14)Xrcc6 (Ku70)

Rattus norvegicus X-ray repair cross
complementing 6 (Xrcc6), mRNA

Xrcc6 G22p1; Ku70; Kup70

e Référence NCBI : NM_139080

o Taille 1827 NT

e Séquence NT :

atgtca gagtgggaat cctactacaa aactgagggt

121
181
241
301
361
421
481
541
601
661
721
781
841
901
961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861

gaggaagagg
agagatagtt
gacgagctca
atcataagca
aattcagtga
cgagtgttag
attggccatg
agcgacgtcc
ccccatggta
gacactggga
ttgttctaca
gagtcaagca
gtgctgtcca
aacttggtcc
ccagtgaaaa
gataccaagc
gaggagctga
atgctgaaga
gtcaacggga
atagcagtgt
ccacaggaag
gtcttcctcce
aacccggaac
agcgacagtt
ttggacatga
aagaaaagac
aatcctgagg
cccaaggtag
aagctcactg

aagaagcagg

aagaggagga
tgatttttct
caccttttga
gcgatcggga
acttcaaaag
agcttgaccg
ggtctgacta
agttcaagat
atgacagtgc
tcttcctega
gagacatcat
agctggaaga
ggttaaagtt
agaaagctaa
ctaagacaag
ggtctctgac
agcggtttga
accaccacta
gctcaacctt
gtagatacac
aggagctaga
cttacgccga
agatagacaa
tcgagaaccc
tggagtcgga
tgggctccct
gaaaaattgc
agttatcaga
tgcctgcact
aactactcga

gcagagccct
ggttgacgcc
tatgagcatc
tctcttggceca
tatttatgtc
ctttaaggga
ctctttgagt
gagtcataag
caaagccagc
cttgatgcac
cagcatcgct
cctgctaagg
taagctcggce
caagcctttt
gacttttaat
ttttgggacg
tgagccaggt
cctgaggccc
gttcagcgcc
agcccgaaag
tgatcagaac
tgacaagcgg
gatgaaggcc
agtgctgcag
gcaagtggta
ggcagatgag
caagagaaaa
agaggagctg
gagggacatc
ggctctcagce

gacacaaatg
tccagggcta
cagtgtatcc
gtggtgttct
ttacaagatc
caacagggga
gaagtgctct
aggatcatgc
cgggccagga
ctgaagaagc
gaggatgagg
aaggttcgag
aaagacgtag
ccagtgaggc
gtaaacacag
cgtcagattg
ttgattctca
tctctgttcc
ctgctcacca
aatgtctccc
attcaggtga
aaggtgccct
attgttcaaa
cagcacttcc
gatctgacac
tttaaagaac
gcagacaatg
aaggaccttt
tgcaaggcct
agacacttgg

gagaatataa
tgtttgaatc
agagtgtgta
atggtaccga
tggataaccc
aaaaacattt
gggtctgtge
tattcaccaa
ccaaagccag
gagggggctt
acctcggggt
ccaaggagac
cactcatggt
tgtatcgaga
gcagtctgct
tgctggagaa
tgggctttaa
tgtacccaga
agtgtgtgga
cttattttgt
ctcccgcagg
ttacggagaa
agctccgcett
ggaacctgga
tgcccaaggt
ttgtctaccc
aaggttctgc
ttgccaaggg
atgggctaaa
agaagaactg

atattcagga
tcagggtgaa
caccagtaag
gaaagacaaa
aggagctaaa
ccgagacaca
caacctcttc
tgaagatgac
cgatctgcgg
tgacgtgtcc
tcactttgag
caaaaagcga
gggcgtttat
aacaaacgaa
cctgcccagt
agaggaaaca
gcccatggta
ggagtccttg
gaaggaggtc
ggctttggtg
cttccagcectt
ggtgatggcc
tacatacagg
ggccctagcect
tgaagccata
tccaggttat
aagtaaaaag
cacactgggc
gagtggaccg
a

o+ &+ | —&— &% %+ 1

Xroo6-201 =
protein coding

0 A {7
Xroch-202 >
protein coding

e Séquence protéique :

NP_620780



MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASR
AMFESQGEDELTPFDMSIQCIQSVYTSKIISSDRDLLAVVFYGTEKDKNSVNFKSIYV
LQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSDVQFK
MSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLF
YRDIISTAEDEDLGVHFEESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGV
YNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLLLPSDTKRSLTFGTRQIVLEK
EETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKC
VEKEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKV
PFTEKVMANPEQIDKMKAIVQKLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQV
VDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKADNEGSASKKPKVELSE
EELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN

e Amorces synthétisées :

Xrcc6_Ascl_Fwd
tataGGCGCGCCa atgtca gagtgggaat cctactac
Xrcc6_Notl_Rev

ttaaGCGGCCGCa tcagttcttctccaagtgtcetge

e Expériences :

o PCR10/07 : sur les 7 conditions cycle Q5-TM 56°C-Enhancer 10- 2min 30
d’élongation

Rate DiTO DiT24 DiT48 SP CTX Eau

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

e 08/09 : digestion et purification de 10ul rate, DiTO, DiT24h, 48h, SP et CTX
e 11/09 : minirate ok

e 14/09: ligation DiTO, 24, 48, SP et CTX

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

e 06/10: religation dans nouv vecteur FB pour rate et DiTO

e (09/10: miniprep rate et DiTO : rate OK

e 16/10: redigestion DiTO

e 22/10:mini DiTO OK

e 28/10 envoi au séguencage




> Résultats séguencages

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
GGTAATGNTGAAGAACCACCACTNCctGAGECCCTCTCTGTTCCTGTACCCAGAGGAGTecTGGTCAACGGGAGCT
CAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGNGTAGATACaCAGCcCGA
AAGAATGTCTCCCCNTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACT
CCCGCAGGCTTCCAGCTNGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGAT
GGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAANAGCTCCNCTTTACATACAGGAGCGACAGTT
TCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCA
AGTGGTAGATCNGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGNCAGATGAGTTTAAA



GAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCA
AGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGC
TCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGNGGNCCGA

> Fwd2

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

> Revl

TNNAAANTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCNGACACAAATGGAGAATATAAATATTCAG
GAAGAGATAGTTTGATTTTTNNGNTTGANNNCTCNAGGGNTATGTTTGANTNTCAGGGTGAAGANGAGNTCA
CACNTTTNGATATGAGCATCCAGTGTATCCAGAGTGTGTACANCAGTAAGATCATAAGCAGCGATCGGGATNTNT
TGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGTNTTACAAGATN
TGGATAACCCAGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCG
AGACACAATTGGCCATGGGTCTGANTACTCTTTGAGTGAAGTGCTNNNNNNNNGNNNNNNNNNNTNNTCNN
CNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAACCNNNCNNANCAANNCNCNNCNNCNCNNNNNNNN
NCNCNTTCNNCAGCACAANCNNACGCGNCCCAA

> Synthése séquencage rate :.

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
AAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACAAGATG
AAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTG
CTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAA
GTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCA
GATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAG
AGAAAAGCAGACAATGAAGGTTcTGCAAGTAAAAAGCCCAAGGTAGAGTTATCAGAAGAG
GAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCACTGAGG
GACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGNN
NNCANCNNNCACT-========————— 1827

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR
DLLAVVFYGTEKDKNSVNFKSIYVLODLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD
VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISMHLKKRGGFD
VSLFYRDIISIAEDEDLGVHFEESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRE
TNEPVKTKTRTFNVNTGSLLLPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYP
EESLVNGSSTLFSALLTKCVEKEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFOXVFLPYADDKRKVPF
TEKVMANPEQIDKMKAIVQKLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADE
FKELVYPPGYNPEGKIAKRKADNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEXX

XXT

FISEEIANECEISNBIONe ) ronvoyé au séquencage le 25/11

1320
1380
1440
1500
1560
1620
1680
1740
1800

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

nouveau clone le 07/12



o FlagBirA Xrccb 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

> Seqint Fwdl

CGAGCTCNCACCTTTTGATATGAGCATCCaGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATC
GGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGT
CTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAA
AAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACC
TCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGT
AATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGAC
TTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGG
ATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGG
AGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTT



ATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAAC
TAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTG
GGACGCGTCANANTGTGCTGGANAAAGAGGAAACAGAGGANCTGAAGCGGTTTGATGAGCCNGGTTTGATT
CTCATGGGCTTTAAGCCCATGGTAATGCTGAANAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCNGA
GGANTCCTTGGTCNACGGGAGCTCAACNTTGNTCAGCGNCNTGCTCANCNAGTGTGNGGANAAGGAGGTCA
TANCANTGNGNANATNCNCANNCCGAANNANGNNTCC

> Seqint Fwd2

CTTCNTCGACTTGNTGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC
ATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTT
CGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATG
GTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAAC
CAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTC
TCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCC
AGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCC
TGTACCCAGAGGAGTCCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAA
GGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAG
GAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCagNCTTCCAGCTTGTCTTCCTCCCTTACGCCGA
TGACAAGCGGAAGGTGCCCTTTACGGAGAANGTGATGGCCAACCCGGAACAGATAGACNAGATGAANGNCA
TTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCNAGAACCCAGTGCTGCAGCANCACTTCCGGAA
CCTGGNNGNCCTAGCTTTGGACATGATGGAGTCGGANCAAGTGGTAGATCTGANACTGCCNAGGNTGAAGC
CATAAGAAANACTGGGCTCCCTGGNNNATGANTTTAANAACTTGTCTACCCTCCAGGTNNNATCCTGAGGGA
AAANTGNCNANANAAA

> SeqIntRevl

NGGGGGATCTNNCCNNNNGNGNNNCGCNNNNGTCNNANNNGNANTNCTACTACAAAACTGAGGGTGAGG
AAGNGGAAGAGGAGNAGCAGANCNNGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTT
TTCTGGTTGACNCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACNNCTTTTGATATGAGCATC
CAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATG
GTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC
TAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCAT
GGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACCTCTTCAGCGACGTCCAGTTCAAGATGAG
TCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCATGGTAATGACAGTGCCAAAGCCAGCCGGGCC
AGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGC
TTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGG
AGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGG
TTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGC
CTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACAC
AGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAA
GAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGT

> Synthése séquencage rate :.

