16)Pol M

D’aprés les amorces d’Alice : pas séquence complete

NM_001011912

TCGGGCATTATTTGCATAGAACTGGGGCATCCGGAGGGAATCTAAAGCATCTTAGAGGGC
GGCTCGTTTGCATAGAGCAAACACCACTTCCTCTCTCCGCAGTCTTCCTCCCTCTCCTTC
CGCCTTCTTTCCTGACCC

TGCCTTCCTTCGTTCTGCGGCCTCCCGTIGCTTCCTGAGTCGG

TGTCCAG
ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTT
AGCCTCTTCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCC
GCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCG
CATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAA
GGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGC
TCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGA
GGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGAT
ACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGA
GGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCAC
CTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA
GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGA
ACATGGAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAA
GCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGG
GCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGC
AGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCT
GCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGAC
TGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCC
TGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGG
ACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCG
GCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTC
CCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGT
AGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTC
CCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAA
TAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGA
TGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA
GATGA
AAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGA
CCAGGAATGTTTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGAT
TTTTTATTTTTTACCTCATCGGTTGAGTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCC
ERINGULCCTCACAGTCAGGTGCTCTT]

AGCAGTTCATGTACATCACGAACCTGTGGCAGAGT
CTGAAGTCTTGGTTCTGGTCCAGCTGTGGTTGCAGTGTCTGCTGCAGAGTACCTGGTTCC
GTGTGCCAGAAAACAGACATATGTCCCTGCCCCGGGCTTGGGCTGATATGGGAAGTATAA
TTCTGGCAATGAGGTGTTGCAGAAGAAGCCTGCCTGAGTGCCGTGTTGCACTAGGAGGTG
GCCTAGGTCAGCAACATCCAGTGCTGGCAGCGCCACCCGCAGACCTGGGTACTTGTACCA
GACTTCATAAGCAGCACAGCTCAGGAATTGGCCCCACAGGTGTCTTCCCTCACACTCCCG
CTAGGCTGAGCCTGACTTGCCTTTACCCACAATCCCTTGTGCATCCAGAGCCCCAGCAAT
GCCTTCTGGGAGGGCTGGTTCCTAGAATAGACTGTAGCCCAGTCTGGCAGCAGAGTACTA
AAACTTAGCCACATCAGGGGGCAGCCACACAGTGTTCTTCCTGTCCTGAGATTGTGAGGT
GCGGGTTCCCTGGTCCTGTTTCTTAAAGACGTGTCACTCTGCCGCTCCGGACAGCGCTGC
AGCAGTTCCAAACCTGCAGTCCTCACTCAGGTCCTGTGGCTCTGGTGTTTCTGTCGTCTC
TTCTAGTCTCAGCTGTACTCCTCCCTTCCCCCACTTTCTCAGTTCACTTCTGGTCCCTGT
TTGCAGGCTCTTTGTGACCAACTTCTTCACCTTCTCTGAGCCGGAAGCACTAAAGCGGGC
TGGTCACAGTGTCCTCATATCCCCTTGCCCTTGCCTTACTATACACCTAGTGCCCACTGT
CCCTGCCTCCTTCAGGACCTGACAGGTAAGGGCCTCCTAGACCCACCAGCAGATTAGCAA
GAATTTTAAAAATTAGCATTCAATAAAGTGGATTCTTTTGGAGTCTAGTTTTATGAGTTT
TCACACACACACATGCACACACAGAGAGAATGGCCACTTCTGCCACCTTAAGGACACAAC
AGCTCTGTCTCCCAGAACCTTGCCTTGTATCATGCTGTTATGGTGACAGGCCCCTTACCC
CAACTCACTCATTTGGCTTTGTCCTTACAAGCATGTCGTAGATGTGCAACTGAACTTTAC
ATAAACTGTTGCTGGCCTCTCTCTTGGCCAGTGCTTCTGAGGTTCCTGCATTTGTTGCGT
GGATCAAGCTTGTCTCCTGTTGCTACACTCGGTGAATGTTCCACTGTCTACTAGGCTCTG
GGAGGCTCACACCGGTGTGACTGTAACCAGAGCTGCTACAGGCGTGTGT

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSAKEAICWQK
DMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEG
KEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQE
GLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLOQGHDVDFLITHPEEGQ
EVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNS
QFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-



e Taille 1747 NT
e Expériences :

o PCR 08/07 : sur les 7 conditions cycle Q5-TM 56°C-Enhancer 5- 2min 30 d’élongation

Rate DiTO DiT24 DiT48 SP CTX Eau

Bande pour RATE, DiT0, DiT24h, DiT48h, SP et CTX



o pCR4Blunt PolM rate

> Fwd rate 795NT

TGAGNNAGAGCANCCCCANNGANTGNCCAGCAGCAGAAAGCNGGGNTGCAGTNNTNCCNNNNNNGAGCN
NCCCCAGTTAGCCGGGCAGAGGNCGAGNNTNTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCC
GGAGCCACTGTCACACTGACTGGCGGTTTCNGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCAC
CCACCNTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTNNNTCAGAGCCAGGTGAGGGCc
TCCAGTGCCCTGCCCAGGAGTGACCACTGAGTGGCCCTCCGCCCTCCCAGAACCGTGGCACACCAGGCCACACC
TGCCTCCCTTCTCCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCT
GCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAG
CTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGC
CAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAA
GAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGA
GGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGT
TTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGA
GTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTT

» Rev 693NT

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG
CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACT
CGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGA
GACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTC
TGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTG
GAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCT
CTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAG
AGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA
GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGA
GGAGGTGGAACAAATCCGTTGCTCAgAAANGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGG
TGAAGACTGCTAGCCGGTGGTACCAGNAAGGGCTACGAACCCTNNATGANCTCANAGAGCANCCCCAGANAC
TGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCANNACCTGANCACCCCAGTTAGCCGGGCANAGGCCG
AGGCTCTGCANCANTTNGNAGAGGNAGCCATGAGGGANNNCNTG

> Synthése séquencage rate : 1587.

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCT 60

TCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATG 120
GGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTA 180
GATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAANGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGNAAGGGCTACGA 780

ACCCTNNATGANCTCANAGAGCANCCCCAGANACTGACCCAGCAGCAGAAAGCAGGGCTG 840



CAGTATTACCANNACCTGANCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT
TTCNGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCNTGAGGAG
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTNNNTCAGAGCCAG
GTGAGGGCcT 1063

CCAGTGCCCTGCCCAGGAGTGACCACTGAGTGGCCCTCCGCCCTCCCAGAACCGTGGCAC
AcCAGGCCACACCTGCCTCCCTTCTCCCAG

GGACTTGTGCTGTACCACCAGTACCATCGC 1101

AGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAG
AGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTG
CATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAG
TTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGA
TTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGG
AAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTAT
CTTCCTCCAGAGCAGAGAAATGCCTGA 1488

Séquence en trop par raport au CDS

GGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGA
AGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAG

GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTG
CGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAG
TCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGG
GTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGC
TCCCAG

TTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGC
CACGGGCTGTTTGATCCTGAGCGG
gtaagtctccaggaactagggtaag.......... ctaacgttcttcttgtcctttgcag

AAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTAT
CTTCCTCCAGAGCAGAGAAATGCCTGA

900
960
1020

1161l
1221
1281
1341
1401
1461

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSAK
EAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHNTLL
SEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSEXHQT
MKLFTHIFGVGVKTASRWYQXGLRTXXXLXEXPQXLTQQQKAGLQYYXXLXTPVSRAEAEALQQLVEAAMREILPGA

TVTLTGGFXRGKLQGHDVDFLITHXEEGQEVGLLPRVMRXXRAR-

GPPVPCPGVTTEWPSALPEPWHTRPHLPPFSQGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQA
ALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEED

VFRFLGLKYLPPEQRNA-

> Blast contre banque rat :

LS oL I

Score | Score

Rattus norvegicus DMNA polymerase mu (Polm), mRNA 1914 2692

PREDICTED: Rattus norvegicus polymerase (DMNA) mu (Po
PREDICTED: Rattus norvegicus polymerase (DMNA) mu (Po
PREDICTED: Rattus norvegicus polymerase (DMNA) mu (

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm). transcript variant X3, mRNA 1858 2637

m),_transcript variant X4, mRNA 1639 2417

m),_transcript variant X2, mRNA 1563 2341

el

olm), transcript variant X1, mRNA 1507 2286

Cover
94%
94%
87%
82%
82%

value
0.0
0.0
0.0
0.0
0.0

Ident
98.41%
97.32%
96.54%
98.07%
96.76%

LT aan

NM_001011912.1

KM_006251213.3
KM_006251214.3

KM_006251212.3

KM_006251211.3
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» Différence Séquencage/CDS au niveau NT :

1 10 20 30 40 50 60 70 a0 90 100 110 120 120
1 I
ATGCTTCCGARGCGACGGLGGCGEGTECGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGLCCCCAGCGGEGCGLTTCCCGEETGTAGCCATCTACCTTGCGGAGCCGLGAAT GEGLCGLAGCE
ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGLCCCCAGCGGCGCGCTTCCCGGETGTAGCCATCTACCTTGEGGAGCCGLGAAT GEGLCGCAGLE
ATGCTTCCGARGCGACGGCGGCGEGTECGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGEGCGCTTCCCGEETGTAGCCATCTACCTTGCGGAGCCGLGAAT GEGLCGLAGCE

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACAT
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACAT

261 270 280 290 300 310 320 330 340 50 360 370 380 390
1 I
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGARG

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 I
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGC TCTGGAGACAC TGGCGGAGGCAGCGGGL TTCGAAGGCARAGAGG
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGC TCTGGAGACAC TEGCGGAGGCAGLGGGLTTCGAAGGCARAGAGG
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGC TCTGGAGACAC TRGCGGAGGCAGCGGGETTCGAAGGCARAGAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 I
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGC TRCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGCT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGC TGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTAATCCAGGAGCTGCT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGC TGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTAATCCAGGAGCTGCT

651 660 670 680 690 00 710 720 730 740 750 760 770 780
1 I
AGAACATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGARANGCACCAGACCATGARGCTCTTCACCCACATCT TCGGGGTTGGGGTGAAGACTGC TAGCCGGTGGTACCAGHARGGGC TACGA
AGAACATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCT TCGEGGTTGGGGTGARGACTGC TAGCCGGTGGTACCAGGARGGGC TACGA
AGAACATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGARARGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGC TAGCCGGTGGTACCAGNARGGGC TACGA

