8)Nhej1

Nhejl= XIf= protein cernunnos= XRCC4-
like factor

Référence NCBI : nM 001014217

o Taille 915 NT NT

e Séquence NT :

atgga
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961

ggaactagag

caaggcctgt
aaggcttcta
catgaacagg
accgctcccc
gattctgccc
gaggaggtat
ttccactgtc
ggtgtgagct
gaccttgaga
acagagccat
gcatgtgctg
gtcacaaagc
tcaagcagca
atctctccca
gtgcatagag

tgatgcagcc
tcaccaagca
tggacacttt
ctgcagcttt
accaggatgc
tgatcctgag
ttccagctag
tggcattgca
tccaggccta
ttgaagaaaa
ttggtgatgg
agcaggtcca
cctcccectcea
ctccaaccct
ctcagctggt

atgggcatgg
tggttatgcc
ggaggtcagc
tctccatcac
tgctcaccct
ggtgcggagt
ttctttactg
cagtcatgtg
ccaggagagt
ttctttecttg
aaggccattt
agccaggcag
aggaactgat
ctcagagcct
aaaggccaag

ttacaacttg
ttgctgattt
cagcgagcca
ttggatgaag
agcaaagcca
gagctctctg
gtctctcage
agggagctag
ggggctgtgc
gaacagttta
gccatgaatc
aagcataaag
agccagcttce
gaatgtgagc
aggaagaagc

ctgagaactc
cggatcttca
aggagctgaa
tgcttcgcecce
ctttctecctg
gtctccceett
atttgatttg
cagcattgct
tgagccgagg
tggtagagaa
tgcagagcct
gctctggaga
agaaccagcc
ctatggctgc
ccaggggact

actcttggcecc
acaggtgtgg
caagcgcctce
actgtttaaa
tgatcgtgga
caattggcat
tcctctgatg
tcggatgaag
tcgattgaag
attgccagag
gtatgtggca
gcctcagaca
agaacagcag
ttcaggccct
cttcagttag

Oh4

< Nhej1-201
protein coding

i

82.23Mb

B2.24Mb

82.25Mb

82.26Mb

82.27Mb

117.30 kb

82.26Mb

82.25Mb

82.30Mb

82.31Mb

B62.32Mb

eo__ Séquence prot :

NP_001014239

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQV
WHEQVDTLEVSQRAKELNKRLTAPPAAFLHHLDEVLRPLFKDSAHQDAAHPSKATF
SCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHSHVREL
AALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPF
AMNLQSLYVAVTKQQVQARQKHKGSGEPQTSSSTSPQGTDSQLQNQPEQQISPTPTL

SEPE CEPMAASGPVHRAQLVKAKRKKPRGLFS

e Amorces synthétisées :

Nhejl_Ascl_Fwd

tataGGCGCGCCa atgga ggaactagagcaaggcc


https://www.ncbi.nlm.nih.gov/protein/62079169

Nhejl_Notl_Rev

ttaaGCGGCCGCa ctaactgaagagtcccctgggce

e Expériences :

o PCR 10/07 : sur les 7 conditions cycle Q5-TM 60°C-Enhancer 0- 2min 30 d’élongation

Rate DiTO DiT24 DiT48 SP  CTX Eau

Bandes RATE, DiTO,DiT24h, DiT48h, SP et CTX Ok

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

e 08/09 : purification le 09/09

e (09/09 : test pCR 4Blunt pour Nhejl rate, mini le 11/09 : OK

e 14/09 : digestion et purification de 10ul de DiTO, 24h, 48h, SP et CTX

e 15/09 : ligation dans FB marche pas

e 06/10: religation dans nouv vecteur pour DiTO, DiT24, DiT48, SP et CTX
e (09/10: miniprep DiTO et 48h OK

e 16/10 redigestion DiT24h, SP et CTX

e 22/10:mini:OK

e 28/10 envoi au séguencage




e Résultats séquencages

o pCR4Blunt Nhejl rate clone A

» Fwd rate 1047NT : mauvais séquencage au début

TTAGCGECCGCGAATTCGCCCTTTATAGGCGCGCCAATGGGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGG
GCATGGTTACAACTTGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTT
CGGATCTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAA
GCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCC
CACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTG
CGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCA
TTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGAT
GAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCC
ATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAG
GCCATTTGCCATGAATCTGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATA
AAGGCTCTGGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCaGCTtCAGAACCAGCCA
GAACAGCANATCTCTCCCACTCCAACCCTCTCANAGCCTGAATGTGAGCCTATGGCTGCTTCNNNCCTGTGCATA
NAGCTCANCTGGTAAAGGNCAAGANGAAGAANCCCANGGGACTCTTCAGTTANTGCGGNCGCTTAANNGCN
AATTCGTTTAAACCTGCNNNNTAGTCCCNTTNNTGNGGNNTAATNNTGANCTTGGNNNANCATGGNCATANCT
NTTNCNG

> 968NT 25/11

CGGCCGCGAATTCGCCCTTTATAGGCGCGCCAATGGGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCAT
GGTTACAACTTGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGA
TCTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGC
CTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACC
AGGATGCTGCTCACCCTAGCAAAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGG
AGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTT
GATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAA
GGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTT
GAAGAAAATTCT
TTCTTGGAACAGTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAAT
CTGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGC
CTCAGACATCAAGCAGCACCTCCCCTCNNGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCT
CCCACTCCAACCCTCTCANAGCCTGAATGTGAGCCTATGGCTGCTTCNNNCCTGTGCATAGAGCTCANCTGGTAA
AGGNNAAGAGGAAGAAGCCCANGGGANTCTTCANTTAG

TGNNGCCGCTNAANNGCGAATTCGTTTAAACCTGCNNNNTNGTCCCTTTNNNGANGG

> Revrate 976NT

TAGGCGCNCCAATGGGNANTAGAGCAAGGCCNGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACT
CACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGA
ACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACaAGCGCCTCACCGCTCCCCcTGCAgcttt
TcTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAA

GCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTC
AATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAG
CTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACC



ISl QQ

AGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACA
GTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCT
GTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCA
AGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAAC
CCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGA
GGAAGAAGCCCAGGGGACTCTTCAGTTAGTGCGGCCGCTTAAAAGGGCGAATTCGTTTAAACCTGCAGGACTA

GTCCCTTT

> Synthése séquencage rate : 914.