ATGTCAGAGTGGGAATCCTACTACAAAACTG 31

AGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACAAATGGAGAATATAAATATT 91
CAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGG 151
GTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCA 211
GTAAGATCATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAG 271
ACAAAAATTCAGTGAACTTCAAAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAG 331



<N <<

CTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAG
ACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCAACC
TCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAG
ATGACCCCCATGGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATC
TGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACG
TGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACT
TTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAA
AGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCG
TTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAA
ACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC
CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGG
AAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCA
TGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGT
CCTTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGG
AGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTATTTTGTGGCTT
TGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCC
AGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGA
TGGCCAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACAT
ACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCC
TAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAG
CCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAG
GTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTA
AAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACAC
TGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTG
GACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGCAGACACTtGGAGAAgaactGA 1827

391
451
511
571
631
691
751
811
871
931
991
1051
1111
1171
1231
1291
1351
1411
1471
1531
1591
1651
1711
1771

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR

DLLAVVFYGTEKDKNSVNFKSIYVLQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD

VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF
EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL
LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE
KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ
KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA
DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

> Blast contre banque rat

Rattus norvegicus X-ray repair cross complementing 6 (Xrcc). mBMNA Rattus nomvegicus

Rattus norvegicus X-ray repair complementing_ defective repair in Chinese hamster cells 6_mRNA (cDNA clone . Rattus norvegicus

Rattus norvegicus cDNA clone IMAGE:6918045,_containing frame-shift errors

Rattus norvegicus

Rattus norvegicus mRNA for G22p1,_complete cds Rattus norvegicus

PREDICTED: Rattus norvegicus X-ray repair cross complementing 6 (Xrcc6),_transcript vanant X1,_mRNA Rattus nomvegicus

aLuie

3374
3374
3363
3352
2076

SLue

3374
3374
3363
3352
3080

Uy

100%
100%
100%
100%

1%

Ve

0.0
0.0
0.0
0.0
0.0

e

100.00%
100.00%
99.89%
99.78%

100.00%

Len

2070
2098
2056
1964
1913

NM_139080.2

BCO78718 1

BC061528 1

AB066102.1

XM

0

1

2

0876567
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Parfait

1 10 20 30 40 L] 1] 0 a0 90 100 110 120 130

I I
ATGTCAGAGTGGGAATCCTACTACARAAC TGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACAAAT GGAGAATATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGAATCCTACTACARAAL TGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACAAAT GGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGAATCCTACTACARAAC TGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

131 140 150 160 170 180 190 200 210 220 230 240 250 260

I I
GGGCTATGTTTGAATCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGE
GGECTATGTTTGAATCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATAARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGE
GGECTATGTTTGARTCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG

261 a7 280 290 300 30 320 330 340 350 360 I3 380 390

I I
TACCGAGARAGACARRRRTTCAGTGARCTTCARAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC TAAACGAGTGT TAGAGCTTGACCGCTTTARGGGACARCAGGGGARRARACATTTCCGA
TACCGAGARAGACARARRTTCAGTGARCTTCARAAGTATTTATGTCTTACARGATC TGGATARCCCAGGAGC TAAACGAGTGT TAGAGL T TGACCGCTTTARGGGACARCAGGGGARRARACATTTCCGA
TACCGAGARAGACARRARTTCAGTGARCTTCARAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC TAAACGAGTGT TAGAGC TTGACCGCTTTARGGGACAACAGGGGARAARACATTTCCGA

391 iy 410 420 430 ddi 450 460 470 480 490 500 510 520
I I
GACACAARTTGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGARGATGACCCLL
GACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGARGATGACCCCC
GACACART TGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGAAGATGACCCCC

521 530 L] 550 560 570 580 590 B0 610 620 630 640 6510
I I
ATGGTAATGACAGTGCCARAGCCAGCCGGGCCAGGACCARAGCCAGCGATCTGCGRGACAC TGGGATCTTCCTCGACTTGATGCACCTGARGARGCGAGGGEGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARAGCCAGCCGGGLCAGGACCARAGCCAGCGATCTRCGRGACAC TGGGATCTTCCTCGACTTGATGCACCTGARGARGLGAGGGEGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARAGCCAGCCGGGCCAGGACCARAGCCAGCGATCTGCGGGACAC TGGGATCTTCCTCGACTTGATGCACCTGARGARGCGAGGGEGCTTTGACGTGTCCTTGTTCTACAGAGA

651 :1310] 670 680 690 00 FaLi] 720 730 740 790 760 T 780
I I
CATCATCAGCATCGCTGAGGATGAGGACC TCGGGGTTCACTTTGAGGAGTCARGCARGCTGGARGACCTGC TAAGGAAGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTARAGTTTARG
CATCATCAGCATCGCTGAGGATGAGGACC TCGGGGTTCACTTTGAGGAGTCARGCARGCTGGARGACCTGC TAAGGARGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTARAGTTTAAG
CATCATCAGCATCGC TGAGGATGAGGACC TCGGGGTTCACTTTGAGGAGTCARGCARGC TGGARGACCTGC TAAGGARGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTARAGTTTAAG

781 790 800 810 820 830 840 850 860 870 880 890 900 910

I I
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARRGC TARCARGCCTTTTCCAGTGAGGC TETATCGAGARACARACGAACCAGTGARAACTARGACARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCT TGGTCCAGARRGC TARCARGCCTTTTCCAGTGAGGC TGTATCGAGARACARACGARCCAGTGARAACTARGACARGGACTTTTARTGTAA
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARRGC TARCARGCCTTTTCCAGTGAGGC TETATCGAGARACARACGAACCAGTGARAACTARGACARGGACTTTTARTGTAR

11 20 930 940 950 960 970 980 990 1000} 1010 1020 1030 1040
I

I

ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGE TGGAGARRGAGGARRCAGAGGAGL TGARGCGGT TTGATGAGCCAGGT TTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGE TGGAGARRGAGGARRCAGAGGAGC TGARGCGGT TTGATGAGCCAGGTTTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGE TGGAGARRGAGGARRCAGAGGAGL TGARGCGGT TTGATGAGCCAGGTTTGATTCTCATGGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170

I I
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGETCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGETCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGETCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 1

GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGE TAGATGATCAGAACATTCAGG TGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGRCTTTGGTGCCACAGGAAGAGGAGE TAGATGATCAGAACATTCAGG TGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGECTTTGGTGCCACAGGAAGAGGAGE TAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
TCCTCCCTTACGCCGATGACARGCGGARGGTGCCCTTTACGGAGAAGG TGATGGCCARCCCGGAACAGATAGACARGATGARGGCCATTGTTCARAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACAAGCGGARGGTGCCCTTTACGGAGAAGG TGATGGCCARCCCGGAACAGATAGACARGATGARGGCCATTGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACARGCGGARGGTGCCCTTTACGGAGARGG TGATGGCCARCCCGGAACAGATAGACARGATGARGGCCATTGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
I I
GARCCCAGTGCTGCAGCAGCACT TCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCAAGGT TGARGCCATARAGARARGAC TGGGCTCCCTGGLA
GARCCCAGTGCTGCAGCAGCACT TCCGGAACCTGGAGGCCCTAGCTTTRGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGARGCCATARAGARARGAC TGGGCTCCCTGGCA
GARCCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGARGCCATARAGARARGAC TGGGCTCCCTGGLA

1561 1570 1580 1530 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690
I I

GATGAGTTTARAGAARCTTGTCTACCCTCCAGGTTATARTCCTGAGGGARARAT TGCCARGAGARAAGCAGACAATGARGGT TC TGCARGTARARAGCCCAAGG TAGAGT TATCAGARGAGGAGL TGAAGG
GATGAGTTTARAGAACTTGTCTACCCTCCAGGTTATARTCCTGAGGGARARAT TGCCARGAGARAAGCAGACAATGARGGT TC TGCARGTARARAGCCCARGG TAGAGT TATCAGARGAGGAGL TGAAGG
GATGAGTTTARAGAACTTGTCTACCCTCCAGGTTATARTCCTGAGGGARARATTGCCARGAGARAAGCAGACAATGARGGT TCTGCARGTARARAGCCCARGG TAGAGT TATCAGARGAGGAGL TGAAGG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
I I

ACCTTTTTGCCARGGGECACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCC TATGGGCTAAAGAGT GEACCGAAGARGCAGGAACTAC TCGAGGC TCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCARGGGECACACTGEECARGC TCACTGTGCCTGCAC TGAGGGACATC TRCARGGCC TATGGGC TAAAGAGT GEACCGAAGARGCAGGAACTAC TCGAGGC TCTCAGCAGACACT TGGAGAA
ACCTTTTTGCCARGGGCACACTGGECARGC TCACTGTGCCTGCACTGAGGGACATC TGCARGGCC TATGGGCTAAAGAGT GGACCGAAGARGCAGGAACTACTCGAGGC TCTCAGCAGACACTTGGAGAR

1821827
GAARCTGA
GAACTGA
GAACTGA
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> Différence au niveau PROT :

1 10 20 30 40 50 B0 0 80 90 100 110 120 130
I I
HSEHMESYYKTEGEEEEEEEQSPDTHGEYKYSGROSLIFLYDASRANFESOGEDEL TPFDHSIOCIOSYYTSKITSSORDLLAYYFYGTEKDKNSYNFKSIYYLODLDNPGAKRYLEL DRFKGOOGKKHFR
HSEMESYYKTEGEEEEEEEQSPDTHGEYKYSGROSLIFLYDASRAHFESOGEDEL TPFDHSIACIOSYYTSKITISSORDLLAYYFYGTEKDKNSYHFKSTYYLODLDNPGAKRYLELDRFKGOOGKKHFR
HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGRDSLIFLYDASRANFESQGEDEL TPFDHSIOCIOSYYTSKIISSDRDLLAYYFYGTEKDKNSYNFKSIYYLODLDHPGAKRYLELDRFKGAOGKKHFR

131 140 150 160 170 180 190 200 210 220 230 240 250 260

I 1
DTIGHGSDYSLSEYLHYCAHLFSDVOFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLROTGIFLDOLHHLKKRGGFDYSLFYRDIISTAEDEDL GYHFEESSKLEDLL RKYRAKETKKRYLSRLKFK
DTIGHGSDYSLSEYLHYCANLFSDYQFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLROTGIFLDLHHLKKRGGFDYSLFYRDITSTAEDEDL GYHFEESSKLEDLL RKYRAKETKKRYLSRLKFK
DTIGHGSDYSLSEYLHYCAHLFSDYOFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLROTGIFLOLHHLKKRGGFDYSLFYRDIISTAEDEDL GYHFEESSKLEDLLRKYRAKETKKRYLSRLKFK

261 270 280 290 300 310 320 330 340 350 360 I 380 390
1 1
LGKDYALHYGYYHLYOKANKPFPYRLYRETHEPYKTKTRTFHYNTGSLLLPSDTKRSLTFGTRATYLEKEETEEL KRFDEPGLILHGFKPHYHLKHHHYLRPSLFLYPEESLYNGSSTLFSALLTKCVEK
LGKDYALHYGYYHLYAKANKPFPYRLYRETHEPYKTKTRTFHYNTGSLLLPSDTKRSLTFGTRATYLEKEETEEL KRFDEPGLILHGFKPHYHLKHHHYLRPSLFLYPEESLYNGSSTLFSALLTKCVEK
LGKDYALHYGYYHLYOKANKPFPYRLYRETHEPYKTKTRTFHVNTGSLLLPSDTKRSLTFGTROIYVLEKEETEEL KRFDEPGLILHGFKPHYHLKHHHYLRPSLFLYPEESLYHGSSTLFSALLTKCVEK

391 400 410 420 430 440 450 460 470 480 490 500 510 520
I I
EYIAYCRYTARKHYSPYFYALYPOEEELDDONIOYTPAGFOLYFLPYADDKRKYPF TEKYHANPEOIDKHKAIYOKLRF TYRSDSFENPYLQOHFRHLEALALDHHESEQYYDL TLPKYEAIKKRLGSLA
EYIAYCRYTARKHYSPYFYALYPOEEELDDONIAYTPAGFOLYFLPYADDKRKYPF TEKYHANPEOIDKHKATIYAKLRFTYRSOSFENPYLQOHFRHLEALALDHHESEQYYDLTLPKYEATIKKRLGSLA
EYIAYCRYTARKHYSPYFYALYPOEEELDDANIOYTPAGFALYFLPYADDKRKYPF TEKYHANPEQIDKHKATYQKLRF TYRSDSFENPYLOOHFRHLEALALDHHESEQYYDLTLPKYEATKKRLGSLA

521 530 540 550 560 570 580 530 GO0 608

I 1
DEFKELYYPPGYHPEGKIAKRKADNEGSASKKPKYELSEEELKDLFAKGTLGKL TYPALRDICKAYGLKSGPKKAELLERLSRHLEKH
DEFKELYYPPGYHPEGKTAKRKADNEGSASKKPKYEL SEEELKDLFAKGTLGKL TYPALRDICKAYGLKSGPKKOELLERLSRHLEKH
DEFKELYYPPGYHPEGKIAKRKADNEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKH

v b v v v
X-ray repair cross-complementing_protein 6 [Rattus norvegicus] Rattus norvegicus 1247 1247 100% 0.0 100.00%
G22p1 [Rattus norvegicus] Rattus norvegicus 1242 1242 100% 0.0 99.67%
PRFENDICTEN- ¥-rawv ranair rrnas-comnlamantina neatain R ianfarm %1 TRattis noenicns] Rattus nnmmnirns a4 4nad  ANnea nn an 3IN%.
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o FlagBirA Xrcc6 DiTO clone A

