
12)Xrcc4

Rattus norvegicus X-ray repair cross 
complementing 4 (Xrcc4), mRNA

 Référence NCBI     :   NM_001006999

 Taille  972 NT

 Séquence NT     :  

a tggaaaggaa agtcagcaga atctctctgg
       61 cttctgaacc caatgtaacc tactttctac aagtgtcttg ggaggggacg ataggatctg
      121 gttttgttat tacacttacg gatggccatt cagcctggac tgcaaaagtt tctgaatcgg
      181 agattgcaca ggaagctgat gacatggcta tggagcagga aaaatacatg gatgagctga
      241 gacgggcact ggtgccagag tcgggagcag ctggtgcata caagttcatc ttttccaagg
      301 acactcagca tttctccctg gagaaagaac tgaaagatgt ttctttcaga cttggttcct
      361 tcaacctaga caaagttaca aacccaactg aagtcatcag agaactcatt tgctactgcc
      421 tggacaccat tgcggaaaaa caagccaaaa acgagcacct gcagaaggaa aacgaaaggc
      481 tcctgagaga ttggactgac gttcaaggcc gatttgagaa atgtgtgagt gacaaagaag
      541 ccttggaggc cgatttgtat caaagattta tcttggtgct gaatgagaag aaaacaaaaa
      601 tccgaagctt gttgagtgaa gtccagcagc tggagaagag taccaaacct gaaagggaaa
      661 ctccgagttc tgacaaaata cctgaggagg atgggcttta tgatggcagc actgatgaag
      721 aaagcggagc ccctgtgctg ggcgcagata cccttgataa ggatgattcc ttattttcaa
      781 gtccagatgt cactgatatt gcaccaagta ggaagaggag acaccgaatg cagacaaatc
      841 ttgggacaga acctaaaatg gctccacagg agctgccact acaggagaag gaaaggcttg
      901 gctcttcacc gcctcagacc ttgaaagagg agggcacctc tgctgcaaag atgtccttag
      961 aaaccctgag aaacagcagc ccagaagacc tctttgacta g

 Séquence protéique        :   

NP_001007000

MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWT                    
AKVSESEIAQEADDMAMEQEKYMDELRRALVPESGAAGAYKFIFSKDTQHFSLEKELK                 
DVSFRLGSFNLDKVTNPTEVIRELICYCLDTIAEKQAKNEHLQKENERLLRDWTDVQG
RFEKCVSDKEALEADLYQRFILVLNEKKTKIRSLLSEVQQLEKSTKPERETPSSDKIP                 
EEDGLYDGSTDEESGAPVLGADTLDKDDSLFSSPDVTDIAPSRKRRHRMQTNLGTEPK
MAPQELPLQEKERLGSSPPQTLKEEGTSAAKMSLETLRNSSPEDLFD

 Amorces synthétisées   :

Xrcc4_AscI_Fwd

tataGGCGCGCCa a tggaaaggaa agtcagcaga atc

Xrcc4_NotI_Rev

ttaaGCGGCCGCa ctagtcaaagaggtcttctgggc

 Expériences     :  

https://www.ncbi.nlm.nih.gov/protein/55741859


o PCR 10/07   : sur les 7 conditions cycle Q5-TM 56°C-Enhancer 5- 2min 30 d’élongation

 
       Rate   DiT0  DiT24        DiT48     SP     CTX   Eau 



 Résultats séquencages  

o FlagBirA Xrcc4 rate clone     A  

 B3Fwd rate 871NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGA

GGGTACGATAGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAAT

CGGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCA

CTGGTGCCAGAGTCCGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGA

GAAAGAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCA

TCAGAGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGA

AAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGC

TTTGGAGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTG

AGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGNAAACTCCGAGTTCTGACAAAACACCTGAN

GAGGATGGGCTTTATGATGGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGCANATACCCTTGAT

AANGATGANTCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGNAAGAGGANACACCGAATGC

AGACAAATCTTGGGACAGAANCTAAAATGGCTCCNCAGGANCTGCNACTACNGGANANNAAAGGNTTGG 

NTCNTCNNCNNNTCNNANNNNGNAAGNNNNGGCNNNNCTGCTGNA

 BGHRev rate  1096NT RESEQUENCAGE DU 25/11

ANNTNGNATNANCNGGGNATNGNCAGNNGGNNNNGNTGCTGNNCNGNNGNATNATNANCCNNGNANGN
NNNNANATCANNNNNNNGNNCNANNNNGGGGATNTNNNCCCNGNNNNNNNNNNCCAANGNAAAGNAA
AGTCAGCAGAATCTNTNTGGCTTCTGAACCCAANGTANNNNACTTTCTNCAAGTNTCTTGGGAGGNTACGATA
GGANNTNGTTTNGTTATTACACTTACGGATGNCCNTTCGNNNTGGACTGCAAAAGTTTNTGAATCGGAGATTGC
ACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTGCCAGAg
TCCGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACAcTCAGCATTTCTCCCTGGAGAAAGAACTGAAA
GATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTCATTT
GCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACcTGCAGAAGGAAAACGAAAGGCTCCT
GAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGAGGCCGATTTG
TATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAGCT
GGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGAGGAGGATGGGCTTTATGAT
GGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTCCTTATTTTCA
AGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACC
TAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAA
GAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaCCTCTTTGACTA
G

 Synthèse séquencage rate : 972NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTT 56
TCTACAAGTGTCTTGGGAGGGTACGATAGGATCTGGTTTTGTTATTACACTTACGGATGG 116
CCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGGAGATTGCACAGGAAGCTGATGACAT 176
GGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCCGG 236
AGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAA 296
AGAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCC 356
AACTGAAGTCATCAGAGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGC 416
CAAAAACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCA 476
AGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGAGGCCGATTTGTATCAAAG 536



ATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCA 596
GCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGA 656
GGAGGATGGGCTTTATGATGGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGC 716
AGATACCCTTGATAAGGATGATTCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACC 776
AAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCC 836
ACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAA 896
AGAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGA 956
AGaCCTCTTTGACTAG 972

MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWTAKVSESEIAQEADDMAMEQEKYMDELRRALVP
ESGAAGAYKFIFSKDTQHFSLEKELKDVSFRLGSFNLDKVTNPTEVIRELICYCLDTIAEKQAKNEHLQKENERLLRDW
TDVQGRFEKCVSDKEALEADLYQRFILVLNEKKTKIRSLLSEVQQLEKSTKPERETPSSDKTPEEDGLYDGSTDEESRA
PVLGADTLDKDDSLFSSPDVTDIAPSRKRRHRMQTNLGTEPKMAPQELPLQEKERLGSSPPQTLKEEGTSAANVSLE
TLRNSSPEDLFD-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Plusieurs mutations D’1NT



Mutations en 78, 123, 234,513,650,697, 921-922

Différence au niveau PROT :

 

3 differences : aa 217 ; 233, 307 et 308

Flag BirA Xrcc4 rate (clone A) :OK avec qq mutations , 



o FlagBirA Xrcc4 DiT0 clone     A   

 B3Fwd DiT0 809NT REVOIR LE Fwd

ATGGAAAGGAAAGCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAGG

GTACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGGA

GATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTG

CCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGA

ACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGA

ACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGAA

AGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGAGG

CCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCC

AGCAGCTGGAGAAGAGTACCAAACCTGAAAGGNNNNNCCGAGTTCTGACAAAACACCTGAGGAGGNNNNNT

TTATGATGGCAGCACTGATGAANAAAGCAGANCCCCTGTGCTGGGCGCANATNCCCTTGATAAGGATGANTCCT

TATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAANGCAGACAAATCT

 BGHRev DiT0 1057NT RESEQUENCAGE DU 25/11

ATNNAAAGGAAAGCAGCAGAATCTCTNTGGCTTCTGAACCCAATGTANNNTACTTTCTNCAAGTGTCTTGGGAG

GGTACGATNGGATCTGGTTTNGTTATTACACTTACGGATGNCCNTTCGGCNTGGACTGCAAAAGTTTCTGAATCG

GAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGG

TGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAA

GAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGA

GAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACcTGCAGAAGGAAAACG

AAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGA

GGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGT

CCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGAGGAGGGTGG

GCTTTATGATGGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTC

CTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGG

GACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAG

ACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAANCC

TCTTTGACTAG

 Synthèse séquencage DiT0 : 