ATGGGGAACTAGAGCAAGGCCTGTTGAT
GCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCAC
CAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGC
AGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCA
GGATGCTGCTCACCCTAGCAAAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGAT
CCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCC
AGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGC
ATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCA
GGCCTACCAGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGA
AGAAAATTCTTTCTTGGAACAGTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGG
TGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCA
GGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCACCTC
CCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCC
AACCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCA
GCTGGTAAAGGCCAAGAGGAAGAAGCCCAGGGGACTCTTCAGTTAG
TGCGGCCGCTTAAA

AGGGCGAATTCGTTTAAACCTGCAGGACTAGTCCCTTT

> Blast contre banque rat :

LEnLIpLIun LUV Nl e

v v Scare
g

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant X5 _mRNA Morway rat 1683
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant ¥4, mRNA Morway rat 1683
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant X2 _mRNA Morway rat 1683
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant X1,_mRNA Morway rat 1683
PREDICTED: Rattus norvegicus nonhomologous end-jaining factor 1 (Mhej1), transcript variant X3_mRNA Morway rat 1683
Eattus norvegicus nonhomologous end-joining factor 1 (Mhej1)._ mRMNA Morway rat 1683
PREDICTED: Rattus rattus non-homologous end joining factor 1 (Mhej1),_ mRNA black rat 1622
PREDICTED: Anvicanthis nilaticus non-homologous end joining_factor 1 (Nhej1),_transcript variant X2, mRNA African grass rat 1397
PREDICTED: Aricanthis niloticus non-homologous end joining factor 1 (Nhej1),_transcript variant X1, mRNA African grass rat 1397

> Différence Séquencage/CDS au niveau NT :

Score
b

1683
1683
1683
1683
1683
1683
1622
1397
1397

Cover
v

100%
100%
100%
100%
100%
100%
100%

99%

99%

value
v

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident
v

99.89%
99.89%
99.89%
99.89%
99.89%
99.89%
98.69%
94.39%

Len
b

1647
1878

Accession

1707 XM_

1972 )

1491 XM_

1445
1782
1321
1319

NM_001014217 1

¥M_032901378.1

AM_034498442 1

KM 0344984411
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seq
cos
Consensus
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seq
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Consensus

seq
Wik
Consensus

seq
CD5
Consensus

1 10 20 30 40 50 60 70 a0 90 100 110 120 130
I 1
ATGG-GGARCTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACARCTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG
ATGGAGGAACTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG
ATGG, GGARCTAGAGCARGGCC TGTTGATGCAGCCATGGGCATGGTTACARCTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
TGTGGCATGARCAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGARCAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGARCAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGC TGAACARGCGCCTCACCGLTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGARCAGGTGGACACTTTEGAGGTCAGCCAGCGAGCCAAGGAGC TGARCARGCGCCTCACCGLTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

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

| 1
TGCCCACCAGGATGCTGCTCACCCTAGCAARGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGEAGAGGAGGTATTGATCC TRAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGEAGAGGAGGTATTGATCC TGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

391 400 410 420 430 440 450 460 470 480 490 500 510 520
| 1
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGC TTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGC TTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGC TTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I 1
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAARGARRRTTCTTTCTTGGARCAGT TTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAAGARRRTTCTTTCTTGGARCAGT TTATGGTAGAGARAT TGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAARGARRRTTCTTTCTTGGARCAGT TTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT

651 660 670 680 690 700 710 720 730 740 750 760 Ll 780
I 1
GARATCTGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGL TCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGAAC
GAATCTGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGARGCATARRGGL TCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGAAC
GAATCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGARGCATARRGGL TCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGAAC

781 790 200 a10 820 830 840 850 860 az0 880 290 900 910
I 1
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGAARGARGCCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCC TATGGCTGCTTCAGGCCCTGTGCATAGAGC TCAGCTGGTAAAGGCCAAGAGGAAGARGCCCAGGGGACTCTTCA

91215

1-==1
GTTAG
GTTAG
GTTAG

Début mauvais qvec A qui manque en position5, alors que c’est dans I’lamorce .

> Différence au niveau PROT :

o pCR4Blunt Nhejl rate clone B

»  Fwd 928NT

GCCGCGAATTCGCCCTTGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG
AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGC
ATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGC
AGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCT
AGCAAAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCT
CCCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGG
TGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGG
CCTACCAGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTG
GAACAGTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCA
GAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAG
ACATCAAGCAGCACCTCCCCTCNAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCAC



TCCAACCCTCTCANAGCCTGAATGTGAGCCTATGGCTGCTTCNNNCCTGTGCATAGAGCTCANCTGGNAAAGGN
CNANAGGAANAANCCCAGGGNACTCTTCANTTAG

TGCGGCCGCTTAAAAGGGCGAATTCNTTTNAANCTGCNGNACTAGTCCCTTTANTGANGGNTAATTCTGAGCTT
GNGTANCATGGNCATAGCTGTTT

> BGHRev rate 1010NT

CCNNGNNTTTCCCAGNCANGNNNTNNAAANGACNNCCANTGNATNNTATNCGACTCNNTATAGGGNGAATNGAATTTAGCGGCC
NNGAATTNGNCNNTGAGGAACTAGAGCAAGNCCTGTTGANGCAGCNATGGNCANGGTTACAACNTGNTGAGAACTCACTCTTGG
CCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGG
AGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTTC
GCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTAT
TGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCT
CTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGA
AGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATT
CTTTCTTGGAACAGTTTATGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGA
GCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCA
CCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAAT
GTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGGGGACTCTTCAGTT
AG

TGCGGCCGCTTAAAAGGGC

> Synthése séquencage rate :

CTTGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTG 55
CTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTT 115
CGGATCTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCA 240
AGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAG
TGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCA 295
CTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTG 355
GTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGC 415
ATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAG 475
CAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGC 525
TGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTA 595
TGGTAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATC 655
TGCAGAGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAG 715
GCTCTGGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCNAGGAACTGATAGCCAGCTTC 775
AGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGC 835
CTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGC 895
CCAGGGGACTCTTCAGTTAG———=————————————————————————————————————— 915
1 10 20 20 40 50 60 70 20 0 100 110 120 130

I I
seq CTTGAGGARCTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACARCTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGETTATGCCTTGCTGATTTCGGATCTTCARCAGG
cds  ATGGAGGAACTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGG

Consensus  aTgGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG

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

I I

seq TGTGGCATGARCAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

cds  TGTGGCATGARCAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
Consensus TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGARCARGCGCCTCACCGCTCCCCCTRCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

261 270 280 290 300 30 320 330 340 350 360 I 380 390

I I

seq TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

cds  TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCC TGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
Consensus  TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

391 i 410 420 430 440 450 460 470 480 490 S0 510 520

I I
seq GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCT TGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCT TCGGATGARGGACCTTGAGATCCAGGCCTACCAGG
cds GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCT TGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACC TTGAGATCCAGGCCTACCAGG