> B3Fwd DiTO
Fwd881

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

> BGHRev DIiTO
Rev1044

ANGNTNANNTNGNCAANANGTANNNNCNNNNNGNNNTTATNNNTNNTNCAGNAAGNNNCANNNTTTCCA
GNGANGNTGTATCGAGNAACAACGAACCAGTGAAANTAAGACAAGGANTTTAATGTAAACACAGNCAGTNTG
NTNCTGCCCAGTGATNCCAAGCNNTCTNTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAG
AGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCAC
CACTACCcTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCC
CTGCTCACCAAGTGTGTGGAGAAGGAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGAATGTCTCCCCTTAT
TTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCT
TGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGA
TAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTG
CAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACT
GCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAG
GTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGT
AGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCACTG
AGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTCGAGGCTCTCAGCAGAC
ACTTGGAGAAGAACTGA

> Fwd1l

TTeccTCGaCTTGATGCaCCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACaGAGACATCATCNGCATCG
CTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAG
CCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGG
CGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGA
AAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTT
TTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCTGAAGCGGTTTGATGAGCCAGGTTTGA
TTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCagA



GGAGTCCCTGGTCAACGGGAGCTCAACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTGGAGAAGGAGGTCATA
GCAGTGTGTAGATACACAGCCNGAAAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCT
AGATGATCAGAACATTCAGGTGACTCCCGCAgGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAA
GGTGCCCTTTACGGAGAAEGTGATGGCCAACCCGGAACAGATAGACAAGATGAAEGCCATTGTTCAAAAGCTCC
GCTTTACATACAGGAGCGACAGTTTCGAGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGaNGNCCTANCT
TTGGACATGATGGAGTCGGANCAAGTGGTANATCTGACACTGCCCAANNNGAAGCCATAAANAAANACTGGGC
TCCCTGGNANANGANTTTAAAGAACTTGTCTACCNTNCAGNTNNNATCCTGNNGGAAANTGNNANNNNAAA
GCNNANANGNNNNNTGCNAGTAAAAGCCNNNNNNNNTNTCANANAGNNNNTNAGANNTTTG

> Revl
CNGGANGGNNGNNNNATCANNNNNNNANNNNNANNANGGGGATNNGNNCCNGNNNGNNNGNNCNAA

NNTCAGANTNGGANTNNNNNTNNNAANTGNGGNGAGGAAGAGGAAGAGGAGGAGCAGAGCCNGANACA
AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTNNGGTTGANGCCTNCAGGGNTATGTTTGANNNT
CAGGGTGAAGACGAGCTCACANNTTTTGATATGAGCATNCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATA
AGCAGCGATNGGGANNTNTTGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATTCAGTGAANTTCAAAA
GTATTTATNTCTTACAAGATNTGGATAACCCAGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAAC
AGGGGAAAAAACATTTNNGAGACACAATTGGCCATGGGTCTGANTACTCTTTGAGTGAAGTGCTNNNNNNNN
GTNNNNNNNNNTNNNNNNNNNNNCNNNNNNNNNNNNNNNNNNNNNNNNAANCNNNNNNANCAANN
CGNNNCNNCNNCNNNNNNNNCNNNTTNNNCNNCACAANNNNACNCGNCNNANNNNNNNGANNCCNCN
GACNNTNNCATNNCNNTNGCNNNCNNNCNNNNNANNCANNNAANGNCCTTNNCNNNGTNNNNNCTNNN
NCGNGANNTNCTCNANNCNNCCNNNNNNNNANNNCNNNNGNCNNNNNNNNNNNNNNNNNNAACNNN
CANCANNNGNTNNACNNCNTTNCCGNGCNNNAACNNNAACCNNNNANCACNCNCNNNNNNNNCNNCNN
NCNNNNACCNNCCTNNNCNNNTCNNNCNGCNTNCNTNACTNCNNNNNNNNAACNCCCAANNCCTNANCC
NNNNCNATGCNNANNANNTCNCNNGANNNCANGNACACNNNNACNCCCCCTCGCNACNNNNNNNNNNN
CANNNNGNTCANGANCNCNGNTNCCCACNGATCTCTGNCTTTNGNCCNNNNCCNGCNNGCNNTGGCNNNN
NNNNNACCAGAGGAG

> Syntheése séquencage DiTO :

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



aoQgQQ

CCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCG 1494

GAGCAAGTGGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCC 1554
CTGGCAGATGAGTTTAAAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATT 1614
GCCAAGAGAAAAGCAGACAATGAAGGTTCTGCAAGTAAAAAGCCCAAGGTAGAGTTATCA 1674
GAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCACTGTGCCTGCA 1734
CTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGACCGAAGAAGCAGGAACTACTC 1794

GAGGCTCTCAGCAGACACTTGGAGAAGAACTGA 1827

MSEWESYYKTEGEEEEEEEQSPDTNGEYKYSGRDSLIFLVDASRAMFESQGEDELTPFDMSIQCIQSVYTSKIISSDR
DLLAVVFYGTEKDKNSVNFKSIYVLOQDLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD
VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF
EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVQKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL
LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE
KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ
KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA
DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

> Blast contre banque rat :

Rattus norvegicus X-ray repair cross complementing 6 (Xrec6), mRMNA Norway rat 3369 3369 100% 0.0 99.95% 2070
Rattus norvegicus X-ray repair complementing defective repair in Chinese hamster cells 6,_mRMNA (cDMA clone MGC:93... Norway rat 3369 3369 100% 0.0 99.95% 2098
Rattus norvegicus cDMA clone IMAGE 6918045 _containing frame-shift errors Morway rat 3369 3368 100% 0.0 99.95% 2056
Rattus norvegicus mRNA for G22p1, complete cds Morway rat 3347 3347 100% 0.0 99.73% 1964
PREDICTED: Rattus norvegicus X-ray repair cross complementing 6 (XrccB), transcript variant X1, mRMNA MNorway rat 2071 3075 91% 0.0 99.91% 1919

> Différence Séquencage/CDS au niveau NT :

NM_139080.2

BCO78718.1
BC061525.1
AB066102.1

XM_008765671.2
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1 10 20 30 40 50 60 FL 80 90 100 110 120 130

I I
ATGTCAGAGTGGGAATCCTACTACARRACTGAGGGTGAGGARGAGGARGAGGAGGAGCAGAGCCC TGACACARATGGAGARTATARATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGAATCCTACTACARRACTGAGGGTGAGGARGAGGARGAGGAGGAGCAGAGCCC TGACACARATGGAGARTATARATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGAATCCTACTACARRACTGAGGGTGAGGARGAGGARGAGGAGGAGCAGAGCCC TGACACARATGGAGARTATARATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
GGGCTATGTTTGAATCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGGCTATGTTTGAATCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGGCTATGTTTGARTCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATAAGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGE

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
TACCGAGARAGACAAARATTCAGTGARCTTCARRAGTATTTATGTCTTACARGATCTGGATARCCCAGGAGC TRRACGAGTGTTAGAGCTTGACCGCTTTARGGGACARCAGGGGARARRACATTTCCGA
TACCGAGARAGACARARATTCAGTGARCTTCARARGTATTTATGTCTTACARGATCTGGATARCCCAGGAGC TARACGAGTGTTAGAGCTTGACCGCTTTARGGGACARCAGGGGARRRRACATTTCCGA
TACCGAGARAGACAAARATTCAGTGARCTTCARRAGTATTTATGTCTTACARGATCTGGATARCCCAGGAGC TARACGAGTGTTAGAGCTTGACCGCTTTARGGGACARCAGGGGARARRACATTTCCGA

391 400 410 420 430 440 450 460 470 480 490 500 510 520

1 1
GACACARTTGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCE
GACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCC
GACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCC

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARAGCCAGCGATC TGCGGGACACTGGGATCTTCCTCGACT TGATGCACCTGARGAAGL GAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARAGCCAGCGATC TGCGGGACACTGGGATCTTCCTCGACT TGATGCACCTGARGAAGL GAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARAGCCAGCGATC TGCGGGACACTGGGATCTTCCTCGACT TGATGCACCTGARGAAGC GAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA

651 660 670 680 690 00 Ho 720 730 40 750 760 il 780

1 1
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGT CAARGCARGC TGGARGACCTGCTARGGARGGT TCGAGCCAAGGAGACCARARRGCGAGTGCTGTCCAGGT TAARGTTTAAG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGT CAARGCARGC TGGARGACCTGCTARGGARGGT TCGAGCCAAGGAGACCARARRGCGAGTGCTGTCCAGGT TAARGTTTAAG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTARGGARGGT TCGAGCCARGGAGACCAAARAGCGAGTGCTGTCCAGGTTARAGTTTAAG

781 790 800 810 820 830 840 850 860 870 880 890 00 910
1 1
CTCGGCARRGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGAAAGCTARCARGCCTTTTCCAGTGAGGCTGTATCGAGARRCARACGAACCAGTGARRACTARGACARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARAGCTARCARGCCTTTTCCAGTGAGGCTG TATCGAGAAACARACGAACCAGTGARAACTAAGACAAGGACTTTTARTGTAR
CTCGGCARRGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARAGCTARCARGCCTTTTCCAGTGAGGCTGTATCGAGARRCARACGAACCAGTGARAACTARGACARGGACTTTTARTGTAR

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1 1
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGC TGGAGAARGAGGARACAGAGGAGC TEGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGC TGGAGAARGAGGARACAGAGGAGC TEGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGC TGGAGAARGAGGAAACAGAGGAGC TGAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
1 1

CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGGTCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGAAG
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGAAG
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCeTGGTCARCGGGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGAAG

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 1
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGC TAGATGATCAGARCATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGC TAGATGATCAGARCATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARRGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGARGAGGAGCTAGATGATCAGARCATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430

1 1
TCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACAAGATGAAGGCCATTGTTCARAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACAAGATGAAGGCCATTGTTCARAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACAAGCGGARAGGTGCCCTTTACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACAAGATGAAGGCCATTGTTCARAAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
1 1
GARCCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCAAGGT TGARGCCATARAGARRRGACTGGGCTCCCTGGCA
GARCCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCAAGGT TGARGCCATARAGARRRGACTGGGCTCCCTGGCA
GARCCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCAAGGT TGARGCCATARAGARRRGACTGGGCTCCCTGGCA

1561 1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690
1 1

GATGAGT TTAARGAACTTGTCTACCCTCCAGGTTATARTCCTGAGGGARAAAT TGCCARGAGAAARGCAGACARTGARGGTTCTGCARGTARAARGCCCARGGTAGAGT TATCAGARGAGGAGCTGAAGG
GATGAGT TTAARGAACTTGTCTACCCTCCAGGTTATARTCCTGAGGGARAAAT TGCCARGAGAAARGCAGACARTGARGGTTCTGCARGTARAARGCCCARGGTAGAGT TATCAGARGAGGAGCTGAAGG
GATGAGT TTAAARGAACTTGTCTACCCTCCAGGTTATARTCCTGAGGGARAAAT TGCCARGAGAAARGCAGACARTGARGGTTCTGCARGTARAARGCCCAAGGTAGAGT TATCAGARGAGGAGCTGRAAGG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
1 1
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCC TATGGGC TAAAGAGTGGACCGARGARGCAGGAACTACTCGAGGCTCTCAGCAGACACTTGGAGAR
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCC TATGGGC TARAGAGTGGACCGARGARGCAGGAACTACTCGAGGCTCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGC TARAGAGTGGACCGARGARGCAGGAACTACTCGAGGCTCTCAGCAGACACTTGGAGAR