781 790 800 a10 820 830 840 50 860 870 880 890 900 910

1 |
ACCCTHHATGAHCTCAMAGAGCANCCCCAGANACTGACCCAGCAGCAGARAGCAGGGL TGCAGTATTACCANNACCTGANCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGL TGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG
ACCCTRnATGANCTCARAGAGCARCCCCAGARACTGACCCAGCAGCAGARAGCAGGGL TGCAGTATTACCANRNACCTGARCACCCCAGTTAGCCGGGECAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG

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

1 1
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCHGAAGGGGGAAGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCHTGAGGAGGGCCARGARGTAGGGLTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGLTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGETTTCnGAAGGGGGAAGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCnTGAGGAGGGCCARGARGTAGGGL TGCT

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

1 I
GCCCAGAGTGATGAGGTHHHTCAGAGCCAGGTGAGGGCCTCCAGTGCCCTGCCCAGGAGTGACCACTGAGTGGCCCTCCGCCCTCCCAGARCCGTGGECACACCAGGCCACACCTGCCTCCCTTCTCCCAG
GCCCAGAGTGATGAGG T ======—m=mm—m GCCTTCAGAGCC AG
GCCCAGAGTGATGAGGT . v v vvssovssssssess BECTELABAGED o s ivoevsrosssosssssssssssssssssnssssssssssssssssnssssnsssssssssssnssssnsssssshl

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

1 I
GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCC TGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGG
GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCC TRCGGCAGAGGTCCACCATGGATGCTTT TGAGAGGAGTTTCTGCATCTTGLGCTTGCCACAGTCCCARCAGG
GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGG

1201 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 I

CAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAARGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGA
CAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAARGCTGTGAGGGTAGATCT TGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGA
CAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAARGC TGTGAGGGTAGATCT TGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGA

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

GCTACGGCGATTCAGCCGGCARGAGARGGGGC TGTGCCTTARTAGCCACGGGC TGTTTGATCCTGAGCGGAAGACATTTTTCCACGCARCT TCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTAT
GCTACGGCGATTCAGCCGGCARGAGARGGGGC TGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCARCTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCARGTAT
GCTACGGCGATTCAGCCGGCARGAGARGGGGC TGTGCCTTARTAGCCACGGGC TGTTTGATCCTGAGCGGAAGACATTTTTCCACGCARCTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTAT

1561 1570 1580 1587
1 I

CTTCCTCCAGRAGCAGAGARRTGCCTGA
CTTCCTCCAGAGCAGAGARATGCCTGA
CTTCCTCCAGRGCAGAGARRTGCCTGA

Intron 8-9 présent

> Différence au niveau PROT :



seq
refprot
Consensus

seq
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Consensus

seq
refprot
Consensus

seq
refprot
Consensus

seq
refprot
Consensus

1 1
HLPKRRRRYRAGSPHSALASS TPPAARFPGYALYLAEPRHGRSRRAFLTRLARSKGF RILDVYSSEYTHYYHEE TSAKERATCHOKDHHALLPDCPOPALLDTSHF TESHAAGOPYPEEYRHRLEYAEPRK
HLPKRRRRYRAGSPHSALASS TPPAARFPGYALYLAEPRHGRSRRAFLTRLARSKGF RILDVYSSEYTHYYHEE TSAKERATCHOKDHHALLPDCPOPALLDTSHF TESHAAGOPYPEEYRHRLEYAEPRK
HLPKRRRRYRAGSPHSALASS TPPAARFPGYALYLAEPRHGRSRRAFLTRLARSKGF RILDYYSSEYTHYYHEE TSAKEATCHOKDHHALLPDCPOPALLDISHF TESHAAGOPYPEEYRHRLEYAEPRK

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 I
EPPISY¥TIPAYACORPSPLTPHHTLLSEALETL AEARGFEGKEGRFLTFYRAASHLK SLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQTRCSEXHATHKLF THIFGYGYKTASRHYOXGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETL AEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQTRCSERHATHKLF THIFGYGYKTASRHYQEGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTFYRARSHLESLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQTRCSErHATHKLF THIFGYGYKTASRHYOeGLR

261 2720 280 290 300y 310 320 330 340 350 360 30 380 390
1 I
THEALXEXPOXLTOOOKAGLA Y YXXLXTPYSRAEAEALOOLYEARHREILPGATY TL TGGF XRGKLAGHDYDFL ITHAEEGAEYGLLPRYHRXXRARGPPYPCPGYTTEHPSALPEPHHTRPHLPPFSOG
TLDELREQPORL TOOOKAGLAYYADLSTPYSRAEAEALOOLYERAHRETL PGATYTL TGGFRRGKLOGHDYDFLITHPEEGOEYGL LPRYHRCLE) 506
TldelLrEqPOrLTOQOKAGLAYY qdLsTPYSRAEAEALAOLYEARHREILPGATY TL TGGFrRGKLOGHDYDFLITHPEEGAEYGLLPRYHRCIr, .\ v sevssrassrsrssssrsnssssrsssDHO

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

1 1
LYLYHAYHRSHLADSAHILRARSTHDAFERSFCILRLPOSOOARLEGPLHPCPTHKAYRYDLYYTPNSOFPFALLGHTGSAFFERELRRFSROEKGLCLNSHGLFDPERK TFFHATSEEDYFRFLGLKYL
LYLYHAYHRSHLADSAHILRARSTHDAFERSFCILRLPOSOOARLEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFDPERK TFFHATSEEDYFRFLGLEYL
LYLYHQYHRSHLADSAHILRORSTHDAFERSFCILRLPASOOARLEGPLHPCPTHEAYRYDLYYTPHSOFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFDPERK TFFHATSEEDYFRFLGLKYL

521 527
PPEORHA
PPEORHA
PPEORHA

T Max  Total Query E Per.

Score Score Cover wvalue Ident
DNA-directed DNA/RNA polymerase mu [Rattus novegicus] 954 954 100% 0.0 90.89%
PREDICTED: DMNA-directed DNA/RMNA polymerase mu isoform X3 [Rattus norvegicus] 948 948 100% 0.0 90.21%
PREDICTED: DMA-directed DNA/RNA polymerase mu isoform X2 [Rattus nomvegicus] 828 1656 89% 0.0 85.40%
822 1644 89% 0.0 87.66%

PREDICTED: DNA-directed DNA/RNA polymerase mu isoform X1 [Rattus norvegicus)

_E) un seul intron (8-9)dans le

milieu de séquence ( ?) voir si autre clone a séquencer sinon
refaire PCR

Accession

NP 0010119121
XP_006251275.1
XP_006251274 1
XP_006251273.1



o PCR4Blunt PolM rate : NOUVEAU CLONAGE

»  Fwd rate 962NTNT

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG
CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACT
CGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGA
GACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTC
TGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTG
GAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCT
CTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAG
AGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA
GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGA
GGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGG
TGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGNATGAGCTCANANAGCAGCCCCAGAGACT
GACCCAGCAGCAGAAAGCNGNCTGCAGTATTACCAGGNNCTGAGCACCCCAGTTAGCCGGGCAGANGCCGAG
GNTCTGCANCAGTTGGTAGAGGCAGCCATGANGGANATCCTGCCCGGANCNNCTGNCNNACTGACTGNNGG
NTTNCGANGGGGNAGTTNNNAGNTCATGA

> Rev 962NT

AAGCTCTTCACCCACNNNTCGGGNTNGGGTGAAGACTGCTAGCCGGNNGTACCAGGAAGGGCTACGAACCC
NGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTANCAGGAC
NTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTcTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGAT
CcTGCCcGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTC
CTTATCACCCACCcTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAG
GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCA
CCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCC
CCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTG
CTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCT
GTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTT
TCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCT 60

TCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATG 120
GGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTA 180
GATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC 720
ACcCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTG 839
CAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG 187



TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 247
TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAG 307
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTG 367
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG 427
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG 487
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT 547
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT 607
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC 667
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 727

AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSA
KEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHN
TLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSER
HQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQLVEAAMR
EILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTM
DAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSH

GLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

> Blast contre banque rat

auuie | auue

Rattus norvegicus DMNA polymerase mu (Polm), mRMNA MNorway rat 2748 2748
PREDICTED: Rattus novegicus polymerase (DNA) mu (Polm), transcript variant X3, mRMNA Morway rat 2693 2693
PREDICTED: Rattus nomvegicus polymerase (DNA) mu (Polm),_transcript variant X4, mRNA MNorway rat 2471 241
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X2, mRMNA MHorway rat 2398 2398
PRFNICTFN: Rattus norvenicus nolvmerase (NNAY mo (Palm) transerint variant X1 mRNA Monwaw rat 2342 2342

» Différence Séquencage/CDS au niveau NT :

el

100%
100%
93%
G7%

A7%

VA
v

0.0
0.0
0.0
0.0
nn

VLTI

100.00%
99.20%
98.78%

100.00%

99 NA%

Len

2896
3262
2525
3070

ana4

NM_001011912

XM_006251213.:

XM_006251214..

XM_006251212..

