4) Artemis Dclrelc

Rattus norvegicus DNA cross-link repair 1C
(Dclrelc), mRNA

o Référence NCBI : nM 147145

Alias : Snm1l, SNM1-like protein; DNA cross-link repair 1C Protein

e Taille : 2097 NT

e Séquence NT :

atgagtt ctttccaggg acagatggag gaatatccaa

61
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
1921
1981
2041
2101

ccatctccat
actgccacaa
gcagtttgaa
caaagtacaa
tatctttagt
ctggtcactg
acacaggaga
ggggcagagt
tttatcaaat
ggatcacgag
agtacttatt
acatgtttaa
tccacgcctg
gcatggcttc
ggtttggaga
gagcttgcett
gcccagtgaa
actttttaaa
ggaaactgaa
atgaccctct
aggtattttc
gctgtaaagc
ccaacagtga
ccacaacact
tcttcaaaag
agacaggggg
ctgatggaga
atcaaggaag
aaagtggtgg
gtatttctgce
tgaaaagcgg
gcaggaaatc
cctctgactt
agttcttata
actcccagat

tgaccgcttc
ggatcacatg
ggtcttcctg
gttctgggaa
tgatgaggca
cccaggttca
cttcagactg
aaaagacatc
tccaagtcgt
gagtccgaag
caccaacctg
aaacatgcct
ccgccacccg
caaaactaaa
gaggaccaga
ctctttccac
tgcgtatcca
gcctctgtge
gagagctaga
actaacacat
aatgaaggca
agagagtatg
cagtgaagga
cccacagcaa
aaaagatgaa
atcgcagtca
atccacccat
ccaaggctgg
ggatagcacc
ctcccaaata
agctgaagta
ttcacctgag
tgaaatcccc
tggaaagctg
atttaaataa

gacagagaga
aaaggattaa
tactgttctc
aaccgaatta
tcgggtgaga
gttatgtttc
gcgaaaggag
caaagtgtat
gaggagtgct
cacgtcgtgt
agtgaggagc
gatatcctgce
aaggcagaag
actgtactcc
aaaacaaacg
tcctcectaca
aatgtcattc
cgctcttcecce
acagttcacc
tcaaggcgca
ctaccgctag
ccgagtcctt
gagttagaga
aacgctgatc
atcacagatg
ccaaagcgtt
atctcttccc
gacagccagt
tctttgaaca
gaacagaatg
aatggagtcc
aaaacatcgc
tcaactccag
gcaacaggtg

acctgaaagc
gggctcctte
cagtcactaa
tagcaattga
aggaagaagt
tatttcaggg
aagtttccag
atttagacac
tgaggggcgt
ggctgaactg
tgggagtcca
accatctcac
agtattttca
acacaatcag
tgattgtgag
gtgagattaa
cgatcggcct
aatgtgctga
ttgactcaga
aagttccgta
atcagcctga
ctttggccaa
ccccgcectte
cggatgtgga
aatgtttgga
tcagtgactc
agaattcatc
gtgataccgt
aggataccta
cactttgtcc
cttgtattga
taaccagcac
aagctgagct
agagtatagt

ccgtgcctac
catgaaaaga
ggagctgctc
aattgaaact
tgttgtgact
cagtaatgga
aatggagctt
cactttctgt
tctggagctg
caaggccgcc
ggttcatgtg
aacggatcga
gtggaataag
catcaagcca
aaccggagag
agattttttg
cactgtggat
accaaagtac
ggaagatgat
ccaagtaact
actgggacaa
ctttgtggac
tctgcaggga
tgtacctcgg
aaacttacct
accaaagctg
tcagtcaacc
tttgttatct
caaaccaaaa
acaggatact
agaaccagac
acaggcagac
tcccaagcca
gttgaaaaaa

ttcctttege
aggctggaat
ttaaccagcc
cctacccagg
ctcttaccag
actgtcttat
ctgcactctg
gacccaaggt
gttcggagct
tacggctatg
gacaagctgg
aacacccaga
ttaccctgtg
tctaccatgt
agctcataca
agctacatct
aaggtcatgg
aagccccteg
gatctctttg
cttcaccctg
agccccggat
tgtgacgagt
ggtctcggcce
tgggaagtat
tcctccatag
ggcagtgact
cacataacgg
tcccaagaga
cccaaagata
cactgtgatt
actgtgagtg
tcacagagct
gagcatttac
gaaaatgttc
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Promega

1000

e Séquence prot :

MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRA
PSMKRRLECSLKVFLYCSPVTKELLLTSPKYKFWENRIIAIEIETPTQVSLVDEASGE
KEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGGRVKD
IQSVYLDTTFCDPRFYQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLF
TNLSEELGVQVHVDKLDMFKNMPDILHHLTTDRNTQIHACRHPKAEEYFQWNKLPC
GMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRTGESSYRACFSFHSSY SEIKDFLSY
ICPVNAYPNVIPIGLTVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEEDD
DLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSPGCCKAESMPSPSLANF
VDCDESNSDSEGELETPPSLQGGLGPTTLPQQNADPDVDVPRWEVFFKRKDEITDECL
ENLPSSIETGGSQSPKRFSDSPKLGSDSDGESTHISSQNSSQSTHITDQGSQGWDSQCD
TVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQNALCPQDTHCDLKSGAEVNGV
PCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATG
ESIVLKKENVHSQIFK

e Amorces synthétisées :

Dclrelc_Ascl_Fwd
tataGGCGCGCCa atgagtt ctttccaggg acagatgg
Dclrelc_Notl_Rev

ttaaGCGGCCGCa ttatttaaatatctgggagtgaac
e Expériences :

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

Invitrogen

1500

Rate DiTO DiT24  DiT48 SP CTX Eau




15/10 essai de PCR Q5, 0 Enhancer a 62°C pour voir si moins de bandes non spe : on perd
les bandes pour SP et CTX

23/10 extraction sur gel des PCR du 20/07 a 60°C

27/10 digestion/purification/ligation

28/10 transformation

30/10 miniprep

09/11 : envoi au séquencage



e Résultats séquencages

o FlagBirA Dclrelc rate clone C

» B3Fwd rate 902NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGAAAGCCCGTG
CCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTT
GAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAACCGAATTA
TAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGAAGAAGTTGTTGTGACTCT
CTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAG
ACTGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGA
CACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGC
TGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATNAGTACTTATTCACCAACCTGA
GTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAAC
GGATCGAAACACCCAGATCCNCGCCTGCCGCCNCCCGANNNAGAANANTATTTTCAGTGGNATNANTTACCCTGNNNNTG
GNTTCCAAAACTAAACTGTACTCNNACAATCAGCATCAGCNNTCNACCNNGTGGTTNGANAGANGACNNAAAANAANNT
GAT

> BGHRev rate 1039NT

TCATGACTTNTNANNNNNNNNNCNNNNNNTCCCAATNTNNTGAACCAAANNACAANNCCCTNNGGANNNTGNAGAG
ANCTAGNACAGTTCNCNNNANTNNGAGNANGATGANGATCTNTTTGATGNCCNTCTNCTNNCNCNTTCAAGGCGCAAA
GTTCNGTACCAAGTAACTCTTCNCNTGAGGTATTTCAATGANGGCANTACNGNTAGATCANNNGANCTGGGACAAAGCC
CCGNATGCTGTAAAGCAGAGAGTANNCCGANTCNTTCTTNNNCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAG
NGAAGGAGAGTNAGAGACCCCNCNTTCTCTGCAGEGAGGTCTNGGCCCCACANCACTCCCACAGCAAAACGNTGATCCG
GATGTGGATGTACCTNGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTC
CTCcATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAAT
CCACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTG
ATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAACCCA
AAGATAGTATTTCTGCCTCCCAAATAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTG
AAGTAAATGGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAAACATCGCTAACC
AGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCAT
TTACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTEGAAAAAAGAAAATGTTCACTCCCAGATATTTAAA
TAA

> Seqint Fwdl du 25/11

GTGACCNNNGTTTTATCAAATTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAG
GAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCT
GGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAAC
ACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAA
CTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGT
GAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCT
GCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCT
CTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAG
ATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCaaGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCA
ATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCANANAGTATGCCGAGTCCTTCTT
TGGNCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGANAGTTAGAGANCCCGCCTTCTCTGCANGGAGGN
CTCGGCCCCACAACACTCCCACAGCAAAACGNTGATCCNNATGNGGNTGTACNTCGGTGGGAAGTATTCTTCAAAAGAAAA
NANGANTCNCAGATGAATGNTTGGAAAACTTACCTTCNNNCATAGA



» Seqint Fwd2 du 25/11

CGCCNCCCGAAGGNAGAAGAGTATTTTCaGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCAC
ACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGA
GCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCG
TATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTG
CTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTC
TTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGG
CACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCC
AACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGG
CCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATG
AAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCANTGACT
CACCNAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCANAATTCATCTCANTCAACCCACATAANNG
ATCAAGGAAGNCANNNTGGNNCNNNCNGNGTGANACCGTTTGNTATCTTCNNNGAGAANNTGGNGGGGNTAGCANCT
CTTTGAACNNNATNCCTANNNNNAAAC

» Seqint Revl du 25/11

GGATCGAACNCCCAGANCCNCNCNNGCCNCCNCNNANNNCAGAAGAGNATTTCAGTGGNANAAGTNNNNNGNGNCN
NGNNTTCCAAAACTAAAANTGTNCTNCNCNCANTCAGCNTCAAGCCNNNTACCATGTGGTTGGAGAGAGGNCCAGAAAA
ACAAACGTGANTGTGAGAACCGGAGAGAGCTCANACAGANCTTGCTTCTCTTTCCACTCCTCNNACAGTGAGATTAAAGAT
TNTNTGANNTACATNTGCNCAGTGAATGCGTATNCAAANGTCANTCCGATCGGCCTCANNGTGGATAAGGTCANNGANNT
TTTAAAGCCTCTGTGCCGCTNTTCCCAATGTGNTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGT
TCACCNTGANTCAGAGGAAGATGATGATNTNTTTGATGACCCTNTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTA
ACTCTTCACCCTGAGGTATTTTCAATGAAGGCANTACCGNTAGATCAGCCTGAACNGGGACAAAGCCCCGGATGCTGTAAAG
CAGAGAGTANGCCGAGTCCTTCTTTGNCCAACTTTGTGGACTGTGACGAGTCCAACAGNGACAGNGAAGGAGAGTTAGAG
ACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGNTGATCCGGATGNGGATGTACCTCGGT
GGGAAGTATTCTTCAAAAGAAAAGANGAAATCACAGATGAATGTTTGGAAAACTTNCCTTCCTCCNTAGAGACAGGGGGAT
CGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAAT
TCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTaTCTNCCCAAG
NNAAAAG

> Seqint Rev2 du 25/11

TTNTATTTCNNGNCAGTAANGNNANTNNNTNTNCNCAGNNGANTTCAGACNNNNGAAAGGAGAAGTTTCCAGAANGGA
GNTTNTNCANTNNGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGACACCACTTTNTGTGACCCAAGGTTTATCAAA
TTNCAAGTNGTGAGGAGTGCNTGAGGGGCGTTCNGGAGCTGGTTCGGAGCTGGATCACGAGGANTCCGAAGCACGTCGT
GTGGCTGAACTGCAAGNCCGCNTACGGCTATGAGTACTTATTCACCAACNTGAGTGAGGAGCTGGGAGTCCAGGTTCATGT
GGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCC
GCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACAC
AATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTC
ATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCA
AATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCA
AAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACC
CTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAG
ATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTG
TGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCNCCTTCTCTGCAGGGAGNTCTCGGCCCCACANCACTCCC
ACA

> Synthése séquencage rate

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC 60
AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAA 120
GGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC 180

TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAAC 240



apQaQ

CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG 300

GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT 360
ATGTTTCTATTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCG 420
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA 480
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG 540
GAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCAC 600
GTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGT 660
GAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT 720
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAG 780
GCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT 840
GTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAA 900
ACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCC 960
TCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAAT 1020
GTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGC 1080
TCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACA 1140
GTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCA 1200
AGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTA 1260
CCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCG 1320
AGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAG 1380
TTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAAC 1440
GCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATC 1500
ACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA 1560
AAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATC 1620
TCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGAC 1680
AGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCT 1740
TTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAA 1800
CAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAAT 1860
GGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAA 1920
ACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCA 1980
ACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCA 2040

ACAGGTGAGAGTATAGTGTTgAAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA 2097

MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRAPSMKRRLECSLKVFLYCSPVTKELLLTSPKYKFWENRIIAIEIE
TPTQVSLVDEASGEKEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGGRVKDIQSVYLDTTFCDPRF
YQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLFTNLSEELGVQVHVDKLDMFKNMPDILHHLTTDRNTQIHACRH
PKAEEYFQWNKLPCGMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRTGESSYRACFSFHSSYSEIKDFLSYICPVNAYPNVIPIGL
TVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEEDDDLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSP
GCCKAESMPSPSLANFVDCDESNSDSEGELETPPSLQGGLGPTTLPQQNADPDVDVPRWEVFFKRKDEITDECLENLPSSIETGG
SQSPKRFSDSPKLGSDSDGESTHISSQNSSQSTHITDQGSQGWDSQCDTVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQ
NALCPQDTHCDLKSGAEVNGVPCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATGESIVLKK
ENVHSQIFK-

> Blast contre banque rat :

P e run Ay - T pRun.