1821827
| 1
GAARCTGA
GAARCTGA
GAARCTGA

Mutation en 1114 C<T

> Différence au niveau PROT :



1 10 20 30 40 50 B0 70 80 30 100 110 120 130

1 1

seq HSEHESYYKTEGEEEEEEEQSPOTHGEYKYSGRDSLIFLYDASRANFESOGEDEL TPFOHSIOCIASYYTSKITSSORDLLAYYFYGTEKDKHSYNFKSTYYLADLDNPGAKRYLELDRFKGAOGKKHFR

ref  HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGRDSLIFLYDASRANFESOGEDEL TPFDHSIOCIASYYTSKITSSORDLLAYYFYGTEKDKHSYNFKSTYYLADL DNPGAKRYLELDRFKGAOGKKHFR
Consensus HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGRDSLIFLYDASRAHFESOGEDEL TPFDHSIOCIOSYVYTSKITSSORDLLAVYFYGTEKDKHSYNFKSIYVLODLDNPGAKRYLELDRFKGOAGKKHFR

131 140 150 160 170 180 130 200 210 220 230 240 250 260

1 1

seq DTIGHGSDYSLSEVLMVCAHLFSDVAFKHSHKRIALF THEDDPHGHDSAKASRARTKASDLRDTGIFLDLHHLKKRGGFDVSLFYRDITSTAEDEDL GYHFEESSKLEDLLRKVRAKETKKRYLSRLKFK

ref DTIGHGSDYSLSEVLHYCANLFSDVOFKHSHKRIALF THEDDPHGHDSAKASRARTKASDLRDTGIFLDLHHLKKRGGFDVSLFYRDITSTAEDEDL GYHFEESSKLEDLLRKVRAKETKKRYLSRLKFK
Consensus DTIGHGSDYSLSEYLHYCANLFSDYQFKASHKRIHLF THEDDPHGNDSAKASREARTKASDLRDTGIFLOLHHLKKRGGFDYSLFYRDITSIAEDEDL GYHFEESSKLEDLLRKYRAKETKKRYLSRLKFK

261 270 280 290 300 310 320 330 340 350 360 370 380 390

1 1

seq LGKDYALHYGYTHLYOKANKPFPYRLYRETHEPYKTKTRTFHVHTGSLLLPSDTKRSLTFGTRATVLEKEETEEL KRFDEPGLILHGFKPHYHLKNHHYLRPSLFLYPEESLYHGSSTLFSALLTKCYEK

ref  LGKDYALHYGYYHLYOKANKPFPYRLYRETHEPYKTKTRTFNYNTGSLLLPSDTKRSLTFGTROIYLEKEETEEL KRFDEPGLIL HGFKPHYHLKNHHYLRPSLFLYPEESL YHGSSTLFSALLTKCYEK
Conzensus  LGKOYALHYGYYHLYQKANKPFPYRLYRETHEPYKTKTRTFHYHTGSLLLPSOTKRSLTFGTRAIYLEKEETEEL KRFDEPGLILHGF KPHYHLKNHHYLRPSLFLYPEESLYHGSSTLFSALLTECYEK

391 400 410 420 430 440 450 460 q70 480 430 500 510 520

1 1

seq EVIAYCRYTARKHVSPYFYALYPOEEELDDONIOVTPAGFOLVFLPYADDKRKYPF TEKYHARPEAIDKHKATYOKLRFTYRSDSFENPYLAOHFRHLEAL ALDHHESEAYYDLTLPKYERTKKRLGSLA

ref EVIAYCRYTARKHVSPYFYALYPOEEELDDONIOVTPAGFOLVFLPYADDKRKVPF TEKYHANPEQIDKHKATYOKLRFTYRSDSFENPYLOOHFRHLEAL ALDHHESEQYYDLTLPKVERTKKRLGSLA
Conzensus  EVIAYCRYTARKHYSPYFYALYPOEEELDDONIOYTPAGFOLYFLPYADDKRKYPF TEKYHANPEQIDKHKATVOKLRFTYRSODSFENPYLOQHFRHNLEALALDHHESEQYYDL TLPKYERIKKRLGSLA

521 530 540 550 560 570 580 590 600 603

1 1

seq DEFKELYYPPGYHPEGKIAKRKADNEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKH

ref DEFKELYYPPGYNPEGKIAKRKADNEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKN
Consensus DEFKELYYPPGYNPEGKTAKRKADHEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKAELLEALSRHLEKN

pas de diff au niv prot

- e b R Rl el B
s X-ray repair cross-complementing_protein 6 [Rattus norvegicus] Morway rat 1247 1247 100% 0.0 100.00% 608 MNP_620780.2
2 G22p1 [Rattus norvegicus] MNorway rat 1242 1242 100% 0.0 99.67% 609 BABB3858.1

n PREDICTED: X-ray repair cross-complementing_protein 6 isoform X1 [Rattus nonvegicus] MNorway rat 1094 1094 100% 0.0 90.30% 554 XP 008763893.1



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

» Séquencgage mauvais

» Synthése 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 :
Séquencage Fwd pas tres long, il manque des NT au milieu

> Différence au niveau PROT :




o pCR4Blunt Xrcc6 DiT48hMix clone C VOIR SEQUENCAGE JUL

» Fwd DiT48hMix 1052NT

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA
AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC
AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA
GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT
ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG
GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC
CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT
GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG
ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAG
GATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAEGAAEGTTCGAGCCAAGG
AGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTAT
AACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAA
NNCAAGGACTTTTAATGTAAACACNGGCAGTCTGCTCCTGCCCAGTGATNCNNNNNGGTCTCTGACTTTTNGG
NNNNGTCANANNGTGCTNGNNAANNNAANCNNNNNNCTNANCNNNTNGATGANNNNGTTGATNTNATGG
GCTTNANCCANGGNNNTGCT

» Rev DiT48hMix 748NT

Gaggccctctctgttectgtacccagaggagtecctggtcaacgggagetcaaccttgttcagegecctgetcaccaagtgtgtggagaaggaggtc
atagcagtgtgtagatacacagcccgaaagaatgtctececttattttgtggctttggtgeccacaggaagaggagctagatgatcagaacattcagg
tgactcccgcaggcttccagettgtcttccteccttacgecgatgacaageggaaggtgecctitacggagaaggtgatggccaacccggaacagat
agacaagatgaaggccattgttcaaaagctccgctttacatacaggagegacagtttcgagaacccagtgetgeageageacttccggaacctgga
ggccctagctttggacatgatggagtcggagcaagtggtagatctgacactgeccaaggttgaagecataaagaaaagactgggceteectggeag
atgagtttaaagaacttgtctaccctccaggttataatcctgagggaaaaattgccaagagaaaagcagacaatgaaggtictgcaagtaaaaag
cccaaggtagagttatcagaagaggagctgaaggacctttttgccaagggcacactgggcaagetcactgtgectgeactgagggacatctgeaa
ggcctatgggctaaagagtggaccgaagaagcaggaactactcgaggctctcagecagacacttggagaagaactga

> B3Fwd 25/11

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA
AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC
AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA
GCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCC
TTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCT
GGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTC
GGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCT
GTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGC
CCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCT
GAAGCGGTTTGATGAGCCAGGTTTGATTCTCATGGGCTTTAAGCCCATGGTAATGCTGAAGAACCACCACTACCT
GAgGNCCTCTCTGTTCCTGTACCCAGAGGANTCCCTGGTCAACGGGAGCTCAACCTTGNTCAGCGCCCTGCTCA



CCAAGTGTGNGGAGAAGGNGGNCATANCANTGNGNANATNCNCAGCCCGAAANAATGNCTNCCCTTANTTTG
NNNNTNNGNGNNNCNGNANNNNNNNTANATGATCANANATTCNNNGACTCCNNCNNNTNCNNCT

> BGHRev 25/11

CAANCNTTNCCAGNGNNNNTGTATNGAGAANCAAANGANCCAGTGAAAANTAAGNCAAGGACTNTTAANGT
AAACACAGNCAGTNTGNTNNTGCCCAGTGATACCAAGCGGTCTNNGACTTTTGGGACGCGTCAGATTGTGNTG
GNGAAAGAGGAANCAGAGGAGCTGAAGCGGTTTGATGANNCAGGTTTGATTNTCATGGNCTTTAAGCNCANG
GTAATGCTGAAGAACCACCACcTactGAGGCCCTcTCtGTTCcTGTACCCAGAGGAGTCeccTGGTCAACGGGAGCTCA
ACcTTGTTCAGCGCCCTGCTCACCAAGTGTGTgGAGAAGGAGETCATNGCANTGTGTAGATACACAGCCCGAAAG
AATGTCTCCCcTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCC
GCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGC
CAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCG
AGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGT
GGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCNGNCAGATGAGTTTAAAGAA
CTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAANCAGACAATGAAGGTTCTGCAAGT
AAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCA
CTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGNCCGAAGAAGCAGG

> Revl

CCCAGATNNTGATNGNNNCGNCATCANCATGGCATNNGNGNNNNGANANCGTGGTGNNCNNNGGNTGGAN
CNCCNGCNGGAGNCNGGCNTCAACNTGGACCGGAACNNNTGGCCGCCATGNTGATCCGGGAGNTGCGGGCC
GCCCTGGAGCTGTTCGAGCAGGAGGNCCTGNCCCCNTNNNGAGCCGGTGGGAGAAGCTGGACAACTTCATCA
ACCGGCCCGTGAAGCTGATCNTNGGCGACAAGGAGATNTTCGGCATCAGCCGGGGCATCGACAAGCAGGGCG
CCcTGCTGCTGGAGCAGGACGGCATCATCAAGCCCTGGATGGGCGGCGAGATCAGCCTGCGGAGCGCCGAGAA
GGGGGGATCTGGCCCCGGCGGCGGCGCGCCAATGTCAGAGTGGGAATCcTACTACAAAACTGAGGGTGAGGA
AGAGGAAGAGGAGGAGCAGAGCCCTGACACAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTC
TGGTTGACGCCTCCAGGGCTATGTTTGAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGT
GTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGC
ACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGAC
CTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAA
AAGCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGT
CCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAAGACAAGG
ACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAG
ATTGTGCTGGAGAAAGAGGAAACAGAGGAGCtGAAGCGGTTTGATGAGCCAGgttgaT

» Syntheése séquencage DiT48hMix :

ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAG 60

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

GCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTG 600



sQgQQQ

ATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGC
ATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTG
CTAAgGAAQGTTCGAGCCAAGGAGANCAAAAAGCGAGTGCTGTCCAGGTTAAAGTTTAAG
CTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGAAAGCTAACAAG
CCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTAANNCAAGGACT
TTTAATGTAAACACNGGCAGTCTGCTCCTGCCCAGTGATNCNNNNNGGTCTCTGACTTTT
NGGNNNNGTCANANNGTGCTNGNNAANNNAANCNNNNNNCTNANCNNNT ----NGATGAN
——————————————————————— NNNGTTGATNTNATGGGCTTNANCCANGGNNNTGCTG
aggccctctctgttcctgtacccagaggagtcecctggtcaacgggagctcaaccttgtte
agcgccctgctcaccaagtgtgtggagaaggaggtcatagcagtgtgtagatacacagcecc
cgaaagaatgtctccccttattttgtggectttggtgeccacaggaagaggagctagatgat
cagaacattcaggtgactcccgcaggcttccagecttgtecttectececttacgecgatgac
aagcggaaggtgccctttacggagaaggtgatggccaacccggaacagatagacaagatg
aaggccattgttcaaaagctccgctttacatacaggagcgacagtttcgagaacccagtg
ctgcagcagcacttccggaacctggaggccctagectttggacatgatggagtcggagecaa
gtggtagatctgacactgcccaaggttgaagccataaagaaaagactgggctccctggceca
gatgagtttaaagaacttgtctaccctccaggttataatcctgagggaaaaattgccaag
agaaaagcagacaatgaaggttctgcaagtaaaaagcccaaggtagagttatcagaagag
gagctgaaggacctttttgccaagggcacactgggcaagctcactgtgecctgcactgagg
gacatctgcaaggcctatgggctaaagagtggaccgaagaagcaggaactactcgaggcet
ctcagcagacacttggagaagaactga 1827
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KPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

