3)Artemis Dclrelb

Rattus norvegicus DNA cross-link repair 1B
(Dclrelb), mRNA

=SNM1 homolog B; DNA cross-link repair 1B protein

e Référence NCBI :

BC098939

e Taille :930 NT
e Séquence NT :

atgaacggg
241

301
361
421
481
541
601
661
721
781
841
901
961
1021
1081

gtcgtaatcc
gatttttgga
tgtgaccaca
actgcccacc
attggtgaga
ctcatagatg
acaattctct
acactaggga
gttcttcett
caacacaaca
gcccttgagt
ctgggcctgg
cacatggaaa
attttcccca
tctgaccatt
gtggtgccca

cccaaacacc
gcctgegecg
cggtgggcct
tcttgcatcg
gccatgtatt
ccaatcactg
acacaggtga
aacagattca
cccgacagga
taaagattgg
ttcagacctg
cagacgtgtt
tctgccattce
caagccggaa
catcctactc
tagtccgtga

e Protéine AAH98939

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTW

catcgctgtg
tgctggtacc
gtctagcact
tcgcctgcag
acttctagat
tcctggttet
ttttcgatat
tactttatat
agctactcaa
cctctatagt
ggtggtattg
cacagtggag
ggccatgctt
aatacgaagc
tgagcttcga
acagccttgt

gcgcggctcet
tgggcacggce
gtgtctaagc
gaaattggac
gtcatgtttc
acaccgtcca
ctagacaaca
cagattatcc
ctaggaaaag
agtcctcaac
gaagaagctg
cagtggaacc
cctcacccca
gcatttgttg
ggagagtttt

tcttcttatce
ccctctactg
agtggatccg
aagaaaccat
tctttgaagg
tgctgaagga
ccaattgcaa
agctaatccg
aatcactgct
gcctggagtt
ggcgaatcca
agacccaccc
gcatctacag
cagctctgag
tttcaggata

ccacatgcac
ctctcccatce
agctctggag
gactgtaacc
atactttgga
gcctgctctg
cccagccectt
acagttcccc
ggagcagcta
ggtacagctg
cgctgtggac
caccattgct
catcccttac
gccttgccag

g

ARPLYCSPITAHLLHRRLQVSKQWIRALEIGESHVLLLDEIGQETMTVTLIDANHCPG
SVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVLPSRQE
ATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLAD
VFTVEEEAGRIHAVDHMEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDH
SSYSELRAFVAALRPCQVVPIVREQPCGEFFSG

e Amorces synthétisées :

Dclrelb_Ascl_Fwd

tataGGCGCGCCa atgaacggg gtcgtaatcc ccc

Dclrelb_Notl_Rev

ttaaGCGGCCGCa ctatcctgaaaaaaactctecac
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La mutation en 241 C<T présente dans tous les clones y est retrouvée

A voir s’il est nécessaire de cloner cette forme :
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1 10 20 30 40 50 60 70 80 90 100 110 120 130

| I
ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGLTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTRTGACCACACGRTGGGCCTGTCTAGCACTT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| I
GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGEAGAT TRGTGAGAGCCATGTATTACCTCTAGATGARRTTGGACA
GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGAT TGGTGAGAGCCATGTATTACTTCTAGATGRART TGGACA
GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGHTGAGAGCCATGTATTACETCTAGATGAARTTGGACA

261 270 280 290 300 310 320 330 340 350 360 3 380 390

| I
AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGARGGAG
AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGAACARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGC TGARGGAG
AGARRCCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGL TEBARGGAG

391 400 410 420 430 440 450 460 470 480 430 S0 510 520

| I
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCART TGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGC TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCART TGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGC TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCART TGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGC TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC

521 530 540 550 560 570 580 590 GO0 610 620 630 B0 650
| I
AACACARCATARRGRTTGGCCTCTATAGTC TRAGGARAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGLCTGGAGT TGGTACAGE TGCTGGGLCTGGE
AACACARCATARRGRTTGGCCTCTATAGTC TRAGGARARGAARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGLCTGGAGT TGGTACAGE TGCTGGGLCCTGGE
AACACARCATARARGATTGGCCTCTATAGTC TRAGGARAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGT TTCAGACCTGGGTGGTAT TGAGTCCTCARCGCCTGGAGT TGGTACAGC TGCTGGGCCTGGE

651 1311 670 680 690 F00 710 720 730 740 750 760 ErLl 780

| I
AGACGTGTTCACAGTGGAGGAAGARGC TRGGCGAATCCACGC TGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
AGACGTGTTCACAGTGGAGGAAGARGC TRGGCGARTCCACGC TGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
AGACGTGTTCACAGTGGAGGAAGARGC TEEGCGAATCCACGC TGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA

781 790 800 810 20 830 840 850 860 870 880 890 900 910

| I
ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGLCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGLCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGECCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

911 920 930 940 950 960 970 980 930 100y 1010 1020 1030 1040
| I
GAGAGTTTTTT-CAGGATAGCTTGAGTCCTAGACTCTCTATGCCTCTGATTCCACACTCTGTGCARCARTACATGAGTTCCTCCTCGAGGARARCARATGTGTTTTGGCAGT TAGARAGGAGGC TARAGA
GAGAGTTTTTTTCAGGATAG

GAGAG T T T T T CREGATAG ¢4 sssasssaseasseasssssessseasssssesssesttsssestsssssssssetsssststssttssttsttssttssessstssttssessssasssssensss

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

| I
GGECCARGARCCCAGGGTGTTGTGTTTGARTCCCC TGAGGAGARAGC TGATCAGGT TARRGT TGACAGAGACTCAAAGARACACAARRRARGARAGCCTCTCCCCCTGGGCTGEGTGCCTTTCGAGGCTTTG

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

| I
CCCCCATCCTCTGCAGGCCAGGARGCAGT TGTTCCCAGATTTCTGCAGARAAGAAGGTGATGAGCCAGTTCTTTTCTGTGACTCCARCARGATGGCGACTGTGTTGACTGCCCCATTGGARCTTTCAGTG

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

| I
CAGTTACAGCCTGTAGATGAGTTTCCCTTTCCAGARACCAGGGAGGARRT TGGCTTAGGGTCCCCATTGTGGTCAGGGGGAGGCAGTGGC TCACCARCGAGAGGGARGCARAGCARTGGCATGGGCTGTG