Consensus GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGE

521 530 540 550 1131 570 580 580 (301] 610 620 630 640 650

I I
seq AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGAARATTCTTTCTTGGRACAGTTTATGGTAGAGAAAT TGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT
cds  AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGAAARTTCTTTCTTGGRACAGTTTATGGTAGAGAAAT TGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT

Consensus  AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAAGARRATTCTTTCTTGGARCAGTTTATGGTAGAGARAT TGCCAGAGGCATGTGLTGTTRGTGATGGARGGCCATTTGCCAT

651 [131] 670 680 690 F00 710 720 730 740 790 760 770 780

I I
seq GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARRGGCTCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCHAGGARC TGATAGCCAGCT TCAGAAC
cds GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGCTCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARC TGATAGCCAGCTTCAGARC

Consensus GRAATCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGG TCCARGCCAGGCAGARGCATARAGGL TCTGGAGAGCE TCAGACATCARGCAGCACCTCCCCTCaAGGAACTGATAGCCAGCTTCAGAARC

781 790 800 210 g20 830 840 850 860 870 280 890 900 10

1 I

seq CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGAAGCCCAGGGGACTCTTCA

cds CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCLCTGTRCATAGAGCTCAGCTGGTARAGGLCARGAGGAAGARGCCCAGGGGACTCTTCA
Consensus  CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGC TCAGCTGGTARAGGLL CI TCTTCA

91315

1===1

seq GTTAG

cds GTTAG
Consensus GTTAG






o FlagBirA Nhejl DiTO clone A

» B3Fwd DiTO 848NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCANGTCNAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCANACATCAAGCAGCA
CCTCCCCTCAAGGAACTGATAGNNAGCTTCNGAANNAGCCAGAANAGCAGATCTCTCCNACTCCANNCNTCTC
ANANCCTGAANGNGAGCCTATGGCTGCTTC

» BGHRev DiTO 915NT

ATGGAGGANNTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGANCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACaAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCA
CTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCAT
TTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATT
GCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGT
GGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGT
AGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGA
GCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAG
CCCAGGGGACTCTTCAGTTAG

» Synthése séquencage DiTO :-

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG 60

AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGAT 120
CTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAG 180
CTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTT 240
CGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC 300
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTC 360
CCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTG 420
ATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCA 480
TTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGC 540
CGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTA 600
GAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAG 660

AGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCT
GGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAAC
CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATG
GCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGG
GGACTCTTCAGTTAG

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQVWHEQVDTLEVSQRAKELNKRLTAPPAAFLHH
LDEVLRPLFKDSAHQDAAHPSKATFSCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHS



(I < <)

HVRELAALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPFAMNLQSLYVAVTKQ
QVQARQKHKGSGEPQTSSSTSPQGTDSQLQNQPEQQISPTPTLSEPECEPMAASGPVHRAQLVKAKRKKPRGLFS-

> Blast contre banque rat :

sequencage
Cos

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
CDs
Consensus

sequencage
Cos

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
refprot
Consensus

sequencage
refprot
Consensus

sequencage
refprot
Consensus

Description Miax | 101al Juery | E rer.
Score Score Cover value Ident

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1). transcript variant X5, mRNA 1690 1690 100% 0.0 100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1), transcript variant X4, mRNA 1690 1690 100% 0.0  100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1), transcript variant X2, mRNA 1690 1650 100% 0.0 100.00%
PREDICTED: Rattus novegicus nonhomologous end-joining factor 1 (Nhej1), transcript variant X1, mRNA 1680 1690 100% 0.0 100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant X3, mRNA 1690 1630 100% 0.0 100.00%
Rattus novegicus nonhomologous end-joining factor 1 (Nhej1)_ mRMNA 1690 1650 100% 0.0 100.00%
Rattus norvegicus BAC CH230-18906 () complete sequence 429 1136 65% 3e-118 100.00%

> Différence Séquencage/CDS au niveau NT :

x aw o v L T ue I e ey avy aaw rew aau

1 1
ATGGAGGARC TAGAGCARGGCCTGTTGATGCAGCCATGGGCATGETTACARCTTGCTGAGAACTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGG
ATGGAGGARC TAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACARCTTGCTGAGAACTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGG
ATGGAGGARC TAGAGCARGGCCTGTTGATGCAGCCATGGGCATGETTACARCTTGCTGAGAACTCACTCTTGECCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGG

131 140 150 160 170 180 190 200 210 20 230 240 250 260
| I
TGTGGCATGARCAGGTGGACACTTTGGAGG TCAGCCAGCGAGCCARGGAGC TGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARRGATTC
TGTGGCATGARCAGGTGGACACTTTGGAGG TCAGCCAGCGAGCCARGGAGC TGARCAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARRGATTC
TGTGGCATGARCAGG TGGACACTTTGGAGG TCAGCCAGCGAGCCARGGAGL TGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARRGATTC

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

| I
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCC TGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCC TGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TECCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCC TGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

391 400 410 420 430 440 4510 460 470 480 490 500 510 520
| I
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCT TGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCAT TG T TCGGATGARGGACCT TGAGATCCAGGLC TRCCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCAT TG T TCGGATGARGGACCTTGAGATCCAGGCC TACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCAT TG T TCGGATGARGGACCTTGAGATCCAGGCC TACCAGG

521 530 L] 1] L1 570 580 580 60O 610 620 630 G40 650
1 1
AGAGTGGGGCTGTGCTGAGCCGAGGTCGAT TGARGACAGAGCCATTTGARGARRATTCTTTCTTGGARCAGT TTATGGTAGAGAAAT TGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGAT TRARGACAGAGCCATTTGARGARRATTCTTTCTTGGARCAGT TTATGGTAGAGAAAT TGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGAT TEGARGACAGAGCCATTTGARGARRATTCTTTCTTGGARCAGT TTATGGTAGAGAAAT TGLCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT

651 660 670 680 630 Fo0 710 720 730 740 750 760 7o 780

| I
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGC TCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGC TTCAGAAC
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGC TCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGC TTCAGAAC
GAATCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGC TCTGGAGAGCCTCAGACATCARGCAGCACC TCCCCTCARGGAACTGATAGCCAGCTTCAGAAC

781 790 00 810 20 830 840 850 860 870 880 830 00 910
| I
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGL TGGTARAGGCCARGAGGAAGARGCCCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCT TCAGGCCCTGTGCATAGAGCTCAGL TGGTARAGGCCARGAGGAAGAAGCCCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCT TCAGGCCCTGTGCATAGAGCTCAGE THGTARAGGCCARGAGGAAGAAGCCCAGGGGACTCTTCA

91315

|===1
GTTAG
GTTAG
GTTAG

> Différence au niveau PROT :

