15)Pol L

D’apres les amorces d’Alice :

e Taille 1824 NT
e NM 001014168

CGTTT
TCATTGGCTCCCATGAAAGGTCCAGATCCAGCGCACTTCA

ATGGACCCCCAGGGC
ATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCATCATCAAACGCACTT
GCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCC
CACATTATGCCCACTGGCATTGGGCGAGCCCGGGCTGAACTCTTTGAGAAGCAGATTATC
CAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGAT
GAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGT
GCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGCTGACAGAC
ACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAG
TCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAACGCTCTCT
CTTTCCCCTCCTTGTACCAGAGCTGTATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAA
ACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAAGGGCCCCAGGTTAGC
TCAGCAGATTTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTGGGGAAGATGGT
GGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCAAGCCAG
AAGGCAACTAATTACAACCTGCACATCACAGAGAAGCTCGAAGTGCTGGCTAAAGCCTAC
AATGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTATGCCAAGGCCATCAACGCCCTCAAG
AGCTTCCACAAGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTGGCAGG
CGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTGCGGAAGCTGGACCAC
ATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGGACGAAG
ACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGATATCCGAGGCCTGGCC
TCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATG
CCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAAC
CCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGAT
GTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTC
CTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAAT
GGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCACCGG
CGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACC
GGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTG
TCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCT
GGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCAAGCTCTTAGGCCTGCCCTAC
CGAGAACCGGCTGAACGGGACTGGTGA

CATAGGGTTTGGGCAAGGGAAGCCACGTTGGAT
GAACTAACTGCCTCATCTGCCACCCTCTT
AGCTTTGCCTCACTCTGTCCGTCACCACTTG
CCCTTACTGAGCCAAGCTAGGAGCTCTAGGGCCTGTAGGAAAGAGCCAGTCTGATTGTGA
GCCTGCCAGCTCTCTCCTGGACAGGATCATGCTGCGGTCCCCTCTGCTCCCCTCTGCTCC
CTGTTCAAGCACAGCAGGTGGCTGGTTTCAAGCTGGTTTCCTGTACTGCAGGCCTGGTTT
CCTGTACTGAAGGCCTGAGCTTCCCTTTCCACCCCAAGACTGATGTAGACATAGGGGGTC
AGGAGAGGCTGCAGGAAGAGAGGGAGGCAGCTGTGGGCCCAGCATCTTCTTCGGGCCTTC
ACGGTAGAGAAAGCTATGTGGATTCCCTCACCCGCCCACTTCCTGTGCAGCTGGAGCTGC
TGGGGGTGGCCTGCCCAGACTCTGTGAGAGTGGCTTCTAAGGGCCCTGGAGCCTAATAAA
GTGCTTCTGACATTC

MDPQGILKAFPKRKKIHADPSSNALAKIPKREAGDARGWLSSLRAHIMPTGIGRARAELFEKQIIQHGGQVCSAQA
PGVTHIVVDEGMDYERALRLLRLPQLPPGAQLVKSAWLSLCLOQEKKLTDTDGFSLSSPKRSLNEPQPSKSGQDASAP
GTQGVLPRTTLSLSPPCTRAVSPPPKAEKPPKTQTQLSSEDEASDGEGPQVSSADLQALISGHYPTPPGEDGGPDPA
PEALGKWVCAQPSSQKATNYNLHITEKLEVLAKAYNVQGDKWRALGYAKAINALKSFHKPVSSYQEACSIPGVGRR
MAEKVMEILESGHLRKLDHISDSVPVLELFSNIWGAGTKTAQMWYHQGFRSLEDIRGLASLTAQQAIGLKHYDDFL
DRMPREEAAEIEQMVRVSAQAFNPGLLCVACGSFRRGKVTCGDVDVLITHPDGRSHQGIFSPLLDSLRQQGFLTDD
LVSQEENGQQQKYLGVCRLPGAGQRHRRLDIIVVPYSEFACALLYFTGSAHFNRSMRALAKTKGMSLSEHALSAAV
VRNSQGVKVGAGQVLPTPTEKDVFKLLGLPYREPAERDW-

e Expériences :

o PCR08/07 : sur les 7 conditions cycle Q5-TM 56°C-Enhancer 5- 2min 30 d’élongation



Rate DiTO DiT24 DiT48 SP CTX Eau




> Résultats séguencages

o pCR4Blunt Pol L rate (cloneD)

» Fwd rate 1013NT SEQUENCAGE AOUT

ATGGAGATCCTGGAGAGTGGGCATCTGCGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGNTCTT
CTCCAACATCTGGGGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGATA
TCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGC
CCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTG
TGTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGG
CCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGG
TGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCLC
ACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCC
ACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCT
GTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTC
TTCAAGCTCTTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGACGTAGGGTTTGGGCAAGGGAAG
CCACGTTGGATGAACTAACTGCCTCATCGCCACCCTCTT

> Rev 986NT SEQUENCAGE AOUT

AAAGGGNCTAGTCCTGCAGGTTTAAACGAATTCGCCCTTTCATTGGCTCCCATGAAAGGTCCAGATCCAGCGCAC
TTCAATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCATCATCAAACGC
ACTTGCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCCCACATTATG
CCCACTGGCATTGGGCGAGCCCGGGCTGAACTCTTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTC
TGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCA
GACTGCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAG
CTGACAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGG
CCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGA
GCTGTATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAG
TGATGGGGAAGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTG
GGGAAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGAGGNCTGTAGCATCCCANGAGTTGGCNNNGAA
TGGCAGANAANNNCATGGAGATCCTGGAGAGTGGGCATCTGCGGAAGCTGGANCACATCAGCGACAGCGTGC
CTGTCTTANAGCTCTTCTT