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

1 1
GTTCTCCCCCARCTCACATTAGCAGARCCACTCATCTARCTCCTGAGTCCGGGGGCCTGGCGT TARAATACCTTCTTACTCCAGTGGATTTCCTCCARGCAGGGTTCTCCTCCAGGARCTTTGACCAGCA

1561 1570 1580 1590 1600 1610 1620 1627

1 1
AGTGGARARRCACCAGAGAGTGCAGTGTARCARTCCTGCAGT TATGAACACAGTGGATGATGTCTAG


https://www.ncbi.nlm.nih.gov/protein/1938523146
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o PCR20/07 : sur les 7 conditions cycle Q5-TM 60°C-Enhancer 0- 2min 30 d’élongation

Invitrogen

1500

Rate DiTO DiT24  DiT48 SP CTX Eau

08/09 : extraction sur gel et purification

14/09 : digestion, dosage

15/09 ligation dans FB

Pause, vecteur refait

14/10 miniprep Dclrel DiTO ok , le reste 0

16/10 ligation

20/10 piquage colonies

Miniprep le 21/10 : rien ne marche méme avec nouveau vecteur

En parallele le 19/10 : redigestion des PCR (au cas ou pb de digestion des inserts aussi),
et ligation

21/10 transformation insert redigerés + vecteur refait et redigéré

Miniprep le 23/10 : FlagBirA Dclrelb rate, DiT24h, DiT48h , SP et CTX OK : a séquencer
28/10 : envoi au séquengage

Beaucoup de formes tronquées bizarres
24/11 : purification de PCR digérées sur gel : il y a effectivement des bandes : a
différentes taille : nouvelle extraction et purification



o FlagBirA Dclrelb rate clone B : NOUVEAUX CLONES

» B3Fwd rate 916NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG
GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC
TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT
GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC
CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC
ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG
CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT
AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT
ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAGGAAGAAGCT
GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCAC
CATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACaGCATCCCTTNNTCTGACCAT
TCATCCTACTCTGAGCTTCNAGCATTNGTNCANCTCTNNNNCTTGNCAGGNGGTGCCNATAGTCCGTNANANN
NNNNGNNANTTTTTT

> BGHRev rate 307NT

GGNANNNANTNCANCNGNNNNNANNGACANNNNGNNNNCNNTGNNCNCNNNNNNNGNNNNNNNNNN
NNCNNNNNNCNNCNNNCAANNCNNNCNNNNNNNNNNNNNNNNNNNNNNCNNGACCCACCCCNCCNNN
NNNNTNTNCNNCNCNAGCNGGNNNANNNGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATT
CATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGC

CTTGTGGAGAGTTTTTTTCAGGATAG

» Synthése séquencage rate -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES
HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL



PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH
MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-
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> Différence au niveau NT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130

| 1
ATGAACGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGLGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
ATGARCGGGGTCGTARTCCCCCARRCACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
ATGARCGGGGTCGTAARTCCCCCARRCACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGLGECTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I I
GGEGCACGGCCCCTCTACTGLTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGLTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGARATTGGACA
GGGCACGGCCCCTCTACTGLTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACTTCTAGATGARATTGGACA
GGGCACGGCCCCTCTACTGLTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGARATTGGACA

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| |
AGARACCATGACTGTARCCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
AGARRCCATGACTGTAACCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
AGARRCCATGACTGTAACCCTCATAGATGCCAATCACTGTCCTGRTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

91 400 410 420 430 440 450 460 470 480 490 500 510 520
I I
CCTGCTCTGACACTAGGGARRCAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGC TACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC
CCTGCTCTGACACTAGGGARRCAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTRTTCTTCCTTCCCGACAGGAAGC TACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACAACACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGCTACTCAACAGATTATCCAGCTARTCCGACAGTTCCCCE

521 530 540 550 960 970 580 590 600 610 620 630 640 650
I I
ARCACAACATARAGATTGGCCTCTATAGTCTAGGARARGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGEAGTTGGTACAGCTGLTGGRGLCTGGL
ARCACAACATARAGATTGGCCTCTATAGTCTAGGARARGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGEAGTTGGTACAGC TGLTGGRGLCTGGL
ARCACAACATARAGATTGGCCTCTATAGTCTAGGARARGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGEAGTTGGTACAGC TGLTGGRGCCTGGL

651 660 670 630 690 00 710 720 730 740 750 760 770 780

| |
AGACGTGTTCACAGTGGAGGARGARGC TGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
AGACGTGTTCACAGTGGAGGARGARGC TGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
AGACGTGTTCACAGTGGAGGARGARGC TGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA

781 790 800 a10 820 430 840 850 260 870 a80 290 900 910
I I
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGLCTTGTG
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

GAGAGTTTTTTTCAGGATAG
GAGAGTTTTTTTCAGGATAG
GAGAGTTTTTTTCAGGATAG

> Blast contre banque de rat

v v v v v v v
Rattus norvegicus DNA cross-ink repair 18, PSO2 homolog (S. cerevisiae), mRMA (cDNA clone MGC 114481 IMAGE: .. Morway rat 1712 1712 100% 0.0 99.89% 4013 BC098939.1
Rattus norvegicus DMA cross-link repair 1B (Dclre1b),_transcript variant 2._mRNA Morwayrat 1711 1711 100% 0.0 99.89% 3963 NM_001025687.2
Rattus norvegicus DMA cross-link repair 1B (Dclre1b), transcript variant 1. mRNA Morwayrat 1711 1711 100% 0.0 9989% 4086 NM_ 001389222 1
PREDICTED: Rattus norvegicus DNA cross-link repair 1B (Delre1b), transcript variant X3, mRMNA Morway rat 719 1377 80% 0.0 99.75% 3892 XM _006233080.3

1
1

> Différence au niveau PROT :

10 20 30 q0 50 6O Jo 80 90 100 110 120

130
I

seq HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCOHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOHIRALETGESHYLPLDETGAE THTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE
ref HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCOHTYGLSSTHARPLYCSPITAHLLHRRLAYSKOHIRALEIGESHYLLLDETGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE
Consensus  HHGYYIPATPIAYDFHSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLAYSKOHIRALEIGESHYL1LDETGOETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRY TPSHLKE