> Blast contre banque rat :

wian

Description

Score
PREDICTED: Rattus norvegicus X-ray repair cross complementing 6 (¥rcc6), transcript variant X1, mRNA 1738
Rattus norvegicus X-ray repair cross complementing 6 (Xrcc6), mRNA 1738

Rattus norvegicus X-ray repair complementing_defective repair in Chinese hamster cells 6_mRNA (cDNA clone MGC:93146 IMAGE:7115290)_ 1738

Rattus norvegicus mRMA for G22p1,_complete cds 1738

Rattus norvegicus cDMA clone IMAGE: 6918045 _containing frame-shift errors 1733

> Différence Séquencage/CDS au niveau NT :

TuLan

Score
2825
Mg
Mg
3097
39

wucty

Cover
86%
95%
95%
95%

95%

value
0.0
0.0
0.0
0.0
0.0

-

Ident
98.86%
98.86%
98.86%
98.86%

98.76%

Accession

¥M_008765671.2
hM_139080.2
BCO78718.1
AB06G6102 1

BC061528.1
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I I
ATGTCAGAGTGGGARTCCTACTACARAACTGAGGG TGAGGAARGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGAATATARATAT TCAGGARGAGATAGTTTGATTTTTCTGGT TGACGCCTCCA
ATGTCAGAGTGGGARTCCTACTACARAACTGAGGG TGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGAATATARATAT TCAGGAARGAGATAGTTTGATTTTTCTGGT TGACGCCTCCA
ATGTCAGAGTGGGARTCCTACTACARAACTGAGGG TGAGGAAGAGGAAGAGGAGGAGCAGAGCCC TGACACARATGGAGAATATARATAT TCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

131 140 150 160 170 180 190 200 210 220 230 240 250 260

I |
GGEGCTATGTTTGARTCTCAGGGTGARGACGAGC TCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGEGCTATGTTTGARTCTCAGGGTGARGACGAGC TCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGEGCTATGTTTGARTCTCAGGGTGARGACGAGC TCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG

261 270 280 290 300 310 320 330 340 350 360 Erl] 380 390
I I
TACCGAGARRGACARARATTCAGTGAACTTCARAAGTATTTATGTCTTACARGATCTGGATAACCCAGGAGC TAAARCGAGTGT TAGAGCTTGACCGCTTTARGGGACAACAGGGGARARRACATTTCCGA
TACCGAGARRGACARARAT TCAGTGARCTTCARAAGTATTTATGTCTTACARGATCTGGATAACCCAGGAGC TAAACGAGTGT TAGAGCTTGACCGCTTTARGGGACAACAGGGGARARRACATTTCCGA
TACCGAGARRGACARARAT TCAGTGARCTTCARAAGTATTTATGTCTTACARGATCTGGATAACCCAGGAGC TAAACGAGTGT TAGAGCTTGACCGCTTTARGGGACAACAGGGGARAARACATTTCCGA

391 400 4a10 420 430 440 450 460 470 480 430 500 510 520
1 1
GACACARTTGGCCATGEGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGT TCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGAAGATGACCCCC
GACACARTTGGCCATGEGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGT TCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGAAGATGACCCCC
GACACARTTGGCCATGEGTCTGACTACTCTTTGAGTGARGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGT TCARGATGAGTCATAAGAGGATCATGCTATTCACCARTGAAGATGACCCCC

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I I
ATGGTARTGACAGT GCCARAGCCAGCCGGGLCAGGACCARAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGARGAAGLGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTARTGACAGT GCCARAGCCAGCCGGGLCAGGACCARAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGARGAAGLGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTARTGACAGT GCCARAGCCAGCCGGGLCAGGACCARAGCCAGCGATCTGLGGGACACTGGGATCTTCCTCGACTTGATGCACCTGARGAAGLGAGGGEGCTTTGACGTGTCCTTGTTCTACAGAGA

651 660 670 680 690 F00 10 720 730 740 750 760 i 780
I I
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTT TGAGGAGTCARGCARGC TGGAAGACC TGCTARGGAAGGT TCGAGCCARGGAGANCARARAGCGAGTGCTGTCCAGGT TARAGTTTAAG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTT TGAGGAGTCARGCARGC TGGAAGACC TGCTARGGAAGGT TCGAGCCARGGAGACCARARAGCGAGTGCTGTCCAGGT TARAGTTTAAG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCARGCARGC TGGAAGACC TGCTARGGAAGGT TCGAGCCARGGAGANCARARAGCGAGTGCTGTCCAGGT TARAGTTTAAG

781 790 800 810 820 830 840 850 860 870 880 890 900 910

1 1
CTCGGCARAGACGTAGCACTCATGGTGGGCGT TTATARCTTGGTCCAGARAGCTARCARGCCTTTTCCAGTGAGGCTGTATCGAGARACARACGARCCAGTGAARAC TARHHCARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGT TTATARCTTGGTCCAGARAGCTARCARGCCTTTTCCAGTGAGGCTGTATCGAGARACARACGARCCAGTGAAAAC TARGACARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARAGCTAACARGCCTTTTCCAGTGAGGCTGTATCGAGARACAAACGARCCAGTGAAAACTARNaCARGGACTTTTARTGTAR

911 920 930 940 950 960 970 980 9590 1000 1010 1020 1030 1040

| |
ACACNGGCAGTCTGCTCCTGCCCAGTGATHCHNNNNGGTCTCTGACTTTTHGGHMHNHGTCANANNGTGC THGHMAA=—-NHNAANCHNNHNNC THR-NCHHNTHGAT GANNHNG--TTGATH-THATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGC TGGAGAAAGAGGAAACAGAGGAGC TGAAGCGGT TTGATGAGCCAGGTTTGATTCTCATGGE
ACACaGGCAGTCTGCTCCTGCCCAGTGATalnaannGGTCTCTGACTTT TnGGannnGTCANANNGTGC TnGanAA., . . nnaffinanannanCTnA , nConnTnGATGANNNnaG, . TTGATn, TRATGGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170

I I
CTTHAN--CCANGGHNNTGCTGA===—====—====—==—m GGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGRTCAACGGGAGC TCARCCTTGTTCAGCGLCCTGCTCACCARGTGTGTGGAGARG
CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCARCGGGAGC TCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGAAG
CTTnAa, ,CCANGGNAaTGCTGA. v ee s ssssssssss« BGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTGGTCARCGEGAGC TCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300

1 1
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGARGAGGAGC TAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGARGAGGAGC TAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGARGAGGAGC TAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
TCCTCCCTTACGCCGATGACARGCGEARGGTGCCCTT TACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACARGATGARGGCCATTGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACARGCGEARGGTGCCCTT TACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACARGATGARGGCCATTGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACARGCGEARGGTGCCCTT TACGGAGAAGGTGATGGCCARCCCGGARCAGATAGACARGATGARGGCCATTGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA

1431 1440 1450 1460 1470 1480 1430 1500 1510 1520 1530 1540 1550 1560
I I
GARCCCAGTGCTGCAGCAGCACT TCCGGAACC TGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGAAGCCATARAGAARAGAC TGGGCTCCCTGGEA
GARCCCAGTGCTGCAGCAGCACT TCCGGAACC TGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGARGCCATARAGARAAGAC TGGGCTCCCTGGEA
GARCCCAGTGCTGCAGCAGCACT TCCGGAACCTGGAGGCCCTAGCT TTGGACATGATGGAGT CGGAGCARGT GGTAGATCTGACACTGCCCARGGT TGAAGCCATARAGAARAGAC TGGGCTCCCTGGEA

1561 1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690
1 1

GATGAGTTTARRGARCTTGTCTACCCTCCAGGTTATARTCCTGAGGGAAARART TGCCARGAGARARGCAGACAATGAAGGT TC TGCAAGTARARAGCCCARGGTAGAGT TATCAGARGAGGAGCTGAAGG
GATGAGTTTARRGARCTTGTCTACCCTCCAGGTTATARTCCTGAGGGAAARART TGCCARGAGARARGCAGACAATGAAGGT TC TGCAAGTARARAGCCCARGGTAGAGT TATCAGARGAGGAGCTGAAGG
GATGAGTTTARAGARCTTGTCTACCCTCCAGGTTATARTCCTGAGGGARAART TGCCARGAGAARAGCAGACARTGAAGGT TCTGCAAGTARARAGCCCARGGTAGAGT TATCAGARGAGGAGC TGAAGG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
I I

ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGE TAAAGAGTGGACCGAAGARGCAGGAACTAC TCGAGGC TCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGE TAAARGAGTGGACCGAAGARGCAGGAACTACTCGAGGC TCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCARGGGCACACTGGGCARGC TCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGC TAAARGAGTGGACCGAAGARGCAGGAACTAC TCGAGGC TCTCAGCAGACACT TGGAGAR

1821827

GARCTGA
GARCTGA
GAACTGA

> Différence au niveau PROT :



1 1

sequencage HSEWESYYKTEGEEEEEEEQSPDTHGEYKYSGRDSLIFLYDASRAHFESAGEDEL TPFDHSIACIOSYY TSKITSSDRDLLAYYFYGTEKDKHSYHFKSIYYLQDLDNPGAKRYLELDRFKGOOGKKHFR
refprot.  HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGROSLIFLYDASRAHFESAGEDEL TPFDHSIACIOSYYTSKITSSDRDLLAYYFYGTEKDKNSYHFKSTYVLADLDNPGAKRYLELDRFKGAOGKKHFR
Consensus HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGROSLIFLYDASRAHFESOGEDEL TPFOHSIACIASYYTSKITSSDROLLAYYFYGTEKDKHSYHFKSIYYLODLDNPGAKRYLELDRFKGAAGKKHFR

131 140 150 160 170 180 190 200 210 220 230 240 250 260

1 1

sequencage DTIGHGSDYSLSEYLHVCANLFSDYQFKNSHKRTHLF THEDDPHGHDSAKASRARTKASDLROTGIFLDLHHLKKRGGFDYSLFYRDITSTAEDEDLGYHFEESSKLEDLL RKYRAKEXKKRYLSRLEFK
refprot.  DTIGHGSDYSLSEVLHYCAHLFSDYQFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLRDTGIFLODLHHLKKRGGFDYSLFYRDIISTAEDEDLGYHFEESSKLEDLLRKYRAKETKKRYLSRLKFK
Consensus  DTIGHGSDYSLSEYLHYCAHLFSDVAFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLRDTGIFLDLHHLKKRGGFDYSLFYRDITSIAEDEDL GYHFEESSKLEDLLRKYRAKELKKRYLSRLKFK

261 270 280 290 300 310 320 330 340 350 360 370 380 390

1 1

sequencage LGKDYALHYGYYHLYOKAHKPFPYRLYRETHEPYKTXXRTFHYHAGSLLLPSDXKRESL TF KRR XY R K KR KK H R == e e LXXHAX XXX XRPSLFLYPEESLYHGSSTLFSALLTKCYEK
refprot.  LGKDYALHYGYYHLYOKAHKPFPYRLYRETHEPYKTKTRTFHYHTGSLLLPSDTKRSLTFGTRAOIVLEKEETEELKRFDEPGLILHGFKPHYHLKNHHYLRPSLFLYPEESLYHGSSTLFSALLTKCYEK
Consensus  LGKDYALHYGYYHLYOKANKPFPYRLYRETHEPYKTKELRTFHYHLGSLLLPSDEkrSLTF gbrqi¥lekeeteelkrnde, . vvssnsss FwnlanhhylRPSLFLYPEESLYHGSSTLFSALLTKCYEK
391 400 410 420 430 440 450 460 470 480 490 500 510 520