MName Score Score Cover  walue Ident Len
v

Description Accession

Rattus norvegicus DNA cross-ink repair 1C (Dclrelc), mRMNA Morway rat 3873 3873 100% 0.0 100.00% 2162 NM_147145.2

Rattus nowegicus SMM1-like protein mRNA,_complete cds

Morway rat 3845 3845 100% 0.0 99.76% 2182 AF395746.1

=3
=1

17600460.1

PREDICTED: Rattus norvegicus DMNA cross-link repair 1C (Delredc),_transcript variant X1, mRNA Morway rat 3419 3874 100% 0.0 100.00% 4442

PREDICTED: Rattus norvegicus translation initiation factor [F-2-like (LOC108353135), mRNA Norway rat 135 135 3% 1e-28  100.00% 1222 XM 017600743 1

> Différence Séquencage/CDS au niveau NT :



saQagQ

zeq
ref
Consensus

seq
ref
Consensus

seq
ref
Consensus

seq
ref
Consensus

seq
ref
Consensus

seq
ref
Consensus

1 10 20 30 40 50 ] 70 80 90 100 110 120 130
! 1
HSSFOGOREEYPTISIDRFDRENLKARAYFLSHCHKDOHAKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHENRITATETETPTAYSLVDERSGEKEEVYYTLLPAGHCPGSYHFLFOGSHGT
HSSFOGAREEYPTISIDRFDRENLKARAYFL SHCHKDHAKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHEHRITATETETPTAYSLVDERSGEKEEVYYTLLPAGHCPGSYHFLFOGSHGT
HSSFOGOHEEYPTISIDRFDREHLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHEHRIIAIEIETPTOVSLYDERSGEKEEVYYTLLPAGHCPGSYHFLFOGSHGT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| |
YLYTGDFRLAKGEYSRHELLHSGGRYKDIOSYYLDTTFCOPRFYOIPSREECLRGYLEL YRSHITRSPEHYYHLHCKARYGYEYLF THLSEELGYOQYHYDKLOHF KHHPDILHHLT TORHTOIHACRHPE
YLYTGDFRLAKGEYSRAELLHSGGRYKDIOSYYLOTTFCOPRFYOIPSREECLRGYLELYRSHITRSPKHYYHLHCKARYGYEYLF THLSEELGYOYHYDKLDHFKNHPDILHHLTTORNTOTIHACRHPK
YLYTGDFRLAKGEYSRHELLHSGGRYKDIOSYYLOTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHCKARYGYEYLF THLSEELGYOYHYDKLDHFKNHPDILHHLTTORNTATIHACRHPK

261 270 280 290 J00 310 320 330 340 350 360 370 380 390
| |
AEEYFOHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACFSFHSSYSEIKDFLSYICPYHAYPHYIPIGL TYDKVHOFLKPLCRSSOCAEPKYKPLGKLKRARTYHLOSEEDDD
AEEYFOHHKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACF SFHSSYSEIKDFLSYICPYHAYPHYIPTGL TYDKVHOFLKPLCRSSACAEPKYKPLGKLKRARTYHLOSEEDDD
AEEYFAHHKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACF SFHSSYSEIKDFLSYICPYHAYPHYIPIGL TYDKVHOFLKPLCRSSOCAEPKYKPLGKLKRARTYHLDSEEDDD

391 400 410 420 430 440 450 460 470 480 4930 500 510 520
! 1
LFDDPLLTHSRRKYPYQYTLHPEVF SHKALPLDOPELGASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLAGGLGPTTLPOONADPDYDYPRHEVFFKRKDEITOECLENLPSSTETGGSO5P
LFDDPLLTHSRRKYPYOYTLHPEYF SHEALPLDOPELGASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPOONADPDYDYPRHEYFFKRKDEITOECLENLPSSIETGGSOSP
LFDDPLLTHSRRKYPYOYTLHPEYFSHKALPLDOPELGOSPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLAOGGLGPTTLPOONADPDYDYPRHEYFFKRKDEITOECLENLPSSIETGGSOSP

521 530 540 550 560 570 580 590 GO0 610 620 630 640 650
| |
KRFSDSPKLGSDSDGESTHISSONSSAS THITDAGSAGHDSOCDTYLLSSQEKSGGDS TSLNKDTYKPKPKDSISASOTEQNALCPODTHCDLKSGAEYNGYPCIEEPDTYSGRKSSPEKTSLTSTAADS
KRFSDSPKLGSDSDGESTHISSONSSAS THITDOGSAGHDSOCDTYLLSSAEKSGGDS TSLNKDTYKPKPKDSISASOTEQNALCPADTHCDLKSGAEYNGYPCIEEPDTYSGRKSSPEKTSLTSTAADS
KRFSDSPKLGSDSDGESTHISSOHS 505 THITDAGSAGHDSACDTYLLSSAEKSGGDS TSLHKDTYKPKPKDSISASATEQNALCPADTHCDLKSGAEYHGYPCIEEPDTYSGRKSSPEKTSLTSTAADS

651 66O 670 680 690 698
| 1
A555DFETPSTPERELPKPEHLOFLYGKLATGESIVLKKEHYHSOIFK
OSSSDFEIPSTPERELPKPEHLOFLYGKLATGESIVLKKEHYHSOIFK
OSSSDFETPSTPERELPKPEHLOFLYGKLATGESIVLKKENYHSOTFE

seq GCAGARGAGTATTTTCAGTGGARTARGTTACCCTGTGGCATGGCTTCCARAACTARRACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARARRCARACGTGA
cds GCAGARGAGTATTTTCAGTGGARTARGTTACCCTGTGGCATGGCTTCCARAACTARRACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARARACARACGTGA

Consensus  GCAGARGAGTATTTTCAGTGGAATARGTTACCCTGTGGCATGGCTTCCARARCTARRACTGTACTCCACACAATCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAARCARACGTGA
Common  Wax | lotal | Wuery E Her. Acc.

Desciption Name Score Score Cover wvalue  Ident Len Accession
v v v v v v v
protein artemis [Rattus norvegicus] Morway rat 1449 1449 100% 0.0 100.00% 698 NP _671486.2
ShM1-ike protein [Rattus norvegicus] Morway rat 1421 1421  98% 0.0 99.42% 697 AAMEI1241
PREDICTED: protein artemis isoform X1 [Rattus norvegicus] Morway rat 1275 1275 88% 0.0 100.00% 629 XP 017455949
DMA cross-link repair 1C, PS02 homolog (S. cerevisiae), isoform CRA b [Rattus norvegicus] MNorway rat 1145 1145 79% 0.0 100.00% 552 EDL78693.1
1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300

| |

seq CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCARTGAAGGCACTACCGCTAGATCAGCCTGARCTGGGACAAAGCCCCGGATGLT

cds CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGARCTGGGACAAAGCCCCGGATGLT
Consensus CTCTTTGATGACCCTCTACTARCACATTCAAGGCGCARAGTTCCGTACCARGTAACTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGAACTGGGACARAGCCCCGGATGET

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
seq GTARRGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGT GACAGTGAAGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCE
cds GTAARRGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGT GACAGTGARAGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCE
Consensus  GTARAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCAARCAGT GACAGTGAAGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCE

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
I I
seq ACAGCARRACGCTGATCCGGATGTGGATGTACCTCGGTGGGARGTATTCTTCARAAGARARGATGAARTCACAGATGARTGTTTGGARRRCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
cds ACAGCARARCGCTGATCCGGATGTGGATGTACCTCGGTGGGARGTATTCTTCARAAGARARGATGAAATCACAGATGARTGTTTGGARRACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
Consensus  ACAGCARAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAARGARAAGATGARATCACAGATGARTGTTTGGARRRCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA

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

I I
seq AAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATAACGGATCAAGGARGCCARGGCTGGGACAGCCAGTGTG
cds AAGCGTTTCAGTGACTCACCARRGCTGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATAACGGATCAAGGARGC CARGGCTGGGACAGCCAGTGTG

Consensus  ARGCGTTTCAGTGACTCACCARAGCTGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCAACCCACATAACGGATCARGGARGCCARGGCTGGGACAGCCAGTGTG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820
I I
seq ATACCGTTTTGTTATCTTCCCARGAGAAAAGTGGTGGGGATAGCACCTCTTTGARCARGGATACC TACARACCARRACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGARTGCACTTTGTCCACA
cds ATACCGTTTTGTTATCTTCCCARGAGAAAAGTGGTGGGGATAGCACCTCTTTGARCARGGATACCTACARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGARTGCACTTTGTCCACA
Conzensus  ATACCGTTTTGTTATCTTCCCARGAGAARAGTGGTGGGGATAGCACCTCTTTGARCARGGATACCTACARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGAARCAGRARTGCACTTTGTCCACA

1821 1830 1840 1850 1860 1870 1880 1890 1900 1910 1920 1930 1940 1950
I I
seq GGATACTCACTGTGATTTGAAARGCGGAGCTGARGTARATGGAGTCCCTTGTATTGARGARCCAGACACTGTGAGTGGCAGGAARATCTTCACCTGAGARARCATCGCTARCCAGCACACAGGCAGACTCA
cds GGATACTCACTGTGATTTGAAAAGCGGAGCTGARGTARATGGAGTCCCTTGTATTGAARGARCCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGARARCATCGCTARCCAGCACACAGGCAGACTCA
Conzensus  GGATACTCACTGTGATTTGAARAGCGGAGCTGARGTARATGGAGTCCCTTGTATTGARGAACCAGACACTGTGAGT GGCAGGARATCTTCACCTGAGAARACATCGCTARCCAGCACACAGGCAGACTCA

1951 1960 1970 1980 1990 2000 2010 2020 2030 2040 2050 2060 2070 2080
| 1

seq CAGAGCTCCTCTGACTTTGAAATCCCCTCARCTCCAGARGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGARAGC TGGCARCAGGTGAGAGTATAGTGT TGARRRAAGARRRTGTTCACT
cds CAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCARCAGGTGAGAGTATAGTGTTGARARARGARARTGTTCACT
Consensus CAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCARCAGGTGAGAGTATAGTGTTGARRRARGAARRTGTTCACT

2081 2090 2097

| = Fmm———— 1

seq CCCAGATATTTAAATAR

cds CCCAGATATTTAAATAR
Consensus CCCAGATATTTAAATAR






o FlagBirA Dclrelc DiTO clone A

» B3Fwd DiTO 861NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGAAA
GCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGAAGG
CTGGAATGCAGTTTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTAC
AAGTTCTGGGAAAACCGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGG
GTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGG
GCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTG
CACTCTGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAA
TTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCA
CGTCGTGTGGCTGANCTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCTGGGAG
TCCAGGTTCATGTGGACAAGCTGGANATGTTTAAAAACNTGCCTGATATCCTGCACCATCTCACAACGGATCGAA
ACACCCANNTCCACGCCNGNCGCCACCCGAANGNAGAANANTATTTTCAGTGGAATNAGTTNCCCTGTGGCAT
GGNTTCCAAAACTAAAACTGTACTCCACACAATCAGCATC

» BGHRev DiTO 994NT

AANNTNCNANCCCTNNGNNANNNGANGAGAGNTAGANCAGTTCNCNTGANTCAGAGGAAGATGATGATNT
NNTGATGACCCTCTACTAACNCATTCAAGGCGCAAAGTTCNGTNCCAAGTNANTNTTCACCNNGAGGTATTTTC
AATGAAGGCACTACCGNTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCG
AGTCNTTCTTTGNCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCc
TTCTNTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGT
GGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAG
GGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTNTGATGGAGAATCCACCCAT
ATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGAT
ACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAA
CCCAAAGATAGTATTTCTGCCTCCCAAATAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAA
GCGGAGCTGAAGTAAATGGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAG
AAAACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCT
GAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTGAAAAA
AGAAAATGTTCACTCCCAGATATTTAAATAA

> Seqint Fwdl du 25/11

TTNCTGTGACCCANGGTTTTATCNAATTCNAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGG
AGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATT
CACCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATA
TCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTC
AGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTAC
CATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGC
TTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGT
CATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAA
CCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCT
CTTTGATGACCCTCTACTAACACATTCAAGGCGCaaGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAAT
GAANGCcACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGANAGTATGCCGAGTC
CTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGNANAGTTAGAGACCCCGCCTTCT
CTGCNNGGAGGTCTCGGCCCCACNACACTCCCACAGCAANCGCTGATCCNGATGTGGATGTACCTCGGNGGGN
AGTATTCTTCAAAGAAAAGANGANTCNCANATGAATGNTTGGAAAACTTACNTTNCNNC