ATGGAAAGGAAAG CAGCAGAATCTCTCTGGCTTC 34
TGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAGGGTACGATTGGATCTGGTTT 94
TGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGGAGAT 154
TGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACG 214
GGCACTGGTGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACAC 274
TCAGCATTTCTCCCTGGAGAAAGAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAA 334
CCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTCATTTGCTACTGCCTGGA 394
CACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCT 454
GAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTT 514
GGAGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCG 574
AAGCTTGTTGAGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCC
GAGTTCTGACAAAACACCTGAGGAGGGTGGGCTTTATGATGGCAGCACTGATGAAGAAAG
CAGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTCCTTATTTTCAAGTCC
AGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGG
GACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTC
TTCACCGCCTCAGACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAAC
CCTGAGAAACAGCAGCCCAGAAANCCTCTTTGACTAG

                                         
Décallage d’1NT->pro avec stops

o FlagBirA Xrcc4 DiT24 clone     ?  



 B3Fwd DiT24 855NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAG

GGTACGATAGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGG

AGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGT

GCCAGAGTCCGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAG

AACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAG

AACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGA

AAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGAG

GCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTC

CAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGANGANGATGGG

CTTTATGATGGCAGCACTGATGAAGAAAGCAGANCCCCTGTGCTGGGCGCANATACCCTTGATAAGGATGANNC

CTTATTTTCAAGTCCAGATGTCACTGATATTGCACCNANTAGGAAGAGGAGACACCGAANGCAGACAANTCTTG

GGACAGAANCTAAAATGGCTCCNCNGNANCTGNNNCTACNG

 BGHRev DiT24 970NT séquençage a du mal à démarrer

ATGNAAAGNAAAGTCAGCAGANTCTCTCTGGCTTCTGAACCCANTGTANNNTACTTTCTACAAGTGTCTTGGGA

GGGTACGATAGGATCTGGTTTTGTTATTACACTTACGGATGGCCNTTCGNCNTGGACTGCAAAAGTTTNTGAATC

GGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTG

GTGCCAGAGTCCGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAA

GAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGA

GAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACG

AAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGA

GGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGT

CCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGAGGAGGATGG

GCTTTATGATGGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTC

CTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGG

GACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAG

ACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaCC

TCTTNNACTAG

 Synthèse séquencage DiT24 : 972NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTA 60
CAAGTGTCTTGGGAGGGTACGATAGGATCTGGTTTTGTTATTACACTTACGGATGGCCAT 120
TCGGCCTGGACTGCAAAAGTTTCTGAATCGGAGATTGCACAGGAAGCTGATGACATGGCT 180
ATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCCGGAGCA 240
GCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGAA 300
CTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACT 360
GAAGTCATCAGAGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAA 420
AACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGC 480
CGATTTGAGAAATGTGTGAGTGACAAAGAAGCTTTGGAGGCCGATTTGTATCAAAGATTT 540
ATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAG 600
CTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAACACCTGAGGAG 660
GATGGGCTTTATGATGGCAGCACTGATGAAGAAAGCAGAGCCCCTGTGCTGGGCGCAGAT 720
ACCCTTGATAAGGATGATTCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGT 780
AGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCCACAG 840
GAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAAGAG 900
GAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaC 960
CTCTTNNACTAG 972

MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWTAKVSESEIAQEADDMAMEQEKYMDELRRALV
PESGAAGAYKFIFSKDTQHFSLEKELKDVSFRLGSFNLDKVTNPTEVIRELICYCLDTIAEKQAKNEHLQKENER