1 1

sequencage EYIAYCRYTARKNYSPYFYALYPOEEELDDONIOYTPAGFOLYFLPYADDKRKYPF TEKYHANPEOIDKHKAIYOKLRF TYRSDSFENPYLOOHF RHLEALALDHHESEQYYDLTLPKYEATKKRLGSLA
refprot.  EYIRYCRYTARKHVSPYFYALYPOEEELDDOWIOVTPAGFOLYFLPYADDKRKYPF TEKYHANPEQIDKHKAIVAOKLRF TYRSDSFENPYLOOHF RHLEALALDHHESEQYYDLTLPKYEATKKRLGSLA
Consensus  EYIAYCRYTARKNYSPYFYALYPOEEELDDANIOYTPAGFALYFLPYADDKRKYPFTEKYHANPEAIDKHKATYAKLRFTYRSDSFENPYLAOHFRHLEALALDHHESEQYYDL TLPKYEATKKRLGSLA

521 530 540 550 560 570 580 590 600 608

1 1

sequencage DEFKELYYPPGYNPEGKIAKRKADNEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKH
refprot.  DEFKELYYPPGYNPEGKIAKRKADHEGSASKKPKYELSEEELKDLFAKGTLGKL TYPALRDICKAYGLKSGPKKOELLEALSRHLEKH
Consensus DEFKELYYPPGYHPEGKIAKRKADHEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKH

Description Score  Score CoveJr value Ident Accession
#-ray repair cross-complementing_protein 6 [Rattus norvegicus] 132 1132 100% 0.0 9260% MNP 6207802
G22p1 [Rattus norvegicus] 127 1127 100% 0.0 92.27% BABB838581
PREDICTED: X-ray repair cross-complementing_protein 6 isoform X1 [Rattus norvegicus] 978 979 100% 00 82.89% XP_0087638931

PCRABlunt Xrcc6 DiT48hMix C semble OK mais pas

envoyeé en séquencage 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



ACCTTGTTCAGCGCCCTGCTCACCAAGTGTGTEgGAGAAGGAGETCATNGCANTGTGTAGATACACAGCCCGAAAG
AATGTCTCCCcTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCC
GCAGGCTTCCAGCTTGTCTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGC
CAACCCGGAACAGATAGACAAGATGAAGGCCATTGTTCAAAAGCTCCGCTTTACATACAGGAGCGACAGTTTCG
AGAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGT
GGTAGATCTGACACTGCCCAAGGTTGAAGCCATAAAGAAAAGACTGGGCTCCCNGNCAGATGAGTTTAAAGAA
CTTGTCTACCCTCCAGGTTATAATCCTGAGGGAAAAATTGCCAAGAGAAAANCAGACAATGAAGGTTCTGCAAGT
AAAAAGCCCAAGGTAGAGTTATCAGAAGAGGAGCTGAAGGACCTTTTTGCCAAGGGCACACTGGGCAAGCTCA
CTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGCTAAAGAGTGGNCCGAAGAAGCAGG

> Revl

CCCAGATNNTGATNGNNNCGNCATCANCATGGCATNNGNGNNNNGANANCGTGGTGNNCNNNGG
NTGGANCNCCNGCNGGAGNCNGGCNTCAACNTGGACCGGAACNNNTGGCCGCCATGNTGATCCGG
GAGNTGCGGGCCGCCCTGGAGCTGTTCGAGCAGGAGGNCCTGNCCCCNTNNNGAGCCGGTGGGAG
AAGCTGGACAACTTCATCAACCGGCCCGTGAAGCTGATCNTNGGCGACAAGGAGATNTTCGGCATCA
GCCGGGGCATCGACAAGCAGGGCGCCcTGCTGCTGGAGCAGGACGGCATCATCAAGCCCTGGATGGG
CGGCGAGATCAGCcTGCGGAGCGCCGAGAAGGGGGGATCTGGCCCCGGCGGCGGCGCGCCAATGTC
AGAGTGGGAaTCcTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACAC
AAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTT
GAATCTCAGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACC
AGTAAGATCATAAGCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCG
AGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAGGATGAGGACCTCGGGG
TTCACTTTGAGGAGTCAAGCAAGCTGGAAGACCTGCTAAGGAAGGTTCGAGCCAAGGAGACCAAAAA
GCGAGTGCTGTCCAGGTTAAAGTTTAAGCTCGGCAAAGACGTAGCACTCATGGTGGGCGTTTATAACTT
GGTCCAGAAAGCTAACAAGCCTTTTCCAGTGAGGCTGTATCGAGAAACAAACGAACCAGTGAAAACTA
AGACAAGGACTTTTAATGTAAACACAGGCAGTCTGCTCCTGCCCAGTGATACCAAGCGGTCTCTGACTT

TTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGAAACAGAGGAGCtGAAGCGGTTTGATGAGCCAGE
ttgaT



o FlagBirA Xrccé6 SP clone A

> B3Fwd SP 864NT
ATGTCAGAGTGGGAATCCTACTACAAAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCCTGACACA
AATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTCTGGTTGACGCCTCCAGGGCTATGTTTGAATCTC
AGGGTGAAGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAA
GCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGT
ATTTATGTCTTACAAGATCTGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAG
GGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGC
CAACCTCTTCAGCGACGTCCAGTTCAAGATGAGTCATAAGAGGATCATGCTATTCACCAATGAAGATGACCCCCAT
GGTAATGACAGTGCCAAAGCCAGCCGGGCCAGGACCAAAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCG
ACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGACATCATCAGCATCGCTGAgG
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

> Revl

ANGGGGNTNNGNNCNGNNNNNNGCGCGCCAATNTCNGANTGGGANNNNNNTNCAAAANTGAGGGTGAG
NANGAGGAAGAGGAGGAGNAGANNNNGANNNAAATNGAGAATATAANNATTCAGGAAGAGATAGTTTGA
TTTTTNTGGTTGANNCNNCCAGGNNTATGTTTGAATNTCAGGGTGAAGACGAGNTCACACNNTTTGATATGA
GCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATAAGCAGCGATNGGGATNTNTTGGCAGTGGTGT

TNTATGGTACCGAGAAAGACAAAAATTCAGTGAACTTCAAAAGTATTTATNTNTTACAAGATNNGGATAACCC
AGGAGNTAAACGAGTGTTAGAGCTTGACCGCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAAT
TGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCT

> Syntheése 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
DLLAVVFYGTEKDKNSVNFKSIYVLODLDNPGAKRVLELDRFKGQQGKKHFRDTIGHGSDYSLSEVLWVCANLFSD
VQFKMSHKRIMLFTNEDDPHGNDSAKASRARTKASDLRDTGIFLDLMHLKKRGGFDVSLFYRDIISIAEDEDLGVHF
EESSKLEDLLRKVRAKETKKRVLSRLKFKLGKDVALMVGVYNLVOKANKPFPVRLYRETNEPVKTKTRTFNVNTGSLL
LPSDTKRSLTFGTRQIVLEKEETEELKRFDEPGLILMGFKPMVMLKNHHYLRPSLFLYPEESLVNGSSTLFSALLTKCVE
KEVIAVCRYTARKNVSPYFVALVPQEEELDDQNIQVTPAGFQLVFLPYADDKRKVPFTEKVMANPEQIDKMKAIVQ



aeaQ@g

KLRFTYRSDSFENPVLQQHFRNLEALALDMMESEQVVDLTLPKVEAIKKRLGSLADEFKELVYPPGYNPEGKIAKRKA
DNEGSASKKPKVELSEEELKDLFAKGTLGKLTVPALRDICKAYGLKSGPKKQELLEALSRHLEKN-

> Blast contre banque rat :

Description
b

Rattus norvegicus X-ray repair cross complementing 6 (Xrccb), mRNA

Rattus norvegicus X-ray repair complementing defective repair in Chinese hamster cells 6, mRNA (cDNA clone MGC:9...

Rattus norvegicus cODNA clone IMAGE:6918045 _containing frame-shift errors

Rattus norvegicus mREMNA for G22p1, complete cds

PREDICTED: Rattus norvegicus X-ray repair cross complementing 6 (Xrccb), transcript variant ¥1,_mRMNA

> Différence Séquencage/CDS au niveau NT :

Common
Name

v
MNorway rat
MNorway rat

Morway rat

Morway rat

Morway rat

Total

Score
3374
3374
3363
3352
3080

Query

Cover
v

100%
100%
100%
100%

91%

value
v

0.0
0.0
0.0
0.0
0.0

Per.

Ident
b

100.00%
100.00%
99.89%
99.78%
100.00%

Accession

h_139080.2
BCO78718.1
BC061528.1
AB0GE102.1

XM _008765671.2




fud
cds
Consensus

fud
cds
Conzensus

fud
cds
Consensus

fud
cds
Consensus

fud
cds
Conzensus

fud
cds
Conzensus

fud
cds
Consensus

fud
cds
Consensus

fud
cds
Conzensus

fud
cds
Consensus

fud
cds
Consensus

fud
cds
Consensus

fud
cds
Conzensus

fud
cds
Consensus

fud
cds
Consensus

1 10 20 30 40 50 60 70 a0 90 100 110 120 130
I I
ATGTCAGAGTGGGARTCCTACTACAARAAC TGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGARTCCTACTACAARAAC TGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
ATGTCAGAGTGGGARTCCTACTACAARAAC TGAGGGTGAGGARGAGGARGAGGAGGAGCAGAGCCCTGACACARATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

131 140 150 160 170 180 130 200 210 220 230 240 250 260
I I
GGGCTATGTTTGARTCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGGCTATGTTTGARTCTCAGGGTGAARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
GGGCTATGTTTGARTCTCAGGGTGAARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 |
TACCGAGAARRGACARARATTCAGTGARCTTCARAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC TARACGAGTGTTAGAGC TTGACCGCTTTAAGGGACAACAGGGGARRARACATTTCCGA
TACCGAGAARRGACARARATTCAGTGARCTTCARAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC TARACGAGTGTTAGAGC TTGACCGCTTTAAGGGACAACAGGGGARRARACATTTCCGA
TACCGAGAARRGACARARATTCAGTGARCTTCARAAGTATTTATGTCTTACAAGATCTGGATAACCCAGGAGC TAARCGAGTGTTAGAGC TTGACCGCTTTAAGGGACAACAGGGGARRARACATTTCCGA

391 400 a1 420 430 440 450 460 470 480 490 500 510 520
| |
GACACAATTGGCCATGGRGTC TGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGAAGATGACCCCC
GACACAATTGGCCATGGRGTC TGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCC
GACACAATTGGCCATGGRGTC TGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGAAGATGACCCCC

521 530 540 550 560 570 580 530 GO0 610 620 630 640 650
I I
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARRGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARRGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
ATGGTAATGACAGTGCCARRGCCAGCCGGGCCAGGACCARRGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACTTGATGCACCTGAAGRAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGR

651 B0 670 630 630 700 710 720 730 740 750 760 770 780
I I
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAARGCARGL TGGAAGACCTGCTARGGARGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTAARRGTTTARG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAARGCARGL TGGAAGACCTGCTARGGARGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTAARRGTTTARG
CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCAARGCARGL TGGAAGACCTGCTARGGARGGT TCGAGCCARGGAGACCARAARGCGAGTGCTGTCCAGGTTARRGT TTARG