131
1

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

260
1

seq PALTLGKOIHTLYLDHTHCHPALYLPSROEATOAITOLTROFPOHNIKIGLYSLGKESLLEQLALEFOTHYYLSPORLELYOLLGLADYFTYEEEAGRTHAYDHHEICHSAHLOHNOTHP TIRTFPTSRK
ref PALTLGKOIHTLYLDHTHCHPALYLPSROEATOOITOLTROFPOHNIKIGLYSLGKESLLEQLALEFOTHYYLSPORLELYOLLGLADYFTYEEEAGRTHAYDHHEICHSAHLOHNOTHPTIRTFPTSRK
Consensus PALTLGKATHTLYLDNTHCHPALYLPSROEATOAITIOLIRAOFPOHNIKIGLYSLGKESLLEQLALEFATHYYLSPAORLELYOLLGLADYFTYEEEAGRTHAYDHNEICHSANLAHNOTHPTIRIFPTSRK

261
I

270 280 290 300 309
|

seq IRSPHPSIYSIPYSDHSSYSELRAFVARLRPCOYYPIVREOPCGEFFSG
ref IRSPHPSIYSIPYSDHSSYSELRAFVARLRPCOYYPIVREOPCGEFFSG
Consensus IRSPHPSIYSIPYSDHSSYSELRAFYAALRPCOVYPIVREUPCGEFFSG



Mutation en 81 P<L

TS Name Score Score Cover walue  Ident | Len ArtessIun
b v v v v v v
5 exonuclease Apollo [Rattus norvegicus] Norway rat 638 638 99% 0.0  100.00% 541 NP_001020858.2
DMA cross-link repair 1B, PSO2 homolog (S. cerevisiae) [Rattus norvegicus] Norway rat 637 637 100% 0.0 99.68% 309 AAH98939.1

Rechame: Full=5" exonuclease Apollo; AltName: Full=DNA cross-link repair 1B protein; AltName: Full=SNM1 homolo... MNorway rat 634 634  99% 0.0 99.67% 541 Q4KLYE.2

PREDICTED: & exonuclease Apollo isoform X2 [Rattus novegicus] Norway rat 407 407 99% 1e-140 70.03% 480 XP_ 0062331421

DMA cross-link repair 1B, PSO2 homolog (S. cerevisiae), isoform CRA b [Rattus norvegicus] Norway rat 378 378 58%  4e-133 100.00% 221 EDL85473.1




o FlagBirA Dclrelb DiTO clone A : NOUVEAUX CLONES

» B3Fwd 1000NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG
GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC
TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT
GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC
CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC
ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG
CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT
AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT
ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAGGAAGAAGCT
GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCGGCCATGCTTCAZTGGAACCAGACCCACCCCACC
ATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCNTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTC
ATCCTACTCTGAGCTTCNAGCATTTGTTGCANCTCTNAGGNNNNGNCNGNGNNGCCNNNNNTNCGNNNNAG
CNTNNNGNNANTTTTTTNNNNTANTGNNNNNNNTNNCTNNANTCNNNNNGGNCCNNTNAANCCCNNTGA
TCANCNCNNCTGNNCNNCNANNNCNNCCAT

» BGHRev 168NT

TTNCNCNNNNGNNGGNNNANNNGNANCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTA
CTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGG
AGAGTTTTTTTCAGGATAG

» Synthése séquencage -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300

CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GcCATGCTTCAgTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA 900
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG-————————————————————————————— 930

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES
HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-



sQgQQ

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds

> Différence au niveau NT:

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

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGAARTTGGACA
GGGECACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACTTCTAGATGAARTTGGACA
GEGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGAARTTGGACA

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
AGARRCCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
AGARRCCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
AGAARCCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

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

I I
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTAATCCGACAGTTCCCCE
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTAATCCGACAGTTCCCCE
CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTAATCCGACAGTTCCCCE

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

1 1
ARCACAACATAARGATTGGCCTCTATAGTCTAGGARARGARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGCTGCTGGGCCTGGL
ARCACAACATAARGATTGGCCTCTATAGTCTAGGARARGARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGCTGCTGGGCCTGGL
ARCACARCATAARAGAT TGGCCTCTATAGTCTAGGARRRGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGECCTGGE

651 660 670 680 690 00 Ho 720 730 40 750 760 il 780
1 1
AGACGTGTTCACAGT GGAGGARGAAGCTGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAR
AGACGTGTTCACAGT GGAGGARGAAGCTGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAR
AGACGTGTTCACAGTGGAGGARGAAGC TGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAR

781 790 800 810 820 830 840 850 860 870 880 890 00 910
1 1
ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
ATACGRAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

Consensus ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

seq GAGAGTTTTTTTCAGGATAG
cds GAGAGTTTTTTTCAGGATAG

Consensus GAGAGTTTTTTTCAGGATAG

» Blast contre banque de rat

UUDL:P“U” MName Score Score Cover wvalue  Ident  Len Accession
v v g v v b b
Rattus norvegicus DNA cross-link repair 1B, PS0O2 homolog (S. ceravisiae), mRMNA (cDNA clone MGC: 114481 IMAGE: ... Morway rat 1712 1712 100% 0.0 99.89% 4013 BC098939.1
Rattus norvegicus DMA cross-link repair 1B (Dclre1b). transcript vanant 2, mRMNA MNorway rat 1711 1711 100% 0.0 9989% 3963 NM_001025687.2
Rattus norvegicus DNA cross-link repair 18 (Dclre1b), transcript variant 1, mRNA MNomway rat 1711 1711 100% 0.0 99.89% 4086 NM_001389222 1
PREDICTED: Rattus norvegicus DNA cross-link repair 1B (Dclre1b),_transcript variant X3, mRMNA Morway rat 719 1377 80% 0.0 99.75% 3892 XM _006233080.3
» Différence au niveau PROT :
1 10 20 30 40 50 B0 Fo 80 90 100 110 120 130
1 1
seq  HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKEQHIRALEIGESHYLPLOETGOE THTYTLIDANHCPGSYHFLFEGYFGTILY TGOFRYTPSHLKE
ref HNGYVIPOTPIAYDFHSLRRAGTARLFFLSHAHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOMIRALETGESHYLLLDETGOE THTY TLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE
Consensus  HHNGYYIPOTPIAYDFHSLRRAGTARLFFLSHAHCDOHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOHIRALEIGESHYL 1LDETGOE THTY TLIDANHCPGSYHFLFEGYFGTILY TGOFRYTPSHLKE
131 140 150 160 170 180 190 200 210 220 230 240 250 260
| |
seq PALTLGKATHTLYLONTHCHPALYLPSEOEATQOITOLTROFPOHNIKIGLYSLGKESLLEQLALEFOTHYYLSPORLEL YQLLGLADYF TYEEEAGRTHAYDHAEICHSAHLOHNATHPTIATFPTSRE
ref PALTLGKOTHTLYLDHTHCHPALYLPSROEATOOITOLIRQFPOHNIKIGLYSLGKESLLEQLALEFQTHYYLSPORLELVALLGLADYF TYEEEAGRTHAYDHAETICHSAHLOHRATHPTIATFPTSRK
Consensus  PALTLGKAIHTLYLONTHCHPALYLPSROEATOOIIOLTROFPOHNIKIGLYSLGKESLLEOLALEFOTHYYLSPURLELYOLLGLADYF TYEEEAGRIHAYDHNEICHSAHLUHNOTHPTIATIFPTSRE
261 270 280 290 300 309
1 |
seq IRSPHPSIYSIPYSOHSSYSELRAFYAALRPCOVYPIVREOPCGEFFSG
ref IRSPHPSIYSIPYSOHSSYSELRAFYAALRPCOYYPIVREOPCGEFFSG
Consensus  IRSPHPSIYSIPYSOHSSYSELRAFYAALRPCOVYPIVREOPCGEFFSG