1 10 20 30 40 50 60 0 a0 90 100 110 120 130
I I
HEELEQGLLHAPHAHLOLAENSLLAKASITKHGYALLISDLAQQYHHEQYDTLEYSORAKELHKRL TAPPARFLHHLDEYLRPLFKDSAHADARHPSKATFSCORGEEYLILRYRSELSGLPFHHHFHCLP
HEELEQGLLHOPHAHLOLAENSLLAKASITKHGYALLISDLAQQYHHEQYDTLEYSORAKELHKRL TAPPARFLHHLDEYLRPLFKDSAHADARHPSKATFSCORGEEYLILRVRSELSGLPFHHHFHCLP
HEELEQGLLHAPHAHLALAENSLLAKASITKHGYALLISDLAQQYHHEQYDTLEVSORAKELHKRLTAPPARFLHHLDEYLRPLFKDSAHADARHPSKATFSCORGEEYLILRVRSELSGLPFHHHFHCLP

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

1 1
ASSLLYSOHLTCPLHGYSLALHSHYRELAALL RHKDLETAAYAOESGAYL SRGRLKTEPFEENSFLEOFHYEKL PEACAYGDGRPFAHHLASL YYAYTKOOYOAROKHKGSGEPATSSSTSPOGTOSALON
ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLEIQAYQESGAYL SRGRLKTEPFEENSFLEOFHYEKL PEARCAYGDGRPFAHHLASLYYAYTKOOYOAROKHKGSGEPATSSSTSPAGTOSALAN
ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLEIOAYOESGAYLSRGRLKTEPFEENSFLEQFHYEKLPERCAYGDGRPFAHNLOSLYYAYTKOOYOAROKHKGSGEPOTSSSTSPOGTDSOLAON

261 270 280 290 300 304
I
QPEQOTSPTPTLSEPECEPHARSGPYHRANLYKAKRKKPRGLFS

OPEOOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
OPEOOTSPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS

Accession

XM_006245242 3

XM_006245241.3

HM_017596524 1

AM_017596523.1
XM_006245240.1
NM 0010142171

AC121001.5



o FlagBirA Nhejl DiT24hLPS clone B

» B3Fwd DiT24h 779NT
ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCANGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGANAGCCTCANACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCANAA

» BGHRev DiT24h 915NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCANTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACaAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGA
GCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAG
CCCAGGGGACTCTTCAGTTAG

» Synthése séquencage DiT24hLPS :-

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG 60

AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGAT 120
CTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAG 180
CTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTT 240
CGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC 300
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTC 360
CCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTG 420
ATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCA 480
TTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGC 540
CGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTA 600
GAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAG 660

AGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCT
GGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAAC
CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATG
GCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGG
GGACTCTTCAGTTAG

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQVWHEQVDTLEVSQRAKELNKRLTAPPAAFLHH
LDEVLRPLFKDSAHQDAAHPSKATFSCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHS



sl QQ@Q

HVRELAALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPFAMNLQSLYVAVTKQ
QVQARQKHKGSGEPQTSSSTSPQGTDSQLQNQPEQQISPTPTLSEPECEPMAASGPVHRAQLVKAKRKKPRGLFS-

> Blast contre banque rat :

sequencage

Consensus

sequencage
cDs
Consensus

sequencage
cos

Consensus

sequencage
cDs

Consensus

sequencage

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage

Consensus

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1)._transcript variant X5,_mRMNA 1690
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhejl1),_transcript variant ¥4,_mRMNA 1690
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1), transcript variant X2, mRMNA 1680
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1),_transcript variant X1, mRMNA 1690
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1),_transcript variant X3, mRMNA 1690
Rattus nowvegicus nonhomologous end-joining factor 1 (Mhejl1). mRNA 1690
Rattus norvegicus BAC CH230-18906 () complete sequence 429
> Différence Séquencage/CDS au niveau NT :
1 10 20 30 40 50 60 70 80 90

100

1690
1690
1690
1690
1690
1690
1136

100%
100%
100%
100%
100%
100%

65%

110

0.0 100.00%
0.0 100.00%
0.0 100.00%
0.0 100.00%
0.0 100.00%
0.0 100.00%
Je-118 100.00%
120

KM_006245242 3

a3}

KM_006245240.1

NM_001014217 1

AC121001.5

130

ATGGAGGAACTAGAGCARGGCC TGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGG
ATGGAGGAACTAGAGCARGGCCTGTTGATGCAGCCATGGECATGGTTACAACTTGCTGAGAACTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGE
ATGGAGGAACTAGAGCARGGCC TGTTGATGCAGCCATGGECATGGTTACAACTTGCTGAGAACTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGE

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

1 I
TGTGGCATGARCAGGTGGACACTTTGGAGGT CAGCCAGCGAGCCARGGAGCTGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGARCAGGTGGACAC TTTGGAGGT CAGCCAGCGAGCCARGGAGCTGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTE
TGTGGCATGARCAGGTGGACACTTTGGAGGT CAGCCAGCGAGCCARGGAGCTGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

261 270 280 290 300 310 320 330 340 350 360 370 380 390
I I
TGCCCACCAGGATGCTGCTCACCCTAGCAARRGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCAARRGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGETGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCAARGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

391 400 410 420 430 440 450 460 470 480 430 500 510 520
I I
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGE
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGLTTCGGATGARGGACCT TGAGATCCAGGCCTACCAGE
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGC TTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGE

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I 1
AGAGTGGGGLTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGARRRTTCTTTCTTGGARCAGT TTATGGTAGAGARRT TGCCAGAGGCATGTGCTGTTGGTGATGEARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGAARRTTCTTTCTTGGARCAGTTTATGGTAGAGAART TGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGAARRTTCTTTCTTGGARCAGTTTATGGTAGAGARRTTGCCAGAGGCATGTGCTGTTGGTGATGEARGGCCATTTGCCAT

651 660 670 680 690 00 10 720 730 740 750 760 70 780
I I
GARTCTGCAGAGCCTGTATGTGGCAGTCACARRGCAGCAGGTCCARGCCAGGCAGAAGCATARAGGCTCTGGAGAGCCTCAGACATCAARGCAGCACCTCCCCTCARGGAAC TGATAGCCAGCTTCAGARL
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGAAGCATARAGGCTCTGGAGAGCCTCAGACATCAARGCAGCACCTCCCCTCARGGAAC TGATAGCCAGCTTCAGARL
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGAAGCATARAGGC TCTGGAGAGCCTCAGACATCAARGCAGCACCTCCCCTCARGGAAC TGATAGCCAGCTTCAGARL

781 790 800 210 g20 830 840 850 860 g720 880 290 900 910
I I
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGC CCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA

91815
1-—=1
GTTAG
GTTAG
GTTAG

> Différence au niveau PROT :



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

| |

sequencage HEELEQGLLHOPHAHLALAENSLLAKASITKHGYALLISOLOOYHHEQVDTLEVSORAKELNKRL TAPPAAFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEYLILRYRSELSGLPFHHHFHCLP
ref~prot.  HEELEQGLLHOPHAMLOLAENSLLAKASITKHGYALLISDLAQQYHHEQYDTLEVSORAKELHKRL TAPPARFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEYLILRYRSELSGLPFHHHFHCLP
Consensus  HEELEOGLLHOPHAHLAOLAENSLLAKASTTKHGYALLTSDLAOYHHEQYDTLEYSORAKELHKRL TAPPAAFLHHLDEYL RPLFKDSAHODARHPSKATFSCORGEEYLTLRYRSELSGLPFHHHFHCLP

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

| |

sequencage ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLETOAYOESGAYLSRGRLKTEPFEENSFLEOFHVEKL PEACAYGDGRPFANNLOSLYYAYTKOOYOARDKHKGSGEPOTSSSTSPOGTDSOLON
ref~prot.  ASSLLYSOHLTCPLHGYSLALHSHYRELAALLRAKDLEIQAYQESGAYLSRGRLKTEPFEENSFLEQFHYEKLPEACAYGDGRPFAHNLOSLYYAYTKOOVOAROKHKGSGEPOTSSSTSPAGTOSOLON
Consensus  ASSLLYSOHLTCPLAGYSLALHSHYRELARLLRAKDLEIQAYQESGAYLSRGRLKTEPFEENSFLEGFHYEKLPEACAYGDGRPFAHNLOSLYYAYTKOOVAAROKHKGSGEPOTSSSTSPAGTOSOLAON

261 270 280 290 300 304
|

|
sequencage HPEQOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
ref~prot.  APEQAISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
Consensus QPEQOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS

o FlagBirA Nhejl DiT48hMix clone A

» B3Fwd DiT48hMix 848NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAgAGCCTGTATGTGG
CAGTCACAAAGCAGCANGTCCAAGCCAGGCANAAGCATAAAGGCTCTGGAGAGCCTCANACATCAAGCAGCAC
CTCCCCTCNAGGAACTGATAGCCAGCTTCANAACCAGCCANAACAGCANNTCTCTCCCACTCCAACCCTCTCAN
ANCCTGAATGTGANCCTATGGCTGCTTC

» BGHRev DiT48hMix 915NT

ATGGAGGAACTAGAGCAAGNCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCANTNTTGGC
CAAGGCTTCTATCACCaAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGA
GCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAG
CCCAGGGGACTCTTCAGTTAG

» Synthése séquencage DiT48hMix :-

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG 60
AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGAT 120
CTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAG 180



sfpQfQQ@Q

PREDICTED
PREDICTED
PREDICTED
PREDICTED
PREDICTED
Rattus norve

Rattus norve

sequencage
cos
Consensus

sequencage
cDs
Consensus

sequencage
cbs
Consensus

sequencage
cos
Consensus

sequencage
cDs
Consensus

sequencage
cbs
Consensus

sequencage
cos

Consensus

sequencage
cDs
Consensus

CTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTT 240

CGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC 300
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTC 360
CCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTG 420
ATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCA 480
TTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGC 540
CGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTA 600

GAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAG
AGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCT
GGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAAC
CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATG
GCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGG
GGACTCTTCAGTTAG

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQVWHEQVDTLEVSQRAKELNKRLTAPPAAFLHH
LDEVLRPLFKDSAHQDAAHPSKATFSCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHS

HVRELAALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPFAMNLQSLYVAVTKQ
QVQARQKHKGSGEPQTSSSTSPQGTDSQLONQPEQQISPTPTLSEPECEPMAASGPVHRAQLVKAKRKKPRGLFS-

» Blast contre banque rat :

Desrpe i e o vatan v | ecosson
- Rattus norvegicus nonhomologous end-joining factor 1 (Mhej1), transcript variant X5, mRNA 1690 1690 100% 0.0 100.00% XM_006245242 3
- Rattus norvegicus nonhomologous end-joining factor 1 (Mhejl). transcript variant X4, mRNA 1690 1690 100% 0.0  100.00% XM_006245241.3
- Rattus norvegicus nonhomologous end-joining factor 1 (MNhejl). transcript variant X2,_mRNA 1690 1690 100% 0.0  100.00% XM _017596524 1
- Rattus norvegicus nonhomologous end-joining factor 1 (MNhejl). transcript variant X1, mRNA 1690 1690 100% 0.0 100.00% XM _017596523 1
- Rattus norvegicus nonhomologous end-joining factor 1 (Nhejl),_transcript variant X3_mRMNA 1690 1690 100% 0.0 100.00% XM_006245240.1
gicus nonhomologous end-joining factor 1 (Nhej1)_mRMNA 1690 1690 100% 0.0  100.00% MM 0010142171
gicus BAC CH230-189D6 () complete sequence 429 136 65% 3e-118 100.00% AC121001.5

> Différence Séquencage/CDS au niveau NT :

1 10 20 30 40 L] 1] F 80 90 100 110 120 130

| 1
ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGECATGGT TACARCTTGCTGAGAACTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG
ATGGAGGAAC TAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACARC TTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGLCTTGCTGATTTCGGATCTTCAACAGG
ATGGAGGAAC TAGAGCAAGGCCTGTTGATGCAGCCATGGECATGGTTACARCTTGCTGAGARCTCACTCTTGGCCARGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| 1
TGTGGCATGARCAGGTGGACACT TTGGAGGTCAGC CAGCGAGCCAAGGAGC TGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGARCAGGTGGACACT TTGGAGGTCAGCCAGCGAGCCAAGGAGC TGARCARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGARCAGGTGGACACT TTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| 1
TGCCCACCAGGATGCTGCTCACCCTAGCAARGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCAARGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGEGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCAARGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGCATTTCCACTGTCTTCCA

391 400 4q10 420 430 440 450 46 a70 480 490 500 510 520
| 1
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGE TTCGGATGARGGACCT TGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGC TTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGC TTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG

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

| 1
AGAGTGGGGCTRTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAARATTCTTTCTTGGARCAGTTTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT
AGAGTGGGGLTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAARATTCTTTCTTGGARCAGTTTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGARRATTCTTTCTTGGARCAGTTTATGGTAGAGARAT TGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT

651 660 670 680 690 700 710 720 730 740 750 760 T 780
| 1
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGAAGCATARAGGCTCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGC T TCAGAAC
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGAAGCATARAGGCTCTGGAGAGCCTCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCT TCAGAAC
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGARGCATAAAGGCTCTGGAGAGCC TCAGACATCARGCAGCACC TCCCCTCARGGAACTGATAGCCAGCTTCAGAAC

761 790 800 810 820 830 840 850 860 870 880 890 900 910
| 1
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGG TARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGLTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGG TARAGGLCARGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGAATGTGAGCCTATGGECTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGG TARAGGLCARGAGGARGARGCCCAGGGGACTCTTCA

91215
|
GTTAG
GTTAG
GTTRG
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> Différence au niveau PROT :

1 10 20 30 40 50 60 70 a0 90 100 110 120 130

1 1
HEELEQGLLHOPHAHLOLAENSLLAKASITKHGYALLTSOLOOYHHEQYDTLEVSORAKEL HKRL TAPPAARFLHHLDEYL RPLFKDSAHODARHPSKATFSCORGEEYL TI RYRSEL SGLPFHHHFHCLP
HEELEQGLLHOPHAHLOLAENSLLAKASITKHGYALLTSOLaaYHHEQYDTLEYSORAKELHKRL TAPPAARFLHHLDEYL RPLFKDSAHODARHPSKATFSCORGEEYLTL RYRSEL SGLPFHHHFHCLP
HEELEQGLLHAPHAHLALAENSLLAKASITKHGYALLISOLaaYHHEAYDTLEYSARAKELNKRLTAPPAARFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEYLTL RYRSELSGLPFHHHFHCLP

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| I
ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLETOAYQESGAYLSRGRLKTEPFEENSFLEOFHYEKL PEACAYGDGRPFANNLOSL YVAYTKOOYOAROKHKGSGEPOTSSSTSPOGTDSOLON
ASSLLYSQHLTCPLAGYSLALHSHYRELAALL RHKDL ETOAYAESGAYL SRGRLKTEPFEENSFL EQFHYEKL PERCAYGDGRPFARNLOSL YVAYTKOOYOAROKHKGSGEPATSSSTSPOGTDSOLON
ASSLLYSAHLICPLHGYSLALHSHYRELAALLRHKDLETAAYAESGAYLSRGRLKTEPFEENSFLEQFHYEKL PERCAYGDGRPFANNLOSLYYAYTKOOYOAROKHKGSGEPATSSSTSPOGTDSOLON

261 270 280 290 300 304
| I
QPEQOTSPTPTLSEPECEPHAASGPYHRAOLVKAKRKKPRGLFS
QPEQOISPTPTLSEPECEPHARSGPYHRAOLVKAKRKKPRGLFS
OPEQOISPTPTLSEPECEPHAASGPYHRAOLVKAKRKKPRGLFS




o FlagBirA Nhejl SP clone C

» B3Fwd SP 854NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCNNNCCAAGCCAGGCAGAAGCATAAAGGNTCTGGAGAGCCTCANACATCAAGCAGCAC
CTCCCCTCANGGAACTGATAGCCAGCTTCNNAACCAGCCAGAANAGCANATCTCTCCCACTCCAACCCTCTCAN
ANCCTGAATGTGANCCTATGGCTGCTTCNNNCNTN
» BGHRev SP 915NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACaAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGA
GCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAG
CCCAGGGGACTCTTCAGTTAG

> Syntheése séquencage SP: -

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG 60

AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGAT 120
CTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAG 180
CTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTT 240
CGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC 300
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTC 360
CCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTG 420
ATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCA 480
TTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGC 540
CGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTA 600
GAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAG 660

AGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCT
GGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAAC
CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATG
GCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGG
GGACTCTTCAGTTAG

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQVWHEQVDTLEVSQRAKELNKRLTAPPAAFLHH
LDEVLRPLFKDSAHQDAAHPSKATFSCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHS



Q@

HVRELAALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPFAMNLQSLYVAVTKQ
QVQARQKHKGSGEPQTSSSTSPQGTDSQLQNQPEQQISPTPTLSEPECEPMAASGPVHRAQLVKAKRKKPRGLFS-

> Blast contre banque rat :

LS aLnpLI

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1),_transcript variant X5, mRNA

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1),_transcript variant X4, mRNA

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1) _transcript variant X2_mRNA

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1) _transcript variant X1, mRNA

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1),_transcript variant X3. mRNA

Rattus nowvegicus nonhomologous end-joining factor 1 (Mhejl)_mRMNA

Score
1690
1690
1690
1690
1690
1690
429

Score
1690
1690
1690
1690
1690
1690
1136

Cover walue

100%
100%
100%
100%
100%
100%

65%

0.0
0.0
0.0
0.0
0.0
0.0

3e-118

Ident
100.00%

100.00%

rusaaun

AM

006245242 3

XM_006245241.3

100.00% XM

100.00%
100.00%
100.00%

100.00%

KM_006245240 1

NM_001014217.1

AC121001.5

Rattus nowegicus BAC CH230-18906 ()_complete sequence

sequencage
cos
Consensus

sequencage
CDs
Consensus

sequencage
cDs
Consensus

sequencage
cos
Consensus

sequencage

Consensus

sequencage

Consensus

sequencage

Consensus

sequencage
CcDs

Consensus

> Différence Séquencage/CDS au niveau NT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130
I 1
ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG
ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACARCT TGCTGAGAARCTCACTCTTGGCCARGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG
ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACARCTTGCTGAGAARCTCACTCTTGGCCARGGC TTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGG

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGAACARGCGCCTCACCGCTCCCCCTRCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACARGCGCCTCACCGLTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC
TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACARGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGARGTGCTTCGCCCACTGTTTARAGATTC

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

| 1
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGLGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGLGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGLGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

391 400 410 420 430 440 450 460 470 430 430 500 510 520
I 1
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
| 1
AGAGTGGGGCTGTGCTGAGCCGAGG TCGATTGARGACAGAGCCATTTGARGARRATTCTTTCTTGGAARCAGTTTATGGTAGAGARAT TGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGG TCGATTGARGACAGAGCCATTTGARGARRATTCTTTCTTGGAARCAGTTTATGGTAGAGARAT TGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT
AGAGTGGGGCTGTGCTGAGCCGAGG TCGATTGAARGACAGAGCCATTTGARGARRATTCTTTCTTGGAACAGTTTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCAT

651 660 670 680 690 700 10 720 730 40 750 760 770 780
| 1
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGARGCATARAGGCTCTGGAGAGCC TCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGARC
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCAAGCCAGGCAGARGCATARAGGCTCTGGAGAGCC TCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGARC
GARTCTGCAGAGCCTGTATGTGGCAGTCACARAGCAGCAGGTCCARGCCAGGCAGARGCATARAGGCTCTGGAGAGCC TCAGACATCARGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGARC

781 790 800 810 820 830 840 850 860 a70 880 890 900 910
I 1
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGLCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGLCCAGGGGACTCTTCA
CAGCCAGAACAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA
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> Différence au niveau PROT :



sequencage
refprot
Consensus

sequencage
refprot
Consensus

sequencage
refprot
Consensus

1 1 cu av uu E) ou fu ou au Lo 1w Lew Lav
I I
HEELEQGLLHOPHANLOLAENSLLAKASTTKHGYALL TSDLOOYHHEQYDTLEVYSORAKELHKRL TAPPARFLHHLDEYLRPLFKDSAHODAAHPSKATFSCORGEEVLILRYRSEL SGLPFHHHFHCLP
RMEELEQGLLAOPHAHLOLAENSLLAKASTI TKHGYALL TSDLOOYHHEQYDTLEYSORAKELNKRL TRPPAAFLHHLDEYLRPLFKDSAHODAANPSKATFSCORGEEYLILRYRSEL SGLPFNHHFHCLP
HEELEQGLLHOPHAHLALAENSLLAKAST TKHGYALLTSDLAAYHHEQYDTLEYSORAKELNKRL TAPPAAFLHHLDEYLRPLFKDSAHADAAHPSKATFSCORGEEYLILRYRSELSGLPFHHHFHCLP

13 140 150 160 170 180 190 200 210 220 230 240 2510 260
I I
ASSLLYSOHLTCPLHGYSLALHSHYREL ARLL RAKDL ETOAYOESGAYL SRGRLKTEPFEENSFLEQFHYEKL PEACAYGDGRPFANKHLASL YYAY TKOOYOAROKHKGSGEPATSSSTSPAGTOSOLON
ASSLL¥SOHLICPLHGYSLALHSHYRELAALLRHKDLEIOAYQESGAYLSRGRLKTEPFEENSFLEQFHYEKLPERCAYGDGRPFANNLASL YYAY TKOOYOAROKHKGSGEPATSSSTSPOGTDSOLON
ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLETOAYQESGAYLSRGRLKTEPFEENSFLEQFHYEKLPEACAYGDGRPFANNLASL YYAYTKOOYOAROKHKGSGEPATSSSTSPOGTDSOLAN

261 270 280 290 300 304
I

I

OPEQAISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
QPEQAISPTPTLSEPECEPHARSGPYHRADLVKAKRKKPRGLFS
OPEQOISPTPTLSEPECEPHARSGPYHRANLVKAKRKKPRGLFS



o FlagBirA Nhejl CTX clone A

» B3Fwd CTX 916NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCANACATCAAGCAGCAC
CTCCCCTCNAGGAACTGATAGCCAGCTTCAGAANNAGCCAGAACAGCANATCTCTCCCACTCCNNCCCTCTCAN
ANCCTGAATGTGANCCTATGGNTGCTTCNNNCNTGNGCATANAGCTCANCTNGNAAAGGNNANNNNANNNN
CNNNGGNNNCNTNANTNANTGNNNNNNNNNCTCGNNNCTANAGGNCNNNTNAAAC

» BGHRev CTX 915NT

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAGAACTCACTCTTGGC
CAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGGTGTGGCATGAACAGGTGGA
CACTTTGGAGGTCAGCCAGCGAGCCAAGGAGCTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATC
ACTTGGATGAAGTGCTTCGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTT
TCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCAATTGGC
ATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCA
TTGCACAGTCATGTGAGGGAGCTAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAG
TGGGGCTGTGCTGAGCCGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGG
TAGAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAGAGCCTGTATGTGG
CAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCTGGAGAGCCTCAGACATCAAGCAGCAC
CTCCCCTCAAGGAACTGATAGCCAGCTTCAGAACCAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGA
GCCTGAATGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAG
CCCAGGGGACTCTTCAGTTAG

» Synthése séquencage CTX: -

ATGGAGGAACTAGAGCAAGGCCTGTTGATGCAGCCATGGGCATGGTTACAACTTGCTGAG 60

AACTCACTCTTGGCCAAGGCTTCTATCACCAAGCATGGTTATGCCTTGCTGATTTCGGAT 120
CTTCAACAGGTGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCAAGGAG 180
CTGAACAAGCGCCTCACCGCTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGCTT 240
CGCCCACTGTTTAAAGATTCTGCCCACCAGGATGCTGCTCACCCTAGCAAAGCCACTTTC 300
TCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTC 360
CCCTTCAATTGGCATTTCCACTGTCTTCCAGCTAGTTCTTTACTGGTCTCTCAGCATTTG 420
ATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGCTAGCAGCA 480
TTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGGAGAGTGGGGCTGTGCTGAGC 540
CGAGGTCGATTGAAGACAGAGCCATTTGAAGAAAATTCTTTCTTGGAACAGTTTATGGTA 600
GAGAAATTGCCAGAGGCATGTGCTGTTGGTGATGGAAGGCCATTTGCCATGAATCTGCAG 660
AGCCTGTATGTGGCAGTCACAAAGCAGCAGGTCCAAGCCAGGCAGAAGCATAAAGGCTCT 720

GGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCAAGGAACTGATAGCCAGCTTCAGAAC
CAGCCAGAACAGCAGATCTCTCCCACTCCAACCCTCTCAGAGCCTGAATGTGAGCCTATG
GCTGCTTCAGGCCCTGTGCATAGAGCTCAGCTGGTAAAGGCCAAGAGGAAGAAGCCCAGG
GGACTCTTCAGTTAG

MEELEQGLLMQPWAWLQLAENSLLAKASITKHGYALLISDLQQVWHEQVDTLEVSQRAKELNKRLTAPPAAFLHH
LDEVLRPLFKDSAHQDAAHPSKATFSCDRGEEVLILRVRSELSGLPFNWHFHCLPASSLLVSQHLICPLMGVSLALHS
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HVRELAALLRMKDLEIQAYQESGAVLSRGRLKTEPFEENSFLEQFMVEKLPEACAVGDGRPFAMNLQSLYVAVTKQ
QVQARQKHKGSGEPQTSSSTSPQGTDSQLQNQPEQQISPTPTLSEPECEPMAASGPVHRAQLVKAKRKKPRGLFS-

> Blast contre banque rat :

PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1). transcript variant X5, mRNA 1690 1690 100% 0.0  100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1). transcript variant X4, _mRNA 1690 1690 100% 0.0 100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1). transcript variant X2._mRNA 1690 1690 100% 0.0 100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1).transcript variant X1, mRNA 1690 1690 100% 0.0 100.00%
PREDICTED: Rattus norvegicus nonhomologous end-joining factor 1 (Nhej1). transcript variant X3, mRNA 1690 1690 100% 0.0 100.00%
Rattus novegicus nonhomologous end-joining factor 1 (Nhejl)._ mRMNA 1690 1690 100% 0.0 100.00%
Rattus nowegicus BAC CH230-18906 () complete sequence 429 136 65% 3e-118 100.00%