781 790 800 810 820 830 840 850 860 870 880 890 900 910

| |
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARAGCTAACARGCCTTTTCCAGTGAGGCTGTATCGAGARACAAACGARCCAGTGARARCTARGACARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGTCCAGARAGCTAACARGCCTTTTCCAGTGAGGCTGTATCGAGARACAAACGARCCAGTGARARCTARGACARGGACTTTTARTGTAR
CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCT TGGTCCAGARAGCTAACARGCCTTTTCCAGTGAGGCTGTATCGAGARACAAACGARCCAGTGARARCTARGACARGGACTTTTAATGTAR

11 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040

| |
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGRGACGLGTCAGATTGTGL TGGAGARAGAGGARACAGAGGAGCTGARGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGLGTCAGATTGTGL TGGAGARRGAGGARACAGAGGAGCTGARGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG
ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGL TGGAGARAGAGGARACAGAGGAGCTGARGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
I I
CTTTAAGCCCATGGTAARTGC TGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCARCGEGAGCTCAACCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG
CTTTARGCCCATGGTARTGC TGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGRAGGAGTCCTTGGETCARCGGEGAGCTCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG
CTTTARGCCCATGGTARTGC TGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGRAGGAGTCCTTGGETCARCGEGAGC TCARCCTTGTTCAGCGCCCTGCTCACCARGTGTGTGGAGARG

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300y
I I
GAGGTCATAGCAGTGTGTAGATACACAGCCCGAARGARTGTCTCCCCTTATTTTGTGGLTTTGGTGCCACAGGARGAGGAGCTAGATGATCAGRACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGAARGARTGTCTCCCCTTATTTTGTGGLTTTGGTGCCACAGGARGAGGAGCTAGATGATCAGRACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
GAGGTCATAGCAGTGTGTAGATACACAGCCCGAAAGARTGTCTCCCCTTATTTTGTGGLTTTGGTGCCACAGGARGAGGAGCTAGATGATCAGAACATTCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
| |

TCCTCCCTTACGCCGATGACARGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACARGATGARGGCCATTGTTCARRRGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACARGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACARGATGARGGCCAT TGTTCARRRGCTCCGCTTTACATACAGGAGCGACAGTTTCGA
TCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGTGATGGCCAACCCGGAACAGATAGACARGATGARGGCCAT TGTTCARRAGCTCCGCTTTACATACAGGAGCGACAGTTTCGA

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
| |

GAACCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCARGGTTGAAGCCATARAGARARGACTGGGCTCCCTGGCA
GAACCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCARGGTTGAAGCCATARAGARARGACTGGGCTCCCTGGCA
GAACCCAGTGCTGCAGCAGCACTTCCGGARCCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCARGGTTGAAGCCATARAGARARGACTGGGCTCCCTGGCA

1561 1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690
I I
GATGAGTTTARAGAARCTTGTCTACCCTCCAGGT TATARTCCTGAGGGARRAAT TGCCARGAGAAARRGCAGACAARTGARGGT TCTGCARGTAARRAAGCCCAAGGTAGAGT TATCAGAAGAGGAGC TGAAGG
GATGAGTTTARAGAARCTTGTCTACCCTCCAGGT TATARTCCTGAGGGARRAAT TGCCARGAGAAARRGCAGACAARTGARGGT TCTGCARGTAARRAAGCCCAAGGTAGAGT TATCAGAAGAGGAGC TGAAGG
GATGAGTTTARAGAACTTGTCTACCCTCCAGGT TATARTCCTGAGGGAARAAT TGCCARGAGAAARRGCAGACAARTGARGGTTCTGCARGTAARRAAGCCCAAGGTAGAGT TATCAGAAGAGGAGC TGAAGG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
I I
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGC TARAGAGTGGACCGARGAAGCAGGAAC TACTCGAGGCTCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCAAGGCCTATGGGC TARAGAGTGGACCGARGAAGCAGGAAC TACTCGAGGCTCTCAGCAGACACT TGGAGAR
ACCTTTTTGCCAAGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGCTARAGAGTGGACCGARGAAGCAGGAAC TACTCGAGGCTCTCAGCAGACACTTGGAGAR

1821827

GAACTGA
GAACTGA
GAACTGA

> Différence au niveau PROT :



aQQ

Description Common Name
v w
X-ray repair cross-complementing protein 6 [Rattus norvegicus] MNorway rat
G22p1 [Rattus norvegicus] MNorway rat
PREDICTED: X-ray repair cross-complementing_protein 6 isoform X1 [Rattus norvegicus] MNorway rat

Max

Score
v

1247
1242

1094

Total

Score
v

1247
1242
1094

Query

Cover
b

100%
100%

100%

E

value
v

0.0
0.0
0.0

Per.

Ident
v

100.00%
99.67%

90.30%

609

554

Accession

NP_620780.2

BAB83855.1

XP_006763893.



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
GAAGAACCACCACTACCTGAGECCCTCTCTGTTCCTGTACCCAGAGGAGtCCCTGETCAACGGGAGCTCAACCTT
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

> Intrev

GGNATCATCAAGNCNNGANGGNNNNNNATCANNNNNGGANNNNNNNNNNNGGGGNTNNGNCNNNGNG
GNGNNNNGNNAANNTCANNNTNGNNATNTNNTANAAAANTGAGGGTGAGGANGAGGAAGAGGAGGAGC
AGAGNNNGANNNAAATGGAGAATATAAATATTCAGGAAGAGATAGTTTGATTTTTNTGGTTGANGCNTNCAGG
GNTATGTTTGANTNTCAGGGTGAAGANGAGCTCACACNTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTAC
ANCAGTAAGATCATAAGCAGCGATNGGGANNTNTTGGCAGTGGTGTTNTATGGTACCGAGAAAGACAAAAATT
CAGTGAACTTCAAAAGTATTTATGTNTTACAAGATNNGGATAACCCAGGAGCTAAACGAGTGTTAGAGCTTGACC
GCTTTAAGGGACAACAGGGGAAAAAACATTTCCGAGACACAATTGGCCATGGGTCTGACTACTCTTTGAGTGAA
GTGCTNNNNNNNNGNNNNNNNNNNTNNNNNNNNTNNNNNNNNNNNNNNNNNNANNNNNNNNNNAC
CNNNNNNANNAANNCGCNNCAGCNNCNNNNNNTNCNNNTTCNNCANCNNAANCNNACGCGTCCCAAAN
NNCNGATNCCGCNGANNNTNNCNTNNCNNNNGCNNNCNGCCNNNNNANNCANNNAANGNCCTTNTCNG
NGTNNNNNCTNNNNCGNGNNNTTCTCNNNNCNNCCNNNCNNNNNANNNCNNNNNNCNNNNNNNNNNN
NNNNNNCAACNCCCACCANNNGNNNNACNNCNTTNCCGNGCNNNAACNNNAACCNNNNNNCACNCNCN
NNNNNNCNCNNNNCNNNNACCNNCCTANNCNNNTCNNNCNGCNTNCNTNACTNCNNNNAGNNAACNCC
NANNNCCNNANCC

> Synthése séquencage CTX: .

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
CTTCCTCCCTTACGCCGATGACAAGCGGAAGGTGCCCTTTACGGAGAAGGLGATGGCCAA 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 :

LooLnpn T NS

— — Score

v
s Rattus norvegicus X-ray repair cross complementing 6 (Xrcc6), mRNA Norway rat 3365
2 Ratius norvegicus X-ray repair complementing_defective repair in Chinese hamster cells 6_mRNA (cDNA clone M... Norway rat 3365
s Rattus norvegicus cDMNA clone IMAGE: 6918045 _containing frame-shift errors MNorway rat 3365
@ Rattus norvegicus mRNA for G22p1. complete cds MNorway rat 3343
9 PREDICTED: Rattus rattus X-ray repair cross complementing 6 (XrccG). mRNA black rat 3277

> Différence Séquencage/CDS au niveau NT :

Score Cover
w v

3365 100%
3365 100%
3365 100%
3343 100%

3277 100%

value
v

0.0
0.0
0.0
0.0
0.0

Ident
w

99.89%
99.89%
99.89%
99.67%

99.01%

Len
b

2070
2098
2056
1964
2228

Accession

NM_139080.2
BCO78718.1
BC0G61528 1
AB06GE102 1

KM _032918413.1



1 10 20 30 40 L] 1] 70 80 0 100 110 120 130

| |

seq ATGTCAGAGTGGGAATCCTACTRACARAACTGAGGGTGAGGAAGAGGARGAGGAGGAGCAGAGCCC TGACACAAATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

cds ATGTCAGAGTGGGAATCCTACTACRAARACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCC TGACACAARTGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA
Conzensus  ATGTCAGAGTGGGAATCCTACTACARAACTGAGGGTGAGGAAGAGGAAGAGGAGGAGCAGAGCCC TGACACAAATGGAGARTATARATATTCAGGARGAGATAGTTTGATTTTTCTGGTTGACGCCTCCA

131 140 150 160 170 180 150 200 210 220 230 240 250 260

| |

seq GGGCTATGTTTGARTCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGLGATCGGGATCTCTTGGCAGTGGTGTTCTATGG

cds GGGCTATGTTTGARTCTCAGGGTGARGACGAGCTCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTAAGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGG
Consensus GGGCTATGTTTGARTCTCAGGGTGAAGACGAGC TCACACCTTTTGATATGAGCATCCAGTGTATCCAGAGTGTGTACACCAGTARGATCATARGCAGCGATCGGGATCTCTTGGCAGTGGTGTTCTATGE

261 a0 280 290 300 310 320 330 340 350 360 370 380 390

| |

seq TACCGAGARAGACAARAARTTCAGTGAACTTCARARGTATTTATGTCTTACARGATCTGGATAACCCAGGAGCTAAACGAGTGT TAGAGCTTGACCGCTTTARGGGACARCAGGGGAARARRCATTTCCGA

cds  TACCGAGARAGACARRAARTTCAGTGAACTTCARARGTATTTATGTCTTACARGATCTGGATAACCCAGGAGCTAAACGAGTGT TAGAGCTTGACCGCT T TARGGGACARCAGGGGAARAARCATTTCCGA
Consensus  TACCGAGARAGACARARATTCAGTGARCTTCARAAGTATTTATGTCTTACARGATC TGGATAACCCAGGAGCTARACGAGTGTTAGAGCTTGACCGLTTTARGGGACAACAGGGGARRRARCATTTCCGA

391 400 410 420 430 440 450 460 470 480 430 500 510 520

| |

seq GACACARTTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCL

cds GACACARTTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGARGATGACCCCE
Consensus  GACACARTTGGCCATGGGTCTGACTACTCTTTGAGTGAAGTGCTCTGGGTCTGTGCCARCCTCTTCAGCGACGTCCAGTTCARGATGAGTCATARGAGGATCATGCTATTCACCARTGAAGATGACCCCE

521 530 L] 5510 1 570 580 590 GO0 610 620 630 B0 650

| |

seq ATGGTAATGACAGTGCCARAGCCAGCCGGGCCAGGACCARAGCCAGCGATCTGCGGGACACTGGGATCTTCCTCGACT TGATGCACCTGARGARGCGAGGGGECTTTGACGTGTCCTTGT TCTACAGAGA

cds  ATGGTARTGACAGTGCCARAGCCAGCCGGGCCAGGACCARAGCCAGCGATCTGCGGGACACTGGEATCTTCCTCGACTTGATGCACCTGARGARGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA
Consensus  ATGGTARTGACAGTGCCARAGCCAGCCGGGCCAGGACCAAAGCCAGCGATC TRCGGGACACTGGGATCTTCCTCGACTTGATGCACC TGARGAAGCGAGGGGGCTTTGACGTGTCCTTGTTCTACAGAGA