> Int Fwd Nov 26

GTGNNGGGGNAGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCC
TGGGGAAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGAGGCCTGTAGCATCCCAGGAGTTGGCAGGC
GAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTGCGGAAGCTGGACCACATCAGCGACAGCGT
GCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCT
TCCGAAGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATG
ACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTC
AACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACT
TATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTT
CCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCA
GGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTA
CTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAANGGCATGAGCCTGTCANAGC



ATGNCCTTAGTGCTGCTGTGGTCCGGAACAGCCNNGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCC
CACAGAGAAGGACGTCTTCAAGCTCTTAGNNCTGCCCTACCGANAACCGGCTGAACGGGACTGGTGACGTNGG
NNTNGGCAAGGAAGCCACGTTGGATGAACTNACTGCCTCATCNNNNCCCTNNTNAGGNGAANTCNCNGCNG
CTAAANTCANNCNNCCNATNNNGAGTCNNNTNNANTNANNGGNNGNCNNTNNNANNTCNNGNNTGGAAA
NCCT

> Int Rev Nov 26
TCAGCTCAGNGGANGAAGCCAGTGATGGGGAAGGGCCCCAGNNNNNNTCANCAGATNTGCNAGCCTTGATC
AGTGGGCACTACCCCACTCCCNNTGGGGNAGATGGTGGGCCTGNCCCNNCCCCAGAAGNTNNGGGAGGCNN
GNAGCATCCCAGGAGNNGGCAGGCGAATGGCAGAGAAGGTCATGNAGATCCTGGAGAGTGGGCANNTGCGG
AAGNTGGACCACATCAGNGNCAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGGNCGAAGN
CTGCCCAGATGTGGTACCATCAGNGCTCNGAAG

> Synthése séquencage rate :.

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAA 81

GAAAATTCATGCAGATCCATCATCAAACGCACTTGCAAAGATTCCCAAAAGGGAGGCAGG 141
AGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCCCACATTATGCCCACTGGCATTGGGCG 201
AGCCCGGGCTGAACTCTTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGC 261
CCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCT 321
CCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCT 381
GAGCTTGTGTCTACAGGAGAAAAAGCTGACAGACACGGACGGATTCAGCCTTTCCAGCCC 441
TAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGGCCAAGATGCTTCTGCTCCTGG 501
CACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTGT 561
ATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGA 621
TGAAGCCAGTGATGGGGAAGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAG 681
TGGGCACTACCCCACTCCCCCTGGGGAAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCT 741
GGGAGGCCTGT
AGCATCCCAGGAGTTGGCAGGCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGG 183
CATCTGCGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAAC 243
ATCTGGGGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTA 303
GAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTAT 363
GATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGA 423
GTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGA 483
GGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCAC 543
CAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGAC 603
TTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCA 663
GGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCC 723
TGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCC 783
AAGACCAA

GGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTG 1637
CTGTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCA 1697
CAGAGAAGGACGTCTTCAAGCTCTTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACT 1757
GGTGA

MDPQGILKAFPKRKKIHADPSSNALAKIPKREAGDARGWLSSLRAHIMPTGIGRARAELFEKQIIQHGGQVCSAQAPGVTHIVVDEGMDYERA
LRLLRLPQLPPGAQLVKSAWLSLCLQEKKLTDTDGFSLSSPKRSLNEPQPSKSGQDASAPGTQGVLPRTTLSLSPPCTRAVSPPPKAEKPPKTQT
QLSSEDEASDGEGPQVSSADLQALISGHYPTPPGEDGGPDPAPEALGGL-
HPRSWQANGREGHGDPGEWASAEAGPHQRQRACLRALLQHLGSRDEDCPDVVPSGLPKPRRYPRPGLPDRSAGHWLEAL--
LPGPHAQGGGCRN-ADGPSISPGLQPWAAVCGLWLFPSREGDLWGCRCTYYSPRRPVPPGHLQPTPRQPSAARVPHR-
LGEPGGEWPAAEIPGCVPAPRGRAAPPATGHHRGALQ-VCLCPALLHRLCPLQPVHESSGQDQGHEPVRACP-
CCCGPEQPRCQGRGWTSAAHPHREGRLQALRPALPRTG-TGLV

o Blast contre banque rat :

o Différence Séquencage/CDS au niveau NT :
Max Total |Query E Per. Acc =

Description Common Name
s Score Score Cover walue  Ident Len
-

Accession

PREDICTED: Rattus norvegicus polymerase (DNA) lambda (Pall), transcript variant X1, mRMNA Nonway rat 1648 2639 92% 0.0 100.00% 2210 XM 0062315453

Rattus norvegicus DNA polymerase lambda (Poll), mRNA Norway rat 1548 2844 100% 00 100.00% 2320 NM_001014168.1