XM 00R2A1211



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

1 1
seq ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGLGCGLTTCCCGGGTGTAGCCATCTACCTTGLGGAGCCGCGAATGGECCGLAGCE
cds ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGLGCGLTTCCCGGGTGTAGCCATCTACCTTGLGGAGCCGCGAATGGECCGLAGCE

Consensus ATGCTTCCGARGCGACGGCGGCGEGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGECGCGCTTCCCGEGTGTAGCCATCTACCTTGCGGAGCCGCGARTGGGCCGCAGCE

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

1 1

seq GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGC TCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

cds GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGC TCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
Consensus GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARRGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGAAGGACAT

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

1 1

seq GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG

cds GAARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGC TGAGCCCAGGAAG
Consensus GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGECAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGARG

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

1 1
seq GAARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGLAGCGEGLTTCGARGGCARRGAGG
cds GAARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGLAGCGEGLTTCGARGGCARRGAGG

Consensus GAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGG

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

1 1
seq GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGLT
cds GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCT

Consensus GCCGTTTTCTCACCTTCTACAGRGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGLT

651 660 670 680 630 700 710 720 730 740 750 760 70 780

1 1

seq AGARCATGGAACGTGTGAGGAGGTGGARCARATCCGTTGCTCAGARAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGETACCAGGAAGGGE TACGA

cds AGARCATGGAACGTGTGAGGAGGTGGARCAARTCCGTTGCTCAGARAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGETACCAGGARGGGL TACGA
Consensus AGARCATGGAACGTGTGAGGAGGTGGAACARATCCGTTGCTCAGAAAGGCACCAGACCATGARGCTCTTCACCCACATCTTCAGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA

781 790 800 810 820 a30 840 850 860 870 880 890 00 910

1 1

seq RACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG

cds ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG
Consensus ACCCTGGATGAGC TCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TRGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG

911 920 930 940 950 960 970 80 30 1000 1010 1020 1030 1040
1 1
seq CAGCCATGRAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGT TRACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGECCARGARGTAGGGCTGLT
cds CAGCCATGRAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGT TRACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGECCARGARGTAGGGLTGLT
Consensus CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGARGTAGGGCTGCT

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

1 1
seq GCCCAGAGTGATGRAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTL
cds GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

Consensus GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 1
seq TGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARRGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTICTTG
cds TGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARRGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTICTTG
Consensus TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG

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

1 1

seq GLCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCARGAGARGGGGCTGTGCCT TAATAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA

cds GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCARGAGARGGGGLTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
Consensus GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGLTGTGCCTTAATAGCCACGGECTGTTTGATCCTGAGCGGARGACATTTTTCCACGCAACTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488
1 1

seq RAGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARRTGCCTGA
cds AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
Consensus AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA

Clone parfait

DMA-directed DNA/RNA polymerase mu [Rattus norvegicus] Momway rat 1014 1014 100% 0.0 100.00% 495 NP_001011912.1
PREDICTED: DNA-directed DMA/RNA polymerase mu isoform X3 [Rattus norvegicus] Nomway rat 1008 1008 100% 0.0 99.20% 499 XP_006251275.1

PREDICTED: DNA-directed DNA/RMA polymerase mu isoform X2 [Rattus norveaicus] Morway rat 886 886  89% 0.0 98.42% 515 XP 0062512741



o pCR4Blunt DiTO clone E

» Fwd DiTO 976NT SEQUENCAGE AOUT
GCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG
CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACT
CGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGA
GACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTC
TGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTG
GAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCT
CTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAG
AGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA
GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGA
GGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCNGGGTTGGGG
TGAAGACTGCTAGCCGGTGGTNCCAGNAAGGGCTACGAACCCTGNATGANCTCANANNNCANCCCCANANAC
TGACCCAGCANCANAAAGCNNNNTGCAGTATTACCAGGACCTGANCACCCCAGTTAGCCGGGNANAGGCCGA
GGCTCTGCANCAGTNNGTANAGGCAGCCATGNGGNANNTNCTGCCNGGANCNNCTGNCACNCTGACTGGNN
NNTTNCNANGGGGNAG

» Rev DiTO 928NT SEQUENCAGE AOUT

NGGGNGNANANTGCTAGNNNGTGGTNCCAGGAAGGGCTACGANNNTGGATGAGCTCAGAGAGCAGCCCC
AGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGNNNGAGCACCCCAGTTAGCCGGGCAG
AGGCCGAGGNTCTGCAGCAGTTNGTAGAGGCAGCCATGAGGGAGATCNTGCCCGGAGCCACTGTCACACTG
ACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCNTGAGGAGGGC
CAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTAC
CATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTT
TCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAA
GCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCA
GTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTT
TGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATC
TTCCTCCAGAGCAGAGAAATGCCTGA
GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAAT
GTTTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGT
TGAGTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTTAAGGGCGAATTC
GTTTAAACCTGCAGGACTAG

> Int Fwd Dec 2020 :

CTTTGAGCNGCTGCNNGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACAT
GGAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCT
TCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAG
CAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGC
CGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGT
CACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAG
GAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCAC
CAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGA



GGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACC
TGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGG
CTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGG
GCTGTTTGATCCTGANCGGAAGANNTTTTTCCACGCAACTTCTGANGAAGANGTTTTCAGNNTCCTGGGTCTC
AAGTATCTTCCTCCANAGCANANAAATGCCTGANANGAAAAATGNCTGNTGGCTGCCATACCTGTCCACGAN
AAGATGAGGGGCTGTCTCTTTCTTGANNANNAATGTTTCTAGANAGGANCANCGCCNCCCCNCNGCCTCNCC
TGTGCAATGGGNNTTTTTANTTTTTA

» Synthése séquencage DiTO :

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCT 60

TCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATG 120
GGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTA 180
GATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAgAAAGGCACCAGACCATGAAGCTCTTC 720

ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGAA
CCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCA
GTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGG
TAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGA
AGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAG
AAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCAC
CAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGAT
GCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGG
CCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAG
CCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCG
ATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGA
GCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 1440
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA 1488

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEET
SAKEAICWQKDMNALLPDCPQPALLDISWEFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLT
PHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEV
EQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQOOKAGLOYYQDLSTPVSRAEAEALQQ
LVEAAMREILPGATVTLTGGFRRGKLOQGHDVDFLITHPEEGQEVGLLPRVMRCLOSQGLVLYHQYHRSHLADSAH
ILROQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRESR
QEKGLCLNSHGLEFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

> Blast contre banque rat :

T TS Score Score | Cover | value | Ident | Len ALLessIn

L 4

Rattus norvegicus DNA polymerase mu (Polm). mRNA MNorway rat 2748 2748 100% 0.0 100.00% 2896 NM_0010119121

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm). transcript variant X3, mRNA Morway rat 2693 2693 100% 0.0 99.20% 3252 XM_006251213.3

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm). transcript variant X4, mRNA Morway rat 2471 2471 93% 0.0 98.78% 2525 XM_006251214.3

> Différence Séquencage/CDS au niveau NT :



seq
cds
Consensus

seq
cids
Conzensus

seq
cds
Consensus

seq
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1 10 20 30 q0 50 71] 70 a0 90 100 110 120 130
1 1
ATGCTTCCGARGCGACGGCGGLGGGTGCGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGLGE T TCCCGGG TRTAGCCATCTACCT TRCGGAGCCGCGAATGGGCCGCAGLL
ATGCTTCCGARGCGACGGCGGLGGGTGCGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGLGGCGLGETTCCCGGGTRTAGCCATCTACCTTRCGGAGCCGCGARTGGGCCGCAGLE
ATGCTTCCGARGCGACGGCGGLGGGTGCGAGCAGGG TCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGLGGCGCGETTCCCGGGTRTAGCCATCTACCTTRCGGAGCCGCGAATGGGCCGCAGLT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I I
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGC TTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGC TTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

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

I I
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTRCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTRTCCCTGAGGAGGTCCGGCACCGLCTGEAGGTAGCTGAGCCCAGGARG
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTRCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTRTCCCTGAGGAGGTCCGGCACCGLCTGEAGGTAGCTGAGCCCAGGARG
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGC TGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGETCCGGCACCGLCTGEAGGTAGCTGAGCCCAGGARG

391 400 q10 420 430 440 450 460 470 480 490 500 510 520

I I
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACAC TGGCGEAGGCAGCGGGLTTCGAAGGCARAGAGG
GARCCCCCCATCTCAGTGRCGATACCAGCTTATGCCTGTCAGCGLCCCTCGCCTCTCRCACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACAC TGGCGGAGGCAGCGGGLT TCGRAGGCARRGAGG
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGLCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACAC TGGCGEAGGCAGCGGGLT TCGRAGGCARRGAGG

521 530 540 5510 560 520 580 590 600 610 620 630 B4 650

I I
GCCGTTTTCTCACCTTCTACAGAGCAGCC TCCATGC TCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGC TGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCC TCCATGC TCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGC TGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTRAGCCAGC TGCATGGACTGCCTTACTTTGGEGARCATTCCTTTAGAGTAATCCAGGAGCTGET

651 660 670 680 630 F00 710 720 730 740 750 760 0 780
1 1
AGAACATGGARCGTGTGAGGAGG TGGARCARATCCG T TGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCT TCGGGGT TGGGGTGARGACTGC TAGCCGGTGGTACCAGGAAGGGE TACGA
AGAACATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCAGGGT TGGGGTGARGACTGC TAGCCGGTGETACCAGGAAGGGC TACGA
AGAACATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGAAAGGCACCAGACCATGARGCTCTTCACCCACATCTTCAGGGT TGGEGTGARGACTGC TAGCCGGTGETACCAGGAAGGGC TACGA

781 790 800 10 geo 830 840 850 860 &70 880 890 900 910
I I
ACCCTGGATGAGLTC AGCCCCAGAGAC TGACCCAGCAGE AGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGC TCTGCAGCAGT TGGTAGAGG
ACCCTGGATGAGC TCAGAGAGCAGCCCCAGAGAC TGACCCAGCAGCAGARAGCAGGGC TGCAGTAT TACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGC TCTGCAGCAGT TGGTAGAGG
ACCCTGGATGAGLTC AGCCCCAGAGACTGACCCAGCAGL AGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG

911 920 930 940 950 960 70 980 990 1000 1010 1020 1030 1040
I I
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGAC TRGCGETTTCCGAAGGGGGAAGT TACARGGTCATGACGTRGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGARGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGAC TRGCGETTTCCGARGGGGGARGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGARGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGAC TGGCGETTTCCGAAGGGGGAAGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGARGTAGGGCTGLT

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

GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

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

TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCT TTAGAGGGGECCCCTGCATCCCTGCCCARCCTRGARAGC TRTGAGGGTAGATCTTRTGGTCACTCCCARCAGCCAGTTCCCCTTTRLCTCTTICTTG
TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCT TTAGAGGGGECCCCTGCATCCCTGCCCARCCTRGARAGC TRTGAGGGTAGATCTTRTGGTCACTCCCARCAGCCAGTTCCCCTTTRLCTCTTICTTG
TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGC T TTAGAGGGECCCCTGCATCCCTGCCCARCCTRGARRGC TGTGAGGGTAGATCTTRTGGTCACTCCCARCAGCCAGTTCCCCTTTRCTCTTICTTG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGAT TCAGCCGECARGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGT T TGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGAT TCAGCCGECARGAGARGGGGCTGTGCCTTARTAGCCACGGACTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGATTCAGCCGECARGAGARGGGGCTGTGCCTTARTAGCCACGGACTGT TTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488
I I

AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCC TCCAGAGCAGAGARATGCCTGA

> Différence au niveau PROT :



o pCR4Blunt PolM DiT24hLPS clone A sequencage 28/10

» Fwd DiT24h 1024NT

GANGNNTGNTANCNGGTGGTNCCNGNAAGGGNTACGAACCCTGGATGAGNTCAGAGAGCAGCCCCAGAGA
NTGACCCAGCAGCAGAAAGCAGTATTACCCACAGGGCTGCAGTATTNNCAGGACNTGAGCACCCCAGTTAGCC
GGGCAGAGGCNGAGGNTNTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGANCNTGCCCGGAGCCACTGTC
ACACTGACTGGCGGTTTCCGAAGGGEGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGA
GGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAG
TACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGT
TTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAA
GCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAG
TTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTG
ATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCC
TCCAGAGCAGAGAAATGCCTGA

GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGT
TTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGA
GTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTT

» Rev DiT24h 943NT : commence trop tard : pas le début

TGCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGC
CATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTT
ACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGG
AAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTC
TCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTT
CTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTAC
TTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGAACAAATCCG
TTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGT
GGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAG
CAGTATTACCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCEGGCAGANGCCGAGGCTCTG
CAGCAGTTGGTAGAGGCAGCCATGANGGAGATCCTGCCCGGANCCACTGNCACACTGACTGGCGGTTTCCNNA
NNGGGAAGTTACAAGGTCATGACGTGGNCTTCCTTATCACNACCNTGAGNAGGGNCAAGAAGTAGGCTGCTG
Ccc

> Synthése séquencage DiT24hLPS :

——————————————————————————————————————————————— ATGCTTCCGAAGC 180
GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGTATTA 832

CCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAG 888



slQQQ

GCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACA
CTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACC
CACCcTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGC
CAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATC
CTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCA
CAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTG
AGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACT
GGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGC
CTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAG
GAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

948

1008
1068
1128
1188
1248
1308
1368
1428
1488

CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWETESMAAGQPVPEEVRHRLEVAEPRKE
PPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFG
EHSFRVIQELLEHGTCEEVEQIRCSERHQTMKLEFTHIFGVGVKTASRWYQEGLRTLDELREQPOQRLTQQQOKAVLP
TGLOYYQDLSTPVSRAEAEALQQOLVEAAMREILPGATVTLTGGFRRGKLOQGHDVDFLITHPEEGQEVGLLPRVMR
CLOSQGLVLYHQYHRSHLADSAHILRORSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQ

FPFALLGWTGSQFFERELRRFSROQEKGLCLNSHGLEFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

> Blast contre banque rat :

Rattus norvegicus DNA polymerase mu (Polm),_ mRNA

» Différence Séquencage/CDS au niveau NT :

2462
2420
2414
2385
2342

2462
2420
2414
2385
2342

100%
98%
98%

100%

98%

0.0
0.0
0.0
0.0
0.0

100.00%
100.00%
100.00%
99.10%

99.08%

KM_006251211.3

KM_006251213.3

KM 0062512143

KM_006251212.3

NM_001011912.1
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1 10 20 30 40 50 60 0 80 90 100 110 120 130
1 1

ATGCTTCCGAAGCGACGGCGGCGEGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGCGETTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGARTGGGCCGCAGCT

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

1
ATGCTTCCGARGC---GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGECGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGARGGACAT
ssssssesssessessssssssssssssssssssHEGCTTCCGaAEL, . .GAcGycgalaGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

261 270 280 290 300 310 320 330 340 350 360 320 380 390
1 1
GRATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG
GRATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG
GRAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGEAGGTAGCTGAGCCCAGGAAG

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGC TCTGGAGACACTGGCGGAGGCAGCGGGCTTCGARGGCARAGAGG

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

1 1
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGCT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGCT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGCT

651 660 670 680 690 00 Ho 120 730 40 750 760 0 780
1 1
AGAACATGGAACGTGTGAGGAGGTGGARCARATCCGT TGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGC TACGA
AGAACATGGAACGTGTGAGGAGGTGGARCARATCCGT TGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGC TACGA
AGAACATGGAACGTGTGAGGAGGTGGARCARATCCGT TGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGC TACGA

781 790 800 810 820 830 840 a50 860 870 880 890 00 910

1 1
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGTATTACCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGL
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAG—===———————~ GGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGL
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAG, .. .........66CTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGE

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1 1
AGTTGGTAGAGGCAGCCAT GAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGT TACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGA
AGTTGGTAGAGGCAGCCAT GAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGT TACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGA
AGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGEAGCCACTGTCACACTGACTGGCGGRTTTCCGAAGGGGGAAGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGA

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

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

1 1
GAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARRGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCT
GAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAARGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCT
GRAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAARGC TGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 I
TTIGCTCTTCTTGGCTGGAC TGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGL
TTIGCTCTTCTTGGCTGGAC TGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGL
TTGCTCTTCTTGGCTGGAC TGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGATTCAGCCGGCAAGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGE

1431 1440 1450 1460 1470 1480 1490 1500
1 1

ARCTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGAARTGCCTGA
ARCTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGAARTGCCTGA
ARCTTETRARRARGATRTT TTLARRTTECTRRRTLTEARRTATLTTLL T ARARCARARAAATRLITRA

> Différence au niveau PROT :

PREDICTED: DNA-directed DNA/RNA polymerase mu isoform X1 [Rattus norvegicus] 908 909 100% 0.0 100.00% XP_006251273.1
PREDICTED: DNA-directed DMA/RMA polymerase mu isoform X2 [Rattus norvegicus] 896 836 100% 0.0 99.10% XB_006251274.1
PREDICTED: DNA-directed DNA/RNA polymerase mu isoform X3 [Rattus norvegicus] 895 895  99% 0.0 9932% XP_006251275.1
PREDICTED: DMA-directed DNA/RNA polymerase mu isoform X4 [Rattus norvegicus] 831 891 98% 00 99.77% XP_006251276.1
DNA-directed DNA/RMNA polymerase mu [Rattus norvegicus] 880 880 99% 0.0 9841% NP 0010119121

DMA nucleotidylexotransferase [Rattus norvegicus] 339 339 97% 9e-112 41.93% NP_0010124791
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1 10 20 30 40 50 60 0 80 90 100 110 120 130
1 1

CFRS-DGGGSEYTHYYHEETSAKEATCHOKDHHALLPDCPOPALLDISHF TESHAAGAPYPEEYRHRLEYAEPRK
HLPKRRRRYRAGSPHSALASSTPPAARFPGYATYLAEPRHGRSRRAFLTRLARSKGFRILDYYSSEY THYYHEETSAKEAICHOKDHNALLPDCPOPALLDISHF TESHAAGAPYPEEYRHRLEYAEPRK
cerressrrreensnreenssssonssssssrssssssssnssrsssssssssssCFRLDeegSEYTHYYHEETSAKEALCHOKDHHALLPDCPOPALLDISHF TESHARGOPYPEEYRHRLEYAEFPRK

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

1 1
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAREAAGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQIRCSERHOTHKLF THIFGYGYKTASRHYOEGLR
EPPISYTIPAYACORPSPLTPHNTLLSEALETLAEARGFEGKEGRFLTFYRAASHLKSLPYPYTSLSALHGLPYFGEHSFRYIQELLEHGTCEEYEQTRCSERHAOTHKLF THIFGYGYKTASRHYQEGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEAAGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIQELLEHGTCEEYEQIRCSERHOTHKLF THIFGYGYKTASRHYOEGLR

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
TLDELREAPORLTOOOKAYLPTGLAOYYODLSTPYSRAEREALOOLYEARHRETL PGATYTL TGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLAOSAGLYL YHQYHRSHLADSAHILRORSTHDAF
TLDELREQPORLTOOOKA----GLAYYQDLSTPYSRAEAEALOOLYEARHREIL PGATVTL TGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLASOGLYL YHOYHRSHLADSAHILRARSTHDAF
TLDELREQPARLTQOOKA, . . .GLAYYODLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLAGHDYDFLITHPEEGOEYGLLPRYHRCLASOGLYL YHOYHRSHLADSAHILRARSTHDAF

391 400 410 420 430 440 450 460 470 480 490 499

1 I
ERSFCILRLPOSOOARLEGPLHPCPTHKAVRYDLYYTPNSOFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
ERSFCILRLPOSOOARLEGPLHPCPTHKAVRYDLYYTPNSOFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
ERSFCILRLPOSOOARLEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFOPERKTFFHATSEEDYFRFLGLKYLPPEQRHA

EORERERECIVIDIRARERER ) < orimer Fwd a du

s’hybrider plus loin : il manque le début de la séquence



o pCR4Blunt PolM DiT24hLPS clone B NOUVEAU CLONAGE

» Fwd DiT24h 934NT

CAGACNATGAAGNTNTNNCCACATNTTCGGGTNGGGGTGAAGANTGNTAGCNGNTGGTACCAGGAAGGGNT
ACGAACCCTGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTA
NCAGGactGAGCACCCCAGTTAGCCGGGCAGAGGCcGAGGCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGG
AGAtCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGA
CTTCCTTATCACCCACCcTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCC
AGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCA
CCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCC
CTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCT
CTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGT
GCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCA
GGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGAGATGAAAAATGCCTGTTGGCTGCCATAC
CTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGTTTCTAGACAGGAGCACCGCCACCCCAC
GGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGAG

» Rev DiT24h 953NT :

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG
CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCAC
TCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAG
GAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCG
GCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACC
GCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCC
CTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAA
GGCAAAGAGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCT
TTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATG
GAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAgAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTT
CgGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAgGAAGGGCTACGAACCCTGGATGAGCTCANAGAGNA
NCCCCAGAGACTGACCCAGCAGCAGAAAGCNNNNTGCAGTATTACCAGGNNCTGAGCACCCCANTTAGCCG
GGCAGAGGCCGANNTCTGCANCAGTTGGTAGANGCAGCCNTGAGGGAGANNCTGCCNNGNNCCNCNNNCA
CACTGACTG