LLRDWTDVQGRFEKCVSDKEALEADLYQRFILVLNEKKTKIRSLLSEVQQLEKSTKPERETPSSDKTPEEDGLYD
GSTDEESRAPVLGADTLDKDDSLFSSPDVTDIAPSRKRRHRMQTNLGTEPKMAPQELPLQEKERLGSSPPQTLKE
EGTSAANVSLETLRNSSPEDLXX-

           
          

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Mutations en 78, 123, 234,513,650,697, 921-922comme rate

Différence au niveau PROT :



3 differences : aa 217 ; 233, 307 et 308

Flag BirA Xrcc4 DiT24hLPS (clone A) comme rate 



o FlagBirA Xrcc4 DiT48hMix clone     ?  

 B3Fwd DiT48hMix 821NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAG

GGTACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGG

AGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGT

GCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAG

AACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAG

AACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGA

AAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAG

GCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTC

CAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAATACCTGANGAGGANGGG

CTTTATGATGGCAGCACTGATGAAGAAAGCGGANCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGANTC

CTTATTTTCNAGTCCANATGTCACTGATNTTGNACCNAGTAGGAAGAGGAGANACCGAANGNAGANAATCTTG

GGACANAA

 BGHRev DiT48hMix 880NT

AGCNNCNANAAGGGGGGATCTGGCCCCGGCGGCGGCGCGCNAANNGAANGGAAAGTCAGCAGAATCTNTCT

GGCTTCTGAACCCAANGTANCCTACTTTNTACAAGTNTCTTGGNAGGGTACGATTGGATCTGGTTTTGTTATTAC

ACTTACGGATGGCCNTTCGGCCTGGACTGCAAAAGTTTNTGAATCGGAGATTGCACAGGAAGCTGATGACATGG

CTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCGGGAGCAGCTGGTGCATA

CAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGAACTGAAAGATGTTTCTTTCAGACTTGG

TTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTCATTTGCTACTGCCTGGACACCATT

GCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTT

CAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAGGCCGATTTGTATCAAAGATTTATCTTGGT

GCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAACCT

GAAAGGGAAACTCCGAGTTCTGACAAAATACCTGAGGAGGATGGGCTTTATGATGGCAGCACTGATGAAGAAA

GCGGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTCCTTATTTTCAAGTCCAGATGTCACTGATAT

TGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCCACAGGAG

CTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAAGAGGAGGGCACCTCTGCTG

CAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaCCTCTTTGACTAG

 Synthèse séquencage DiT48hMix :972 NT

ATGGAAAGGAAAGTCAGC 18
AGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAGGGT 78
ACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAA 138
GTTTCTGAATCGGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATAC 198
ATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTC 258
ATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGAACTGAAAGATGTTTCTTTC 318
AGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTC 378
ATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAG 438
GAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTG 498
AGTGACAAAGAAGCCTTGGAGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAG 558
AAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAA 618
CCTGAAAGGGAAACTCCGAGTTCTGACAAAATACCTGAGGAGGATGGGCTTTATGATGGC 720
AGCACTGATGAAGAAAGCGGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGAT 780
TCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGA 840
ATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAG 900
AAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAAGAGGAGGGCACCTCTGCTGCA 960             
AACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaCCTCTTTGACTAG 972



MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWTAKVSESEIAQEADDMAMEQEKYMDELRRALV
PESGAAGAYKFIFSKDTQHFSLEKELKDVSFRLGSFNLDKVTNPTEVIRELICYCLDTIAEKQAKNEHLQKENER
LLRDWTDVQGRFEKCVSDKEALEADLYQRFILVLNEKKTKIRSLLSEVQQLEKSTKPERETPSSDKIPEEDGLYD
GSTDEESGAPVLGADTLDKDDSLFSSPDVTDIAPSRKRRHRMQTNLGTEPKMAPQELPLQEKERLGSSPPQTLKE
EGTSAANVSLETLRNSSPEDLFD-
                 

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Mutations en 78, 84, 123,921-922 

Différence au niveau PROT :



Mutations en 307-308

Flag BirA Xrcc4 DiT48hMix (clone ?) OK qq mutations



FlagBirA Xrcc4 SP clone     ?  