PREDICTED: Rattus norvegicus polymerase (DNA) lambda (Poll), transcript variant X2, mRMNA Nomway rat 1546 1664 58% 0.0 100.00% 1433 XM 017589456 1
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1 10 20 30 40 50 60 70 80 0 100 110 120 130
1 1
ATGGACCCCCAGGGCATCCTGARGGCAT TTCCCARGCGARAGARAART TCATGCAGATCCATCATCARACGCACTTGCARAGATTCCCARARGGGAGGCAGGAGATGC TAGAGGATGGCTGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGCAT TTCCCARGCGARAGARAAT TCATGCAGATCCATCATCARACGCACTTGCARAGATTCCCARRAGGGAGGCAGGAGATGC TAGAGGATGGCTGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGCATTTCCCARGCGARAGARAAT TCATGCAGATCCATCATCARACGCACTTGCARAGATTCCCARAAGGGAGGCAGGAGATGC TAGAGGEATGGCTGAGCTCCCTGA

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

I |
GGGCCCACATTATGCCCACTGECAT TGGGCGAGCCCGGGCTGARCTCT T TGAGARGCAGATTATCCAGCATGATGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGE
GGGCCCACATTATGCCCACTGECAT TGGGCGAGCCCGGGCTGARCTCTTTGAGARGCAGATTATCCAGCATGATGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGE
GGGCCCACATTATGCCCACTGECAT TGGGCGAGCCCGGGCTGARCTCT T TGAGARGCAGAT TATCCAGCATGATGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACAT TGTGGTGGATGAAGE

261 270 280 290 300 310 320 330 340 350 360 30 380 390
I |
CATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCAGC TRCCCCCTGGTGCTCAGCTGGTGARGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGC TGACAGACACGGACGGATTCAGL
CATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCARC TRCCCCCTGGTGCTCAGC TGGTGARG TCAGCCTGGCTGAGCTTGTGTCTACAGGAGARAAAGL TEGACAGACACGGACGGATTCAGL
CATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCABE TRCCCCCTGGTGCTCAGCTGGTGARGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGE TEGACAGACACGGACGGATTCAGL

i 400 410 420 430 440 450 460 470 480 490 L] 510 520

I |
CTTTCCAGCCCTAAGAGGTCCTTGARTGARCCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGARCACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGC TG
CTTTCCAGCCCTARGAGGTCCT TGARTGARCCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
CTTTCCAGCCCTARGAGGTCCTTGARTGARCCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGRCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
TATCTCCTCCCCCARAGGCAGARARGCCACCARARACCCARRCCCAGE TCAGC TCAGAGGATGARGCCAGTGATGGGGAAGGGCCCCAGGT TAGCTCAGCAGATCTGCARGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCARAGGCAGARARGCCACCARARACCCARRCCCAGE TCAGC TCAGAGGATGARGCCAGTGATGGGGARGGGCCCCAGGT TAGCTCAGCAGATTTGCARGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCARAGGCAGARARGCCACCARARACCCARRCCCAGE TCAGCTCAGAGGATGARGCCAGTGATGGGGAAGGGCCCCAGGT TAGCTCAGCAGATc TGCARGCCTTGATCAGTGGGCACTA

b51 6BO 670 680 630 Foo 710 720 730 740 750 760 70 780
|

I

CCCCACTCCCCCTRARGARGATGGTGGGCCTGACCCAGCCCCAGARGL TCTGGG:
CCCCACTCCCCCTRRRGARGATEETGGEGCCTGACCCAGCCCCAGARGE TCTGGGTARGTGGGTCTGTGCACAGCCCTCARGCCAGARGGCARCTAATTACARCCTGCACATCACAGAGAAGC TCGAAGTG
CCCCACTCCCCCTGEEGAAGATGG TGGGCCTGACCCAGCCCCAGAAGL TETGEG. . v v e ceessrrssssssssrrrassssssssssssssssssssrrrrrrrresssssssrrrrresssnnnnss

781 790 800 a10 820 830 840 850 860 870 880 890 900 910
I

|
AGGCCTGTAGCATCCCAGGAGT TG
CTGGCTARAGCCTACAATGTCCAGGGAGACAAGT GGAGGGC TCTGGGC TATGCCARGGCCATCAACGCCCTCARGAGC TTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGT TG
.......................................................................................................... AGGECCTGTAGCATCCCAGGAGT TG

a1 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
I |
GCAGGCGAATGGCAGAGAAGG TCATGGAGATCCTGGAGAGTGEGCATC TGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATC TGEGGAGCCGGGACGAAGACTGL
GCAGGCGAATGGCAGAGARGGTCATGGAGATCCTGGAGAGTGEGCATC TGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGEGGAGCCGGGACGARGACTGL
GCAGGCGAATGGCAGAGARGGTCATGGAGATCCTGGAGAGTGEECATC TGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGEEEAGCCGGGACGARGACTGE

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

CCAGATGTGGTACCATCAGGGEC TTCCGARGCC TAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCAT TGGCTTGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGLT
CCAGATGTGGTACCATCAGGEC TTCCGARGCC TAGARGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGLT
CCAGATGTGGTACCATCAGGEE TTCCGARGCC TAGARGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGARGCACTATGATGACTTCCTGGACCECATGCCCAGGGAGGAGGLT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
I |
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCC TGRGGCTGCTGTGTGTGGCCTGTGRCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCC TGGGCTGCTGTGTGTGGCCTGTGRCTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCC TGGGCTGCTGTGTGTGGCCTGTGECTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1330 1400 1410 1420 1430
I |
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCC T TCGGCAGCARGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCC T TCGGCAGCARGGGTTCCTCACAGATGACT TGGTGAGCCAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCC T TCGGCAGCARGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT

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

CCCAGGGGCCGGECAGCGCCACCGGCGACTGGACATCATCGTRG TGCCCTACAGTGAGTTTGCCTGTGCCCTRCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGC TCTGGCCARGACT
CCCAGGGGCCGGACAGCGCCACCGGCGACTGGACATCATCGTGETGCCC TRCAGTGAGTTTGCCTGTGCCCTRCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCAAGACT
CCCAGGGGCCGGACAGCGCCACCGECGACTGGACATCATCGTEETGCCC TRCAGTGAGTTTGCCTGTGCCCTRCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCAAGALT

1561 1570 1580 1590 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690
1 1
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGARCAGCCARGGTGTCARGGTCGGGGL TGGACARGTGC TGCCCACCCCCACAGAGAAGGACGTCTTCARGCTCTTAGGCCTGE
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGARCAGCCARGGTGTCARGGTCGAGGL TGGACARGTGC TGCCCACCCCCACAGAGAAGGACGTCTTCARGCTCTTAGGCCTGE
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGARCAGCCARGGTGTCARGGTCGEGAC TGGACARGTGC TGCCCACCCCCACAGAGARGGACGTCTTCARGCTCTTAGGCCTGE

1691 1700 1710 171922
I I

CCTACCGAGAACCGGCTGAACGGGACTGGTGA
CCTACCGAGAACCGGCTGARCGGGACTGGTGA
CCTACCGAGAACCGGCTGARCGEGACTGGTGA

Délétion 705 a 886

seq
ref
Consensus

seq
ref
Consensus

seq
ref

o Différence au niveau PROT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130
1 1
HDPAGILKAFPKRKKIHADPSSHALAKTPKREAGDARGHLSSLRANIHP TGIGRARAELFEKATTAHGGAYCSAOAPGYTHIVYDEGHDYERALRLLRLPALPPGAAL YKSAHLSLCLAEKKLTDTDGFS
HOPOGILKAFPKRKKIHADPSSHALAKIPKREAGDARGHLSSLRAHINP TGIGRARAELFEKOITOHGGAYCSAOAPGYTHIVYDEGHDYERALRLLRLPOLPPGROL YKSAHLSLCLOEKKLTOTDGFS
HOPOGILKAFPKRKKIHADPSSHALAKIPKREAGDARGHLSSLRAHINP TGIGRARAELFEKOITOHGGAYCSADAPGYTHIVYDEGHDYERALRLLRLPOLPPGRAOLYKSAHLSLCLOEKKLTOTDGFS

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
LS5PKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTATALSSEDERSDGEGPOYSSADLOALISGHYPTPPGEDGGPDPAPEAL GG---LHPRSHORNGREGHGDPGEHA
LS5PKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTATALSSEDERSDGEGPOYSSADLOALISGHYPTPPGEDGGPDPAPERLGKHYCAOPSSOKATHYHLHITEKLEY
LSSPKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTOTALSSEDERSDGEGPAYSSADLOALISGHYPTPPGEDGGPDPAPEALGg. . . aqPrSqqfnnrigHgdegeea

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
SAEAGPHOROR-=————————| ACLRALLOHLGSRDEDC--PDYYPSGLPKPRRYPRPGLPDR--5SAGHHLEALLPGPHAOGGGCRHADGPSISPGLOPHARYCGLHLFPSREGDLHGCRCTYYSPRRPYP
LAKAYHYOGDKHRALGYAKATHALKSFHKPYSSYOEACSIPGYGRRHAEKYHEILESGHLRKLDHISDSYPYLELFSHINGRGTKTAO-HHYHOGFRSLEDIRGLASL TROOATGLKHYDDFLDRHPREE

HrseessssssdalralhghlgSr#EaC, ,Pd¥grrgaekprrilrpGhler, .hagdsleal elgpnaqGaGornfi$,nsihgGlrplaalrGlallpar #adglgerdd®ldrrrree

seq
ref
Consensus

seq
ref
Consensus

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
PGHLOPTPROPSAARYPHRLGEPGGEMPAREIPGCYPAPRGRARPPATGHHRGALOYCLCPALLHRLCPLOPYHESSGODOGHEPYRACP ===—==m=m=—m CCCGPEOPRCOGRGHTSARHPHREGRLOA
AREIEQHYRYSAOAFNPGLLCYACGSFRRGKY T-CGDYDYLITHPDGRSHOGIFSPLLOSLRAOGFLTOOLYSAEENGROOKYLGYCRLPGAGARHRRLDIIVYPYSEFACALLYF TGSAHFHRSHRALA
aaei#qnpRgpaafrnPgrlceacGefraae!p.CgdadrgraaPdargHgrgalqledelaqqegrlecddqpsqEenGl#lghegyracP. ... .. .. ccocgpe#faCagregf TgaAHf nRegRagqf

