC

AGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAA

GAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGT

 Synthèse séquencage rate : NT

ATGTCAGAGTGGGAATCCTACTACAAAACTG 31
AGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACAAATGGAGAATATAAATATT 91
CAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGG 151
GTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCA 211
GTAAGATCATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAG 271
ACAAAAATTCAGTGAACTTCAAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAG 331



CTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAG 391
ACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACC 451
TCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAG 511
ATGACCCCCATGGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATC 571
TGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACG 631
TGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACT 691
TTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAA 751
AGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCG 811
TTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAA 871
ACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC 931
CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGG 991
AAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCA 1051
TGGTAATGCTGAAGAACCACCACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGT 1111
CCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGG 1171
AGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTT 1231
TGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCC 1291
AGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGA 1351
TGGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACAT 1411
ACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCC 1471
TAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAG 1531
CCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAG 1591
GTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTA 1651
AAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACAC 1711
TGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTG 1771
GACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGcAGACACTtGGAGAAgaactGA 1827

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR

DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD

VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF

EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL

LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE

KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ

KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA

DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

 Blast contre banque rat 



 Parfait



Différence au niveau PROT :



o FlagBirA Xrcc6 DiT0 clone A  

 B3Fwd DiT0

Fwd881

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA
AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC
AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA
GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT
ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG
GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC
CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT
GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG
ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAg
GATGAgGACCTCGGGGTTCACTTTGANGANTCAAGCAAGCTGGAAGANCTGCTANNNAGGNTCGAGCCNAGG
AGACCAAAAAGCGAGTGNTGTCCAGGTTAAAGTTTAAGCTCGGCAAGACGTANCACTCATGGTGGGCGTTTATA
ACTTGGNCCANAAAGCTAACAAGCCTTTTNCAGTGAGGNTGTNTCGANAANNANCGAACNANTGAA

 BGHRev DiT0

Rev1044

ANGNTNANNTNGNCAANANGTANNNNCNNNNNGNNNTTATNNNTNNTNCAGNAAGNNNCANNNTTTCCA

GNGANGNTGTATCGAGNAACAACGAACCAGTGAAANTAAGACAAGGANTTTAATGTAAACACAGNCAGTNTG

NTNCTGCCCAGTGATNCCAAGCNNTCTNTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAG

AGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCAC

CACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCC

CTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTAT

TTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCT

TGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGA

TAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTG

CAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACT

GCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAG

GTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGT

AGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCACTG

AGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGCAGAC

ACTTGGAGAAGAACTGA

 Fwd1

TTccTCGaCTTGATGCaCCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACaGAGACATCATCNGCATCG

CTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAG

CCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGG

CGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGA

AAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTT

TTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGA

TTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCagA



GGAGTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATA

GCAGTGTGTAGATACACAGCCNGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCT

AGATGATCAGAACATTCAGGTGACTCCCGCAgGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAA

GGTGCCCTTTACGGAGAAgGTGATGGCCAACCCGGAACAGATAGACAAGATGAAgGCCATTGTTCAAAAGCTCC

GCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGaNGNCCTANCT

TTGGACATGATGGAGTCGGANCAAGTGGTANATCTGACACTGCCCAANNNGAAGCCATAAANAAANACTGGGC

TCCCTGGNANANGANTTTAAAGAACTTGTCTACCNTNCAGNTNNNATCCTGNNGGAAANTGNNANNNNAAA

GCNNANANGNNNNNTGCNAGTAAAAGCCNNNNNNNNTNTCANANAGNNNNTNAGANNTTTG

Rev1
CNGGANGGNNGNNNNATCANNNNNNNANNNNNANNANGGGGATNNGNNCCNGNNNGNNNGNNCNAA

NNTCAGANTNGGANTNNNNNTNNNAANTGNGGNGAGGAAGAGGAAGAGGAGGAGCAGAGCCNGANACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTNNGGTTGANGCCTNCAGGGNTATGTTTGANNNT