 B3Fwd SP 871NT

ATGGAAAGGAAAGTCAGCAGAATCTCTTTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAG

GGTACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGG

AGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGT

GCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAG

AACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAG

AACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGA

AAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAG

GCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTC

CAGCAGCTGGAGAAGAGTACCAAAcCTGAAAGGGAAACTCCGAGTTCTGACNAAATACCTGANGAGGANGGG

CTTTATGATGGCAGCACTGATGAAGAAAGCGGANCCCCTGTGCTGGGCGCANATNCCCTTGATAAGGATGANTC

CTTATTTTCAAGTCCAGATGTCACTGATATTGCACCNAGTAGGAAGAGGAGACACCGAATGCAGANAANTCTTN

NNCAGAACCTAAAATGGCTCCNCNNGAGCTGCNNCTACNGGANAAGGAAAGGNTTGG

 BGHRev SP 970NT

AAGGGGGGATNTGGCCNNGCGGCGGCGCNCCANNGGAANGGAAAGTCAGCAGANTNTCTTTGGCTTCTGAA

CCCAANGTANCNTACTTTCTNCAAGTNTCTTGGGAGGGTACGATTGGATCTGGTTTTGTTATTACACTTACGGAT

GNCCNTTCGGCNTGGACTGCAAAAGTTTNTGAATCGGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGC

AGGNNNNNNNCATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCA

TCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAA

CCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAA

ACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCG

ATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGA

GAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGA

AACTCCGAGTTCTGACAAAATACCTGAGGAGGATGGGCTTTATGATGGCAGCACTGATGAAGAAAGCGGAGCCC

CTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGT

AGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTAC

AGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTC

CTTAGAAACCCTGAGAAACAGCAGCCCAGAAGACCTCTTTGACTAG

 Synthèse séquencage SP: 972NT


ATGGAAAGGAAAGTCAGCAGAATCTCTT 28
TGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAGGGTACGATTGGAT 88
CTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAAT 148
CGGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGC 208
TGAGACGGGCACTGGTGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCA 268
AGGACACTCAGCATTTCTCCCTGGAGAAAGAACTGAAAGATGTTTCTTTCAGACTTGGTT 328
CCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAGAACTCATTTGCTACT 388
GCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGAAA 448
GGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAG 508
AAGCCTTGGAGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAA 568
AAATCCGAAGCTTGTTGAGTGAAGTCCAGCAGCTGGAGAAGAGTACCAAAcCTGAAAGGG 628
AAACTCCGAGTTCTGACAAAATACCTGAGGAGGATGGGCTTTATGATGGCAGCACTGATG 688
AAGAAAGCGGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGATTCCTTATTTT
CAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAA
ATCTTGGGACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGC
TTGGCTCTTCACCGCCTCAGACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTCCT
TAGAAACCCTGAGAAACAGCAGCCCAGAAGACCTCTTTGACTAG



MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWTAKVSESEIAQEADDMAMEQEKYMDELRRALV
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 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Mutations en 28, 78, 84, 123, 921-922

Différence au niveau PROT :



 Mutation AA 307-308

Flag BirA Xrcc4 SP (clone ?) OK, qq mutations les même que 

DiT48h



o FlagBirA Xrcc4 CTX clone     ?  

 B3Fwd CTX 834NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTACAAGTGTCTTGGGAG

GGTACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCATTCGGCCTGGACTGCAAAAGTTTCTGAATCGG

AGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGT

GCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAG

AACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAGAG

AACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAACGA

AAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAG

GCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTC

CAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAATACCTGANGAGGATGGG

CTTTATGATGGCAGCACTGATGAAGAAAGCGGANCCCCTGTGCTGGGCGCANATACCCTTGATAAGGATGANTC

CTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAANGCANACAAATCTNN

NNCAGAACCTAAAATGGCTC

 BGHRev CTX 977NT RENVOYE 25/11

ATGNAAAGGAAANTCAGCAGANTCTNTNTGGCTTNTGAACCCAATGTANCCTACTTTCTACAAGTGTCTTGGGA

GGGTACGATNNGATCTGGTTTTGTTATTACACTTACGGATGGCCNTTCGGCCTGGACTGCAAAAGTTTNTGAATC

GGAGATTGCACAGGAAGCTGATGACATGGCTATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTG

GTGCCAGAGTCGGGAGCAGCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAA

AGAACTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACTGAAGTCATCAG

AGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAAAACGAGCACCTGCAGAAGGAAAAC

GAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGCCGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGG

AGGCCGATTTGTATCAAAGATTTATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAA

GTCCAGCAGCTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAATACCTGAGGAGGATG

GGCTTTATGATGGCAGCACTGATGAAGAAAGCGGAGCCCCTGTGCTGGGCGCAGATACCCTTGATAAGGATGAT

TCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGTAGGAAGAGGAGACACCGAATGCAGACAAATCTT

GGGACAGAACCTAAAATGGCTCCACAGGAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTC

AGACCTTGAAAGAGGAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGa

CCTCTTTGACTAGTGCGG

 Synthèse séquencage CTX: 972NT

ATGGAAAGGAAAGTCAGCAGAATCTCTCTGGCTTCTGAACCCAATGTAACCTACTTTCTA 60
CAAGTGTCTTGGGAGGGTACGATTGGATCTGGTTTTGTTATTACACTTACGGATGGCCAT 120
TCGGCCTGGACTGCAAAAGTTTCTGAATCGGAGATTGCACAGGAAGCTGATGACATGGCT 180
ATGGAGCAGGAAAAATACATGGATGAGCTGAGACGGGCACTGGTGCCAGAGTCGGGAGCA 240
GCTGGTGCATACAAGTTCATCTTTTCCAAGGACACTCAGCATTTCTCCCTGGAGAAAGAA 300
CTGAAAGATGTTTCTTTCAGACTTGGTTCCTTCAACCTAGACAAAGTTACAAACCCAACT 360
GAAGTCATCAGAGAACTCATTTGCTACTGCCTGGACACCATTGCGGAAAAACAAGCCAAA 420
AACGAGCACCTGCAGAAGGAAAACGAAAGGCTCCTGAGAGATTGGACTGACGTTCAAGGC 480
CGATTTGAGAAATGTGTGAGTGACAAAGAAGCCTTGGAGGCCGATTTGTATCAAAGATTT 540
ATCTTGGTGCTGAATGAGAAGAAAACAAAAATCCGAAGCTTGTTGAGTGAAGTCCAGCAG 600
CTGGAGAAGAGTACCAAACCTGAAAGGGAAACTCCGAGTTCTGACAAAATACCTGAGGAG 660
GATGGGCTTTATGATGGCAGCACTGATGAAGAAAGCGGAGCCCCTGTGCTGGGCGCAGAT 720
ACCCTTGATAAGGATGATTCCTTATTTTCAAGTCCAGATGTCACTGATATTGCACCAAGT 780
AGGAAGAGGAGACACCGAATGCAGACAAATCTTGGGACAGAACCTAAAATGGCTCCACAG 840
GAGCTGCCACTACAGGAGAAGGAAAGGCTTGGCTCTTCACCGCCTCAGACCTTGAAAGAG 900
GAGGGCACCTCTGCTGCAAACGTGTCCTTAGAAACCCTGAGAAACAGCAGCCCAGAAGaC 960
CTCTTTGACTAG 972
                     



MERKVSRISLASEPNVTYFLQVSWEGTIGSGFVITLTDGHSAWTAKVSESEIAQEADDMAMEQEKYMDELRRALV
PESGAAGAYKFIFSKDTQHFSLEKELKDVSFRLGSFNLDKVTNPTEVIRELICYCLDTIAEKQAKNEHLQKENER
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 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Mutations en  78, 84, 123, 921-922

Différence au niveau PROT :



mutations en 307-308

Flag BirA Xrcc4 CTX (clone ?) OK comme DiT48h et SP
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