s/sQQ

DNA cross-link repair 1B

Description
v

5" exonuclease Apollo [Rattus novegicus]

RecMame: Full=5" exonuclease Apollo; AltName: Full=DMNA cross-link repair 1B protein; Altfame: Full=SMM1 homala. .

PREDICTED: 5" exonuclease Apollo isoform X2 [Rattus norvegicus]

Common
MName
v
MNomway rat
MNomway rat

MNomway rat

MNorway rat

Max | lotal | Wuery
Score Score Cover
b4 g v
638 638 99%
637 637 100%
634 634 99%
407 407 99%

E

value
v

0.0

0.0

0.0
1e-140

Her.

Ident
b

100.00%
99.68%
99.67%

70.03%

309
541
480

Accession

NP_001020855.2
AAHI8939 1
Q4KLYE.2

XP_006233142.1



o FlagBirA Dclrelb DiT24h clone A : NOUVEAUX CLONES

» B3Fwd 919NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTC
TTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTG
CCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTC
TAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGA
AGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGG
GAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAA
CAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTG
GAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGC
AGACGTGTTCACAGTGEAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGEAAATCTGCCATTCGGCCATGCTTCA
GTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACAGCAT
CCCTTACTCTGACCATTCATCCTACTCTGAgCTTCNAGCANTNNTNNANCTNTGAGGNNNTGCCNGGNGNGNCNATNNTC
CNNNAACANCNTNNNGNNAGTTTTTTN

» BGHRev 217NT

CCNNNCNNCCNNCNNTNNNTCNNNCNAGNCCCACCCCACCANNCNNATTTTCNNCACAAGCCGGAAAANN
NGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGC
AGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

> Synthése séquencage -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGgAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGgAAATCTGCCATTCG 720
GcCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES
HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL
PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH
MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-

> Différence au niveau NT:



1 10 20 a0 40 50 1] 20 80 0 100 110 120 130

I 1

seq ATGAACGGGGTCGTAARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTRGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGECCTGTCTAGCACTT

cds ATGAACGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
Conszensus  ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGRTACCGLGCGGLTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

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

I I
seq GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGAT TGGTGAGAGCCATGTATTACCTCTAGATGARRTTGGACA
cds GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGAT TGGTGAGAGCCATGTATTACTTCTAGATGAARTTGGACA

Consensus GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGAT TGGTGAGAGCCATGTATTACCTCTAGATGARATTGGACA

261 270 280 290 300 310 320 330 340 350 360 3720 380 390

1 1

seq AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGARGGAG

cds AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGARGGAG
Consensus AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGC TGARGGAG

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

1 1

seq CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCC

cds CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGCTACTCARCAGAT TATCCAGCTARTCCGACAGTTCCCCE
Consensus CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGCTACTCAARCAGAT TATCCAGCTARTCCGACAGTTCCCCE

521 530 540 550 560 520 580 590 600 610 620 630 640 650

I I

seq AACACARCATARARGATTGGCCTCTATAGTCTAGGARAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGCTGCTGGGCCTGGE

cds AACACARCATARARGATTGGCCTCTATAGTCTAGGARAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGCTGCTGGGCCTGGE
Consensus  AACACARCATARAGATTGGCCTCTATAGTCTAGGARAAGAATCACTGCTGGAGCAGC TAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGC TGCTGGGLCTGGE

651 660 670 680 690 700 Ho 720 730 740 750 760 770 780

I I

seq AGACGTGTTCACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAARTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGAAR

cds AGACGTGTTCACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGARRTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGAAR
Consensus  AGACGTGTTCACAGTGGAGGAAGARGCTGGGCGAATCCACGCTGTGGACCACATGGAARTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAR

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

1 1
seq ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG
cds ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG

Consensus ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG

seq GAGAGTTTTTTTCAGGATAG
cds GAGAGTTTTTTTCAGGATAG
Consensus GAGAGTTTTTTTCAGGATAG

> Blast contre banque de rat

I Rattus norvegicus DNA cross-ink repair 1B, PS0O2 homalog (S. cerevisiae), mBNA (cDNA clone MGC: 114481 IMAGE: .. Norway rat 1712 1712 100% 0.0 99.89% 4013 BC098939 1

I Rattus norvegicus DA crossink repair 1B (Dclre1b),_transcript variant 2, mRNA MNorway rat 1711 1711 100% 0.0 9989% 3963 NM 001025687.2
1 Raitus norvegicus DNA cross-link repair 18 (Dclre1b). transcript variant 1. mRNA Morway rat 1711 1711 100% 0.0 99.89% 4086 NM 001359222 1
| PREDICTED: Rattus norvegicus DNA cross-link repair 1B (Dclre1b),_transcript variant X3, mRNA Morwayrat 719 1377 80% 0.0 99.75% 3892 XM_006233080.3

> Différence au niveau PROT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130

1 1

seq  HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCOHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOHIRALETGESHYLPLOEIGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE

ref  HHGYYIPATPIAYDFHSLRRAGTARLFFLSHAHCOHTYGLSSTHARPLYCSPITAHLLHRRLAYSKAHIRALETGESHYLLLOEIGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE
Consensus  HHGYYIPATPIAYOFHSLRRAGTARLFFLSHAHCOHTYGLSSTHARPLYCSPITAHLLHRRLAYSKAHIRALETGESHYL1LDEIGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE

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

1 1

seq PALTLGKATHTLYLONTHCHPALYLPSROEATAQITOLTROFPAHNIKIGLYSLGKESLLEQLALEFATHYYLSPARLELYALLGLADYFTYEEEAGRTHAYDHHETCHSANLOHNATHPTIATFPTSRE

ref PALTLGKOIHTLYLOHTHCHPALYLPSROERTOOITOLIROFPOHNIKIGLYSLGKESLLEQLALEFUTHYYLSPORLELYOLLGLADYFTYEEEAGRIHAYDHHEICHSANLOMNOTHPTIAIFPTSRE
Consensus  PALTLGKATHTLYLOWTHCHPALYLPSROEATOOITOLIROFPOHHIKIGLYSLGKESLLEQLALEFOTHYYLSPORLELYOLLGLADYFTYEEEAGRTHAYDHHETCHSAHLOWNOTHPTIATFPTSRE

261 270 280 290 300 309

1 |

seq IRSPHPSIYSIPYSDHSSYSELRAFYAALRPCOQVYPIVREOPCGEFFSG

ref IRSPHPSIYSIPYSDHSSYSELRAFYAALRPCOVYPIVREOPCGEFFSG
Consensus IRSPHPSIYSIPYSDHSSYSELRAFYAALRPCOVYPIYREOPCGEFFSG




I’’’ 0Q

DNA cross-link repair 18

DNA cross-link repair 18

5 exonuclease Apollo [Rattus novegicus]

DNA cross-link repair 18, PS02 homolog (S. cerevisiae) [Rattus norvegicus]

RecMame: Full=5" exonuclease Apollo;, AltName: Full=DNA cross-link repair 1B protein; Althame: Full=SNM1 homolo. ..

PREDICTED: 5" exonuclease Apollo isoform X2 [Rattus norvegicus]

PS02 homolog (S. cerevisiae), isoform CRA_b [Rattus norvegicus]

PS02 homolog (S. cerevisiae), isoform CRA ¢ [Rattus nonvegicus)

DNA cross-link repair 1A protein [Rattus norvegicus]

PREDICTED: DNA cross-link repair 1A protein isoform X2 [Rattus norvegicus]

b

MNomway rat
MNorway rat
Norway rat
Norway rat
Norway rat
MNorway rat
Norway rat

Morway rat

638
637
634
407
378
372
167
144

638
637
634
407
378
372
167
144

99%
100%
99%
99%
58%
58%
94%
70%

-
0.0
0.0
0.0

1e-140

4e-133

4e-128
Te-46
8e-38

-
100.00%
99.68%
99.67%
70.03%
100.00%
100.00%
33.64%
37.67%

241
309
241
480
221
415
1026
927

NP_001020858.2
AAHIBIFI 1
Q4KLY6.2
XP_006233142 1
EDL85473.1
EDL85474 1
NP_001099671.1

¥P_008758745.1



o FlagBirA Dclrelb DiT48h clone A : NOUVEAUX CLONES

» B3Fwd 973NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG
GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC
TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT
GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC
CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC
ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG
CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT
AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT
ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCcCTGGCAGACGTGTTCACAGTGEAGGAAGAAGCTG
GGCGAATCCaCGCTGTGGACCACATGGAAATCTGCCATTCGGCcCATGCTTCAGTGGAACCAGACCCACCCCACCA
TTGCTATTTTCCCCACAAGCcgGNAAATACNAAGCCCTCACCCCAGCATCTACNNNATCCCNTACTCTGANNATTC
ATCCTACTNTGAGCTTCNAGCATTTGTTGCAGNTCNNAGGCCTTGCNAGGNGNNGCCCNTAGNCCNNNANNN
CNTNNGNNANTTTTTNNNNGNNNNNGNNNNNNNNNACTCGAGTCTANANGGNCNNNTNAANCNNNTGAT
CA

» BGHRev 217NT

CNNNNNNNCNNNCNCNNNNNNCNNNNNNNNNCACCCCACCNNNNNtATTTNCCCCACAAGCCGGAAANTA
CGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGC
AGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

» Syntheése séquencage -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCcCTGGCAGACGTGTTC 660
ACAGTGgAGGAAGAAGCTGGGCGAATCCaCGCTGTGGACCACATGGAAATCTGCCATTCG 720
GcCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCgGAAA 780

ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGESHVLPLDEI
GQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVLPSRQEATQQIIQLIRQ
FPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDHMEICHSAMLQWNQTHPTIAIFP

TSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-

>



> Différence au niveau NT:

1 1
seq ATGAACGGGGTCGTAATCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGLGCGGLTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
cds ATGAACGGGGTCGTAATCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGLGCGGLCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

Consensus ATGAACGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGRCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

131 140 150 160 1720 180 190 200 210 220 230 240 250 260

| 1

seq GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGARATTGGACA

cds GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTRCAGGTGTCTAAGCAGTGGATCCGAGCTCTRGAGATTGRTGAGAGCCATGTATTACTTCTAGATGAAATTGGACA
Consensus GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTAC: TCTAGATGRARATTGGACA

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

| 1

seq AGAARCCATGACTGTARCCCTCATAGATGCCAARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

cds AGAAACCATGACTGTARCCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAARCAATTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
Consensus AGARACCATGACTGTAARCCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

391 400 q10 420 430 ddo 450 460 q70 480 490 500 510 520

| 1

seq CCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGL TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC

cds CCTGCTCTGACACTAGGGAARCAGATTCATACTTTATATCTAGACAACACCAATTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGC TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC
Consensus CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACAACACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGE TACTCARCAGATTATCCAGC TARTCCGACAGTTCCCCC

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

| 1
seq AACACARCATARAGATTGGCCTCTATAGTCTAGGAARRAGAATCAC TGCTGGAGCAGCTAGCCCTTGAGT TTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGTTGGTACAGE TGCTGGGCCTGGE
cds AACACARCATARAGATTGGCCTCTATAGTC TAGGAAAAGAATCAC TGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCC TGGAGTTGGTACAGE TGCTGGGCCTGGE

Consensus ARCACARCATAARGATTGGCCTCTATAGTC TAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGC TGCTGGGCCTGGE