» Seqint Fwd2 du 25/11

CGCCNCCCGAAGGNAGAAGANTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGT
ACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGA
GAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTA
CATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAG
CCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGT
TCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTAC
CAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCC
GGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGA
CAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAAC
GCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTG
GAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGG
CAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCANTCAACCCACATAACGGATCANGGA
AGCCAAGGNTGGGNCAGCCAGTGTGANACCGTTTTGTTATCTTCCCAAGANAAAAGTGGTGGGGANAGCANN
TCTTTGAACANNATACCTACAANNAANCCNAAGATAGTATTTCTGCCTNCNAAATNNANNNANNNANNTNNN
NNNNGNATNNTCNNTGNGANTGAAANNGNNCTNANTAATGNAGTCCC

> Seqint Revl du 25/11

GTNCNANCNNNTNNNNNGNTGANNTGCANNCNNCNNCGNNTANNNGTNNTNNTNNNNNNCCNNNNNNN
GNGNNGGNNNNCNNNNTCNNNNNGNCNANCTGGACANGNTTAAAACATNCCNGANNTCCTGCNCCNTCTC
NCANCGGATNGAAACNCCCAGATNCACNCCNNCNCCACCNNAAGGCAGAAGAGTATTTTCAGNNGAATAAGN
TNCCCTGTGGCATGGCTTNCAAAACTAAAACTGTACTCCACACANTCAGCATCAANCCATNNNCCATGTGGTTTG
GAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCA
CTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGNGTATCCAAATGTCATTCCGATCG
GCCTCACTGTGGATAAGGTCAtGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAA
GCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACC
CTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACT
ACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGG
CCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGG
AGGTCTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTT
CAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGT
CACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGA
ATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTNT
NNNNCAAGAGAAAA

> Seqint Rev2 du 25/11

TGACNNNNTACNAGNNGTCNCNNNNNNNNANNNNNNTTNNNNTTNANGNCNGTAANGNNANTNNNTNT
NNNCNGNNGANTTCAGACNGGNGAAAGGAGNAGTTTCCAGAATGGAGCTTNTNCACTNTGGGGCAGAGTAA
AAGACNTCCAAAGTGTATATTTAGACACCACTTTNTGTGACCCAAGGTTTTATCAAATNCCAAGTCGTGAGGAGT
GCTTGAGGGGCGTTCNGGAGCNNGTTCGGAGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACT
GCAAGGCCGCNTACGGCTATGAGTACTTATTCACCAACITGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGAC
AAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCT
GCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT
GTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGT
GAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAG
CTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAA
AGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACA



sQQ

hd

GTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGT
ACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCC
CCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGT

GACAGTGAAGGAGAGTTAGAGACCCCECCTTCTCTGCAGGGAGGTCTCGGCCCCNCANCACTCCCACANCAAA

» Syntheése séquencage DiTO

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC
AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAA
GGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC
TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAAC
CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG
GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT
ATGTTTCTATTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCG
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG
GAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCAC
GTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGT
GAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAG
GCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT
GTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAA
ACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCC
TCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAAT
GTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGC
TCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACA
GTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCA
AGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTA
CCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCG
AGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAG
TTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAAC
GCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATC
ACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
AAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATC
TCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGAC
AGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCT
TTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAA
CAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAAT
GGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAA
ACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCA
ACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCA

ACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA 2097

60
120
180
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300
360
420
480
540
600
660
720
780
840
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1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040

MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRAPSMKRRLECSLKVFLYCSPVTKELLLTSPKYKF
WENRIIAIEIETPTQVSLVDEASGEKEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGG
RVKDIQSVYLDTTFCDPRFYQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLFTNLSEELGVQVHVDKL
DMFKNMPDILHHLTTDRNTQIHACRHPKAEEYFQWNKLPCGMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRT
GESSYRACFSFHSSYSEIKDFLSYICPVNAYPNVIPIGLTVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEE
DDDLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSPGCCKAESMPSPSLANFVDCDESNSDSEGELET
PPSLQGGLGPTTLPQONADPDVDVPRWEVFFKRKDEITDECLENLPSSIETGGSQSPKRFSDSPKLGSDSDGESTHIS
SQNSSQSTHITDAQGSQGWDSQCDTVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQNALCPQDTHCDLKSGA
EVNGVPCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATGESIVLKKENVHSQIFK

> Blast DiTO contre banque rat :

Uescrniption

Rattus norvegicus DMA cross-link repair 1C (Delrec). mRMNA Norway rat

Rattus norvegicus SNM1-like protein mRNA _complete cds MNorway rat

PREDICTED: Rattus norvegicus DMNA cross-link repair 1C (Dclredc). transcript variant X1, mRNA Morway rat

MName Score

Score

3873
3845

3874

Cover

100%
100%

100%

value
v

0.0
0.0
0.0

Ident Len Accession

100.00% 2162 NM_147145.2
99.76% 2182 AF395746.1

100.00% 4442 XM_017600460.1
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> Différence Séquencage DiTO/CDS au niveau NT
1 10 20 30 40 50 (1] 0 a0 90 100 110 120 130
| |
ATGAGTTCTTTCCAGGGACAGATGGAGGARTATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGAAAGGAT TARGGG
ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGC TTCGACAGAGAGAARCCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARAGGATTAAGGG
ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGC TTCGACAGAGAGAARCCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARAGGATTAAGGG

131 140 150 160 170 180 130 200 210 220 230 240 250 260
1 1
CTCCTTCCATGARRAGARGGC TGGAATGCAGTTTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGTTCTGGGARAACCGARTTATAGCART TGARAT
CTCCTTCCATGARRAGARGGC TGGAATGCAGT TTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGTTCTGGGARARCCGAATTATAGCARTTGARAT
CTCCTTCCATGARAAGARGGC TGGAATGCAGTTTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGTTCTGGGARARCCGARTTATAGCARTTGARAT

261 270 280 290 300 il 320 330 340 350 360 F70 380 390
1 1
TGARACTCCTACCCAGGTATCTTTAGT TGATGAGGCATCGGGTGAGAAGGAAGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT
TGAARACTCCTACCCAGGTATCTTTAGT TGATGAGGCATCGGGTGAGAAGGAAGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT
TGARRCTCCTACCCAGGTATCTTTAGT TGATGAGGCATCGGGTGAGAAGGARGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTAATGGAACT

391 400 410 420 430 440 450 460 470 480 430 500 510 520
| 1
GTCTTATACACAGGAGACT TCAGACTGGCGARAGGAGAAGT TTCCAGAARTGGAGCTTCTGCACTCTGGGGGCAGAGTARAAGACATCCAARGTGTATATT TAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGACTGGCGARAGGAGAAGTTTCCAGARTGGAGCTTCTGCACTCTGGGGGCAGAGTARARGACATCCARAGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGACTGGCGAARAGGAGAAGTTTCCAGARTGGAGCTTCTGCACTCTGGGGGCAGAGTARARGACATCCARAGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT

521 530 540 550 560 570 580 590 -] 610 620 630 640 650
1 1
ATCARATTCCARGTCGTGAGGAGTGLTTGAGGGGCGT TCTGGAGC TGET TCGGAGC TGGATCACGAGGAGTCCGARGCACGTCGTGTGRCTGAACTGCARGGCCGCCTACGGCTATGAGTACTTATTCAC
ATCARATTCCARGTCGTGAGGAGTGCTTGAGGGGLGTTCTGGAGC TGGTTCGGAGC TGGATCACGAGGAGTCCGARGCACGTCGTGTGGCTGAACTGCARGGCCGCCTACGGCTATGAGTACTTATTCALC
ATCAAATTCCARGTCGTGAGGAGTGC T TGAGGGGLGT TCTGGAGC TGGT TCGGAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCAC

651 660 670 680 690 F00 10 720 730 740 750 760 F70 780
| |
CARCCTGAGTGAGGAGCTGGGAGTCCAGGT TCATGTGGACAAGC TGGACATGTTTARARACATGCCTGATATCCTGCACCATCTCACARCGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGARG
CARCCTGAGTGAGGAGL TGGGAGTCCAGGTTCATGTGGACAAGC TGGACATGTTTAARAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGARG
CARCCTGAGTGAGGAGC TRGGAGTCCAGGTTCATGTGGACAAGC TGGACATGTTTARARACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGARG

781 790 800 810 820 830 840 850 860 870 880 890 00 910
1 |
GCAGARGAGTATTTTCAGTGGAARTAAGT TACCCTGTGGCATGGCTTCCARAACTARARCTGTACTCCACACAATCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAAACARACGTGA
GCAGAAGAGTATTTTCAGTGGAATAAGT TRCCCTGTGGCATGGCTTCCARRACTARRACTGTACTCCACACAATCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAAACARACGTGA
GCAGARGAGTATTTTCAGTGGAATAAGT TACCCTGTGGCATGGCTTCCARRACTARAACTGTACTCCACACAATCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAAACARACGTGA

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
| |
TTGTGAGARCCGGAGAGAGC TCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCAARTGTCATTCCGATCGGCCTCAC
TTGTGAGARCCGGAGAGAGC TCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARRTGTCATTCCGATCGGCCTCAC
TTGTGAGARCCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARRTGTCATTCCGATCGGCCTCAC

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
| |
TGTGGATARGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCARTGTGCTGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGCTAGAACAGT TCACCTTGACTCAGAGGAAGATGATGAT
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGC TGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGC TAGAACAGT TCACCTTGACTCAGAGGAAGATGATGAT
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGC TGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGC TAGAACAGTTCACCTTGACTCAGAGGARGATGATGAT

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

CTCTTTGATGACCCTCTACTARCACATTCAAGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGAACTGGGACARAGCCCCGGATGET
CTCTTTGATGACCCTCTACTAACACATTCAAGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGAACTGGGACARAGCCCCGGATGCT
CTCTTTGATGACCCTCTACTARCACATTCAAGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGAACTGGGACARAGCCCCGGATGET

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
| |
GTARAGCAGAGAGTATGCCGAGTCCTTCTTTGRCCARCTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCT
GTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCT
GTAARGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCT

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

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

ARGCGTTTCAGTGACTCACCAARGC TGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATAACGGATCARGGARGCCARGGC TGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATAACGGATCARGGARGCCARGGCTGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCAAAGC TGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCARGGAAGCCARGGCTGGGACAGCCAGTGTG

1691 1700 1710 1720 1730 1740 1750 1760 1770 1780 17490 1800 1810 1820
| |
ATACCGTTTTGTTATCTTCCCAAGAGARARGTGGTGGGGATAGCACCTCTTTGARCARGGATACCTACAARRCCARARCCCAARGATAGTATTTCTGCCTCCCARATAGARCAGAATGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCAAGAGARARGTGGTGGGGATAGCACCTCTTTGARCARGGATACCTACARRCCARARCCCAARGATAGTATTTCTGCCTCCCARATAGARCAGAATGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCARGAGAARAGTGGTGEGGATAGCACCTCTTTGARCARGGATACCTACARACCAARACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGAARTGCACTTTGTCCACA

1821 1830 1840 1850 1860 1870 1880 1890 1900 1910 1920 1930 1940 1950
1 |
GGATACTCACTGTGATTTGARARGCGGAGL TGARGTARATGGAGTCCCTTGTATTGARGAACCAGACACTGTGAGTGGCAGGAARTCTTCACCTGAGAAARCATCGC TAARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGAAAAGCGGAGC TGARGTARATGGAGTCCCTTGTATTGARGAACCAGACACTGTGAGTGGCAGGAARTCTTCACCTGAGARARCATCGCTARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGAAARGCGGAGC TGARGTARATGGAGTCCCTTGTATTGARGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAARCATCGC TAACCAGCACACAGGCAGACTCA

1951 1960 1970 1980 1990 2000 2010 2020 2030 2040 2050 2060 2070 2080
1 1

CAGAGCTCCTCTGACTTTGARATCCCCTCAACTCCAGARGC TGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCARCAGGTGAGAGTATAGTGT TGAAAARAGARAATGTTCACT
CAGAGCTCCTCTGACTTTGARATCCCCTCAACTCCAGARGC TGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCARCAGGTGAGAGTATAGTGT TGARAARAGAARATGTTCACT
CAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGARGC TGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCARCAGGTGAGAGTATAGTGT TGARAARAGARARTGTTCACT

2081 2090 2097
| mm————— e |
CCCAGATATTTAAATAR
CCCAGATATTTAARTAR
CCCAGATATTTAAATAR
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> Différence Séquencage DiTO/CDS au niveau PROT :

1 10 20 0 40 50 60 70 a0 90 100 110 120 130
I 1
HSSFOGAHEEYPTISIDRFDREHLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLL TSPKYKFHENRITATETETPTOVSLYDEASGEKEEYYYTLLPAGHCPGSYHFLFOGSHGT
HSSFAGAHEEYP TISIDRFDRENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHERRIIATEIETPTAYSLYDEASGEKEEYYYTLLPAGHCPGSYHFLFAGSHGT
HS5FOGAHEEYP TISIDRFDRENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHERRIIATETETPTOYSLYDEASGEKEEYYY TLLPAGHCPGSYHFLFOGSHGT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
YLYTGDFRLAKGEYSRHELLHSGGRYKDIOSYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHNCKARYGYEYLF THLSEELGYOYHYDKLDHFKNHPDILHHLTTDRHTATHACRHPK
YLYTGDFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHNCKARYGYEYLF THLSEELGYAYHYDKLDHFKNHPDILHHLTTDRHTATHACRHPK
YLYTGDFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHNCKAARYGYEYLF THLSEELGYQYHYDKLDHF KHHPDILHHLTTDRHTQIHACRHPK