CAGGGTGAAGACGAGCTCACANNTTTTGATATGAGCATNCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATA

AGCAGCGATNGGGANNTNTTGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATTCAGTGAANTTCAAAA

GTATTTATNTCTTACAAGATNTGGATAACCCAGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAAC

AGGGGAAAAAACATTTNNGAGACACAATTGGCCATGGGTCTGANTACTCTTTGAGTGAAGTGCTNNNNNNNN

GTNNNNNNNNNTNNNNNNNNNNNCNNNNNNNNNNNNNNNNNNNNNNNNAANCNNNNNNANCAANN

CGNNNCNNCNNCNNNNNNNNCNNNTTNNNCNNCACAANNNNACNCGNCNNANNNNNNNGANNCCNCN

GACNNTNNCATNNCNNTNGCNNNCNNNCNNNNNANNCANNNAANGNCCTTNNCNNNGTNNNNNCTNNN

NCGNGANNTNCTCNANNCNNCCNNNNNNNNANNNCNNNNGNCNNNNNNNNNNNNNNNNNNAACNNN

CANCANNNGNTNNACNNCNTTNCCGNGCNNNAACNNNAACCNNNNANCACNCNCNNNNNNNNCNNCNN

NCNNNNACCNNCCTNNNCNNNTCNNNCNGCNTNCNTNACTNCNNNNNNNNAACNCCCAANNCCTNANCC

NNNNCNATGCNNANNANNTCNCNNGANNNCANGNACACNNNNACNCCCCCTCGCNACNNNNNNNNNNN

CANNNNGNTCANGANCNCNGNTNCCCACNGATCTCTGNCTTTNGNCCNNNNCCNGCNNGCNNTGGCNNNN

NNNNNACCAGAGGAG

 Synthèse séquencage DiT0 : 

                                                                      
ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGG 55
AGCAGAGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTC 115
TGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTG 175
ATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGG 235
ATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAA 295
GTATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACC 355
GCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACT 415
ACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGA 475
TGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTG 535
CCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG 595
ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCA 655
TCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAG 715
ACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAG    774
TTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCT 834
AACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACA 894
AGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTG 954
ACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTT 1014
GATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCAC 1074
TACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCAACGGGAGCTCAACC 1134
TTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATAC 1194
ACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTA        1254            
GATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCC 1314            
GATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGAC 1374
AAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAAC 1434



CCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCG 1494
GAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCC 1554
CTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATT 1614
GCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGTAGAGTTATCA 1674
GAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCA 1734
CTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTC 1794
GAGGCTCTCAGCAGACACTTGGAGAAGAACTGA 1827

                                        
MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR
DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD
VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF
EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL
LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE
KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ
KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA
DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-   

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Mutation en 1114 C<T

Différence au niveau PROT :



pas de diff au niv prot

Flag BirA Xrcc6 DiT0 cloneA OK, 



o FlagBirA Xrcc6 DiT24hLPS clone A  

 B3Fwd DiT24h

312NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCKGNNNNACNNNGNNNTNNTCNTCNANNTGATGCACCTGAANAANCNANGGGGCTTTGACNTG

TCCTTGNTCTNCNNANAC

 B3Fwd du 25/11

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCTGNNNGACNNNGNNATCTTCNTCNANNNGATGNANCNGAANAANCGAGGGGGCTTTGACNT

GTCCTTGNTCTNCNNANNCNTNNNNNNNNTCNNNGANGATNANGANNNNNNNNNNNNCTTTGANGANN

NNNNNNNNNNGNNNNANNNGNNNANGAANGNNCNANNNNNNNNGANNNNNNNNNNNNTGCTGNCC

NNNNNNNNNTNNANNCTCGNNAANNACNTANNACTCNTGNNGGGCNNNNNTANNNTGNNNNNGANNNN

TNNCNNNNNNTTTCNNNNNNNNNNGNNNNNNNNNNNNAACGNNNNAGTGAAANNTNNNACNANNANT

TTTAATGNNNACNNNGNNANTCNGNTCCTNNNCNNTGNNNCCNANCNGNCTCTGACTTTNGGGACNNNNN

NNANNGTGNTGGANAAAGANGAAACNNANNANCTNNAGCNNNNTGATGANCNNGNTNNGATTCTNNNGN

NCTTTAAGCCCNTGGANNTGCTGAAGANNNNNNNCTNCCNGNNGNCCTNTCTGTTNCTGNNCCCNNAGNAN

NCNNTGNNCACGGNNNCTCANCNNGTTCANNGNNCTNNNNANNNNTNNGTNNANNAGA

 BGHRev DiT24h

983NT 

TTTTCCAGNGANGNTGTATNGAGAANCAAACGANCCAGTGAAANTAAGACAAGGACTTTAATGTAAACACAGG

CAGTCTGNTCCTGCCCAGTGATNCCAAGCGGTNTNTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAG

GAAACAGAGGAGCTGaAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAA

GAACCACCACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCAACGGGAGCTCAACCTTGTT

CAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCT

CCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGC

TTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCC

GGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAACC

CAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGA

TCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCT

ACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAG

CCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGC

CTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGGCTCT

CAGCAGACACTTGGAGAAGAACTGA

312AA

DKDFNVNTGSLXLPSDXKRXXTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNG

SSTLFSALLTKCVEKEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMAN

PEQIDKMKAIVQKLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPP

GYNPEGKIAKRKADNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-



 Fwd2

GaCTTGATGCaCCTGAAGAAGCGAGGGGGCTTTGACGNGTCNTTGNTCTACNgAGACATCATCNGCATCGCTGA

GGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCNAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAA

GGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTT

TATAACTTGGNCCAGAAAGCTAACAAGCCTTTTCCNGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAAC

TAAGACAAGGACTTTTAATGTAAACACAGGCNGTCTGCTCCTGCCCAGTGATACCANGCGGTCTCTGACTTTTGG

GACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTNTGATTCTC

ATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTNCNNNNAGGA

GTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCANGTGTGTGGAGAAGGAGGTCATAGCA

GTGTGTAGATACACAGNNNGNANGAATGTCTCCCCTNATTTTGNGGCTTTGGTGCCACAGGAAGANGAGCTAG

ATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGNAANG

TGCCCTTTACGGAGAANGTGATGGNCNNCCCGGAACAGATAGACNAGATGAAGGNCATTGTTCAAAAGCTCCG

CTTTACNTACANGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGNACCTGGNNGNCCTAGCT

TTGGACNTGATGGANTCGGAGCAGTGNTAGATCTGACNCTGCCCNNNNTGAAGCCNTNAANAAAANACTGGG

CTCCCNNGCANATGANTTTAANAACTTGNCTANCCTCCNNNNNNANCCTGANGGAAAATTGCCANNNAAAAN

NNNANNTGAAGGTNCTGCAANNNAANCCC

 Séquençage mauvais

 Synthèse séquencage DiT24hLPS : 

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAG 60
AGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTT 120
GACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATG 180
AGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCTGNNNGAC 240
NNNGNNATCTTCNTCNANNNGATGNANCNGAANAANCG---AGGGGGCTTTGACNTGTCC 297
TTGNTCTNCNNANNCNTNNNNNNNNTCNNNGANGATNANGANNNNN-----NNNNNNNCT 352
TTGANGANNNNNNNNNNNNGNNNNANN--NGNNNANGAANGNNCNANNNNNNNNGANNNN 410
NNNNNNNNT--GCTGNCCNNNNNNNNNTNNANNCTCGNNAANNACNTANNACTCNTGNNG 468
GGCNNNNNTANNN---TGNNNNNGANNNNTNNCNNNNNNTTTCNNNNNNNNNNGNNNNNN 525
NNNNNNAACGNNNNAGTGAAANNTNNNACNANNANTTTTAATGNNNACNNNGNNANTCNG 585
NTCCTNNNCNNTG-----NNNCCNANCNGNCTCTGACTTT------------NGGGACNN 628
NNNNN--ANNGTGNTGGANAAAGANGAAACNNANNANCTNNAGCNNNNTGATGANCNNGN 686
TNNGATTCTNNNGNNCTTTAAGCCCNTGGANNTGCTGAAGANNNNNNNCTNCCNGNNGNC 746
GTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGNCCAGAAAGC 833
TAACAAGCCTTTTCCNGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGAC 893
AAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCT 953
GACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTT 1013
TGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCA 1073
CTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCAACGGGAGCTCAAC 1133
CTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATA 1193
CACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCT 1253
AGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCTTCCTCCCTTACGC 1313
CGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGA 1373
CAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAA 1433
CCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTC 1493
GGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTC 1553
CCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAAT 1613
TGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGTAGAGTTATC 1673
AGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGC 1733
ACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACT 1793
CGAGGCTCTCAGCAGACACTTGGAGAAGAACTGA 1827