651 B60 670 680 690 700 710 720 730 740 790 760 770 780

| 1

seq AGACGTGTTCACAGTGGAGGAAGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA

cds AGACGTGTTCACAGTGGAGGAAGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
Consensus AGACGTGTTCACAGTGGAGGARGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGAAR

781 790 800 810 820 830 840 850 860 870 880 830 300 910

| 1

seq ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

cds ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
Consensus ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

seq GAGAGTTTTTTTCAGGATAG
cds GAGAGTTTTTTTCAGGATAG
Consensus GAGAGTTTTTTTCAGGATAG

» Blast contre banque de rat

D pt ORI widx uLdl LAuery = e HLC.
escription i
v MName Score Score Cover wvalue Ident  Len Accession

b w w - b b -

I Rattus nowegicus DNA cross-link repair 1B, PSO2 homolog (S. cerevisiae), mRMNA (cDMNA clone MGC:114481 IMAGE: ... Norway rat = 1712 1712 100% 0.0 99.89% 4013 BC0D98939.1

a Rattus norvegicus DNA cross-link repair 18 (Dclre1b). transcript variant 2, mRNA MNorway rat 1711 1711 100% 0.0 99.89% 3963 MNM_001025687.2
4 Rattus nowvegicus DNA cross-link repair 1B (Delre1b), transeript variant 1, mENA Morway rat 1711 1711 100% 0.0 99.89% 4086 MNM_ 001389222 1
’ PEEDICTED: Rattus nornvegicus DNA cross-link repair 1B (Delre1b),_transcript variant X3._mRNA Norway rat 79 1377 80% 0.0 99.75% 3892 XM_006233080.3

> Différence au niveau PROT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130

1 1

ref  HHGYYIPOTPIAYOFMSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOHIRALETGESHYLLLOETGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGOFRY TPSHLKE

seq  HHGYVIPQTPIAYOFMSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKOHIRALETGESHYL PLOETGAETHTYTLIDANHCPGSYHFLFEGYFGTILYTGOFRY TPSHLKE
Consensus  HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKONIRALETGESHYL 1L DETGOETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRY TPSHLKE

Descriotion Common  Max  Total Query E Per.  Acc. )
vpt Mame  Score Score Cover walue Ident  Len Accession
v v v v v v v
5 exonuclease Apollo [Rattus norvegicus] Norway rat 638 638 99% 0.0 100.00% 541 NP _001020858.2
DMA cross-link repair 1B, PSO2 homolog (S. cerevisiae) [Rattus norvegicus] Norway rat 637 637 100% 0.0 99.68% 309 AAH989391

Rechame: Full=5" exonuclease Apollo; AltName: Full=DNA cross-link repair 1B protein; AltName: Full=SNM1 homalo... Morway rat 634 634  99% 0.0 99.67% 541 Q4KLY6.2

PREDICTED: & exonuclease Apollo isoform X2 [Rattus norvegicus] Norway rat 407 407 99% 1e-140 70.03% 480 XP_006233142.1

IsgQQ






o FlagBirA Dclrelb SP clone A : NOUVEAUX CLONES

» B3Fwd 918NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG
GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC
TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT
GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC
CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC
ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG
CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT
AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT
ATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAEGAAGAAGCT
GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACC
ATTGCTATTTTCCCCACAAGCCGGAAAATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTC
ATCCTACTCTGAGCTTCNAGCATTTGNTGCANCTCTGANGNNTTGNCAGNNGNTGNCCATANNCCGTGANNAN
NNNNNGNNANTTTTT

» BGHRev 182NT

NNNGNCGGANNNNNNGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAG
CTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTGGAGAGTT
TTTTTCAGGATAGTGCGGCCGECtaACTCGANTC

» Synthése séquencage -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAgGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780
ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT 840
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA 900
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG 930

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES
HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-



(<N <M<

> Différence au niveau NT:

1 10 20 30 40 50 60 70 80 90 100 110 120 130

| |

seq ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTRCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

cds ATGARCGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
Consensus  ATGARCGGGGTCGTAATCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGL TRGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

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

| |

seq GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGAAATTGGACA

cds GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACTTCTAGATGARATTGGACA
Consensus GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTACCTCTAGATGARATTGGACA

261 270 280 290 300 3o 320 330 340 350 360 370 380 390

| |

seq AGARRCCATGACTGTARCCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

cds  AGAARCCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG
Consensus AGARACCATGACTGTARCCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGAAGGAG

391 400 410 420 430 440 450 460 q70 480 490 500 510 520

| |

seq CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC

cds CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC
Consensus CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC

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

| |

seq AACACARCATARAGATTGGCCTCTATAGTCTAGGARAAGARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGT TGGTACAGCTGCTGGGCCTGGL

cds AACACARCATAAAGATTGGCCTCTATAGTCTAGGARAAGARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGT TGGTACAGCTGCTGGGCCTGGE
Consensus AACACARCATAAAGATTGGCCTCTATAGTCTAGGAARRAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCARCGCCTGGAGT TGGTACAGCTGCTGGGCCTGGE

651 660 670 680 690 700 710 720 730 740 750 760 770 780

| |

seq AGACGTGTTCACAGTGGAGGARGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAARTCTGCCATTCGGCCATGCTTCAGTGGAARCCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA

cds AGACGTGTTCACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAARTCTGCCATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACARGCCGGARA
Consensus  AGACGTGTTCACAGTGGAGGARGAAGCTGGGCGAATCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGAARCCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGARA

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

| |

seq ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG

cds ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG
Consensus ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAACAGCCTTGTG

seq GAGAGTTTTTTTCAGGATAG
cds  GAGAGTTTTTTTCAGGATAG
Consensus GAGAGTTTTTTTCAGGATAG

> Blast contre banque de rat

v Mame score | Score | Uover | value | ldent | Len | oweTee
v v v v v v v
Rattus norvegicus DMA cross-link repair 1B, PSO2 homolog (S. cerevisiae), mRMNA (cDNA clone MGC: 114481 IMAGE: ... Norway rat 1712 1712 100% 0.0 99.89% 4013 BC098939.1
Rattus norvegicus DNA cross-link repair 1B (Delre1b), transcript variant 2. mRNA Morway rat 1711 1711 100% 0.0 99.89% 3963 NM_001025687.2
Rattus norvegicus DNA cross-link repair 1B (Delre1b), transcript variant 1. mRNA Morway rat 1711 1711 100% 0.0 99.89% 4086 NM_001389222 1
PREDICTED: Rattus norvegicus DNA cross-link repair 1B (Dclre1b),_transcript variant X3, mRMNA Morway rat 719 1377 80% 0.0 99.75% 3892 XM_006233080.3
» Différence au niveau PROT :
o — T = o = Tame oChfe | Dcore "GOver | vamlé | 1gent T Len T
- w v b v v v
5 exonuclease Apollo [Rattus norvegicus] Morway rat 638 638 99% 0.0 100.00% 541 NP 001020858.2
DMA cross-link repair 1B, PSO2 homolog (S. cerevisiae) [Rattus norvegicus] MNorway rat 637 637 100% 0.0 99.68% 309 AAH989391
RecMame: Full=5" exonuclease Apollo; AltMame: Full=DMNA cross-link repair 1B protein; AltName: Full=SMM1 homolo... Morway rat 634 634 99% 0.0 99.67% 541 Q4KLYE.2
PREDICTED: & exonuclease Apollo isoform X2 [Rattus norvegicus] Morwayrat 407 407 99%  1e-140 70.03% 480 XP_006233142.1

Lonsensus  PHLILGKULHILYLUNIHUNFHLYLFSEUEH TUULLUL LEUFFUHN LK LGLYSLGKESLLEULHLEF Y THYYLSPURLEL YULLGLHUYE | YEEEHLKE LHHYUHAE LUHSHALUHKHU THE T LHLEF 1 S5EE

261 270 280 290 300 309

| |

ref IRSPHPSIYSIPYSDHSSYSELRAFVARLRPCOYVPIVREAPCGEFFSG

seq IRSPHPSIYSIPYSDHSSYSELRAFVARLRPCOYVPIVRENPCGEFFSG
Consensus IRSPHPSIYSIPYSDHSSYSELRAFYARLRPCOVYPIVREOPCGEFFSG







o FlagBirA Dclrelb CTX clone A : NOUVEAUX CLONES

» B3Fwd 966NT

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCG
GCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTTGGGCACGGCCCCTCTACTGC
TCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGT
GAGAGCCATGTATTACCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGTC
CTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGATTTTCGATATACACCGTCC
ATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCATACTTTATATCTAGACAACACCAATTGCAACCCAG
CCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACAT
AAAGATTGGCCTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGT
ATTGAGTCCTCAACGCCTGEAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTCACAGTGGAGGAAGAAGCT
GGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCcATTCGGCCATGCTTCAGTGGAACCAGACCCACCCCACC
ATTGCTATTTTCCCCACAAGCCGGAAAATACNAAGCCCTCACCCCAGCATCTACNGCATCCCNNACTCTGANCATT
CATCCTACTCTGANCTTCNAGCATTTGNNGCANCTNTGAGGCCTTGCCNGNNNTGNCNNNANNCCNNNNNN
NNCNTNNNGGNNANTTTTTTCAGGANNGTGNGNNNCNANTNNNNTCTNNANGGNCNNNTNAANNCC

» BGHRev 317NT

CGNCCTNNNNNNNNNNNNNNNNNNCNNCTNNNNNGCCNNNNNNNNNNNNNNNCNNNNNNNNNNNN
NCNNNNNNNNNNNTNGNNNNNNNNNCNNNANATNNNNNNNNNNNCNNNCNNNNANNCCNCCANANC
CACCCCNCCANNNNTNTTTTCCNCNCAAGCCGGAAAATANGAAGCCCTCACCCCAGCATCTACAGCATCCCTTA
CTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTC
CGTGAACAGCCTTGTGGAGAGTTTTTTTCAGGATAG

» Synthése séquencage -

ATGAACGGGGTCGTAATCCCCCAAACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGT 60
GCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTG 120
TCTAGCACTTGGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGT 180
CGCCTGCAGGTGTCTAAGCAGTGGATCCGAGCTCTGGAGATTGGTGAGAGCCATGTATTA 240
CCTCTAGATGAAATTGGACAAGAAACCATGACTGTAACCCTCATAGATGCCAATCACTGT 300
CCTGGTTCTGTCATGTTTCTCTTTGAAGGATACTTTGGAACAATTCTCTACACAGGTGAT 360
TTTCGATATACACCGTCCATGCTGAAGGAGCCTGCTCTGACACTAGGGAAACAGATTCAT 420
ACTTTATATCTAGACAACACCAATTGCAACCCAGCCCTTGTTCTTCCTTCCCGACAGGAA 480
GCTACTCAACAGATTATCCAGCTAATCCGACAGTTCCCCCAACACAACATAAAGATTGGC 540
CTCTATAGTCTAGGAAAAGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGG 600
GTGGTATTGAGTCCTCAACGCCTGgAGTTGGTACAGCTGCTGGGCCTGGCAGACGTGTTC 660
ACAGTGGAGGAAGAAGCTGGGCGAATCCACGCTGTGGACCACATGGAAATCTGCCATTCG 720
GCCATGCTTCAGTGGAACCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAA 780

ATACGAAGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCT
GAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGAA
CAGCCTTGTGGAGAGTTTTTTTCAGGATAG

MNGVVIPQTPIAVDFWSLRRAGTARLFFLSHMHCDHTVGLSSTWARPLYCSPITAHLLHRRLQVSKQWIRALEIGES
HVLPLDEIGQETMTVTLIDANHCPGSVMFLFEGYFGTILYTGDFRYTPSMLKEPALTLGKQIHTLYLDNTNCNPALVL

PSRQEATQQIIQLIRQFPQHNIKIGLYSLGKESLLEQLALEFQTWVVLSPQRLELVQLLGLADVFTVEEEAGRIHAVDH

MEICHSAMLQWNQTHPTIAIFPTSRKIRSPHPSIYSIPYSDHSSYSELRAFVAALRPCQVVPIVREQPCGEFFSG-



aQaQQ

> Différence au niveau NT:

1 10 20 30 40 50 1] 70 80 90 100 110 120 130

| |

seq ATGAACGGGGTCGTAATCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

cds ATGARCGGGGTCGTAATCCCCCARACACCCATCGLTGTGGATTTTTGGAGCCTGLGCCGTGCTGGTACCGCGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT
Consensus ATGAACGGGGTCGTARTCCCCCARACACCCATCGCTGTGGATTTTTGGAGCCTGCGCCGTGCTGGTACCGLGCGGCTCTTCTTCTTATCCCACATGCACTGTGACCACACGGTGGGCCTGTCTAGCACTT