261 270 280 290 300 o 320 330 340 350 360 370 380 390
I 1
AEEYFOHHKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIYRTGESSYRACFSFHSSYSETKDFLSYICPYHAYPHYIPIGL TYDKYHDFLKPLCRSSACAEPKYKPLGKLKRARTYHLDSEEDDD
AEEYFOHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACFSFHSSYSEIKDFLSYICPYNAYPHYIPIGL TYDKYHDFLKPLCRSSACAEPKYKPLGKLKRARTYHLDSEEDDD
AEEYFOHHKLPCGHASKTKTYLHTISIKPSTHHFGERTRETHYIVRTGESSYRACFSFHSSYSETKDFLSYICPYHAYPHYIPIGL TYDKYHDFLKPLCRSSOCAEPKYKPLGKLKRARTYHLDSEEDDD

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
LFDDPLLTHSRRKYPYQYTLHPEYFSHKALPLDAPEL GASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLAGGLGP TTLPAANADPDYDYPRHEYFFKRKDEITDECLENLPSSTIETGGSASP
LFDDPLLTHSRRKYPYOQYTLHPEYFSHKALPLDOPELGOSPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPQUNADPDYDYPRHEVFFKRKDEITDECLENLPSSIETGGSASP
LFDDPLLTHSRRKYPYQYTLHPEVFSHKALPLDOPEL GASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLAOGGLGPTTLPOOHADPDYDYPRHEYFFKRKDEITDECLEHLPSSTIETGGSOSP

521 530 540 550 560 570 580 590 600 610 620 630 640 650

1 1
KRFSDSPKLGSDSDGESTHISSANSSQS THITDAGSAGHDSACDTYLLSSAEKSGGDSTSLHKDTYKPKPKDSISASOTIEQNALCPADTHCDLKSGAEYHGYPCIEEPDTYSGRKSSPEKTSLTSTAADS
KRFSDSPKLGSDSDGESTHISSONSSOSTHITDOGSAGHDSOCDTYLLSSOEKSGGDS TSLHKDTYKPKPKDSTSASOTEQNALCPODTHCDLKSGAEYHGYPCTEEPDTYSGRKSSPEKTSLTSTOADS
KRFSDSPKLGSDSDGESTHISSONSSOSTHITDOGSAGHDSAOCDTYLLSSOEKSGGDS TSLHKD TYKPKPKDSTSASOTEQNALCPODTHCDLKSGAEYHGYPCIEEPDTYSGRKSSPEKTSLTSTOADS

651 660 670 680 690 698
| |
ASSSDFEIPSTPERELPKPEHLOFLYGKLATGESIVLKKENYHSAIFK
QSS5SDFETPSTPERELPKPEHLOFLYGKLATGESTYLKKENYHSOIFK
ASSSDFETPSTPERELPKPEHLOFLYGKLATGESTYLKKENYHSOIFK

- Common = Max Total Query E Per.  Acc.
Description

- MName Score Score Cover walue Ident Len
v v v v v v v

Accession

protein artemis [Rattus norvegicus] Norway rat 1449 1449 100% 0.0 100.00% 698 MNP _671486.2

SMM1-like protein [Rattus norvegicus] Norway rat 1421 1421  98% 0.0 99.42% 697 AAMS9124.1
PREDICTED: protein artemis isoform X1 [Rattus norvegicus] Norway rat 1275 1275 88% 0.0 100.00% 629 XP_ 0174559491



o FlagBirA Dclrelc DiT24hLPS clone A

» B3Fwd DiT24h 873NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGAAA
GCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGAAGG
CTGGAATGCAGTTTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTAC
AAGTTCTGGGAAAACCGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGG
GTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGG
GCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTG
CACTCTGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAA
TTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCA
CGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCTGGGAG
TCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAA
CACCCAGATCCACGCCTGNCGCCACCCGAAGGNAGAANANTATTTTCAGTGGAATAAGTTACCCTGTGGNATGG
NTTCCAAAACTAAAACTGNACTCCACACAATCAGCATCNAGCCATCTACC

» BGHRev DiT24h 998NT

CCAAAGTNNNANCCCNTNGGGAAACNGAAGAGAGNTAGNNCAGTTCNNNTGANTCAGAGGAAGATGATGAT
NTCTTTGATGACCCTCTACTAACNCATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCNNGAGGTATTTT
CAATGAAGGCACTACCGNTAGATCANCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCC
GAGTCNTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCgC
CTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGT
GGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAG
GGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCAT
ATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGAT
ACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAA
CCCAAAGATAGTATTTCTGCCTCCCAAATAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAA
GCGGAGCTGAAGTAAATGGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAG
AAAACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCT
GAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTGAAAAA
AGAAAATGTTCACTCCCAGATATTTAAATAA

> Seqint Fwdl du 25/11

GTGACCNNAGGTTTTATCAAATTCCNAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTG
GATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCA
ACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTG
CACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTG
GAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATG
TGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCT
CTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATT
CCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAA
AGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTT
GATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGA
AGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGANAGTATGCCGAGTCCT
TCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACNGTGAANGANAGTTAGAGACCCCGCCTTCTCT
GCNGGNAGGTCTCGGCCCCACNACACTCCCACAGCAAACGCTGATCCGGATGTGGANGTACCNNNGTGGGAA
GTATTCTTCAAAGAAANANGAAATCNCNGATGAATGTTGGAAACTTACCTTCCTNCNNNNNNNNNGGGGNTC



GCAGNNNNCNAAGCGTNNNNNGNNNNNNCNANNCTNGGNANNGNNTCTNATGGANANCCNNCCNTATN
NNNTNC

> Seqint Fwd2 du 25/11

GCCNCCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTAC
TCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGA
ACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACA
TCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCC
TCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTC
ACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCA
AGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGG
ATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACA
GTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGC
TGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGA
AAACTTACCTTCCTCCATAGAGACAGGGGGaTCGCAGTCACCAAAGCGTTTCAGTGACTCACCNAAGCTGGGCA
GTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCANTCAACCCACATAACGGATCAAGGAAG
CCAAGGNTGGGACAGCCAGTGTGATACCGTTTTGTTNTCTTCCCAAGAGAAANNGGTGGGNNNAGCACCTCTT
TGAACAAGGNTACCTACNAACNAAANCCAAGATAGNNNTTCTGCCNNCCAANTNNAANNNANGCACTTNNN
NNNNGNNTANTCACT

» Seqint Revl du 25/11

CCAGAAAAACNNACGTGANNGNNNNNNCNGGAGNGAGCTCATACAGNGCTTGCTTCTCNNNNCNCTNNNN
NNACANNGAGNNNNNNGATTTTTNGAGNTNCNTCTNNNCAGTGAANNNGTATNCAAANGTCANTCCGATC
GGCCTCANNGNGGANAAGGTCATGGACTTTTTAAANCNTCTGTGCCGCTCTTCNCAATGTGNTGAANCNNNG
NNCAAGCCCCTCGGGAAANTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATNTCTTT
GATGNCCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAAT
GAAGGCNCTACCGNTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATNCCGA
GTCCTTNTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGNGAAGGAGAGTTAGAGACCCCNC
CTTCTCTGCAGGGAGGTNTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCG
GTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCaCAGATGAANGTTTGGAAAACTTACCTTCCTCCATAGAG
ACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCC
ACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCA
GTGTGATACCGTTTTGTTNTCTTCCCAAGAGAAAAG

> Seqint Rev2 du 25/11

CAGTAANGNANTNTNTNTNNNNNGNNNNTTCAGACNGNGAAAGAGNAGTTTCCNGAANGGAGCTTNTGCA
NTNTGGGGCAGAGTAAAAGNCNTCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAA
TTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCNGGAGCTGGTTNGGAGCTGGATCACGAGGAGTCCGAAG
CACGTCGTGTGGCTGAACTGCAAGGCCGCNTACGGCTATGAGTACTTATTCACCAACITGAGTGAGGAGCTGG
GAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGAT
CGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTG
GCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAG
GACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCT
ACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTC
ACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCC
CCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCT
CTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACT



[CIC S

ACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTG
GCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCECCTTCTCTGCAGG

GAGGTCTCGgCCCCNCAACACTCCCACA

> Synthése séquencage

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC
AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAA
GGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC
TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAAC
CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG
GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT
ATGTTTCTATTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCG
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG
GAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCAC
GTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGT
GAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAG
GCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT
GTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAA
ACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCC
TCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAAT
GTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGC
TCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACA
GTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCA
AGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTA
CCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCG
AGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAG
TTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAAC
GCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATC
ACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
AAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATC
TCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGAC
AGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCT
TTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAA
CAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAAT
GGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAA
ACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCA
ACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCA

ACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA 2097

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1360
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040

MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRAPSMKRRLECSLKVFLYCSPVTKELLLTSPKYKF

WENRIIAIEIETPTQVSLVDEASGEKEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGG

RVKDIQSVYLDTTFCDPRFYQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLFTNLSEELGVQVHVDKL

DMFKNMPDILHHLTTDRNTQIHACRHPKAEEYFQWNKLPCGMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRT
GESSYRACFSFHSSYSEIKDFLSYICPVNAYPNVIPIGLTVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEE
DDDLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSPGCCKAESMPSPSLANFVDCDESNSDSEGELET

PPSLOQGGLGPTTLPQONADPDVDVPRWEVFFKRKDEITDECLENLPSSIETGGSQSPKRFSDSPKLGSDSDGESTHIS

SQNSSQSTHITDQGSQGWDSQCDTVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQNALCPQDTHCDLKSGA

EVNGVPCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATGESIVLKKENVHSQIFK

> Blast contre banque rat :

PREDICTED: Rattus norvegicus translation initiation factor IF-2-ike (LOC108353135), mRMNA

D pt URTITIUnN
escription

Name
Rattus norvegicus DMA cross-link repair 1C (Dclre1c). mRNA Norway rat
Rattus novegicus SMM1-like protein mRNA, complete cds MNorway rat
PREDICTED: Rattus norvegicus DMNA cross-link repair 1C (Delrelc), transcript variant X1, mRNA Norway rat

Norway rat

Wi
Score
3873
3845
3419
135

1uLa
Score
3873
3845
3874
135

wuery
Cover
100%
100%
100%
3%

value
-

0.0

0.0

0.0
1e-29

el
Ident
100.00%
99.76%
100.00%
100.00%

Acc.

e Accession

2162 NM_147145.2

2182 AF395746.1
4442 XM _017600460.1
1222 XM_017600743.1
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> Différence Séquencage/CDS au niveau NT :

1 10 20 0 40 50 1] 70 a0 90 100 110 120 130

I I
ATGAGTTCTTTCCAGGGACAGATGGAGGARTATCCARCCATCTCCATTGACCGCTTCGACAGAGAGAACCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARAGGATTARGGG
ATGAGTTCTTTCCAGGGACAGATGGAGGARTATCCARCCATCTCCATTGACCGCTTCGACAGAGAGAACCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARAGGAT TARGGG
ATGAGTTCTTTCCAGGGACAGATGGAGGARTATCCARCCATCTCCATTGACCGCTTCGACAGAGAGAACC TGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARAGGATTARGGE

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
CTCCTTCCATGAAAAGARGGCTGGAATGCAGT TTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGT TCTGGGARRACCGARTTATAGCARTTGAAAT
CTCCTTCCATGAAAAGARGGCTGGAATGCAGT TTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGT TCTGGGARRACCGARTTATAGCARTTGAAAT
CTCCTTCCATGAAAAGARGGCTGGAATGCAGT TTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTARCCAGCCCARAGTACARGT TCTGGGARRACCGARTTATAGCARTTGAAAT

261 270 280 290 300 10 320 330 340 350 360 370 380 390
1 1
TGARACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGARGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGLCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT
TGARACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGARGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGLCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT
TGARACTCCTACCCAGGTATCTTTAGT TGATGAGGCATCGGGTGAGAAGGARGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT

391 400 410 420 430 440 450 460 420 480 490 500 510 520
1 1
GTCTTATACACAGGAGACTTCAGAC TGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTARARGACATCCARAGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGAC TGGCGARAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTARRRGACATCCARAGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGAC TGGCGARAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGRGGGCAGAGTARRRGACATCCARAGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I I
ATCARATTCCARGTCGTGAGGAGTGLT TGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGGCTGARCTGCARGGCCGCCTACGGCTATGAGTACTTATTCAC
ATCARATTCCARGTCGTGAGGAGTGLT TGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGGCTGARCTGCARGGCCGCCTACGGCTATGAGTACTTATTCAC
ATCARATTCCARGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGGCTGARCTGCARGGCCGCCTACGGCTATGAGTACTTATTCAC