521 530 540 550 560 570 575
1

1
LRPALPRTGTGLY
KTKGHSLSEHALSARYYRHSOGYKYGAGAOYLPTPTEKDYFKLLGLPYREPAERDH

Irkatprsehals,..veieessssssssssssssssssssassssssssssasane



OREIRRPENNSEENEIENe 0) mauvais : délétion au milieu

gui mene a des stop précoces



o pCR4Blunt DiTO clone E

» Fwd DiTO 976NT SEQUENCAGE AOUT
TCATTGGCTCCCATGAAAGGTCCAGATCCAGCGCACTTCA

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCATCATCAAACGCACTT
GCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCCCACATTATGCCCA
CTGGCATTGGGCGAGCCCGGGCTGAACTCTTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCC
CAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACT
GCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGCTGA
CAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGGCCAA
GATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
TATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGAT
GGGGAAGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTGGGE
AAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAgtgNNNTGTGCACAGCCCTCAAGCCAGAAGGNA
ACTAATTACNACCTGCACATCACAGANAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCANGGAGANAAGTG
GANGGNTCTGGGCTATGCNAAGGNCATCAACGCCCTCAANANCTTCCACAAGCCTGTCAGTTCCTACCANNAG
GCCTGTAGCATCCCNGNANTTGGCAGGNNAATGGCANANNNNCATGGANATNCTNGNNAGTGGNNNTCTGN
NNANNCTNNACNNCNTCA

» Rev DiTO 928NT SEQUENCAGE AOUT

CAANNNCNNGGNNGNNNAGNNGAGGGNTNTGGGNTATNCNAAGGCCATNAACGCCCTCAAGAGNTTCCAC
AAGCCNGTCAGTTNCNNCNNGGAGNCCNGTAGCNTCCCAGGAGTTGGCAGGNGAATGGCAGAGAAGGTCAT
GGAGATCNTGGAGAGTGGGCATNTGNGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTC
TCCAACATCTGGGGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCcGAAGCCTAGAAGATAT
CCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCC
CAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGT
GTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGC
CGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGT
GAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCA
CCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCA
CTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTG
TGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTCTT
CAAGCTCTTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGA

CGTAGGGTTTGGGCAAGGGAAGCCACGTTGGATGAACTAACTGCCTCATCTGCCACCCTCTTAAGGGCGAATTC
GTTTAAACCTGCAGGACTAGTCCCTTTAGT

> Int Fwd Nov26

GGGGAAGGGCCCCaGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTGGGGA
AGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCAAGCCAGAAGGCA
ACTAATTACAACCTGCACATCACAGAGAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTG
GAGGGCTCTGGGCTATGCCAAGGCCATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGAGG
CCTGTAGCATCCCAGGAGTTGGCAGGCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTGCG
GAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGGACGAAG
ACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAG
CAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCA



GATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGA
AGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCCCAC
TCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGANTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCA
NNNNACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCT
ACAGTGAGTTTGNCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCNACCGGTCCATGANAGCTCTGGCNA
NANCAAGGGCATGAGCCTGTCANANCATGCCCTTANTGCTGCTGTGGTCCNGANCANCNNNGNNGTNNNNTC
GGGGNNNNNNANTGCTNCCCNCCCCC

> Int Rev Nov 26

AGNCATTNNCNAGNNAANNAANTCATGCAGANCCATCATCNACGCACTGCAANGNTTCCCAAAGGGAGGCN
GAGATGNTAGANGATGGCTGAGNTCCNGAGGGCCCACATTATGCCCACTGNCATTGGGCGAGCCCGGGNTGA
ANTNTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGNTCTGCCCAGGCCCCAGGAGTCACTCACATTGT
GGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCETCAGC
TGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGCTGACAGACACGGACGGATTCAGCCTTTCC
AGCCcTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGG
GGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTGTATCTCCTCCCCCAAAGGCAGAAAAG
CCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAAGGGCCCCAGGTTAGCTCAG
CAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTGGGGAAGATGGTGGGCCTGACCCAGCCCCA
GAAGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCAAGCCAGAAGGCAACTAATTACAACCTGCACATCACAGA
GAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTATGCCAAGGCC
ATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTGGCAG
GCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTGCGGAAGCTGGACCACATCAGCGACAG
CGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGGACGAAGACTGCCCAGATGtGGTACCATCAGG
GNTCCGAANCCNAGAA

» Synthése séquencage DiTO :

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCA 60

TCATCAAACGCACTTGCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTG 120
AGCTCCCTGAGGGCCCACATTATGCCCACTGGCATTGGGCGAGCCCGGGCTGAACTCTTT 180
GAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACT 240
CACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCC 300
CAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAG 360
AAAAAGCTGACAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAA 420
CCACAGCCCAGCAAGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCC 480
AGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTGTATCTCCTCCCCCAAAGGCA 540
GAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAA 600
GGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCC 660

CCTGGGGAAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCA
CAGCCCTCAAGCCAGAAGGCAACTAATTACAACCTGCACATCACAGAGAAGCTCGAAGTG
CTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTATGCCAAGGCC
ATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATC
CCAGGAGTTGGCAGGCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTG
CGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGG
GGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGAT
ATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGAC
TTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCA
GCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAG
GTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGC
ATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTG
AGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCC
GGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCC
CTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACC
AAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGT
GTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCAAGCTC
TTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGA



MDPQGILKAFPKRKKIHADPSSNALAKIPKREAGDARGWLSSLRAHIMPTGIGRARAELFEKQIIQHGGQVCSAQAPGVTHIVV
DEGMDYERALRLLRLPQLPPGAQLVKSAWLSLCLQEKKLTDTDGFSLSSPKRSLNEPQPSKSGQDASAPGTQGVLPRTTLSLSPP
CTRAVSPPPKAEKPPKTQTQLSSEDEASDGEGPQVSSADLQALISGHYPTPPGEDGGPDPAPEALGKWVCAQPSSQKATNYNL
HITEKLEVLAKAYNVQGDKWRALGYAKAINALKSFHKPVSSYQEACSIPGVGRRMAEKVMEILESGHLRKLDHISDSVPVLELFS
NIWGAGTKTAQMWYHQGFRSLEDIRGLASLTAQQAIGLKHYDDFLDRMPREEAAEIEQMVRVSAQAFNPGLLCVACGSFRRG
KVTCGDVDVLITHPDGRSHQGIFSPLLDSLRQQGFLTDDLVSQEENGQQQKYLGVCRLPGAGQRHRRLDIIVVPYSEFACALLYF
TGSAHFNRSMRALAKTKGMSLSEHALSAAVVRNSQGVKVGAGQVLPTPTEKDVFKLLGLPYREPAERDW-

o Blast contre banque rat :

9 Rattus nowegicus DNA polymerase lambda (Poll), mRNA MNorway rat N7E 3175 100% 0.0 99.94% 2320 NM 0010141681
n PREDICTED: Rattus norvegicus polymerase (DNA) lambda (Poll), transcript variant X1, mRNA Norway rat 2970 2970 93% 00 99.94% 2210 XM_006231545.3
¥ PREDICTED: Rattus nonvegicus polymerase (DNA) lambda (Poll), transcript variant X2,_mRNA Norway rat 1546 1664 52% 0.0 100.00% 1433 XM_017589456.1

o Différence Séquencage/CDS au niveau NT :
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Foneanans

1 10 20 30 a0 50 B0 70 80 90 100 110 120 130
1 1
ATGGACCCCCAGGGCATCCTGARGGECATTTCCCARGCGARAGARAAT TCATGCAGATCCATCATCARACGCACT TGCARAGAT TCCCARAAGGGAGGCAGGAGATGL TAGAGGATGGCTGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGECATTTCCCARGCGARAGAARAATTCATGCAGATCCATCATCARACGCACTTGCARAGAT TCCCARARAGGGAGGCAGGAGATGC TAGAGGATGGCTGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGECATTTCCCARGCGARAGARAATTCATGCAGATCCATCATCARACGCACTTGCARAGAT TCCCARAAGGGAGGCAGGAGATGC TAGAGGATGGCTGAGCTCCCTGA

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

I I
GGGCCCACATTATGCCCACTGGCATTGGGCGAGCCCGRGCTGARCTCTTTGAGARGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGARGG
GGGCCCACATTATGCCCACTGGCATTGGGCGAGCCCGRGCTGARCTCTTTGAGARGCAGAT TATCCAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACTCACAT TGTGGTGGATGARGG
GGGCCCACATTATGCCCACTGGCAT TGEECGAGCCCGRGCTGAACTCTTTGAGARGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTRCCCAGECCCCAGGAGTCACTCACATTGTGGTGGATGARGG

261 270 280 290 300 30 320 330 340 350 360 370 380 390
I I
CATGGACTATGAACGGGL TCTCCGRCTCCTCAGACTGCCCCAGC TGCCCCCTRGTGCTCAGCTGGTGARGTCAGCC TGGCTGAGCTTGTGTCTAL TGACAGACACGGACGGATTCAGC
CATGGACTATGAACGGGC TCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCTCAGC TGGTGARGTCAGCC TGGCTGAGCTTGTGTCTACAGGAGAARARGC TGACAGACACGGACGGATTCAGC
CATGGACTATGAACGGGC TCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGETGCTCAGCTGGTGARGTCAGCC TGGCTGAGCTTGTGTCTACAGGAGARAARGC TGACAGACACGGACGGATTCAGC

391 400 410 420 430 440 450 461 470 480 490 500 510 520
I I
CTTTCCAGCCCTARGAGGTCCTTGAATGARCCACAGCCCAGCARGT CAGGCCARGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGLTG
CTTTCCAGCCCTARGAGGTCCTTGAATGARCCACAGCCCAGCARGT CAGGCCARGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGLTG
CTTTCCAGCCCTARGAGGTCCTTGARTGARCCACAGCCCAGCARGT CAGGCCARGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGLTG

521 530 540 550 560 570 530 590 600 610 620 630 G40 650

I I
TATCTCCTCCCCCARRGGCAGARARGCCACCARARACCCARACCCAGC TCAGCTCAGAGGATGAAGCCAGT GATGGGGARGGGCCCCAGGT TAGLC TCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCARAGGCAGARAAGCCACCARRRACCCARACCCAGC TCAGCTCAGAGGATGAAGCCAGT GATGGGGARGGGECCCCAGGT TAGCTCAGCAGAT TTGCAAGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCARAGGCAGARARGCCACCARARACCCARACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAAGGECCCCAGGT TAGCTCAGCAGATcTGCARGCCTTGATCAGTGGGCACTA