 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :
Séquençage Fwd pas très long, il manque des NT au milieu

Différence au niveau PROT :

Flag BirA Xrcc6 DiT24hLPS (clone A) mauvais séquençage, pas 

envoyé en interne (T0 OK)



o pCR4Blunt Xrcc6 DiT48hMix clone C VOIR SEQUENCAGE JUL  

 Fwd DiT48hMix 1052NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT

ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG

GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC

CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT

GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG

ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAG

GATGAGGAcCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGAcCTGCTAAgGAAgGTTCGAGCCAAGG

AGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTAT

AACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAA

NNCAAGGACTTTTAATGTAAACACNGGCAGTCTGCTCCTGCCCAGTGATNCNNNNNGGTCTCTGACTTTTNGG

NNNNGTCANANNGTGCTNGNNAANNNAANCNNNNNNCTNANCNNNTNGATGANNNNGTTGATNTNATGG

GCTTNANCCANGGNNNTGCT

 Rev DiT48hMix 748NT

Gaggccctctctgttcctgtacccagaggagtccctggtcaacgggagctcaaccttgttcagcgccctgctcaccaagtgtgtggagaaggaggtc

atagcagtgtgtagatacacagcccgaaagaatgtctccccttattttgtggctttggtgccacaggaagaggagctagatgatcagaacattcagg

tgactcccgcaggcttccagcttgtcttcctcccttacgccgatgacaagcggaaggtgccctttacggagaaggtgatggccaacccggaacagat

agacaagatgaaggccattgttcaaaagctccgctttacatacaggagcgacagtttcgagaacccagtgctgcagcagcacttccggaacctgga

ggccctagctttggacatgatggagtcggagcaagtggtagatctgacactgcccaaggttgaagccataaagaaaagactgggctccctggcag

atgagtttaaagaacttgtctaccctccaggttataatcctgagggaaaaattgccaagagaaaagcagacaatgaaggttctgcaagtaaaaag

cccaaggtagagttatcagaagaggagctgaaggacctttttgccaagggcacactgggcaagctcactgtgcctgcactgagggacatctgcaa

ggcctatgggctaaagagtggaccgaagaagcaggaactactcgaggctctcagcagacacttggagaagaactga

 B3Fwd 25/11

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCC

TTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCT

GGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTC

GGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCT

GTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC

CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCT

GAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCT

GAgGNCCTCTCTGTTCCTGTACCCAGAGGANTCCCTGGTCAACGGGAGCTCAACCTTGNTCAGCGCCCTGCTCA



CCAAGTGTGNGGAGAAGGNGGNCATANCANTGNGNANATNCNCAGCCCGAAANAATGNCTNCCCTTANTTTG

NNNNTNNGNGNNNCNGNANNNNNNNTANATGATCANANATTCNNNGACTCCNNCNNNTNCNNCT

 BGHRev 25/11

CAANCNTTNCCAGNGNNNNTGTATNGAGAANCAAANGANCCAGTGAAAANTAAGNCAAGGACTNTTAANGT

AAACACAGNCAGTNTGNTNNTGCCCAGTGATACCAAGCGGTCTNNGACTTTTGGGACGCGTCAGATTGTGNTG

GNGAAAGAGGAANCAGAGGAGCTGAAGCGGTTTGATGANNCAGGTTTGATTNTCATGGNCTTTAAGCNCANG

GTAATGCTGAAGAACCAcCAcTactGAGGCCCTcTCtGTTCcTGTACCCAGAGGAGTCccTGGTCAACGGGAGCTCA

ACcTTGTTCAGCGCCCTGCTCACCAAGTGTGTgGAGAAGGAGgTCATNGCANTGTGTAGATACACAGCCcGAAAG

AATGTCTCCCcTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCC

GCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGC

CAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCG

AGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGT

GGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCNGNCAGATGAGTTTAAAGAA

CTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAANCAGACAATGAAGGTTCTGCAAGT

AAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCA

CTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGNCCGAAGAAGCAGG

 Rev1

CCCAGATNNTGATNGNNNCGNCATCANCATGGCATNNGNGNNNNGANANCGTGGTGNNCNNNGGNTGGAN

CNCCNGCNGGAGNCNGGCNTCAACNTGGACCGGAACNNNTGGCCGCCATGNTGATCCGGGAGNTGCGGGCC

GCCCTGGAGCTGTTCGAGCAGGAGGNCCTGNCCCCNTNNNGAGCCGGTGGGAGAAGCTGGACAACTTCATCA

ACCGGCCCGTGAAGCTGATCNTNGGCGACAAGGAGATNTTCGGCATCAGCCGGGGCATCGACAAGCAGGGCG

CCcTGCTGCTGGAGCAGGACGGCATCATCAAGCCCTGGATGGGCGGCGAGATCAGCcTGCGGAGCGCCGAGAA

GGGGGGATCTGGCCCCGGCGGCGGCGCGCCAATGTCAGAGTGGGAaTCcTACTACAAAACTGAGGGTGAGGA

AGAGGAAGAGGAGGAGCAGAGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTC

TGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGT

GTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGC

ACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGAC

CTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAA

AAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGT

CCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGG

ACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAG

ATTGTGCTGGAGAAAGAGGAAACAGAGGAGCtGAAGCGGTTTGATGAGCCAGgttgaT

 Synthèse séquencage DiT48hMix : 

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAG 60
AGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTT 120
GACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATG 180
AGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGGATCTC 240
TTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATT 300
TATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTT 360
AAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCT 420
TTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAGT 480
CATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTGCCAAA 540
GCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTG 600



ATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC 660
ATCGCTGAGGATGAGGAcCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGAcCTG 720
CTAAgGAAgGTTCGAGCCAAGGAGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAG 780
CTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAG 840
CCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAANNCAAGGACT 900
TTTAATGTAAACACNGGCAGTCTGCTCCTGCCCAGTGATNCNNNNNGGTCTCTGACTTTT 960
NGGNNNNGTCANANNGTGCTNGNNAANNNAANCNNNNNNCTNANCNNNT----NGATGAN 1020
-----------------------NNNGTTGATNTNATGGGCTTNANCCANGGNNNTGCTG 1080
aggccctctctgttcctgtacccagaggagtccctggtcaacgggagctcaaccttgttc 1140
agcgccctgctcaccaagtgtgtggagaaggaggtcatagcagtgtgtagatacacagcc 1200
cgaaagaatgtctccccttattttgtggctttggtgccacaggaagaggagctagatgat 1260
cagaacattcaggtgactcccgcaggcttccagcttgtcttcctcccttacgccgatgac 1320
aagcggaaggtgccctttacggagaaggtgatggccaacccggaacagatagacaagatg 1380
aaggccattgttcaaaagctccgctttacatacaggagcgacagtttcgagaacccagtg 1440
ctgcagcagcacttccggaacctggaggccctagctttggacatgatggagtcggagcaa 1500
gtggtagatctgacactgcccaaggttgaagccataaagaaaagactgggctccctggca 1560
gatgagtttaaagaacttgtctaccctccaggttataatcctgagggaaaaattgccaag 1620
agaaaagcagacaatgaaggttctgcaagtaaaaagcccaaggtagagttatcagaagag 1680
gagctgaaggacctttttgccaagggcacactgggcaagctcactgtgcctgcactgagg 1740
gacatctgcaaggcctatgggctaaagagtggaccgaagaagcaggaactactcgaggct 1800
ctcagcagacacttggagaagaactga 1827

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR
DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD
VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF
EESSKLEDLLRKVRAKEXKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTXXRTFNVNXGSLL
LPSDXXXSLTFXXXXXVXXXXXXXXXXXMXXLXXWAXXXXXLRPSLFLYPEESLVNGSSTLFSALLTKCVEKEVIAVCRY
TARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQKLRFTYRSD
SFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKADNEGSASK
KPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-
                         