651 GE0 670 680 690 200 710 720 730 740 750 760 770 780
1 1
CAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACARGC TGGACATGT TTARAARCATGCCTGATATCCTGCACCATCTCACAACGGATCGARACACCCAGATCCACGCCTGCCGCCACCCGAAG
CAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACARGC TGGACATGT TTARAARCATGCCTGATATCCTGCACCATCTCACAACGGATCGARACACCCAGATCCACGCCTGCCGCCACCCGAAG
CARCCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGC TGGACATGTTTARRRACATGCCTGATATCCTGCACCATCTCACARCGGATCGAARARCACCCAGATCCACGCCTGCCGCCACCCGARG

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

I I
GCAGRAGAGTATTTTCAGTGGARTARGTTACCCTGTGGCATGGCTTCCARARCTARARRCTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTTTRGAGAGAGGACCAGARAARACARACGTGA
GCAGAAGAGTATTTTCAGTGGARTAAGTTACCCTGTGGCATGGCTTCCARARCTARAACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAARACARACGTGA
GCAGAAGAGTATTTTCAGTGGARTAAGTTACCCTGTGGCATGGCTTCCARARCTARAACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTTTGGAGAGAGGACCAGARAAACARACGTGA

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
I I
TTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC
TTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC
TTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTARAGATTTTTTGAGC TACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
1 1
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGCTGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGC TAGAARCAGTTCACCT TGACTCAGAGGAAGATGATGAT
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGCTGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGC TAGAACAGTTCACCT TGACTCAGAGGAAGATGATGAT
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCAATGTGCTGARCCARAGTACARGCCCCTCGGGARACTGARGAGAGC TAGAARCAGTTCACCTTGACTCAGAGGAAGATGATGAT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
I 1
CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGTTCCGTACCARGTAACTCTTCACCCTGAGGTATTTTCARTGARGGCACTACCGCTAGATCAGCCTGAACTGGGACARAGCCCCGGATGET
CTCTTTGATGACCCTCTACTAACACATTCARGGCGCARAGTTCCGTACCARGTAACTCTTCACCCTGAGGTATTTTCARTGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACARARGCCCCGGATGET
CTCTTTGATGACCCTCTACTAACACATTCARGGCGCARAGTTCCGTACCARGTAACTCTTCACCCTGAGGTATTTTCARTGAAGGCACTACCGCTAGATCAGCCTGAARCTGGGACARRGCCCCGGATGET

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
GTARRGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCL
GTARRGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCL
GTRARRGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGTGACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCE

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
I I
ACAGCARARCGCTGATCCGGATGTGGATGTACCTCGGTGGGARGTATTCTTCARARGARRAGATGARATCACAGATGAATGT TTGGARARCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
ACAGCARARCGCTGATCCGGATGTGGATGTACCTCGGTGGGARGTATTCTTCARARGARRAGATGARATCACAGATGAATGT TTGGARARCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
ACAGCAAARCGCTGATCCGGATGTGGATGTACCTCGGTGGGARG TATTCTTCARAAGARRAGATGARATCACAGATGAATGT TTGGARARCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA

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

I I
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCAAGGAAGC CARGGLTGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTCTGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCAAGGARGCCARGGLTGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCAAGGARGC CARGGCTGGGACAGCCAGTGTG

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

ATACCGTTTTGTTATCTTCCCARGAGAAARGT GGTGGGGATAGCACCTCTT TGAACARGGATACCTACARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGAATGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCARGAGARAAGT GGTGGGGATAGCACCTCTT TGARCARGGATACCTACAARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGAATGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCARGAGAAARGT GGTGGGGATAGCACCTCTTTGAACARGGATACC TACAARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGAACAGAATGCACTTTGTCCACA

1821 1830 1840 1850 1860 1870 1880 1890 1900 1910 1920 1930 1940 1950
1 1
GGATACTCACTGTGATTTGAAAAGCGGAGC TGAAGTARATGGAGTCCCTTGTATTGARGARCCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGARARCATCGCTARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGAAAAGC GGAGC TGAARGTARATGGAGTCCCTTGTATTGARGARCCAGACACTGTGAGTGGCAGGARATCTTCACCTGAGARARCATCGCTARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGAAAAGC GGAGC TGAAGTARATGGAGTCCCTTGTATTGARGAACCAGACACTGTGAGTGGCAGGAAARTCTTCACCTGAGARRACATCGCTARCCAGCACACAGGCAGACTCA

1951 1960 1970 1980 1990 2000 2010 2020 2030 2040 2050 2060 2070 2080
I 1
CAGAGCTCCTCTGACTTTGARATCCCCTCARCTCCAGRAGCTGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCAACAGGTGAGAGTATAGTGTTGARRARAGARAATGTTCACT
CAGAGCTCCTCTGACTTTGAAATCCCCTCARCTCCAGRAAGCTGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGARAGCTGGCAACAGGTGAGAGTATAGTGTTGARAARAGARAATGTTCACT
CAGAGCTCCTCTGACTTTGAAATCCCCTCARCTCCAGAAGCTGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGAAAGC TGGCAACAGGTGAGAGTATAGTGTTGARAARAGARAATGTTCACT

2081 2090 2097
| Fm————— 1
CCCAGATATTTAAATAR
CCCAGATATTTAAATAR
CCCAGATATTTAAATAR
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> Différence Séquencage/CDS au niveau PROT :

1 10 20 30 40 50 60 0 80 90 100 110 120 130

1 1

seq HSSFOGOHEEYPTISIDRFOREHLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHENRIIAIEIETPTOYSLYDERSGEKEEYYYTLLPAGHCPGSYHFLFOGSHGT

ref HSSFOGAHEEYPTISIDRFOREHLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHENRIIAIEIETPTOYSLYDERSGEKEEYYYTLLPAGHCPGSYHFLFOGSHGT
Consensus  HSSFOGAHEEYPTISIDRFDRENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHENRIIAIEIETPTOYSLYDERSGEKEEYYYTLLPAGHCPGSYHFLFOGSHGT

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

1 1

seq YLYTGDFRLAKGEYSRHELLHSGGRYKDIASYYLOTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHCKARYGYEYLF THLSEEL GYOYHYDKLDHF KHHPDILHHLT TDRHTOIHACRHPK

ref YLYTGDFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLHCKARYGYEYLF THLSEELGYOYHYDKLDHF KHHPDILHHLTTDRHTOIHACRHPK
Consensus  YLYTGDFRLAKGEYSRHELLHSGGRYKDIOSYYLDTTFCOPRFYOIPSREECLRGYLELYRSHITRSPKHYYHLHCKARYGYEYLF THLSEELGYQYHYDKLDHFKHHPDILHHLTTDRHTOIHACRHPK

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

1 1

seq AEEYFOHHKLPCGHASKTKTVLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACFSFHSSYSEIKDFLSYICPYHAYPHYIPIGL TYDKYHDFLKPLCRSSOCAEPKYKPLGKLKRART YHLOSEEDDD

ref AEEYFOHHKLPCGHASKTKTVLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACFSFHSSYSEIKDFLSYICPYHAYPHYIPIGL TYDKYHDFLKPLCRSSOCAEPKYKPLGKLKRARTYHLOSEEDDD
Consensus  AEEYFOHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIVRTGESSYRACFSFHSSYSEIKDFLS Y ICPYHAYPHYIPIGL TYDKYHDFLKPLCRSSOCAEPKYKPLGKLKRARTYHLDSEEDDD

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

1 1

seq LFDDPLLTHSRRKYPYOQYTLHPEYFSHKALPLDAPELGASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPQOHADPDYDYPRHEYFFKRKDEITOECLEHLPSSIETGGSASP

ref LFDDPLLTHSRRKYPYQYTLHPEYFSHKALPLDAPELGASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPQOHRDPDYDYPRHEYFFKRKDEITOECLEHLPSSIETGGSASP
Consensus  LFDDPLLTHSRRKYPYQYTLHPEYFSHKALPLDOPELGASPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPQONRDPDYDYPRHEYFFKRKDEITOECLEHLPSSIETGGSASP

521 530 540 550 560 570 580 590 60O 610 620 630 640 650

1 1

seq KRFSDSPKLGSDSDGESTHISSOHSSOSTHITDAGSAGHOSACDTYLLSSOEKSGGDSTSLHKDTYKPKPKDSISASOIEQHALCPODTHCDLKSGAEYHGYPCIEEPDTYSGRKSSPEKTSLTSTOADS

ref KRFSDSPKLGSDSDGESTHISSOHSSOSTHITDAGSAGHDSACDTYLLSSAEKSGGDSTSLHKDTYKPKPKDSISASOIEQHALCPODTHCDLKSGAEYNGYPCIEEPDTYSGRKSSPEKTSLTSTOADS
Consensus  KRFSDSPKLGSDSDGESTHISSANSSASTHITDOGSOGHDSACDTYLLSSOEKSGGDSTSLHKDTYKPKPKDSISASOIEQHALCPODTHCDLKSGAEYNGYPCIEEPDTYSGRKSSPEKTSLTSTOADS

651 660 670 680 690 698

1 1

seq B55SDFEIPSTPERELPKPEHLOFLYGKLATGESTYLKKENYHSAIFK

ref OSSSDFEIPSTPERELPKPEHLOFLYGKLATGESI¥LKKENYHSOLFK
Consensus  O5550FEIPSTPEAELPKPEHLOFLYGKLATGESI¥LKKENVHSOIFK

Descriotion Common  Max  Total Query E Per.  Acc. )
vpt MName  Score Score Cover walue  Ident  Len Accession
- b b - A4 b b
protein artemis [Rattus nowvegicus] Norway rat 1449 1443 100% 0.0 100.00% 698 MNP _671486.2
SMM1-like protein [Rattus norvegicus] Norway rat 1421 1421 98% 0.0 99.42% 697 AAMBI124 1
PREDICTED: protein artemis isoform X1 [Rattus norvegicus] Norway rat 12756 1275 88% 0.0 100.00% 629 XP 0174559491
DMA cross-link repair 1C, PSO2 homolog (S. cerevisiae),_isoform CRA b [Rattus norvegicus] Norway rat 1145 1145 79% 0.0 100.00% 552 EDL78693.1
DMA cross-link repair 1C, PS02 homolog (S. cerevisiae),_isoform CRA_a [Rattus norvegicus] Norway rat 510 510  34%  1e-178 100.00% 257 EDL786921



o FlagBirA Dclrelc 48h clone A NOUVEAU CLONE

» B3Fwd 956NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACA
GAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAG
GATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTACTG
TTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAACCG
AATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTG
AGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGAG
ACTTCAGACTGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAG
TAAAAGACATCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATT
CCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGG
AGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCA
CCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAA
ACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCG
CCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAA
ACTAAAACTGtACTCCACACAATCAGCATCAAGCCATCTACCATGTGGNTTGGANANANGA
NCNGAAAACAAACGTGATTGNGANANCNNNNANNGCTCNNNCNNNNNTNNTNTCNTTCN
NNNCCNNCNACNNNNNANNTTAANATTTTNNAGCNNCNNCTGCCCA

» BGHRev

CAGNGNNNNNNNNNANNTNNNNNGNNNNNNNNANNNAGNNtcCACCCATATCTCTTCCCA
GAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTG
TGATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCTTTGAACAAG
GATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAACAGAATGCAC
TTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAATGGAGTCCCTTG
TATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAAACATCGCTAAC
CAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGC
TGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGT
ATAGTGTtGNAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA

> Synthése séquencage

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC 60

AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAR 120
GGATTAAGGGCTCCTTCCATGARAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC 180
TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGARRAC 240
CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG 300
GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT 360
ATGmmm = === mm AGACTTCAGACTGGCG 379
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA 439
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG 499
GAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCAC 559
GTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGT 619
GAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT 679
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAG 739
GCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT 799
GtACTCCACACAATCAGCATCAAGCCATCTACCATGTGGNTTGGANANANGANCNGAAAA 859
CARACGTGATTGNG= == === == == = == = = — o 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873
———————————————————————————————————————————————————————————— 873

———————————————————————————————————————————————————————————— 873



———————————————————————————————————————————————— tcCACCCATATC
TCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGAC
AGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAGTGGTGGGGATAGCACCTCT
TTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAA
CAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAAT
GGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAA
ACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCA
ACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCA
ACAGGTGAGAGTATAGTGTtGNAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA 489

Délétion en début de séquence

12

72

132
192
252
312
372
432



o FlagBirA Dclrelc SP clone B NOUVEAU CLONE

» B3Fwd 917NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGAAA
GCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGAAGG
CTGGAATGCAGTTTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTAC
AAGTTCTGGGAAAACCGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGG
GTGAGAAGGAAGAAGTTGTTGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTCAAC
CCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAA
GTGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAA
TAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAECTGAAGTAAATGGAGTCCCTT
GTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAAACATCGCTNACCAGCACACAGGC
AGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCaAGCCAGAgGCATTTACN
GTTCTTATATGGAAAGCTGGCAACAGGTGANAGTATAGTGTTGAAAAANAAAATGTTCACTCCCANATATTTAAAT
AATGCNGCCGCCTAACTCNAGTCTANAGGGCCCGTTTAANNCCNCTGATCANCNTCNACTGTGCNTNCTANTTN
CNNNNNTCTNNNNTNGCCC