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

| |

seq GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGAT TGGTGAGAGCCATGTATTACCTCTAGATGAAATTGGACA

cds GGEGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGAT TRGTGAGAGCCATGTATTACTTCTAGATGAARTTGGACA
Consensus GGGCACGGCCCCTCTACTGCTCTCCCATCACTGCCCACCTCTTGCATCGTCGCCTGCAGGTGTCTARGCAGTGGATCCGAGCTCTGGAGATTGRTGAGAGCCATGTATTACCTCTAGATGAARTTGGACA

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

| |

seq AGARACCATGACTGTARCCCTCATAGATGCCAATCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGARGGAG

cds AGARACCATGACTGTAACCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGLTGARGGAG
Consensus AGARACCATGACTGTAACCCTCATAGATGCCARTCACTGTCCTGGTTCTGTCATGTTTCTCTTTGARGGATACTTTGGARCARTTCTCTACACAGGTGATTTTCGATATACACCGTCCATGCTGARGGAG

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

| |

seq CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCARTTGCAARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTAATCCGACAGTTCCCCC

cds CCTGCTCTGACACTAGGGARACAGATTCATACTTTATATCTAGACARCACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGAAGCTACTCARCAGATTATCCAGCTAATCCGACAGTTCCCCC
Consensus CCTGCTCTGACACTAGGGAARCAGATTCATACTTTATATCTAGACAARCACCARTTGCARCCCAGCCCTTGTTCTTCCTTCCCGACAGGARGC TACTCARCAGATTATCCAGCTARTCCGACAGTTCCCCC

521 530 540 550 560 570 580 530 600 610 620 630 B0 650

| |

seq HAACACARCATAARGATTGGCCTCTATAGTCTAGGARARGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGTTGGTACAGCTGCTGGGCCTGGE

cds AACACARCATAAAGATTGGCCTCTATAGTCTAGGARARGAATCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAACGCCTGGAGT TGGTACAGCTGCTGGGCCTGGE
Consensus  AACACARCATAARAGATTGGCCTCTATAGTCTAGGAARARGARTCACTGCTGGAGCAGCTAGCCCTTGAGTTTCAGACCTGGGTGGTATTGAGTCCTCAARCGCCTGGAGT TGGTACAGCTGCTGGGCCTGGE

651 B60 670 680 690 700 o 720 730 740 750 760 ¥ 780

| |

seq AGACGTGTTCACAGTGGAGGARGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGARR

cds AGACGTGTTCACAGTGGAGGAAGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGARA
Consensus AGACGTGTTCACAGTGGAGGAAGARGCTGGGCGARTCCACGCTGTGGACCACATGGARATCTGCCATTCGGCCATGCTTCAGTGGARCCAGACCCACCCCACCATTGCTATTTTCCCCACAAGCCGGAAR

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

| |

seq ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGLCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

cds ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG
Consensus ATACGARGCCCTCACCCCAGCATCTACAGCATCCCTTACTCTGACCATTCATCCTACTCTGAGCTTCGAGCATTTGTTGCAGCTCTGAGGCCTTGCCAGGTGGTGCCCATAGTCCGTGARCAGCCTTGTG

seq GAGAGTTTTTTTCAGGATAG
cds GAGAGTTTTTTTCAGGATAG
Consensus GAGAGTTTTTTTCAGGATAG

> Blast contre banque de rat

v v v v v v v
Rattus norvegicus DMNA cross-link repair 1B. PSO2 homolog (S. cerevisiae), mRNA (cDNA clone MGC:114481 IMAGE:... Norway rat 1712 1712 100% 0.0 99.89% 4013 BC098939.1
Rattus norvegicus DNA cross-link repair 1B (Delre1b), transcript variant 2. mRNA Norway rat 1711 1711 100% 0.0 99.89% 3963 NM_001025687.2
Rattus norvegicus DNA cross-link repair 1B (Delre1b), transcript variant 1, mRNA Norway rat 1711 1711 100% 0.0 99.89% 4086 NM 001389222 1
PREDICTED: Rattus norvegicus DMA cross-link repair 1B (Dclre1b), transcript variant X3._mRMNA Norway rat 719 1377 80% 0.0 99.75% 3892 XM_006233080.3
» Différence au niveau PROT :
1 10 20 30 A0 50 B0 70 80 90 100 110 120 130
1 I
ref HHGYYIPOTPIAYDFHSLRRAGTARLFFLSHAHCDHTYGLSSTHARPLYCSPITAHLLHRRLOVSKOHIRALEIGESHYLLLDETGAETHTYTLIDANHCP GSYHFLFEGYFGTILYTGDFRYTPSHLKE
seq HHGYYIPATPIAYDFHSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOVSKAHIRALEIGESHYLPLDEIGOETHTYTLIDANHCPGSYHFLFEGYFGTILYTGDFRYTPSHLKE
Consensus HNGYYIPOTPIAYDFHSLRRAGTARLFFLSHHHCDHTYGLSSTHARPLYCSPITAHLLHRRLOYSKONIRALEIGESHYL1LDEIGOETHTYTLIDANHCP GSYHFLFEGYFGTILYTGDFRYTPSHLKE
Description Common  Max = Total Query E Per.  Acc. ;
vpt MName  Score Score Cover wvalue Ident  Len Accession
- w w - - v b
5 exonuclease Apollo [Rattus norvegicus] Norway rat 638 638 99% 0.0 100.00% 541 MNP_001020858.2
DMNA cross-link repair 1B, PS02 homolog (S. ceravisiae) [Rattus norvegicus] MNorway rat 637 637 100% 0.0 99.68% 309 AAH989391

RecName: Full=5" exonuclease Apollo; Althame: Full=DNA cross-link repair 1B protein: AltName: Full=SNM1 homolo... Morway rat 634 634 99% 0.0 99.67% 541 Q4KLYE2

PREDICTED: & exonuclease Apollo isoform X2 [Rattus nowvegicus) Morway rat 407 407  99%  1e-140 70.03% 480 XP_0062331421
DNA cross-link repair 1B, PS02 homolog (S. cerevisiae), isoform CRA_b [Rattus nonvegicus] MNorway rat 378 378 58%  4e-133 100.00% 221 EDL854731




: voir s’il faut la faire

Dclrelb_202_Notl_Rev
ttaaGCGGCCGCa CTAGACATCATCCACTGTGTTC
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