651 66O 670 680 690 00 Ho 720 730 740 750 760 770 780

I I
CCCCACTCCCCCTGGGGARGATGGTGGGCCTGACCCAGCCCCAGAAGC TCTGGGTARGTGGGTCTGTGCACAGCCCTCARGCCAGARGGCARCTART TACARCCTGCACATCACAGAGARGC TCGARGTG
CCCCACTCCCCCTGGGGARGATGGTGGGCCTGACCCAGCCCCAGAAGC TCTGGGTARGTGGGTCTGTGCACAGCCCTCARGCCAGARGGCARCTART TACARCCTGCACATCACAGAGARGC TCGAAGTG
CCCCACTCCCCCTGGGGARGATGG TGEGCCTRACCCAGCCCCAGAAGC TCTGGGTARGTGEGTCTGTGCACAGCCCTCARGCCAGARGGCARCTART TACARCCTGCACATCACAGAGARGC TCGARGTG

781 790 800 810 820 830 840 850 860 870 880 890 900 910
I I
CTGGCTARRGCCTACARTGTCCAGGGAGACARGTGGAGGGCTCTGGGC TATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCC TGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG
CTGGCTARRGCCTACARTGTCCAGGGAGACARGTGGAGGGCTCTGGGC TATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCC TGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG
CTGGCTARAGCCTACARTGTCCAGGGAGACARGTGGAGGGCTCTGGGC TATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG

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

1 1
GCAGGCGARTGGCAGAGARGGTCATGGAGATCCTGGAGAGTGGGCATC TRCGGARGE TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTRGGGAGCCGGGACGARGACTGE
GCAGGCGARTGGCAGAGARGGTCATGGAGATCCTGGAGAGTGGGCATC TRCGGARGE TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTGGGGAGCCGGGACGARGACTGE
GCAGGCGARTGGCAGAGARGGTCATGGAGATCCTGEAGAGTGGGCATC TRCGGARGE TRGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTAGGGAGCCGGGACGARGACTGE

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

CCAGATGTGGTACCATCAGGGCT TCCGARGCC TAGAAGATATCCGAGGCC TGGCCTCCCTGACCGCTCAGCAGGCCAT TGGET TGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGECT
CCAGATGTGGTACCATCAGGGCT TCCGARGCC TAGAAGATATCCGAGGCL TGGCCTCCCTGACCGCTCAGCAGGCCATTGGETTGARGCACTATGATGACTTCCTGGACCGCATGLCCAGGGAGGAGECT
CCAGATGTGGTACCATCAGGGCT TCCGARGCCTAGAAGATATCCGAGGCC TGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGECT

1171 1180 1190 1200 iz10 1220 1230 1240 1250 1260 1270 1280 1290 1300
I I
GCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGGGEATGTAGATGTACTTATTACTCACCCCG
GCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCLCG
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTRTGTGTGECCTRTRGCTCTTTCCGTCGAGGGARGGTGACCTGTGEGGATGTAGATGTACTTATTACTCACCCCG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1

ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTGAGC CAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCT TCGGCAGCARGGGTTCCTCACAGATGACT TGGTGAGCCAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCARGGGTTCCTCACAGATGACT TGGTGAGCCAGGAGGAGARTGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGET

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
I I
CCCAGGGGCCGGGCAGCGCCACCGRCGACTGRACATCATCGTGGTGCCCTACAGTGAGT TTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACT
CCCAGGGGCCGGGCAGCGCCACCGAECGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACT
CCCAGGGGCCGGGCAGCGLCACCGECGACTGEACATCATCGTGGTGCCCTACAGTGAGT TTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACE

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

ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGARCAGCCARGGTGTCAAGETCGGGGC TGGACARGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCAAGCTCTTAGGCCTGE
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGLTGTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACARGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCARGCTCTTAGGCCTGE
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCARGGTGTCAAGGTCGGGGCTGGACARGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCARGCTCTTAGGCCTGE

1691 1700 1710 172922
I |
CCTACCGAGAACCGGC TGARCGGGACTGGTGA
CCTACCGAGAACCGGC TGARCGGGACTGGTGA
FrTAFTGAGRAMT AR TRAACGRRAT TRRTRA

Mutation C<T en 625

o Différence au niveau PROT :