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :



pcR4Blunt Xrcc6 DiT48hMix C semble OK mais pas 

envoyé en séquençage interne

o FlagBirA Xrcc6 DiT48hMix clone  B  

 B3Fwd 25/11 950NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCC

TTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCT

GGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTC

GGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCT

GTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC

CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCT

GAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCT

GAgGNCCTCTCTGTTCCTGTACCCAGAGGANTCCCTGGTCAACGGGAGCTCAACCTTGNTCAGCGCCCTGCTCA

CCAAGTGTGNGGAGAAGGNGGNCATANCANTGNGNANATNCNCAGCCCGAAANAATGNCTNCCCTTANTTTG

NNNNTNNGNGNNNCNGNANNNNNNNTANATGATCANANATTCNNNGACTCCNNCNNNTNCNNCT

 BGHRev 25/11 948NT pas la fin de séquence

CAANCNTTNCCAGNGNNNNTGTATNGAGAANCAAANGANCCAGTGAAAANTAAGNCAAGGACTNTTAANGT

AAACACAGNCAGTNTGNTNNTGCCCAGTGATACCAAGCGGTCTNNGACTTTTGGGACGCGTCAGATTGTGNTG

GNGAAAGAGGAANCAGAGGAGCTGAAGCGGTTTGATGANNCAGGTTTGATTNTCATGGNCTTTAAGCNCANG

GTAATGCTGAAGAACCAcCAcTactGAGGCCCTcTCtGTTCcTGTACCCAGAGGAGTCccTGGTCAACGGGAGCTCA



ACcTTGTTCAGCGCCCTGCTCACCAAGTGTGTgGAGAAGGAGgTCATNGCANTGTGTAGATACACAGCCcGAAAG

AATGTCTCCCcTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCC

GCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGC

CAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCG

AGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGT

GGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCNGNCAGATGAGTTTAAAGAA

CTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAANCAGACAATGAAGGTTCTGCAAGT

AAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCA

CTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGNCCGAAGAAGCAGG

 Rev1

CCCAGATNNTGATNGNNNCGNCATCANCATGGCATNNGNGNNNNGANANCGTGGTGNNCNNNGG

NTGGANCNCCNGCNGGAGNCNGGCNTCAACNTGGACCGGAACNNNTGGCCGCCATGNTGATCCGG

GAGNTGCGGGCCGCCCTGGAGCTGTTCGAGCAGGAGGNCCTGNCCCCNTNNNGAGCCGGTGGGAG

AAGCTGGACAACTTCATCAACCGGCCCGTGAAGCTGATCNTNGGCGACAAGGAGATNTTCGGCATCA

GCCGGGGCATCGACAAGCAGGGCGCCcTGCTGCTGGAGCAGGACGGCATCATCAAGCCCTGGATGGG

CGGCGAGATCAGCcTGCGGAGCGCCGAGAAGGGGGGATCTGGCCCCGGCGGCGGCGCGCCAATGTC

AGAGTGGGAaTCcTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACAC

AAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTT

GAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACC

AGTAAGATCATAAGCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCG

AGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGG

TTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAA

GCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTT

GGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTA

AGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTT

TTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCtGAAGCGGTTTGATGAGCCAGg

ttgaT



o FlagBirA Xrcc6 SP clone A  

 B3Fwd SP 864NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT

ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG

GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC

CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT

GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG

ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAg

GAtGANGANCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAANANCTGCTAANGAAGGNTCGAGCCAAG

NAGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAANACGTANCACTCATGGTGGGCGTTTAT

AACTTGGNCCANAANGCTAACAAGCCTTTTNCAGTGNNNTGNATCGANA

 BGHRev SP 981NT

TNCCAGTGANGNTGTATCGAGNANCAACGAACCAGTGAAANTAAGACAAGGACTTTTAATGTAAACACAGNC

AGTNTGNTNCTGCCCAGTGATNCCAAGCGNTNTNTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAG

GAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGA

AGAACCACCACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCcTTGGTCAACGGGAGCTCAACCTTG

TTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAAT

GTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGC

AGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCC

AACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCG

AGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAG

TGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAG

AACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGC

AAGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAA

GCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACT

ACTCGAGGCTCTCAGCAGACACTtGGAGAAGAACTGA

 Fwd2

CTTNNTCGANTTGATGCNCCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACNGAGACATCATCNGC

ATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTT

CGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATG

GTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAAC

CAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTC

TCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCC

AGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCC

TGTACCCAgAGGAGTCCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAA

GGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAG

GAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCANGCTTCCAGCTTGTCTTCCTCCCTTACGCCGA

TGACAAGCGGAAGGTGCCCTTTACGGAGAAGGtGATGGCCAACCCGGAACAGATAGACNAGATGAAGGNCA



TTGTTCAAAAGCTCCGCTTTACATACAGGANCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAA

CCTGGAGGNCCTAGCTTTGGACNTGATGGANTNGNAGCAAGTGNTANATCTGANNCTGCCCANNNTGAAGC

NATAAANAAAAGACTGGGNTCCCTNGNANATGANTTTAAAGAACTTGNCTACCCTCCNNNNATNATCCTGAN

GNAAAANNGNNNANANAAANCNNNNNNGNANNNTGCAGTAAAAGCNCNANNANANTATNNNANANNNC

TNAGANNTTTGNCNAGG

 Rev1

ANGGGGNTNNGNNCNGNNNNNNGCGCGCCAATNTCNGANTGGGANNNNNNTNCAAAANTGAGGGTGAG

NANGAGGAAGAGGAGGAGNAGANNNNGANNNAAATNGAGAATATAANNATTCAGGAAGAGATAGTTTGA

TTTTTNTGGTTGANNCNNCCAGGNNTATGTTTGAATNTCAGGGTGAAGACGAGNTCACACNNTTTGATATGA

GCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATNGGGATNTNTTGGCAGTGGTGT

TNTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATNTNTTACAAGATNNGGATAACCC

AGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAAT

TGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCT

 Synthèse séquencage SP: 

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAG 60
AGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTT 120
GACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATG 180
AGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGGATCTC 240
TTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATT 300
TATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTT 360
AAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCT 420
TTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAGT 480
CATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTGCCAAA 540
GCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTG 600
ATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC 660
ATCGCTGAGGATGAGGACCTCGGGGTTCACT 691
TTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAA 751
AGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCG 811
TTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAA 871
ACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC 931
CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGG    991
AAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCA 1051
TGGTAATGCTGAAGAACCACCACTACcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGT 1111
CCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGG 1171
AGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTT 1231
TGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCC 1291
AGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGA 1351
TGGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACAT 1411
ACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCC 1471
TAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAG 1531
CCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAG 1591
GTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTA 1651
AAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACAC 1711
TGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTG 1771
GACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGCAGACACTtGGAGAAGAACTGA 1827

                                                                      

                                                                  
MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR

DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD

VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF

EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL

LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE

KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ



KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA

DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :



Flag BirA Xrcc6 SP clone A parfait 



o FlagBirA Xrcc6 CTX clone A  

 B3Fwd CTX 852NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA

AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC

AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA

GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT

ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG

GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC

CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT

GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG

ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAg

GATGAGGAcCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGNNCTGCTAANGAANGNTCGAGCCAAG

GAGANCAAAAAGCGAGTGCTGNCCAGGTTAAAGTTTAAGCTCNGCAAAGACGTANCACTCATGGTGGGCGTTN

ANAACTTGGNCCANAAAGCTAACAAGCCTTTTCCAGTG

 BGHRev CTX 985NT

AGCCTTTCCAGNGANGNNGTATCGAGAAACAACGAACCAGTGAAANTAAGACAAGGACTTTAATGTAAACACA

GGCAGTNTGNTNCNNCCCAGTGATNCCAAGCGGTNTNTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAA

GAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCT

GAAGAACCACCACTACcTGAGgCCCTCTCTGTTCCTGTACCCAGAGGAGtCCCTGgTCAACGGGAGCTCAACCTT

GTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATG

TCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAG

GCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAAC

CCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAA

CCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTA

GATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGT

CTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAA

AGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGT

GCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGGCT

CTCAGCAGACACTtGGAGAAGAACTGA

 Int Fwd

TTcCTCGACTTGaTGCACCTGAAGAAGCGAGGGGGCTTTGaCGTGTCCTTGTTCTACaGAGACATCATCNGCATC

GCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCNAGCTGGAAGACCTGCTAAGGAAGGTTCGA

GCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGG

GCGTTTATAACTTGGNCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTG

AAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACT

TTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTG

ATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCag

AGGAGTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCAT

AGCAGTGTGTAGATACACAGCCNGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGC

TAGATGATCAGAACATTCAGGTGACTCCCGCAgGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGA

AGGTGCCCTTTACGGAGAAgGtGATGGCCAACCCGGAACAGATAGACAAGATGAAGGcCATTGTTCAAAAGCTC

CGCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAgCACTTCCGGAACCTGGAGGcCCTAGC