> Synthése séquencage

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCT 60

TCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATG 120
GGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTA 180
GATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAgAAAGGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCgGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTG 135
CAGTATTACCAGGANCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG 898

TTGGTAGAGGCAGCCATGAGGGAGALCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 254



< BN <M<

TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAG
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTG
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSA
KEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHN
TLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSER

314
374
434
494
554
614
674
734

HQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQXLSTPVSRAEAEALQQLVEAAMRE

ILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTMD

AFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHG

LFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

» Blast contre banque rat :

Rattus novegicus DNA polymerase mu (Polm)_mRMNA MNorway rat
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm),_transcript variant X3, mRNA MNorway rat
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm). transcript variant ¥4, mRNA Morway rat
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X2, mRNA Morway rat

> Différence au niveau protéique

2745
2689
2468
2394

2745 100%
2689 100%
2468 93%
2394 87%

0.0
0.0
0.0
0.0

99.93%
99.13%
98.71%
99.92%

2896 NM_001011912.1

3252 ¥XM_006251213.3

2625 XM_006251214.3

3070 XM_006251212.3
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» Différence Séquencage/CDS au niveau NT :

1 10 20 30 40 50 1] 70 a0 90 100 110 120 130
I I
ATGCTTCCGARGCGACGGLGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGLCCCCAGCGGLGLGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGLL
ATGCTTCCGARGCGACGGCGGLGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGLGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGARTGGGCCGCAGLL
ATGCTTCCGARGCGACGGCGGCEEGTGCGAGCAGGETCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGCGETTCCCGGETGTAGCCATCTACCTTGCGGAGCCGCGARTGGGCCGCAGLE

131 140 150 160 120 180 190 200 210 220 230 240 250 260
1 1
GCCGGGCCTTCCTCACTCGCCTGRCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGG TGACACATGTGG TGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGRCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGG TGACACATGTGG TGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTGRCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGG TGACACATGTGG TGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

261 a0 280 290 300 310 320 330 340 350 360 370 380 390
I I
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGT TTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCGGCACCGLCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGT TTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCGGCACCGLCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCGGCACCGLCTGGAGGTAGCTGAGCCCAGGARG

391 400 410 420 430 440 450 460 420 480 490 500 510 520
I I
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG
GRACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGETTCGARGGCARAGAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGC TCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGC TGLT

651 [:1:11] 670 680 690 700 710 720 730 240 750 760 770 780
1 1
AGARCATGGARCGTGTGAGGAGGTGGAACARATCCGTTGCTCAGAARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TGEGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA
AGARCATGGARCGTGTGAGGAGGTGGAACARATCCGTTGCTCAGAARGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGTTGEGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGLTACGA
AGARCATGGARCGTGTGAGGAGGTGGAACARATCCGTTGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGTTGEGGTGARGACTGC TAGCCGGTGGTACCAGGAAGGGCTACGA

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

I I
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGANC TGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTC TGCAGCAGT TRGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGANC TGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG

911 920 930 940 950 960 970 980 990 1000 1010 1020 10320 1040
I 1
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT TTCCGARGGGGGAAGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT TTCCGARGGGGGAAGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGEGCCARGAAGTAGGGE TGLT

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

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 I
TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCT TTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGRAARGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGC TGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG

1301 1310 1320 1330 1340 1350 1360 13720 1380 1390 1400 1410 1420 1430
I I
GCTGGACTGGCTCCCAGTTTTT TGAGAGGGAGC TACGGCGATTCAGCCGGCAAGAGARGGGGLTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTT TGAGAGGGAGC TACGGCGATTCAGCCGGCAAGAGARGGGGLTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGATTCAGCCGGCAAGAGARGGGGLTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488
1 1

AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARRTGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
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>

Différence au niveau protéique

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

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

1 1
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQIRCSERHOTHKLF THIFGYGYKTASRHYOEGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQIRCSERHOTHKLF THIFGYGYKTASRHYOEGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTFYRAASHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQIRCSERHOTHKLF THIFGYGYKTASRHYOQEGLR

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
TLDELREQPORLTOOOKAGLAYYOXLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLOSAGLYL YHOYHRSHLADSAHILRORSTHDAFERSF
TLDELREQPORLTOOOKAGLAYYODLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLOSOGLYL YHOYHRSHLADSAHILRAORSTHDAFERSF
TLDELREQPORLTOOOKAGLAYYQdLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLOSAGLYL YHOYHRSHLADSAHILRARSTHDAFERSF

391 400 410 420 430 440 450 460 470 480 430 495
1 1
CILRLPOSQOARLEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSOFFERELRRF SROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSQFFEREL RRFSROEKGL CLHSHGLFOPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
CILRLPOSAOARLEGPLHPCPTHKAYRYDLYYTPNSOFPFALLGHTGSOFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA

- I = e i
DNA-directed DNA/RNA polymerase mu [Rattus norvegicus] MNorway rat 1012 1012 100% 0.0 99.80%
PREDICTED: DNA-directed DNA/RMNA polymerase mu isoform X3 [Rattus norvegicus] Morway rat 1005 1005  100% 0.0 99.00%
PREDICTED: DMA-directed DNA/RMA polymerase mu isoform X2 [Rattus novegicus] Morway rat 883 883 89% 0.0 98.19%
PRENICTEN- NMA_dirartad NMARMA nahrmaraca minienfarm ¥4 [Rattne nanmaicne] Manwawr rat BTG RTG RGEL nnooar e

-

495
499
515

£10

NP_001011912.1
XP 0062512751
XP_006251274 .1

¥B NNRPR1ITIA



o PolM DiT48hMix clone E

» Fwd DiT48hMix 973NT
GCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG
ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGC
CATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTT
ACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGG
AAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTC
TCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTT
CTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTAC
TTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGAACAAATCCG
TTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGT
GGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAG
CAGTATTACCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGANGCCGAGGCTCTG
CAGCAGTTGGTAGAGGCAGCCATGAGGGAGNTCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAA
NGGGGAAGTTACAAGGTCATGACGTNGNCTTCCTTATCACCCACCCTGAGNAGGGCCAAGAAGTNGGGCTGCT
GCCANAGTGATGAGGTGCCTTCANAGNNAGGGNCTNNNGCTGNACNNCCAGNACCATCNNAGCCNCTTANC
GNANTCTNNCCNCNTNC

> Rev DiT48hMix 764NT

GGGNNGGNNGAAGANTGNTAGCCGGTGGTNCCAGGAAGGGCTACGANNNTGGATGAGNTCAGAGAGCAGC
CCCAGAGACTGACCCAGCAGCAGAAAGCAGTATTACCCACAGGGCTGCAGTATTACCAGGNNNGAGCACCCCA
GTTAGCCGGGCAGAGGCCGAGGNTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCNTGCCNGGAGCC
ACTGTCACACTGACTGGCGGTTTCNGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCcTTATCACCCACCCT
GAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACC
ACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGA
GGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCT
GGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCT
CCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCT
GTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTA
TCTTCCTCCAGAGCAGAGAAATGCCTGA

GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGT
TTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGA
GTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTT

» Synthése séquencage DiT48hMix :

——————————————————————————————————————————————— ATGCTTCCGAAGC 180
GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780

ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGTATTA 840



PREDICTED: Rattus norvegicus polymerase (DNA

CCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAG
GCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACA
CTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACC
CACCCTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGC
CAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATC
CTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCA
CAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTG
AGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACT
GGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGC
CTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAG
GAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

888

948

1008
1068
1128
1188
1248
1308
1368
1428
1488

CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRK
EPPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSF
RVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAVLPTGLQYY
QDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGL
VLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGW

TGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

» Blast contre banque rat :

Description

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X1, mRMNA

u (Polm)._transcript variant X3, mRNA

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant ¥4,_mRNA

PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X2, mRNA

Rattus norvegicus DNA polymerase mu (Polm),_mRNA

Comme pour DiT24h

» Différence Séquencage/CDS au niveau NT :

Max
Score

2462
2420
2414
2386
2342

Total Query
Score Cover

2462 100%
2420 98%
2414 98%
2385 100%

2342 98%

E
value

0.0
0.0
0.0
0.0
0.0

Per.
Ident

100.00%
100.00%
100.00%
99.10%

99.08%

Accession

KM_006251211.3

¥M_006251213.3
#M_006251214.3

XM_006251212.3

NM_001011912.1




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

seq
CDS ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGLGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGRGCCGLAGLT

CONSENSUS 4 iucesasssssssnsssssssssssssssnstasssssssststsssstsssststestatssssteststeststsssststetsstsssstsssstontststsststotsotssssssssssnnes

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
seq ATGCTTCCGAAGC---GACGGCGGCGGLTCAGAGGTGACACATGTGETGATGGAGGAGACC TCAGCCAAGGAGGCCATCTGCTGGCAGARGGACAT
CDS GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

CONSENSUS  ..vesssessenssnssssssssssssssssssAEGCTTCCGaAAZE, . .GAcGgegaCaGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGARGGACAT

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
seq GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGLCTGGAGGTAGCTGAGCCCAGGARG
CDS GARATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG

Consensus GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG

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

1 1
seq GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACT GGCGGAGGCAGCGGGETTCGARGGCARAGAGE
CD5 GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACT GGCGGAGGCAGCGGGETTCGARGGCARAGAGE

Consensus GAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGETTCGARGGCARAGAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
seq GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGCT
CD5 GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGCT

Consensus GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGCT

651 660 670 680 690 700 710 720 730 740 750 760 770 a0
1 1
seq AGAACATGGAACGTGTGAGGAGGTGGARCARATCCGTTGCTCAGAAAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TGGGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGL TACGA
CD5 AGARCATGGARCGTGTGAGGAGGTGGARCARATCCGTTGCTCAGAAAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TGGGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGL TACGA

Consensus  AGAACATGGARCGTGTGAGGAGGTGGAACARATCCGTTGCTCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGET TGGGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA

781 790 800 810 ] 830 840 850 860 a0 880 890 900 910
I I
seq ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGTATTACCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGE
CDS ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAG-————————-—~ GGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGL

Consensus  ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARRGCAG. ..., .. ...GGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGE

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
I I
seq AGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGLCARGA
CDS AGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGA

Consensus AGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGARGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGA

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

seq AGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTT
CDS AGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGLGGCAGAGGTCCACCATGGATGCTTTT