> Différence Séquencage/CDS au niveau NT :

1 I
ATGGAGGARCTAGAGCARGGCCTGTTGATGCAGCCATGGECATGGTTACARCT TGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCARGCATGGETTATGCCTTGCTGATTTCGGATCTTCARCAGE
ATGGAGGAACTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACARCT TGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCAACAGE
ATGGAGGARCTAGAGCARGGCCTGTTGATGCAGCCATGGGCATGGTTACARCT TGCTGAGAACTCACTCTTGGCCAAGGCTTCTATCACCARGCATGGTTATGCCTTGCTGATTTCGGATCTTCARCAGE

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGARCARGCGCCTCACCGLTCCCCCTRCAGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTARAGATTE
TGTGGCATGAACAGGTGGACACTTTGGAGGTCAGCCAGCGAGCCARGGAGC TGARCARGCGCCTCACCGLTCCCCCTRCAGCTTTTCTCCATCACTTGGATGAAGTGCTTCGCCCACTGTTTARAGATTC
TGETGGCATGAACAGGTGEACACTTTGGAGG TCAGCCAGCGAGCCARGGAGC TGAARCARGCGCCTCACCGLTCCCCCTGCAGCTTTTCTCCATCACTTGGATGAAGTGC TTCGCCCACTGTTTARAGATTC

261 270 280 290 300 310 320 330 340 350 360 30 380 390
1 I
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA
TGCCCACCAGGATGCTGCTCACCCTAGCARAGCCACTTTCTCCTGTGATCGTGGAGAGGAGGTATTGATCCTGAGGGTGCGGAGTGAGCTCTCTGGTCTCCCCTTCARTTGGCATTTCCACTGTCTTCCA

91 400 410 420 430 440 450 460 470 480 490 500 510 520
I I
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGE
GCTAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGCTTCGGATGAAGGACCTTGAGATCCAGGCCTACCAGE
GCTRAGTTCTTTACTGGTCTCTCAGCATTTGATTTGTCCTCTGATGGGTGTGAGCTTGGCATTGCACAGTCATGTGAGGGAGC TAGCAGCATTGCTTCGGATGARGGACCTTGAGATCCAGGCCTACCAGE

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
AGAGTGGGGLTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAAGARRATTCTTTCTTGGAACAGT TTATGGTAGAGARAT TGCCAGAGGCATGTGLTGTTGGTGATGGARGGCCATTTGLCAT
AGAGTGGGGLTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGAAGARRRTTCTTTCTTGGAACAGT TTATGGTAGAGARAT TGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGLCAT
AGAGTGGGGCTGTGCTGAGCCGAGGTCGATTGARGACAGAGCCATTTGARGARARTTCTTTCTTGGAACAGT TTATGGTAGAGARATTGCCAGAGGCATGTGCTGTTGGTGATGGARGGCCATTTGCCAT

651 660 670 680 690 00 710 720 730 740 750 760 770 780

1 I
GARTCTGCAGAGCCTGTATGTGGCAGTCACAARGCAGCAGGTCCARGCCAGGCAGARGCATARRGGCTCTGGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCARGGAACTGATAGCCAGCTTCAGARL
GARTCTGCAGAGCCTGTATGTGGCAGTCACAARGCAGCAGGTCCARGCCAGGCAGARGCATARAGGCTCTGGAGAGCCTCAGACATCAAGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGARLC
GARTCTGCAGAGCCTGTATGTGGCAGTCACAARGCAGCAGGTCCARGCCAGGCAGARGCATARAGGLTCTGGAGAGCC TCAGACATCAAGCAGCACCTCCCCTCARGGARCTGATAGCCAGCTTCAGAAL

781 790 800 810 820 830 240 a50 860 470 880 890 900 910
1 I
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGC TCAGCTGGTARAGGCCAAGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGC TCAGCTGGTARAGGCCARGAGGARGARGCCCAGGGGACTCTTCA
CAGCCAGARCAGCAGATCTCTCCCACTCCARCCCTCTCAGAGCCTGARTGTGAGCCTATGGCTGCTTCAGGCCCTGTGCATAGAGC TCAGCTGGTARAGGCCAAGAGGARGARGCCCAGGGGACTCTTCA

91315
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> Différence au niveau PROT :

1 10 20 30 40 L11] 11] 0 80 90 100 110 120 130

I I

sequencage HEELEOGLLHOPHAMLOLAENSLLAKASITKHGYALLISDLOOYHHEQYDTLEYSORAKELNKRLTAPPARFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEVLILRVRSELSGLPFHHHFHCLP
refprot.  HEELEOQGLLHOPHAHLOLAENSLLAKASITKHGYALLISDLOOYHHEQYDTLEYSORAKELNKRLTAPPARFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEYLILRYRSEL SGLPFHHHFHCLP
Consensus  HEELEQGLLHOPHAHLALAENSLLAKASITKHGYALLISDLAAYHHEQYDTLEYSORAKELNKRLTAPPAAFLHHLDEYLRPLFKDSAHODARHPSKATFSCORGEEYLILRYRSELSGLPFHHHFHCLP

11 140 150 160 170 180 190 200 210 220 230 240 250 260

I I

sequencage ASSLLVSOHLICPLHGYSLALHSHYRELARLLRHKDLEIQAYQESGAYLSRGRLKTEPFEENSFLEQFHYEKLPERCAYGDGRPFANNLOSLYYAYTKOOVOAROKHKGSGEPATSSSTSPOGTDSOLON
refprot  ASSLLYSOHLICPLHGYSLALHSHYRELAALLRHKDLEIOAYQESGAYLSRGRLKTEPFEENSFLEQFHYEKLPEACAYGDGRPFAHNLOSLYYAYTKOOYOAROKHKGSGEPQTSSSTSPOGTOSOLON
Consensus  ASSLLYSOHLICPLAGYSLALHSHYRELAALLRHKDLETOAYQESGAYLSRGRLKTEPFEENSFLEOFHYEKLPEACAYGDGRPFARNLOSLYYAYTKOOYOAROKHKGSGEPOTSSSTSPAGTOSOLON

261 270 280 290 300 304

I
sequencage OPEOOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
refprot  OPEOOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS
Consensus OPEOOISPTPTLSEPECEPHARSGPYHRAOLYKAKRKKPRGLFS

KM_006245240.1

NM_001014217 1

AC121001.5
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