651 660 670 680 630 F00 70 720 730 240 750 760 T 780

| |

seq CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCARGCARGC TGGARGACCTGCTAAGGAAGGT TCGAGCCARGGAGACCARARAGCGAGTGCTGTCCAGGTTARRGTTTAAG

cds CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCARGCARGC TGGARGACCTGCTAAGGAAGGT TCGAGCCARGGAGACCARARAGCGAGTGCTGTCCAGGTTARRGTTTAAG
Consensus CATCATCAGCATCGCTGAGGATGAGGACCTCGGGGTTCACTTTGAGGAGTCARGCARGCTGGAAGACCTGCTAAGGAAGGT TCGAGCCARGGAGACCARAAAGCGAGTGCTGTCCAGGTTARAGTTTARG

781 790 800 810 820 830 840 860 860 870 880 890 00 910

| |

seq CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGHCCAGARAGCTARCARGCCTTTTCCAGTGAGGCTGTATCGAGARACARACGAACCAGTGARAACTAAGACAAGGACTTTTARTGTAR

cds  CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATAACTTGGTCCAGARAGC TRARCARGCCTTTTCCAGTGAGGCTGTATCGAGARACARACGAACCAGTGAARAACTAAGACAAGGACTTTTARTGTAR
Consensus CTCGGCARAGACGTAGCACTCATGGTGGGCGTTTATARCTTGGNCCAGARAGC TARCARGCCTTTTCCAGTGAGGCTGTATCGAGARACARACGARCCAGTGARAACTARGACARGGACTTTTARTGTAR

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
|

|
seq ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGAT TRTGCTGGAGAAAGAGGARACAGAGGAGC TGARGCGETTTGATGAGCCAGGTTTGATTCTCATGGG
cds ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGAT TRTGLTGGAGAAAGAGGARACAGAGGAGC TGARGCGETTTGATGAGCCAGGTTTGATTCTCATGGG
Consensus ACACAGGCAGTCTGCTCCTGCCCAGTGATACCARGCGGTCTCTGACTTTTGGGACGCGTCAGATTGTGCTGGAGAAAGAGGARACAGAGGAGC TGARGCGGTTTGATGAGCCAGGTTTGATTCTCATGGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
| |
seq CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCCTGRTCARCGGGAGC TCARCCTTGT TCAGCGCCCTGCTCACCARGTGTGTGGAGARG
cds CTTTARGCCCATGGTARTGCTGARGARCCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCTTGGTCARCGGGAGC TCARCCTTGT TCAGCGCCCTGCTCACCAAGTGTGTGGAGARG
Consensus CTTTARGCCCATGGTARTGCTGAAGAACCACCACTACCTGAGGCCCTCTCTGTTCCTGTACCCAGAGGAGTCCeTGGTCARCGEGAGC TCARCCTTGT TCAGCGCCCTGCTCACCARGTGTGTGGAGARG

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
| |
seq GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCT TTGGTGCCACAGGAAGAGGAGCTAGATGATCAGARCAT TCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
cds GAGGTCATAGCAGTGTGTAGATRCACAGCCCGARAGARTGTCTCCCCTTATTTTGTGGCT T TGGTGCCACAGGAAGAGGAGCTAGATGATCAGARCAT TCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT
Consensus GAGGTCATAGCAGTGTGTAGATACACAGCCCGARAGAATGTCTCCCCTTATTTTGTGGCTTTGGTGCCACAGGAAGAGGAGC TAGATGATCAGARCAT TCAGGTGACTCCCGCAGGCTTCCAGCTTGTCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
| 1
seq TCCTCCCTTACGCCGATGACARGCGGAAGGTGCCCTTTACGGAGARGGTGATGGCCARCCCGGARCAGATAGACAAGATGAAGGCCATTGTTCARARGC TCCGCTTTACATACAGGAGCGACAGTTTCGA
cds TCCTCCCTTACGCCGATGACARGCGGARGGTGCCCTTTACGGAGARGGTGATGECCARCCCGGARCAGATAGACARGATGARGGCCATTGTTCARARGL TCCGCTTTACATACAGGAGCGACAGTTTCGA
Consensus  TCCTCCCTTACGCCGATGACARGCGGAAGGTGCCCTTTACGGAGARGGTGATGGCCARCCCGGARCAGATAGACARGATGARGGCCATTGTTCARARGC TCCGCTTTACATACAGGAGCGACAGTTTCGA

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
| |

seq GAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGARGCCATARAGARARGACTGGGCTCCCTGGCA
cds GAACCCAGTGCTGCAGCAGCACTTCCGGAACCTGGAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCARGTGGTAGATCTGACACTGCCCARGGT TGARGCCATARAGARARGACTGGGCTCCCTGGCA
Consensus GARCCCAGTGCTGCAGCAGCACTTCCGGAACCTGEAGGCCCTAGCTTTGGACATGATGGAGTCGGAGCAAGTGGTAGATCTGACACTGCCCARGGT TGARGCCATAAAGARARGACTGGGCTCCCTGGLA

1561 1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690

1 1

seq GATGAGTTTARAGAACTTGTCTACCCTCCAGGTTATAATCCTGAGGGARAART TGCCARGAGARRRGCAGACAATGAAGGTTCTGCARGTARAAAGCCCARGGTAGAGT TATCAGARGAGGAGC TGARGG

cds GATGAGTTTARAGAACTTGTCTACCCTCCAGGT TATAATCCTGAGGGAARAAAT TGCCARGAGARRRGCAGACAATGAAGGT TCTGCARGTARAAAGCCCARGGTAGAGT TATCAGARGAGGAGC TGARGG
Consensus  GATGAGTTTARAGAACTTGTCTACCCTCCAGGT TATAATCCTGAGGGARAAAT TGCCARGAGARAAGCAGACAATGARGGTTCTGCARGTARRARGCCCARGGTAGAGT TATCAGAAGAGGAGL TGARGG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
| |

seq ACCTTTTTGCCARGGGCACACTGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCC TATGGGC TARAGAGTGGACCGAAGARGCAGGAAC TACTCGAGGCTCTCAGCAGACACTTGGAGAR
cds ACCTTTTTGCCARGGGCACACTGGGCAAGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCC TATGGGC TARAGAGTGGACCGARGARGCAGGARC TACTCGAGGCTCTCAGCAGACACTTGGAGAR
Consensus  ACCTTTTTGCCARGGGCACACTGGGCARGCTCACTGTGCCTGCACTGAGGGACATCTGCARGGCCTATGGGCTARAGAGTGGACCGARGARGCAGGARC TACTCGAGGCTCTCAGCAGACACTTGGAGAR

1821827

seq GAACTGA
cds GAACTGA
Consensus GAACTGA

> Différence au niveau PROT :

X-ray repair cross-complementing_protein 6 [Rattus norvegicus] MNorway rat 1244 1244 100% 0.0 99.84% 608 NP 6207802

G22; I | 9 BABB38A8.1
seq HSEHESYYKTEGEEEEEEEOSPDTHGEYKYSGRDSLIFLYDASRARFESOGEDEL TPFDHSTACTOSYYTSKITSSORDLLAYYFYGTEKDKHSYHFKSIYYLODLDNPGAKRYLELDRFKGOOGKKHFR

PRE| ref HSEHESYYKTEGEEEEEEEOSPOTHGEYKYSGROSLIFL¥DASRANFESOGEDEL TPFOHSTOCIOSYYTSKITSSORDLLAYYFYGTEKDKNSYNFESTYYLODLONPGAKRYLEL DRFKGOOGKKHFR 4 ¥P 008763893 1

Consensus HSEHESYYKTEGEEEEEEEQSPDTHGEYKYSGRDSLIFLYDASRAHFESOGEDEL TPFOHSIOCIOSYYTSKIISSDRDLLAYYFYGTEKDKHSYNFKSIYYLADLDHPGAKRYLELDRFKGOOGKKHFR
131 140 150 160 170 180 130 200 210 220 230 240 250 260

1 1
seq DTIGHGSDYSLSEYLMYCAHLFSDYOQFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLRDTGIFLDLHHLKKRGGFDVYSLFYRDITSTAEDEDL GYHFEESSKLEDLL RKYRAKETKKRYLSRLKFK
ref DTIGHGSDYSLSE¥LHYCAHLFSDYQFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLRDTGIFLDLHHLKKRGGF DYSLFYRDITSTAEDEDL GYHFEESSKLEDLLRKYRAKETKKRYLSRLKFK

Consensus  DTIGHGSDYSLSE¥LHYCAHLFSD¥QFKHSHKRIHLF THEDDPHGHDSAKASRARTKASDLROTGIFLDLHHLKKRGGFDYSLFYRDITSIAEDEDL GYHFEESSKLEDLLRKYRAKETKKRYLSRLKFK

261 270 280 290 300 310 320 330 340 350 360 370 380 390

1 1

seq LGKDYALHYGYYHLXOKANKPFPYRLYRETHEPYKTKTRTFHYNTGSLLLPSDTKRSLTFGTROIVLEKEETEELKRFDEPGLILHGFKPHYHLKHHHYLRPSLFLYPEESLYNGSSTLFSALL TKCVEK

ref LGKDYALHYGYYHLYOKANKPFPYRLYRETHEPYKTKTRTFHYHTGSLLLPSDTKRSLTFGTROIVLEKEETEELKRFDEPGLILHGFKPHYHLKRHHYLRPSLFLYPEESLYNGSSTLFSALLTKCYEK
Consensus  LGKDYALHYGYYHLvOKANKPFPYRLYRETHEPYKTKTRTFHYHTGSLLLPSDTKRSLTFGTROIYLEKEETEELKRFDEPGLILHGFKPHYHLKNHHYLRPSLFLYPEESLYNGSSTLFSALLTKCYEK

391 400 410 420 430 440 450 460 470 480 430 500 510 520

I I

seq EVIAYCRYTARKHYSPYFVALYPOEEELDDONIOYTPAGFOLYFLPYADDKRKYPFTEKYHANPEQIDKHKAIYOKLRF TYRSDSFENPYLOOQHF RHLEALALDHHESEQYYDLTLPKYEATKKRLGSLA

ref EVIAYCRYTARKHYSPYFVALYPOEEELDDONTOYTPAGFOLYFLPYADDKRKYPFTEKYHANPEOQIDKHKATYOKLRFTYRSDSFENPYLOOHFRHLEAL ALDHHESEQYYDLTLPKYEATKKRLGSLA
Consensus EYIAYCRYTARKHYSPYFYALYPOEEELDDONIOYTPAGFOLYFLPYADDKRKYPFTEKYHANPEQIDKHKAIYOKLRF TYRSDSFENPYLOOHF RHLEALALDHHESEQYYDLTLPKYEATKKRLGSLA

521 530 540 550 560 570 580 530 60O 608

I I
seq DEFKELYYPPGYHPEGKIAKRKADNEGSASKKPKVELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKAELLEALSREHLEKH
ref DEFKELYYPPGYWPEGKIAKRKADNEGSASKKPKVELSEEELKDLFAKGTLGKL TYPALRDICKAYGLKSGPKKOELLEALSRHLEKH

Consensus DEFKELYYPPGYNPEGKIAKRKADHEGSASKKPKYELSEEELKDLFAKGTLGKLTYPALRDICKAYGLKSGPKKOELLEALSRHLEKH






Conclusion séquencages :

FlagBirA Xrcc6 DiTO, T24LPS, SP et CTX ok
pPCR4Blunt Xrcc6 DiT48hMix OK
Il manque au séquencage le milieu de la séquence (cf longue

séquence), primers internes pour le séquencage commandés 10/11
o Pour la rate : en attente des resultats de séquencgage

Séquencage int

Xrcc6 IntSeqFwd 1

ATAGTTTGATTTTTCTGG

a 100 pour un séquencage ~250NT

Xrcc6 IntSeqFwd 2

GCCAGCCGGGCCAGGACCAAAGC

A 541, pour un séquengage ~690NT

Xrccb IntSegRev 1

CAGGTAGTGGTGGTTCTTCAGC

A 1058 pour un demarrage ~908NT en reverse
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