Consensus AGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTRCGGCAGAGGTCCACCATGGATGCTTTT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 1
seq GAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGEARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCT
CDS GAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCET

Consensus GAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCT

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1
seq TTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGLTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGE
CDS TTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGCTGTGCCTTAARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGE

Consensus TTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCARGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCC TGAGCGGARGACATTTTTCCACGC

1431 1440 1450 1460 1470 1480 1490 1500
1 1

seq AACTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGAAATGCCTGA
CDS AACTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

Consensus RAACTTCTGAGGARGATGTTTTCAGGTTCCTGGGTCTCAARGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

seq
refprot
Consensus

seq
refprokt
Consensus

seq
refprot
Consensus

seq
refprot
Consensus

> Différence au niveau PROT :

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

CFRS=-DGGGSEY THYYHEETSAKEATCHOKDHHALLPOCPOPALLDISHF TESHARGAPYPEEYRHRLEYAEPRK
HLPKRRRRYRAGSPHSALASSTPPARRFPGYAIYLAEPRHGRSRRAFLTRLARSKGFRILDYYSSEY THYYHEETSAKERTCHOKDHNALLPDCPAOPALLDISHF TESHARGAPYPEEYRHRLEYAEPRK
rrrssrsrsssrrssstrssssrssssrnsssrnsssrnsssrnssssssssssCFRL DgegSEYTHYYHEETSAKEAICHAKOHHALLPDCPAPALLOTSHF TESHARGOPYPEEYRHRLEVAEPRE

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
EPPISVTIPAYACORPSPLTPHHTLLSERLETLAEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELL EHGTCEEYEQTRCSERHOTHELFTHIFGYGYK TASRHYOEGLR
EPPISVTIPAYACORPSPLTPHHTLLSERLETLAEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELL EHGTCEEYEQTRCSERHOTHELFTHIFGYGYK TASRHYOEGLR
EPPISYTIPAYACORPSPLTPHHTLLSERLETLAEARGFEGKEGRFLTFYRARSHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELL EHGTCEEYEQTRCSERHOTHELFTHIFGYGYK TASRHYOEGLR

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
TLDELREGPARLTOOOKAYLPTGLAYYADLSTPYSRAEAEAL QAL YEARHRETLPGATYTLTGGFRRGKLAGHDYDFLITHPEEGOEYGLLPRYHRCLASAGLYL YHOYHRSHLADSAHILRORSTHORF
TLDELREGPARLTOOOKA----GLAYYADLSTPYSRAEAEAL QAL YEARHRETLPGATYTLTGGFRRGKLAGHDYDFLITHPEEGREYGLLPRYHRCLASAGLYL YHOYHRSHLADSAHILRORSTHORF
TLDELREGPARLTAOAOKA, . . .GLAYYADLSTPYSRAEAEALOAL YEARHREILPGATYTLTGGFRRGKLAGHDYDFLITHPEEGREYGLLPRYHRCLASAGLYL YHOYHRSHLADSAHILRORSTHORF

391 400 410 420 430 440 450 460 q70 480 490 499
1 |
ERSFCILRLPUSOORALEGFLHPCF THKRYRYDLYVTPNSUFPFALLGHTGSOFFERELRRF SROEKGLCLNSHGLFDPERKTFFHATSEEDYFRFLGLEYLPFEQRHA
ERSFCILRLPUSOORALEGFLHPCF THERYRYDLYVTPNSUFPFALLGHTGSOFFERELRRF SROEKGLCLNSHGLFDFERKTFFHATSEEDYFRFLGLEYLPFEQRHA
ERSFCILRLPOSOOAALEGPLHPCP THKAYRYDLYYTPHSOFPFALLGHTGSOFFERELRRF SROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
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PREDICTED: DMA-directed DNA/RMA polymerase mu isoform X1 [Rattus norvegicus]

PREDICTED: DMA-directed DMA/RNA polymerase mu isoform X2 [Rattus norvegicus]

PREDICTED: DMA-directed DNA/RMA polymerase mu isoform X3 [Rattus norvegicus]

PREDICTED: DNA-directed DNA/RMNA polymerase mu isoform X4 [Rattus norvegicus]

DMA-directed DNA/RNA polymerase mu [Rattus norvegicus)

Score Score Cover wvalue

909
496
895
81
880

909
496
495
891
880

100%
100%
99%
98%

99%

0.0
0.0
0.0
0.0
0.0

Ident
100.00%
99.10%
99.32%
99.77%

98.41%

EORAERRRSNVABISRNEIBRR -) comme pour DiT24h -

le primer Fwd a du s’hybrider plus loin : il manque le

début de la séquence

XP_006251273 1
XP_006251274 1
KP_006251275.1
XP_006251276.1

NP _001011912.1



o PolM DiT48hMix NOUVEAU CLONAGE

» Fwd DiT48hMix 948NT

AAGGCACCAGNCNATGAAGCTNTNACCNACNTNTTNNGGNNNGGGTGAAGANTGCTANNNGGNG
GTACCAGGAAGGGNTACGANCCCNGGATGAGCTCAGAGAGCANCCCCAGAGACTGACCCAGCAGC
AGAAAGCAGGGCTGCAGTATTACCAGGACNTGAGCANCCCAGTTAGCCGGGCAGAGGCCGAGGCTC
TGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCNGGAGCCACTGTCACACTGACEGGCG
GTTTCcGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCA
AGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCA
GTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTG
AGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCC
TGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCT
TCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGG
GCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGG
AAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGAGATGAAAAA
TGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGTTT
CTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCG
GTTGAGTGTGA

»> Rev DiT48hMix 924NT

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAA
GGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCC
TGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCG
CCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGG
GCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCC
TACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATC
CAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAG
ACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACtGCTAGCCGGTGGTACCAGGAAG
GGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCNGCAGAAAGCAEGGC
TGCNGTATTACCAGEACCTGAGCACCCCAGTTAGCCgGGCAGAGGCCGAGGCTCTGCANCAGTTGGT
AGAGGCAGCNNTGNNGGAGATCCTGNCCGGANCCNCTGTCACACTGACTGGNGGNTTCCGAANGG
GGNAGTTACNNNNCATGACGTGNACTTNCTTATCACCCACCCTGAGNNGGNCANNAGTNGGNNNN
TGCCNGAGTGATGAGGTGCCTTCANNGCCNNGGACTTGTGCTGTACNNNCAGTACC

» Syntheése séquencage DiT48hMix :



seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Congensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

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

ATGCTTCCGARGCBACGGCGLCGGGTGCGAGCAGGGTCCCCACACAGCGLTTTAGCCTCTTCCACGCCCCCAGCGGLACGLTTCCCGEGTGTAGCCATCTACCTTGCGGAGCCGCGAATGRGLLGCAGLE

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

1

ATGCTTCCGARGC---GACGGCHGCGGC TCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

GCCGGGCCTTCCTCACTCGLC TGGCGCGGTCCAARGGL T TCCGCATCCTAGATGTTTACAGC TCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
sssssssssssrssssssssssssssssssssss s DEACTTCCGAAEE, . . GAcGgegalaGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

261 270 280 290 300 310 320 330 340 350 360 EF] 380 390
I I
GARTGCTCTTCTCCCAGAC TGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCARGECACCGCCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGAC TECCCGCAGCCGGCTCTGLTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCAEAECACCGCCTGGAGGTAGCTGAGCCCAGGARG
GARTGCTCTTCTCCCAGAC TECCCGCAGCCGGCTCTGC TAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCC TGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGC TGAGCCCAGGARG

391 400 410 420 430 440 450 460 470 480 4930 500 510 520

I I
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGC TCTGGAGACACTGECGGAGGCAGCGGGCT TCGARGGCARRGAGG
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGC TCTGGAGACACTGACGGAGGCAGCGGGCTTCGARGGCARRGAGG
GARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGC TCTGGAGACACTGECGGAGGCAGCGGGCTTCGARGGCARAGAGG

521 530 540 550 560 570 580 590 GO0 610 620 630 %11} E50
I I
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTRTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTAARTCCAGGAGCTGCT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGET
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGEARCATTCCTTTAGAGTARTCCAGGAGCTGET

651 660 670 680 690 F00 Eatil 720 730 40 750 760 L 780

I I
AGARCATGGAACGTGTGAGGAGE TGGARCARATCCGT TG TCAGARAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TGGGGTGAAGAC TRC TAGCCGGTGGTACCAGGARGGGL TACGA
AGARCATGGAACGTGTGAGGAGE TGGAACARATCCGT TGC TCAGARAGGCACCAGACCATGARGCTCTTCACCCACATC T TCGGGG T TGGGGTGAAGAC TRC TAGCCGGTGGTACCAGGARGGGL TACGA
AGARCATGGAACGTGTGAGGAGE TGGARCARATCCGT TG TCAGARAGGCACCAGACCATGARGC TCTTCACCCACATCTTCGGGGT TGGGGTGAAGAC TRC TAGCCGGTGGTACCAGGARGGGC TACGA

781 790 800 810 a20 830 840 850 860 870 80 890 o 910
1 1
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCNGCAGARAGCAGGGL TGCNGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGECGAGGCTCTGCANCAGT TRGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGEL TGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TRGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGC aGCAGARAGCAGGEL TGLaG TATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGECGAGGCTCTGCANCAGT TRGTAGAGG

911 320 930 340 950 960 970 980 990 1000 1010 1020 1030 1040

I I
CAGCHHTGHHGGAGATCCTGHCCGGANCCHCTGTCACAC TGACTGGHGGHT TCCGARNGGGGNAGT TACH-NNNCATGACGTGHACTTHCTTATCACCCACCC TGAGNNGGHC -—ANNAGTHGGHNNN-T
CAGCCATGAGGGAGATCCTECCCGGAGCCACTGTCACAC TGACTGGCGGTTTCCGARGGGGGARGT TACARGGTCATGACGTGGACTTCCTTATCACCCACCC TGAGGAGGGCCARGARGTAGGGCTGCT
CAGCnaTGanGGAGATCCTGNCCGGANCCACTGTCACAC TGACTGGNGGNT TCCGAANGGGGaAGTTACa, nnnCATGACG TGNACT TRCTTATCACCCACCCTGAGRAGGNC . . AnaAGTaGGnnnn, T