» BGHRev 1096NT

ATGNTGANNNGNAGNTGNGGNNNNCCCNGAGCTGTTNGANCAGNNNGNNNNNNCCCCNACNGANNNGN
NNGNNNNAGNNGGACNANTTCATCAACCGGCCCGNGAAGNTGATCNTNGGCGACAAGGAGNTNTTNGGCA
TCAGCCGGGGCATNGNCAAGCANGGCGCCCTGCTGCTGGAGCAGGACGGCNTCATCAAGCCCTGGATGGGC
GGCGAGATCAGCNTGCGGAGCGCCGAGAAGGGGGGATCTGGCCCCGGCGGCGGCGCGCCAATGAGTTCTTT
cCAGGGACAGATGGAGGAATATCCAACCaTCTCCATTGACCGCTTCGACAGAGAGAACCTGAAAGCCCGTGCC
TACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAAT
GCAGTTTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTC
TGGGAAAACCGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTG
AGAAGGAAGAAGTTGTTGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCC
ACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAG
TGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAA
TAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAATGGAGTCCC
TTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAAACATCGCTAACCAGCACACAG
GCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTT
ACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCACTCCCAGATA
TTTAAATAA

> Synthése séquencage

Mauvais



o FlagBirA Dclrelc CTX clone A NOUVEAU CLONE

» B3Fwd 868NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACA
GAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAG
GATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTACTG
TTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAACCG
AATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTG
AGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGAG
ACTTCAGACTGGCGAAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAG
TAAAAGACATCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATT
CCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGG
AGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCA
CCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAA
ACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCG
CCACCCGAAGGCcAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAA
ACTAAaCTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGNNAGAGGAN
CAGAAAACNANNGTGAT

» BGHRev 674NT

GNCCCNANNNNNNNCCNNAGNNNNNCNNNGATNCNNANNNNNNNGTANNNNGNTNNNN
AGTATTCTTCNNNNGNAAANANNANANCNCAGNTNAATNNTTNNNAANCTTNCCNNCNN
NCATANANNCNNNNACACCAAAGNGNNNCNGNNNCTCACCAAANNTGGGCAGTGACTNN
GATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCA
AGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAGAAAAG
TGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATT
TCTGCCTCCCAAATAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAA
GCGGAGCTGAAGTAAATGGAGTCCCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGA
AATCTTCACCTGAGAAAACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTG
ACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTT
ATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCACTCCCA
GATATTTAAATAA

> Syntheése séquencage

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC 60

AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAA 120
GGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC 180
TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCAAAGTACAAGTTCTGGGAAAAC 240
CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG 300
GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT 360
ATG-—==————— =~~~ ——————— AGACTTCAGACTGGCG 379
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA 439
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG 499

Délétion en début de séquence



o FlagBirA Dclrelc CTX clone B NOUVEAU CLONE

» B3Fwd 858NT

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGACAGAGAGAACCTGA
AAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAAGGATTAAGGGCTCCTTCCATGAAAAGA
AGGCTGGAATGCAGTTTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCGAA
GTACAAGTTCTGGGAAAACCGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGG
CATCGGGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTA
TTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCGAAAGGAGAAGTTTCCAGAATG
GAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGACACCACTTTCTGTGACCCAA
GGTTTTATCAAATTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGA
GGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAG
TGAGGAGCTGGGAGTCCagGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCAT
CTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCANAANAGTATTTTCAGTGGAATN
ANTTACCCTGTGGCATGGCTTCCAAACTAAACTGTACTCNCACATCNGCATCA

» BGHRev 668NT

CACANCANNANNCTGATCNGNANNNNNNNNNNCCNNNNNNGNNAGNATTNTTCANNNNANANNNNNN
NANCNCAGATNAANNNNNNNNNAACTTACCTTCCTCCATAGAGNCAGGGGGATNNCNGTNNNNAAAGCGT
NNCAGTGANTCACNAAAGCTGGGCAGTGACNNNGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTC
AGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTATCTTCCCA
AGAAAAAAGTGGTGGGGATAGCACCTCTTTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCT
GCCTCCCAAATAGAACAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAA
ATGGAGTCTCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAAACATCGCTAAC
CAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCAACTCCAGAAGCTGAGCTTCCCAAGC
CAGAGCATTTACAGTTCTTATATGGAAAGCTGGCAACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCA
CTCCCAGATATTTAAATAA

> Int Fwdl1 21/12

TNCTGTGACCCNAGGTTTTATCNAATTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGA
GCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATT
CACCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATT
TTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCA
TCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGA
GCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTAT
CCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAA
TGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAA
GATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAaAGTTCCGTACCAAGTAACTCTTCACCCT
GAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCA
GAGAGTATGCCGAGTCCTTCTTNGGCCAACTTTGTGGACTGTGACGAGTCCNACAGTGACAGTGAANGANAG
TTAGAGACCCCGCCTTCTCTGCNGGAGGTCTTGGCCCCACNACACTCCCACAGCAAAACGCTGATCCGGANGT
GGANGTACCTCGGTGGGAAGTATTCTTCAAAGAAAAGANGAAATCNCAGATGAATGTTTGGAAACTTACCTTC
CTCCNTANANACNGGGGGNNCGCANNNNNCNAANNNTTTCNNNGNNNNNNCNAAGCTGGNNNNNGACT
CTNNTGGNNANCC



» Int Fwd2 21/12

GCCNCCCGAAGGNAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGT
ACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTG
AGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAG
CTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTT
TAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAG
AACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAG
TTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGA
CAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGT
CCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTTGGCCCCACAACACTCCC
ACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACA
GATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGaTCGCAGTCACCAAAGCGTTTCAGTGACT
CACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCANTCAACCCAC
ATAACGGATCAAGGAAGCCAAGGNTGGGACAGCCAGTGTGATACCNTTTTGNTATCTTCCCAAGAAAAAGTG
GTGGGGANAGCACCTCTTTGAACAAGGATACCTACAACCAAACCNAANATAGTATTTCTGCCTNCNNANTAN
AACANANGCACNTNNNCNNNGGATANTNNCTNNGATTTGAAANNGGNNCTNA

> IntRevl21/12

ATGTTNAANACANNNNGANNNCCTNCNNNTCTNNNNACGGNNCGNNACNCCCNNNNNNNCNCCNNCNGC
NNNNNNAAGNNNNNAGANNATTTCANNGGNATNNNNNCCNTNNGGCANNCTNCCAAAANTNAANNNGN
ACTCCACACAATCAGNNNCAAGCCANNTNCCATGTGGTNTGGAGAGAGGNCCAGAAAAACNNNCGNGATTG
TGAGNACCNNANNNANNTCATACAGAGCNTNNTTCTCTTTCCACTCNTCNTACAGTGAGATTAAAGATTTNN
GANNTACATCTGCCCAGTGAATGNGTATCCAAATGTCATTCCGATCGGCCTCNNTGNGGATAAGGTCATGGA
CTTTTTAAAGCCTNTGTGCCGNTCTTCCCAATGNGCTGAACCAAAGTACAAGCCCCTNGGGAAACTGAAGAGA
GCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTNTTTGATGNCCCTCTACTAACACATTCAAGGCG
CAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGNTAGATCAGCCTGAAC
TGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGA
CGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCNCCTTCTNTGCAGGGAGGTCTTGGCCCCACAAC
ACTCCCACAGCNAAACGNTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGA
AATCACAGATGAANGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTC
AGTGACTCACCAAAGNTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTC
AACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTNNNNNNCANGA
AANAAG

> IntRev221/12

TNTTNCCAGCTGGTCNCNNNNANNNNANTNNNNTTNNNTTNNNGNCNGNAATGNAANTNTNTNATNCACA
GNNNANTTCANACTGGNGAAAGGAGAAGTTTNCAGAANGGAGNTTNTGCNNTNTGGGGCAGAGTAAAAGA
CATCCNAAGNGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTNTCAAATTCCANGTCGTGAGGAGTGCTT
GAGGGGCGTTCNGGAGCTGGTTNGGAGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCA
AGGCCGCNTACGGCTATGAGTACTTATTCACCAACNtGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAA
GCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCT
GCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAAC
TGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATT
GTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTT
GAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACT
TTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCT
AGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAA



AGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGG
GACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGA
GTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTNGGCCCCACANCACT

CCCACAG

> Syntheése séquencage

ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCAACCATCTCCATTGACCGCTTCGAC 60
AGAGAGAACCTGAAAGCCCGTGCCTACTTCCTTTCGCACTGCCACAAGGATCACATGAAA 120
GGATTAAGGGCTCCTTCCATGAAAAGAAGGCTGGAATGCAGTTTGAAGGTCTTCCTGTAC 180
TGTTCTCCAGTCACTAAGGAGCTGCTCTTAACCAGCCCGAAGTACAAGTTCTGGGAAAAC 240
CGAATTATAGCAATTGAAATTGAAACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCG 300
GGTGAGAAGGAAGAAGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTT 360
ATGTTTCTATTTCAGGGCAGTAATGGAACTGTCTTATACACAGGAGACTTCAGACTGGCG 420
AAAGGAGAAGTTTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAGTAAAAGACATCCAA 480
AGTGTATATTTAGACACCACTTTCTGTGACCCAAGGTTTTATCAAATTCCAAGTCGTGAG 540
GAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCAC 600
GTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGT 660
GAGGAGCTGGGAGTCCagGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGAT 720
ATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAG 780
GCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACT 840
GTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAA 900
ACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCC 960
TCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAAT 1020
GTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGC 1080
TCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACA 1140
GTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCA 1200
AGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTA 1260
CCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCG 1320
AGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAG 1380
TTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTTGGCCCCACAACACTCCCACAGCAAAAC 1440
GCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATC 1500
ACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA 1560
AAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATC 1620
TCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGAC 1680
AGCCAGTGTGATACCGTTTTGTTATCTTCCCAAGAAAAAAGTGGTGGGGATAGCACCTCT 1740
TTGAACAAGGATACCTACAAACCAAAACCCAAAGATAGTATTTCTGCCTCCCAAATAGAA 1800
CAGAATGCACTTTGTCCACAGGATACTCACTGTGATTTGAAAAGCGGAGCTGAAGTAAAT 1860
GGAGTCTCTTGTATTGAAGAACCAGACACTGTGAGTGGCAGGAAATCTTCACCTGAGAAA 1920
ACATCGCTAACCAGCACACAGGCAGACTCACAGAGCTCCTCTGACTTTGAAATCCCCTCA 1980
ACTCCAGAAGCTGAGCTTCCCAAGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCA 2040
ACAGGTGAGAGTATAGTGTTGAAAAAAGAAAATGTTCACTCCCAGATATTTAAATAA 2097

MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRAPSMKRRLECSLKVFLYCSPVTKELLLTSPKYKF
WENRIIAIEIETPTQVSLVDEASGEKEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGG
RVKDIQSVYLDTTFCDPRFYQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLFTNLSEELGVQVHVDKL
DMFKNMPDILHHLTTDRNTQIHACRHPKAEEYFQWNKLPCGMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRT
GESSYRACFSFHSSYSEIKDFLSYICPVNAYPNVIPIGLTVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEE
DDDLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSPGCCKAESMPSPSLANFVDCDESNSDSEGELET
PPSLQGGLGPTTLPQQNADPDVDVPRWEVFFKRKDEITDECLENLPSSIETGGSQSPKRFSDSPKLGSDSDGESTHIS
SQNSSQSTHITDAQGSQGWDSQCDTVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQNALCPQDTHCDLKSGA
EVNGVSCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATGESIVLKKENVHSQIFK



seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

1 10 20 30 40 50 1] 0 80 90 100 110 120 130
I I
ATGAGTTCTTTCCAGGGACAGAT GGAGGAATATCCARCCATCTCCATTGACCGL TTCGACAGAGAGARCCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARRGGAT TARGGG
ATGAGTTCTTTCCAGGGACAGAT GGAGGAATATCCARCCATCTCCATTGACCGC TTCGACAGAGAGARCC TGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGAARGGAT TARGGG
ATGAGTTCTTTCCAGGGACAGATGGAGGAATATCCARCCATCTCCATTGACCGC TTCGACAGAGAGARCCTGARAGCCCGTGCCTACTTCCTTTCGCACTGCCACARGGATCACATGARRGGAT TARGGG

131 140 150 160 170 180 190 200 210 220 230 240 2510 260
I I
CTCCTTCCATGARRRGARGGCTGGAATGCAGT TTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGCTGCTCTTAACCAGCCCGARGTACARGT TCTGGGARARCCGARTTATAGCART TGARRT
CTCCTTCCATGARRRGARGGCTGGAATGCAGT TTGAAGGTCTTCCTGTACTGTTCTCCAGTCACTAAGGAGCTGC TCTTAACCAGCCCARRGTACARGT TCTGGGARAACCGAATTATAGCART TGRAART
CTCCTTCCATGARRRGARGGC TGGARTGCAGT TTGARGGTCTTCCTGTACTGTTCTCCAGTCACTARGGAGC TGCTCTTAACCAGCCCaARGTACARGT TCTGGGARARCCGARTTATAGCART TGARAT