TTTGGACNTGATGGAGTCNGANCAAGTGGTAGATCTGANACTGCCCANNNTGAAGCCATAANAAANACTGGG

CTCCCTNNNNATGAGTTTAAANAACTTGNCTACCTNCNGTNANANNNTGANGNAAAANTGNNANANAAAGC

 Int rev

GGNATCATCAAGNCNNGANGGNNNNNNATCANNNNNGGANNNNNNNNNNNGGGGNTNNGNCNNNGNG

GNGNNNNGNNAANNTCANNNTNGNNATNTNNTANAAAANTGAGGGTGAGGANGAGGAAGAGGAGGAGC

AGAGNNNGANNNAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTNTGGTTGANGCNTNCAGG

GNTATGTTTGANTNTCAGGGTGAAGANGAGCTCACACNTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTAC

ANCAGTAAGATCATAAGCAGCGATNGGGANNTNTTGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATT

CAGTGAACTTCAAAAGTATTTATGTNTTACAAGATNNGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACC

GCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAA

GTGCTNNNNNNNNGNNNNNNNNNNTNNNNNNNNTNNNNNNNNNNNNNNNNNNANNNNNNNNNNAC

CNNNNNNANNAANNCGCNNCAGCNNCNNNNNNTNCNNNTTCNNCANCNNAANCNNACGCGTCCCAAAN

NNCNGATNCCGCNGANNNTNNCNTNNCNNNNGCNNNCNGCCNNNNNANNCANNNAANGNCCTTNTCNG

NGTNNNNNCTNNNNCGNGNNNTTCTCNNNNCNNCCNNNCNNNNNANNNCNNNNNNCNNNNNNNNNNN

NNNNNNCAACNCCCACCANNNGNNNNACNNCNTTNCCGNGCNNNAACNNNAACCNNNNNNCACNCNCN

NNNNNNCNCNNNNCNNNNACCNNCCTANNCNNNTCNNNCNGCNTNCNTNACTNCNNNNAGNNAACNCC

NANNNCCNNANCC

 Synthèse séquencage CTX: NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAG 43
AGGAAGAGGAGGAGCAGAGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATA 103
GTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGC 163
TCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA 223
GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAG 283
TGAACTTCAAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGT 343
TAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCC 403
ATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACG 463
TCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATG 523
GTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTG 583
GGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCT 643
ACAGAGACATCATCAGCATCGCTGAgGATGAGGAcCTCGGGGTTCACTTTGAGGAGTCA     702
AGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTG 762
TCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAA 230
CTTGGNCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACC 290
AGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGA 350
TACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGA 410
GGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAAT 470
GCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCagAGGAGTCCCTGGT 530
CAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCAT 590
AGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCC 396
ACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAgGCTTCCAGCTTGT 710
CTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAgGtGATGGCCAA 770
CCCGGAACAGATAGACAAGATGAAGGcCATTGTTCAAAAGCTCCGCTTTACATACAGGAG 830
CGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTT 636
GGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAA 696
GAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAA 756
TCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCC 816
CAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAA 876
GCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAA 936
GAAGCAGGAACTACTCGAGGCTCTCAGCAGACACTtGGAGAAGAACTGA 985

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR

DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD

VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF

EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLXQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL



LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE

KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ

KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA

DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :



Flag BirA Xrcc6 CTX (clone A) OK 



Conclusion séquencages     :  

o FlagBirA Xrcc6 DiT0, T24LPS, SP et CTX ok

o pCR4Blunt Xrcc6 DiT48hMix OK

o Il manque au séquençage le milieu de la séquence (cf longue 

séquence), primers internes pour le séquençage commandés 10/11

o Pour la rate : en attente des resultats de séquençage

Séquencage int

Xrcc6_IntSeqFwd_1

ATAGTTTGATTTTTCTGG

à 100 pour un séquençage ~250NT

Xrcc6_IntSeqFwd_2

GCCAGCCGGGCCAGGACCAAAGC

A 541, pour un séquençage ~690NT

Xrcc6_IntSeqRev_1

CAGGTAGTGGTGGTTCTTCAGC

A 1058 pour un demarrage ~908NT en reverse
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