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

GCC-NGAGTGATGAGGTGCCTTCANNGCCHNGGACTTGTGCTGTACHNNCAGTACC
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGC TGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
GCC, aGAGTGATGAGGTGCCTTCANAGCCanGGACTTGTECTGTACNANCAGTACC . 4 44 s seesseasssssessssssssoassssssssseassstssttssssssesstsassssssstsssasss

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

TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGG TAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTRETCTTICTTG

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

GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGAT TCAGCCGGCARGAGARGGGGC TG TGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488
I |

RGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA

Comme autre clone 48h



Pol M SP clone E

» Fwd SP 990NT

GCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG
ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG
CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACT
CGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGA
GACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTC
TGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTG
GAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCT
CTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAG
AGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA
GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGA
GGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGG
GTGAAGACTGCTAGCCGGTGGTANCAGGAAGGGCTACGAACCCTGNNTGAGCTCANANAGCAGCCCCAGANA
CTGACCCANCAGCANAAAGCNNGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCC
GAGGCTCTGCANCAGTTGGTANAGGCAGCCATGNNGGANATCCTGCCNGGAGCNNCTGNCACNCTGACTGGN
NGNTTNCNANNGGNNNGNTANNAGNTCNTGACG

> Rev SP 796NT

AGAAAGNNNCCAGNCNNTGAAGCTNNTCACCCACNTNTTCGGGGTNGGGGTGAAGANTGNTAGCNGGTGG
TNCCAGGAANGGCTACGAACCCTGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGC
AGGGCTGCAGTATTANCAGGACNTGAGCACCCCAGTNAGCCGGGCAGAGGCNGAGGCTCTGCAGCAGTTGG
TAGAGGCAGCCATGAGGGAGATCNTGCCNGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAG
TTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAG
TGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGC
CCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCC
AACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCAC
TCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGAT
TCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCA
CGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAAT
GTTTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGT
TGAGTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTT

> Syntheése séquencage SP: 1488.

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCT 60
TCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATG 120
GGCCGCAGCCGCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTA 180
GATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300

GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360



CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTG
CAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT
TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAG
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTG
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

420
480
540
600
660
720
780
840
900
268
1020
1080
1140
1200
1260
1320
1380
1440
1488

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSA
KEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHN
TLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSER
HQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQLVEAAMR
EILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTM
DAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSH

GLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

> Blast contre banque rat :

Description

Rattus novegicus DNA polymerase mu (Polm)_mRNA

PREDICTED: Rattus nornvegicus polymerase (DMA) mu (Polm), transcript variant X3, mRMNA

PREDICTED: Rattus novegicus polymerase (DNA) mu (Polm),_transcript variant X4,_mRNA

PREDICTED: Rattus nornvegicus polymerase (DMA) mu (Polm), transcript variant X2, mRMNA

PREDICTED: Rattus norvegicus polymerase (DMNA) mu (Polm), transcript variant X1, mRMNA

> Différence Séquencage/CDS au niveau NT :

WicA

Score
2748
2693
24T
2398
2342

1Ll

Score
2748
2693
24T
2398
2342

wuEy

Cover
100%
100%
93%
87%
87%

value
0.0
0.0
0.0
0.0
0.0

e

Ident
100.00%
99.20%
98.78%
100.00%
99.08%

Accession

NM_001011912.1
¥M_006251213.3

X¥M_006251214.3

¥M_006251212.3
X¥M_006251211.3




seq
refprot

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

1 1

seq ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGLGARTGGGCCGCAGCT

CDS ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGLGARTGGGCCGCAGCT
Consensus ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGGCGCGCTTCCCGGETGTAGCCATCTACCTTGCGGAGCCGCGAATGGGECGCAGCT

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

1 1

seq GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARRGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT

CD5S GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARRGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
Consensus GCCGGGCCTTCCTCACTCGCCTGGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACAT

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

1 1

seq GAARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGT TTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGC TGAGCCCAGGAAG

CDS GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGAAG
Consensus GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGGARG

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

1 1

seq GAARCCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG

CDS GAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG
Consensus GAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATARCACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGLTTCGARGGCARAGAGG

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

1 1

seq GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGCT

CDS GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGCT
Consensus GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGARCATTCCTTTAGAGTARTCCAGGAGCTGCT

651 660 670 680 690 00 Ho 120 730 40 750 760 il 780

1 1

seq AGARCATGGAACGTGTGAGGAGGTGGARCARATCCGT TGCTCAGARAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGARGACTGLTAGCCGGTGGTACCAGGAAGGGCTACGA

CD5 AGARCATGGAACGTGTGAGGAGGTGGARCARATCCGT TGCTCAGARAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGARGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA
Consensus AGAACATGGARCGTGTGAGGAGGTGGARCAAATCCGTTGCTCAGAAAGGCACCAGACCATGARGCTCTTCACCCACATCTTCGGGGT TRGGGTGAAGACTGCTAGCCGGTGGTACCAGGARGGGCTACGA

781 790 800 810 820 830 840 a50 860 870 880 890 00 10

1 1

seq ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG

CDS ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGT TAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG
Consensus ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGT TGGTAGAGG

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

1 1

seq CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGT TACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGCTGCT

CD5 CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGT TACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGCTGCT
Consensus CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGARGGGGGAAGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGARGTAGGGCTGCT

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

1 1

seq GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

CD5 GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
Consensus GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

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

seq TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
CDS TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
Consensus TGCATCTTGCGCTTGCCACAGTCCCARCAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1
seq GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TRCGGCGATTCAGCCGGCARGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
CDS GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TRCGGCGATTCAGCCGGCARGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
Consensus GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGARGGGGCTGTGCCTTARTAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCARCTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488

1 1

seq AGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAARTGCCTGA

CDS AGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAARTGCCTGA
Consensus AGATGTTTTCAGGTTCCTGGGTCTCAARGTATCTTCCTCCAGAGCAGAGAARTGCCTGA

> Différence au niveau PROT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130
| |
HLPKRRRRYRAGSPHSALASSTPPAARFPGYAIYLAEPRAGRSRRAFLTRLARSKGFRILDYYSSEYTHYYHEETSAKEAICHOKDHNALLPDCPOPALLDISHF TESHARGAOPYPEEVRHRLEVAEPRK
HLPKRRRRYRAGSPHSALASSTPPAARFPGYAIYLAEPRAGRSRRAFLTRLARSKGFRILDYYSSEYTHYYHEETSAKEAICHOKDHNALLPDCPOPALLDISHF TESHARGOPYPEEYRHRLEVAEPRK

Max  Total Query E Per.

Score Score Cover wvalue  Ident

Description Accession

2 DNAdirected DNARNA polymerase mu [Rattus novegicus] 1014 1014 100% 0.0 100.00% NP_0010119121

@ PREDICTED: DNA-directed DNA/RMA polymerase mu isoform X3 [Rattus nonvegicus) 1008 1008 100% 0.0 99.20% XP_ 0062512751

e P _ _ o - e mmes P e

seq
refprot
Consensus

seq
refprot
Consensus

TLDELREQPORLTAOOKAGLAYYQDLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGAEYGLLPRYHRCLOSOGLYL YHOYHRSHLADSAHILRORSTHDAFERSF
TLDELREOPORLTAOOKAGLAYYQDLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGAEYGLLPRYHRCLOSOGLYL YHOYHRSHLADSAHILRORSTHDAFERSF
TLDELREQPORLTONOKAGLAYYADLSTPYSRAEAEALOOLYEARHREILPGATYTLTGGFRRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLOSOGLYL YHOYHRSHLADSAHILRARSTHDAFERSF

391 400 410 420 430 440 450 460 470 480 430 495
1 1
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSOFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPHSQFPFALLGHTGSAFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPHSOFPFALLGHTGSOFFERELRRFSROEKGLCLHSHGLFDPERKTFFHATSEEDYFRFLGLKYLPPEQRHA

ORAEIREONVISREISNS:) o-rfoit




pCR4Blunt Pol M CTX clone E

» Fwd CTX 859NT

CNTNAGAGTNNNNANNAGNTGNTNNNNATNNNANGNGNGANGAGNNGNNNCAANNNNGTTGNTNAGAA
AGNCNNCAGNCCATGAAGCTCTTCACCCACNNNTTCGGGGTNGGGGTGAAGANTGCTAGCCGGTGGNNCCA
GGAAGGGNTACGAACCNTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGN
TGCAGTATTACCAGGNNNGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAGTTNGTAGAGGC
AGCCATGAGGGAGATCCTGCCNGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGT
CATGACGTGGACTTCCTTATCACCCACCNTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGT
GCcTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGC
GGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCT
TTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCA
GTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAG
AGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAG
GAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA
GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGT
TTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGA
GTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCATTCTCCTCACAGTCAGGTGCTCTT

TCAGNAAGGCACCAGACCANGAAGNTNNTCACCCACNTNTCGGGGTTGGGGTGAAGANTGNTAGCCGGTGG
TNCCAGGAAGGGNTNCGAACCCTGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGC
AGGGCTGCAGTATTACCAGGACNNGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTNTGCAGCAGTTGGT
AGAGGCAGCCATGAGGGAGATCCTGCCNGGAGCCACTGTCACACTGACTGGCGGTTTCCGAAGGGGGAAGTT
ACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGA
TGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACA
TCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAA
CAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCG
GCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTT
CTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA
GATGAAAAATGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGT
TTCTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCGGTTGA
GTGTGACCCCGAGTCAGCTCAGTTTTCAGCCTCCaTTCTCCTCACAGTCAGGTGCTCTTAAGGGC

» BGHRev CTX 894NT

GCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGC
CATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTT
ACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCCAGG
AAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTC
TCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTT
CTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTAC
TTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGAACAAATCCG
TTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGT
GGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAG
CAgGGCTGCAGTATTACCAGEACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGNTCTGCAGCAGTTGGT



AGAGGCAGCCATGANGGANATCCTGCCCGGAGCCNCTGTCACACTGACTGGCGGNTTCCNNNGGGGAAGTTA
CANGGNCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGNCAANAAGTAGGGCTGCTGCCCAGANTGA
TGAGGNGNCTT

Int

CTTTNAGCCNGCTGCNTGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATG
GAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTC
GGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAG
CCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGG
CAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACT
GACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGC
CAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCA
TCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCT
GCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCT
GTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATC
CTGAGCGGAAGANATTTTTCCACGCAACTTCTGANGAANATGTTTTCNNNTCCTGGGTCTCAAGTATCTTCCTCC
ANAGCANANAAATGNCTGANANGAAAAATGNCTGTTGGCTGNCNTACCTGTCCACGAGAANANGAGGGGCT
GTCTCTTTCTTNACCNNNAATGTTTCTAGACAGGANCNNCGCNNCCCCACGGCNNCNNCNGTGCAATGGNNT
TTTTNNTTTTAC

> Synthése séquencage CTX: .