261 270 280 230 300 Ex LI 320 330 340 350 360 370 380 390

I I
TGARACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGARGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGAACT
TGARACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGARGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGARCT
TGARACTCCTACCCAGGTATCTTTAGTTGATGAGGCATCGGGTGAGAAGGARGARGTTGTTGTGACTCTCTTACCAGCTGGTCACTGCCCAGGTTCAGTTATGTTTCTATTTCAGGGCAGTARTGGARCT

391 400 410 420 430 440 450 461 470 480 490 500 510 520

I I
GTCTTATACACAGGAGACTTCAGAC TGGCGARRGGAGARGT TTCCAGAATGGAGCTTCTGCACTCTGGGGGCAGAG TARAAGACATCCARRGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGAC TGGCGARRGGAGAAGTTTCCAGARTGGAGCTTCTGCACTCTGGGGGCAGAG TARAAGACATCCARRGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT
GTCTTATACACAGGAGACTTCAGAC TGGCGARRGGAGARGTTTCCAGARTGGAGCTTCTGCACTCTGGGGGCAGAG TARAAGACATCCARRGTGTATATTTAGACACCACTTTCTGTGACCCARGGTTTT

521 530 5di) 550 560 570 580 590 BO0 610 620 630 640 650

I I
ATCARATTCCARGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGETTCGEAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGAC TGARCTGLARGGLCGCCTACGGCTATGAGTACTTATTCAC
ATCARATTCCARGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGETTCGGAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGAC TGARCTGCARGGLCGCCTACGGETATGAGTACTTATTCAC
ATCARATTCCARGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGC TGETTCGGEAGCTGGATCACGAGGAGTCCGARGCACGTCGTGTGAC TGARCTGCARGGCCGCCTACGGCTATGAGTACTTATTCAC

651 131] 670 680 690 00 o 720 730 740 790 760 T 780
I I
CARCCTGAGTGAGGAGE TGGGAGTCCAGGT TCATGTGGACARGC TGGACATGTTTARAARCATGCCTGATATCCTGCACCATCTCACARCGGATCGARACACCCAGATCCACGCCTGCCGCCACCCGARG
CARCCTGAGTGAGGAGC TGGGAGTCCAGGT TCATGTGGACAAGC TGGACATGTTTARAARCATGCCTGATATCCTGCACCATCTCACARCGGATCGARACACCCAGATCCACGCCTGCCGCCACCCGARG
CARCCTGAGTGAGGAGC TGGGAGTCCAGGT TCATGTGGACAAGC TGGACATGTTTARAARCATGCCTGATATCCTGCACCATCTCACARCGGATCGARACACCCAGATCCACGCCTGCCGCCACCCGARG

781 790 800 810 g20 830 840 850 860 870 880 890 00 10
I I
GCAGARGAGTATTTTCAGTGGAATARGT TACCCTGTGGCATGGCTTCCARAAC TARAACTGTACTCCACACARTCAGCATCARGCCATC TRCCATGTGGTT TGGAGAGAGGACCAGARARACARACGTGA
GCAGARGAGTATTTTCAGTGGAATARGT TACCCTGTGGCATGGCTTCCARRACTARAACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTT TGGAGAGAGEACCAGARARACARACGTGA
GCAGARGAGTATTTTCAGTGGAATARGT TACCCTGTGGCATGGCTTCCARARARC TARAACTGTACTCCACACARTCAGCATCARGCCATCTACCATGTGGTT TGGAGAGAGGACCAGARARACARACGTGA

911 320 930 940 950 960 70 980 990 1000 1010 1020 1030 1040
I

I

TTGTGAGAACCGGAGAGAGCTCATACAGAGC TTGCTTCTCTTTCCACTCCTCCTACAGTGAGAT TARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC
TTGTGAGARCCGGAGAGAGCTCATACAGAGC TTGCTTCTCTTTCCACTCCTCCTACAGTGAGAT TARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC
TTGTGAGAACCGGAGAGAGCTCATACAGAGC TTGCTTCTCTTTCCACTCCTCCTACAGTGAGAT TARAGATTTTTTGAGCTACATCTGCCCAGTGARTGCGTATCCARATGTCATTCCGATCGGCCTCAC

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
I I
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGC TGARCCARAGTACARGCCCCTCGGGAAAC TGARGAGRGC TAGARCAGT TCACCTTGACTCAGAGGAAGATGATGAT
TGTGGATARGGTCATGGACTTTTTARRGCCTCTGTGCCGCTCTTCCCARTGTGC TGARCCARAGTACARGCCCCTCGGGAAAC TGARGAGRAGC TAGARCAGT TCACCTTGACTCAGAGGARGATGATGAT
TGTGGATARGGTCATGGACTTTTTARAGCCTCTGTGCCGCTCTTCCCARTGTGC TGARCCARAGTACARGCCCCTCGGGAAAC TGARGAGRAGC TAGARCAGT TCACCTTGACTCAGAGGARGATGATGAT

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

I I
CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGT TCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCAATGAAGGCAC TACCGCTAGATCAGCC TGARCTGGGACAAAGCCCCGGATGET
CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGT TCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCAATGAAGGCAC TACCGCTAGATCAGLC TGAACTGGGACAAAGCCCCGGATGET
CTCTTTGATGACCCTCTACTARCACATTCARGGCGCARAGTTCCGTACCARGTARCTCTTCACCCTGAGGTATTTTCAATGAAGGCAC TACCGCTAGATCAGCCTGARCTGGGACAAAGCCCCGGATGET

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
GTARAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCARCAGT GACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTCTTGGCCCCACARCACTCCD
GTARAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGT GACAGTGARGGAGAGT TRAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACARCACTCCE
GTARAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCARCTTTGTGGACTGTGACGAGTCCARCAGT GACAGTGARGGAGAGT TAGAGACCCCGCCTTCTCTGCAGGGAGGTC TeGGCCCCACARCACTCCT

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
I I
ACAGCARAACGCTGATCCGGATGTGGATGTACCTCGGTGGGARAGTATTCTTCARRAGAARAGATGARATCACAGATGAATGTTTGGARRARCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
ACAGCARAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCARRAGAARAGATGARATCACAGATGAATGTTTGGARRACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA
ACAGCARARCGCTGATCCGGATGTGGATGTACCTCGGTGGGARGTATTCTTCARAAGAARAGATGARATCACAGATGARTGTTTGGARRARCTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCA

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

ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTC TGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCAAGGAAGCCARGGCTGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTC TGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCARGGAAGCCARGGCTGGGACAGCCAGTGTG
ARGCGTTTCAGTGACTCACCARAGC TGGGCAGTGACTC TGATGGAGARTCCACCCATATCTCTTCCCAGARTTCATCTCAGTCARCCCACATARCGGATCARGGAAGCCARGGCTGGGACAGCCAGTGTG

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

ATACCGTTTTGTTATCTTCCCAAGARARAAGTGGTGGGGATAGCACCTCTTTGARCARGGATACCTACARACCARARCCCARAGATAGTATTTCTGCCTCCCARATAGARCAGARTGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCARGAGARAAGTGGTGGAGATAGCACCTCTTTGARCARGGATACCTACARACCARAACCCARAGATAGTATTTCTGCCTCCCARATAGARCAGARTGCACTTTGTCCACA
ATACCGTTTTGTTATCTTCCCAAGAaARRAGTGGTGGAGATAGCACCTCTTTGARCARGGATACCTACARACCARARCCCARAGATAGTATTTCTGCC TCCCARATAGAACAGARTGCACTTTGTCCACA

1821 1830 1840 1850 1860 1870 1880 1890 1900 1910 1920 1930 1940 1950

I I
GGATACTCACTGTGATTTGARAAGCGGAGC TGARGTARATGGAGTCTCTTGTAT TGARGAACCAGACACTGTGAGTGGCAGGARATCT TCACCTGAGARAACATCGCTAARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGARAAGCGGAGC TGARGTARATGGAGTCCCTTGTAT TGARGARCCAGACACTGTGAGTGGCAGGARATCT TCACCTGAGAARACATCGCTARCCAGCACACAGGCAGACTCA
GGATACTCACTGTGATTTGARAAGCGGAGC TGARGTARATGGAGTCcCTTGTATTGARGARCCAGACACTGTGAGTGGCAGGARATCT TCACCTGAGARAACATCGCTARCCAGCACACAGGCAGACTCA

1951 1360 1970 1380 1990 2000 2010 2020 2030 2040 2050 2060 2070 2080
I I
CAGAGCTCCTCTGACTTTGARATCCCCTCARCTCCAGARGC TGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCARCAGGTGAGAGTATAGTGT TGARARAAGARARTGTTCACT
CAGAGCTCCTCTGACTTTGARATCCCCTCARCTCCAGARGC TGAGCTTCCCARGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCARCAGGTGAGAGTATAGTGT TGARARAAGARARTGTTCACT
CAGAGCTCCTCTGACTTTGARATCCCCTCARCTCCAGARGC TGAGC TTCCCARGCCAGAGCATTTACAGTTCTTATATGGAAAGCTGGCARCAGGTGAGAGTATAGTGT TGARARAAGARARTGTTCACT

2081 2090 2097
| — S — |
CCCAGATATTTARATAR
CCCAGATATTTARATAR
CCCAGATATTTARATAR

B MEX | oE | wust c FEL L AGE
Description Scientific Name Y Accession
v -

Score Score Cover value  Ident Len
v - - - -

Rattus norvegicus SNMI1-like protein mRNA _complste cds Rattus novegicus 3856 3856 100% 0.0 99.86% 2182 AF395746.1

Rattus norvegicus DMA cross-link repair 1C (Dclrelc) mRNA Rattus norvegicus 3851 3851 100% 0.0 99.81% 2162 NM_1471452

[ << <]

PREDICTED: Rattus norvegicus DA cross-link repair 1C (Dclrelc). transcript variant X1, mRMNA Rattus nonvegicus 3402 3852 100% 0.0 99.84% 4442 XM_017600460.1

PREDICTED: Rattus norvegicus translation initiation factor |F-2-like (LOC108353135), mRNA Rattus norvegicus 135 135 3% 1e-29  100.00% 1222 XM 017600743 1



seq
ref
Conzensus

seq
ref
Consensus

seq
ref
Consensus

seq
ref
Conzensus

seq
ref
Consensus

seq
ref
Consensus

> Différence Séquencage/CDS au niveau PROT :

1 10 20 30 40 50 1] 70 80 90 100 110 120 130
I |
H55FOGANEEYPTISIDRFORENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLL TSPKYKFHENRTIATETETPTOVSL VDERSGEKEEYVYTLL PAGHCPGSYHFLFOGSHGT
HSSFOGOHEEYPTISIDRFDRENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLL TSPKYKFHENRIIATEIETPTOVSLVDERSGEKEEYVY TLLPAGHCPGSYHFLFOGSHGT
H5SFOGOHEEYPTISIDRFDRENLKARAYFLSHCHKDHHKGLRAPSHKRRLECSLKYFLYCSPYTKELLLTSPKYKFHENRIIAIEIETPTOVSLVDERSGEKEEYYY TLLPAGHCPGSYHFLFOGSHGT

131 140 150 160 170 180 190 200 210 220 230 240 2510 260
1 |
YLYTGOFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYOIPSREECLRGYLELYRSHITRSPRKHYYHLNCKARYGYEYLF THLSEELGYQYHYDKLDHFKHHPDILHHL TTORHTAIHACRHPK
YLYTGOFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLNCKARYGYEYLF THLSEELGYOYHYDKLDHFKHHPDILHHL TTORHTATHACRHPK
YLYTGDFRLAKGEYSRHELLHSGGRYKDIASYYLDTTFCOPRFYQIPSREECLRGYLELYRSHITRSPKHYYHLNCKARYGYEYLF THLSEELGYOYHYDKLDHFKHHPDILHHLTTORHTAIHACRHPK

261 270 280 290 300 310 320 330 340 350 360 Erl 380 390
I |
AEEYFAHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIYRTGESSYRACFSFHSSYSEIKDFLSYICPYNAYPHYIPIGLTYDKYHDFLKPLCRSSACAEPKYKPLGKLKRARTYHLODSEEDDD
AEEYFAHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIYRTGESSYRACF SFHSSYSEIKDFLSYICPYNAYPHYIPIGLTYDKYHDFLKPLCRSSACAEPKYKPLGKLKRARTYHLODSEEDDD
AEEYFOHNKLPCGHASKTKTYLHTISIKPSTHHFGERTRKTHYIYRTGESSYRACF SFHSSYSEIKDFLSYICPYNAYPHYIPIGLTYDKYHDFLKPLCRSSACAEPKYKPLGKLKRARTYHLDSEEDDD

391 400 410 420 430 440 450 460 470 480 490 500 510 520
| |
LFDDPLLTHSRREYPYQYTLHPEVF SHKALPLDOPEL GOSPGCCKAESHPSPSLANF YDCDESHSDSEGELETPPSLOGGLGPTTLPOONADPDYDYPRHEYFFKRKDEITDECLEHLPSSTETGGSASP
LFDDPLLTHSRRKYPYQYTLHPEVF SHKALPLDOPEL GOSPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGPTTLPOONADPDYDYPRHEYFFKRKDEITDECLEHLPSSTETGGSASP
LFDDPLLTHSRRKYPYQYTLHPEVFSHKALPLDOPELGOSPGCCKAESHPSPSLANFYDCDESHSDSEGELETPPSLOGGLGP TTLPOONADPDYDYPRHEYFFKRKDEITDECLEHLPSSIETGGSASP

521 530 540 550 860 570 580 590 60O 610 620 630 640 650
1 |
KRFSDSPKLGSDSDGES THISSONSSAS THITDOGSAGHDSACDTYLLSSOEKSGRDSTSLHKDTYKPKPKDSISASOTEQNALCPADTHCOLKSGAEYHGYSCIEEPDTYSGRKSSPEKTSLTSTOADS
KRFSDSPKLGSDSDGES THISSONSSASTHITDOGSAGHDSOCDTYLLSSOEKSGRDSTSLHKDTYKPKPKDSISASOTEQHALCPAOTHCDLKSGAEYHGYPCIEEPDTYSGRKSSPEKTSLTSTOADS
KRFSDSPKLGSDSDGES THISSONSSASTHITDAGSAGHDSACDTYLLSSOEKSGRDSTSLHKDTYKPKPKDSISASATEANALCPADTHCDLKSGAEYHGY pCIEEPDTYSGRKSSPEKTSLTSTAADS

651 (131 670 680 690 698

I I
Q55SDFEIPSTPERELPKPEHLAFLYGKLATGESTYLKKEMYHSOTIFK
Q55SDFEIPSTPERELPKPEHLAFLYGKLATGESTYLKKEMYHSOTIFK
QSSSDFEIPSTPERELPKPEHLAOFLYGKLATGESTYLKKENYHSOIFK

Une mutation en 623 S>P

UESClphDﬂ ::icuamm: Hame Score  Score Cove-r value  Ident Len

b d b d b b hd hd

protein artemis [Rattus norvegicus] Rattus norvegicus 1446 1446 100% 0.0 99.86% 698
ShM1ike protein [Rattus norvegicus] Rattus norvegicus 1422 1422 98% 0.0 99.56% 697
PREDICTED: protein artemis isoform X1 [Rattus norvegicus] Rattus norvegicus 1273 1273 88% 0.0 99.84% 629
DMA cross-link repair 1C. PS02 homolog (S. cerevisiae), isoform CRA_b [Rattus norvegicus] Rattus norvegicus 1142 1142 78% 0.0 99.82% 552
DMNA cross-ink repair 1C,_PS02 homalog (S_cerevisiae), isoform CRA_a [Rattus norvegicus] Rattus norvegicus 510 510 34%  9e-179 100.00% 257

Accession

NP 671486 2

AAMBI124 1
XP_017465949 1
EDLT78693.1
EDL78692 1



Pour rate/T0/T24h :

Dclrelc_Seqint Fwd 1

~460NT pour démarrer vers 610NT

GGGCAGAGTAAAAGACATCC

Dclrelc_Seqint Fwd 2

~720 pour démarrer vers 870

TCCTGCACCATCTCACAACG

Dclrelc_Seqint Rev_1

~1750 pour démarrer vers 1600

GGGTTTTGGTTTGTAGGTAT

Dclrelc_Seqint Rev_2

~1480 pour démarrer vers 1330

AGAATACTTCCCACCGAGG

Dclrelc_Seqint Fwd 3

Vers 210 pour un démarrage vers 360

TAACCAGCCCAAAGTACAAG



	4) Artemis Dclre1c
	Rattus norvegicus DNA cross-link repair 1C (Dclre1c), mRNA
	Seq int Fwd1 du 25/11
	GTGACCNNNGTTTTATCAAATTCCAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCaaGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCANANAGTATGCCGAGTCCTTCTTTGGNCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGANAGTTAGAGANCCCGCCTTCTCTGCANGGAGGNCTCGGCCCCACAACACTCCCACAGCAAAACGNTGATCCNNATGNGGNTGTACNTCGGTGGGAAGTATTCTTCAAAAGAAAANANGANTCNCAGATGAATGNTTGGAAAACTTACCTTCNNNCATAGA
	Seq int Fwd2 du 25/11
	Seq int Rev1 du 25/11
	GGATCGAACNCCCAGANCCNCNCNNGCCNCCNCNNANNNCAGAAGAGNATTTCAGTGGNANAAGTNNNNNGNGNCNNGNNTTCCAAAACTAAAANTGTNCTNCNCNCANTCAGCNTCAAGCCNNNTACCATGTGGTTGGAGAGAGGNCCAGAAAAACAAACGTGANTGTGAGAACCGGAGAGAGCTCANACAGANCTTGCTTCTCTTTCCACTCCTCNNACAGTGAGATTAAAGATTNTNTGANNTACATNTGCNCAGTGAATGCGTATNCAAANGTCANTCCGATCGGCCTCANNGTGGATAAGGTCANNGANNTTTTAAAGCCTCTGTGCCGCTNTTCCCAATGTGNTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCNTGANTCAGAGGAAGATGATGATNTNTTTGATGACCCTNTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCANTACCGNTAGATCAGCCTGAACNGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTANGCCGAGTCCTTCTTTGNCCAACTTTGTGGACTGTGACGAGTCCAACAGNGACAGNGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGNTGATCCGGATGNGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGANGAAATCACAGATGAATGTTTGGAAAACTTNCCTTCCTCCNTAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTaTCTNCCCAAGNNAAAAG
	Seq int Rev2 du 25/11
	TTNTATTTCNNGNCAGTAANGNNANTNNNTNTNCNCAGNNGANTTCAGACNNNNGAAAGGAGAAGTTTCCAGAANGGAGNTTNTNCANTNNGGGGGCAGAGTAAAAGACATCCAAAGTGTATATTTAGACACCACTTTNTGTGACCCAAGGTTTATCAAATTNCAAGTNGTGAGGAGTGCNTGAGGGGCGTTCNGGAGCTGGTTCGGAGCTGGATCACGAGGANTCCGAAGCACGTCGTGTGGCTGAACTGCAAGNCCGCNTACGGCTATGAGTACTTATTCACCAACNTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCNCCTTCTCTGCAGGGAGNTCTCGGCCCCACANCACTCCCACA
	Synthèse séquencage rate
	MSSFQGQMEEYPTISIDRFDRENLKARAYFLSHCHKDHMKGLRAPSMKRRLECSLKVFLYCSPVTKELLLTSPKYKFWENRIIAIEIETPTQVSLVDEASGEKEEVVVTLLPAGHCPGSVMFLFQGSNGTVLYTGDFRLAKGEVSRMELLHSGGRVKDIQSVYLDTTFCDPRFYQIPSREECLRGVLELVRSWITRSPKHVVWLNCKAAYGYEYLFTNLSEELGVQVHVDKLDMFKNMPDILHHLTTDRNTQIHACRHPKAEEYFQWNKLPCGMASKTKTVLHTISIKPSTMWFGERTRKTNVIVRTGESSYRACFSFHSSYSEIKDFLSYICPVNAYPNVIPIGLTVDKVMDFLKPLCRSSQCAEPKYKPLGKLKRARTVHLDSEEDDDLFDDPLLTHSRRKVPYQVTLHPEVFSMKALPLDQPELGQSPGCCKAESMPSPSLANFVDCDESNSDSEGELETPPSLQGGLGPTTLPQQNADPDVDVPRWEVFFKRKDEITDECLENLPSSIETGGSQSPKRFSDSPKLGSDSDGESTHISSQNSSQSTHITDQGSQGWDSQCDTVLLSSQEKSGGDSTSLNKDTYKPKPKDSISASQIEQNALCPQDTHCDLKSGAEVNGVPCIEEPDTVSGRKSSPEKTSLTSTQADSQSSSDFEIPSTPEAELPKPEHLQFLYGKLATGESIVLKKENVHSQIFK-
	Seq int Fwd1 du 25/11
	TTNCTGTGACCCANGGTTTTATCNAATTCNAAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAgAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCaaGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAANGcACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGANAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGNANAGTTAGAGACCCCGCCTTCTCTGCNNGGAGGTCTCGGCCCCACNACACTCCCACAGCAANCGCTGATCCNGATGTGGATGTACCTCGGNGGGNAGTATTCTTCAAAGAAAAGANGANTCNCANATGAATGNTTGGAAAACTTACNTTNCNNC
	Seq int Fwd2 du 25/11
	CGCCNCCCGAAGGNAGAAGANTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCANTCAACCCACATAACGGATCANGGAAGCCAAGGNTGGGNCAGCCAGTGTGANACCGTTTTGTTATCTTCCCAAGANAAAAGTGGTGGGGANAGCANNTCTTTGAACANNATACCTACAANNAANCCNAAGATAGTATTTCTGCCTNCNAAATNNANNNANNNANNTNNNNNNNGNATNNTCNNTGNGANTGAAANNGNNCTNANTAATGNAGTCCC
	Seq int Rev1 du 25/11
	GTNCNANCNNNTNNNNNGNTGANNTGCANNCNNCNNCGNNTANNNGTNNTNNTNNNNNNCCNNNNNNNGNGNNGGNNNNCNNNNTCNNNNNGNCNANCTGGACANGNTTAAAACATNCCNGANNTCCTGCNCCNTCTCNCANCGGATNGAAACNCCCAGATNCACNCCNNCNCCACCNNAAGGCAGAAGAGTATTTTCAGNNGAATAAGNTNCCCTGTGGCATGGCTTNCAAAACTAAAACTGTACTCCACACANTCAGCATCAANCCATNNNCCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGNGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCAtGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGAGAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACAGTGAAGGAGAGTTAGAGACCCCGCCTTCTCTGCAGGGAGGTCTCGGCCCCACAACACTCCCACAGCAAAACGCTGATCCGGATGTGGATGTACCTCGGTGGGAAGTATTCTTCAAAAGAAAAGATGAAATCACAGATGAATGTTTGGAAAACTTACCTTCCTCCATAGAGACAGGGGGATCGCAGTCACCAAAGCGTTTCAGTGACTCACCAAAGCTGGGCAGTGACTCTGATGGAGAATCCACCCATATCTCTTCCCAGAATTCATCTCAGTCAACCCACATAACGGATCAAGGAAGCCAAGGCTGGGACAGCCAGTGTGATACCGTTTTGTTNTNNNNCAAGAGAAAA
	Seq int Rev2 du 25/11
	Synthèse séquencage DiT0
	Seq int Fwd1 du 25/11
	GTGACCNNAGGTTTTATCAAATTCCNAGTCGTGAGGAGTGCTTGAGGGGCGTTCTGGAGCTGGTTCGGAGCTGGATCACGAGGAGTCCGAAGCACGTCGTGTGGCTGAACTGCAAGGCCGCCTACGGCTATGAGTACTTATTCACCAACCTGAGTGAGGAGCTGGGAGTCCAGGTTCATGTGGACAAGCTGGACATGTTTAAAAACATGCCTGATATCCTGCACCATCTCACAACGGATCGAAACACCCAGATCCACGCCTGCCGCCACCCGAAGGCAGAAGAGTATTTTCAGTGGAATAAGTTACCCTGTGGCATGGCTTCCAAAACTAAAACTGTACTCCACACAATCAGCATCAAGCCATCTACCATGTGGTTTGGAGAGAGGACCAGAAAAACAAACGTGATTGTGAGAACCGGAGAGAGCTCATACAGAGCTTGCTTCTCTTTCCACTCCTCCTACAGTGAGATTAAAGATTTTTTGAGCTACATCTGCCCAGTGAATGCGTATCCAAATGTCATTCCGATCGGCCTCACTGTGGATAAGGTCATGGACTTTTTAAAGCCTCTGTGCCGCTCTTCCCAATGTGCTGAACCAAAGTACAAGCCCCTCGGGAAACTGAAGAGAGCTAGAACAGTTCACCTTGACTCAGAGGAAGATGATGATCTCTTTGATGACCCTCTACTAACACATTCAAGGCGCAAAGTTCCGTACCAAGTAACTCTTCACCCTGAGGTATTTTCAATGAAGGCACTACCGCTAGATCAGCCTGAACTGGGACAAAGCCCCGGATGCTGTAAAGCAGANAGTATGCCGAGTCCTTCTTTGGCCAACTTTGTGGACTGTGACGAGTCCAACAGTGACNGTGAANGANAGTTAGAGACCCCGCCTTCTCTGCNGGNAGGTCTCGGCCCCACNACACTCCCACAGCAAACGCTGATCCGGATGTGGANGTACCNNNGTGGGAAGTATTCTTCAAAGAAANANGAAATCNCNGATGAATGTTGGAAACTTACCTTCCTNCNNNNNNNNNGGGGNTCGCAGNNNNCNAAGCGTNNNNNGNNNNNNCNANNCTNGGNANNGNNTCTNATGGANANCCNNCCNTATNNNNTNC
	Seq int Fwd2 du 25/11
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