——————————————————————————————————————————————— ATGCTTCCGAAGC 180
GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTG 840
CAGTATTACCAGYACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG 900
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 960
TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAG 1020
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCcTTCAGAGCCAGGGACTTGTG 1080
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG 1140
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG 1200
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT 1260
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT 1320
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC 1380
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 1440

AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA 1488

CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWETESMAAGQPVPEEVRHRLEVAEPRKE
PPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFEG
EHSFRVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQOKAGLQ
YYODLSTPVSRAEAEALQOLVEAAMREILPGATVTLTGGFRRGKLOGHDVDFLITHPEEGQEVGLLPRVMRCLQS
OGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPOSQOAALEGPLHPCPTWKAVRVDLVVTPNSQEFPFA
LLGWTGSQFFERELRREFSROEKGLCLNSHGLEDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-



PREDICTED: Rattus norvegicus palymerase (DNA) mu (Polm). transcript variant X2, mRNA

> Blast contre banque rat :

2440 2440 100% 0.0 100.00%

zeq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

zeq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

=eq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

=eq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

Rattus norvegicus DMNA polymerase mu (Polm),_mRNA 2398 2398 98% 0.0 100.00%
PREDICTED: Rattus nowvegicus polymerase (DNA) mu (Polm). transcript variant X1, mRNA 2385 2385 100% 0.0  99.10%
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X3, mRNA 2342 2342 98% 0.0 99.08%
PREDICTED: Rattus norvegicus polymerase (DNA) mu (Polm), transcript variant X4, mRNA 2337 2337 98% 0.0 99.08%

> Différence Séquencage/CDS au niveau NT :

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

ATGCTTCCGARGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAGCGECGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGARTGGGCCGCAGLE

I

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

ATGCTTCCGARGC---GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACC TCAGCCARGGAGGCCATC TGLTGGCAGARGGACAT
GCCGGGCCTTCCTCACTCGCCTRGCGCGGTCCARAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGG TGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATCTGCTGGCAGARGGACAT
cessssssssssssssnsesssssssssssssssHEBCTTCCGAAEE, ,  GAcGgegaCaGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCARGGAGGCCATC TGCTGGCAGARGGACAT

261 270 280 290 300 310 320 330 340 350 360 370 380 390
I I
GARTGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGC TGAGCCCAGGARG
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGECACCGCCTGGAGGTAGC TGAGCCCAGGARG
GAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGECACCGCCTGGAGGTAGC TGAGCCCAGGARG

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

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGLT
GCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCARGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTARTCCAGGAGCTGLT

651 660 620 680 690 700 10 720 730 740 750 760 710 780

I I
AGARCATGGARCGTGTGAGGAGGTGGAACARATCCGTTGCTCAGAARGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGARGACTGCTAGCCGGTGGTACCAGGAAGEGCTACGA
AGAACATGGARCGTGTGAGGAGGTGGARCARRTCCGTTGCTCAGARRGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGG TGARGACTGCTAGCCGGTGGTACCAGGARGGGCTACGA
AGAACATGGARCGTGTGAGGAGGTGGARCAARTCCGTTGCTCAGARRGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGG TGARGACTGCTAGCCGGTGGTACCAGGARGGGCTACGA

781 790 800 a10 a20 830 840 850 860 820 aa0 890 900 910
I I
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGEGCAGAGGCCGAGGLTCTGCAGCAGTTGGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGARAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGEGCAGAGGCCGAGGLTCTGCAGCAGTTGGTAGAGG
ACCCTGGATGAGCTCAGAGAGCAGC CCCAGAGACTGACCCAGCAGCAGARRGCAGGGC TGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGEGCAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGG

911 920 930 940 950 960 970 980 990 10000 1010 1020 1030 1040
1 1
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGET TTCCGARGGGGGARGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGAAGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGET TTCCGARGGGGGARGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGARGTAGGGCTGLT
CAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGET TTCCGARGGGGEGARGTTACARGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCARGAAGTAGGGCTGLT

I
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC
GCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTC

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

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

TGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGLTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
TGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG
TGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCARCCTGGARAGCTGTGAGGGTAGATCTTGTGGTCACTCCCARCAGCCAGTTCCCCTTTGCTCTTCTTG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGAT TCAGCCGECAAGAGARGGGGCTGTGCC TTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGATTCAGCCGECAAGAGARGGGGCTGTGCC TTAATAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA
GCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC TACGGCGATTCAGCCGECAAGAGARGGGGCTGTGCC TTARTAGCCACGGGCTGTTTGATCCTGAGCGGARGACATTTTTCCACGCARCTTCTGAGGA

1431 1440 1450 1460 1470 1480 1488
I I

AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARRTGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA
AGATGTTTTCAGGTTCCTGGGTCTCARGTATCTTCCTCCAGAGCAGAGARATGCCTGA

XM

0062512123
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> Différence au niveau PROT :

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

CFRS-DGGGSEYTHYYHEETSAKEATCHOKDHHALLPDCPOPALLDISHF TESHARGAPYPEEYRHRLEYAEPRK
HLPKRRRRYRAGSPHSALASSTPPARRFPGYALYLAEPRHGRSRRAFLTRLARSKGFRILDYYSSEYTHYYHEETSAKEALICHOKDNHALLPDCPAPALLDISHF TESHARGAPYPEEYRHRLEYAEPRK
....................................................... cFRi.DgegSEYTHYYHEETSAKEATCHOKDHNALLPDCPOPALLDISHF TESHARGAPYPEEYRHRLEYAEPRK

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| 1
EPPISYTIPAYACARPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTF YRAASHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELL EHGTCEEYEATRCSERHATHKLF THIFGYGYKTASRHYOEGLR
EPPISYTIPAYACORPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTF YRAASHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELLEHGTCEEYEQIRCSERHOTHELF THIFGYGYKTASRHYOEGLR
EPPIS¥TIPAYACARPSPLTPHHTLLSEALETLAEARGFEGKEGRFLTF YRAASHLKSLPYPYTSLSOLHGLPYFGEHSFRYIOELL EHGTCEEYEATRCSERHATHKLF THIFGYGYK TASRHYOEGLR

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| 1
TLOELREQPORL TOOOKAGLAYYODL STPYSEAEAEAL QAL YEARHRETLPGATYTLTGGF RRGKLAGHDYOFLI THPEEGAEYGLL PRYHRCLOSAGL YL YHAYHRSHLADSAHILRORSTHOAFERSE
TLOELREOPORLTOOOKAGLOYYODLSTPYSRAEREALOOLYEAANREILPGATY TLTGGF RRGKLOGHDYDFLITHPEEGOEYGLLPRYHRCLOSOGL YL YHOYHRSHLADSAHILRORS THOAFERSE
TLOELREQPARL TOOOKAGLAYYODLSTPYSRAEAEALAALYEAAHREILPGATYTLTGGF RRGKLAGHDYOFLITHPEEGAEYGLL PRYHRCLASAGL YL YHAYHRSHLADSAHILRORSTHOAFERSF

391 400 410 420 430 ddo 450 460 470 480 490 495
| |
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPNSOF PFALLGHTGSOFFERELRRF SROEKGLCLHSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEGRNA
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPNSOFPFALLGHTGSOF FERELRRF SRAEKGLCLHSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA
CILRLPOSOOAALEGPLHPCPTHKAYRYDLYYTPNSOFPFALLGHTGSOFFERELRRF SROEKGLCLHSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEGRNA

Max | Total Query E Per.

Description
pt Score Score Cover wvalue  Ident

Accession

PREDICTED: DMA-directed DNA/RNA polymerase mu isoform X2 [Rattus norvegicus] 901 901 100% 0.0 100.00% XP_0062512741

PREDICTED: DMA-directed DNA/RNA polymerase mu isoform X1 [Rattus norvegicus] 897 897

DNA-directed DNA/RNA polymerase mu [Rattus norvegicus] 887 887

PREDICTED: DNA-directed DNA/RNA polymerase mu isoform X3 [Rattus norvegicus] 881 881

100%
99%
99%

0.0
0.0
0.0

99.10% XP_006251273.1
99.31% NP_001011912.1
98.41% XP_0062512751



o pCR4Blunt Pol M CTX NOUVEAU CLONAGE

» Fwd CTX 938NT

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGG
CCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGG
TTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCC
AGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAA
CACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCT
CACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACT
GCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGA
ACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACT
GCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCA
GCAGCAGAAAGCAgGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCT
GCAGCAGTTGGTAGAgGCAGCCATGAEGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGTTTCCGA
ANGGGAAGTTACNNNNCATGACGTGGNCTTCCTTATCACCCACCCTGAGGAGGGNCNAGAAGTANGGCTGC
TGCCCAGAGNGATGAGGTGNCTTCAGAGCCAGGGNNTTGNGCTGTACNANCAGTACCATCNNAGCCAC

» BGHRev CTX 805NT

AAATNNNTNCTCANAAAGNCANNAGNCNNNGAAGNTCNTCACCCACNTNTTCGGGNTGGGGTGAAGANTG
NTANNCGGTGGTACCAGGAAGGGNTACGANNNTGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAG
CAGCAGAAAGCAGGGCTGCAGTATTACCAGGNNNGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTG
CAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCcGGAGCCACTGTCACACTGACTGGCGGTTTCCGA
AGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAGGGCCAAGAAGTAGGGCTG
CTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAG
CGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTG
CCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATC
TTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC
TACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGA
CATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGA
AATGCCTGA

> Syntheése séquencage CTX: .

idem



PolM_Seqint_Fwd_1
540 pour 690
AGAGCAGCCTCCATGCTCAAG
PolM_Seqint_Rev_1
1330 pour 1180

CCCTCTCAAAAAACTGGGAG
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