ea e nhon U wiax ol | wuery = rern. [ =
,pt MName Score Score Cover  walue Ident Len
w v A v - A -
DMNA polymerase lambda [Rattus norvegicus] MNorwayrat 1179 1179 100% 0.0 100.00% 573
PREDICTED: DMNA polymerase lambda isoform X1 [Rattus norvegicus] MNorway rat 1084 1084 91% 0.0 100.00% 526
PREDICTED: DMNA polymerase lambda isoform X2 [Rattus norvegicus] Norway rat 580 580 48% 0.0 99.64% 300
U1 Lot AL S OO UL U RUTLE 8§ DL 8 G ENITa 88 RIS | E 5 S UL UL 5T oo LS LU 18] ULDUUE UF 1 LT UNA TLERT S8R LI LR T
Consensus LS5PKR5LNEPQP5KSEQDHSHPETQEULPRTTLSL5PPCTRHvSPPPKHEKPPKTQTQLSSEDEHSDGEGPQ?SSHDLQHLISGHYPTPPGEDGGPDPHPEHLGKHVCHQPSSQKHTNYNLHITEKLEV
261 270 280 290 300 30 320 330 340 350 360 an 380 390
| I
seq LAKAYHYOGDKHRALGYAKATHALKSFHKPYSSYOEACSIPGYGRRAAEKYHETL ESGHL RKLDHISDSYPYLEL FSHIHGAGTKTAONHYHOGFRSLEDTRGLASL TROOATGLKHYDDFLDRAPREER
ref LAKAYHYOGDKHRALGYAKAINALKSFHKPYSSYOEACSTIPGYGRRAAEKYHEILESGHLRKLOHISDSYPYLELFSHINGAGTKTAOHHYHAGFRSLEDIRGLASL TROOATGLKHYDDFLDRHPREER
Consensus  LAKAYHYQGDKHRALGYAKAINALKSFHKPYSSYOEACSIPGYGRRAAEKYHETL ESGHLRKLOHISDSYPYLELFSHINGAGTKTAOHHYHAGFRSLEDIRGLASL TRAOAIGLKHYDDFLDRHPREER
391 400 410 420 430 440 450 460 470 480 490 500 510 520
I I
seq AEIEOHYRYSAOAFHPGLLCYACGSFRRGKYTCGDYDYLITHPDGRSHOGIFSPLLDSL ROOGFL TDDLYSOEENGOOOKYLGYCRLPGAGORHRRLDIIVYPYSEFACALLYF TGSAHFHRSHRALAKT
ref AEIEQHYRYSAOAFHPGLLCYACGSFRRGKYTCGDYDYLITHPDGRSHOGIFSPLLDSLROOGFL TDDL YSOEENGOOOKYLGYCRLPGAGORHRRLDITYYPYSEFACALLYF TGSAHFHRSHRALAKT
Consensus AETEQMYRYSAOAFHPGLLCYACGSFRRGKYTCGDYDYL TTHPDGRSHOGIFSPLL DSI ROOGFL TDDL YSOEENGOOOKYLGYCRL PGAGORHRRLDTTYYPYSEFACALL YFTGSAHFHRSHRALAKT
521 530 540 550 560 570573
I 1
seq  KGHSLSEHALSARVYRHSOGVKVGAGAYLPTPTEKDYFKLLGLPYREPRERDH
ref  KGHSLSEHALSARYYRHSOGYKYGAGOYLPTPTEKDYFKLLGLPYREPRERDH
Conzensus  KGHSLSEHALSARYYRNSOGYKYGAGOVLPTPTEKDYFKLLGLPYREPAERDH

Accession

NP_001014190.1
XP_006231607.1
XP_017444345 1






o pCR4Blunt PolL DiT24hLPS

» Fwd DiT24h 1024NT SEQUENCAGE AOUT
TCATTGGCTCCCATGAAAGGTCCAGATCCAGCGCACTTCA

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCATCATCAAACGCACTT
GCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCCCACATTATGCCCA
CTGGCATTGGGCGAGCCCGGGCTGAACTCTTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCC
CAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACT
GCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGCTGA
CAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGGCCAA
GATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
TATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGAT
GGGGAAGGGCCCCAGAGAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGEGAGACAAGTGGAGGGCTC
TGGGCTATGCCAAGGCCATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGGCTTCCGAAGCC
TANAANATATCCNAGGNCTGGCCTCCCTGACCGCTCANCNNNCATTGGCTTGAANCACTATGATGACTTCCTGG
ACCGCANGCCCAGGGAGGAGNNTGCANAAATTGAGCANANGGTCCNAGTATCAGCCCNGGCCTTCAACCCTG
GGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCNAGGGAANNNACCTGTGGGGNNGTANATGTACTTATTACTC
NCCNNANGNCCGGNCCCACCAGGGNANNNNCANNCNNNNNNNNNCAGCNTNCNNCANCNAGGG

» Rev DiT24h 943NT SEQUENCAGE AOUT

GACNACGNTCTNTNTTTCCCTCCTTGTACCAGAGCTNNNTCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAAC
CCAAACCCAGNTCAGCTCAGAGGATGAAGCCAGTGATGGGGAAGGGCCCCAGAGAAGCTNGAAGTGCTGGNT
AAAGCNTACAATGTCCAGGGAGACAAGTGGAGGGNTNTGGGCTATGCCAAGGCCATCAACGCCCTCAAGAGCT
TCCACAAGCCTGTCAGTTCCTANCAGGGCTTCCGAAGCCcTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTC
AGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGA
GCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAG
GGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCC
CACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCA
GCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTG
CCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGG
CCAAGACCAAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCAA
GGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCAAGCTCTTAGGCCTGCCCTACCGA
GAACCGGCTGAACGGGACTGGTGACGTAGGGTTTGGGCAAGGGAAGCCACGTTGGATGA

> Int Fwd Nov26

GGCCCCAGAGAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTAT
GCCAAGGCCATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGGCTTCCGAAGCCTAGAAGA
TATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCAT
GCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTG
TGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGAC
GGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTT
GGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCG
CCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGC
CCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTG
CTGTGGTCCGGAACAGCCAAEGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAEGACGT
CTTCAAGCTCTTAgGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGACGTANGGTTTGGGCAANGGAA
GCCACGTTGGANGAACTAACTGCCTCATCGCCACCCTCTTAAGGGNGAATTCNTTTAAACCTGCAGGACTAGTCC



CTTTAGTGAGGGNTAATTNTGAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCNCTCA
CAATTCCACACAANNTACNAGCNNNNAGCATAANNTGNAAAGCCNNGGNNGNCTAANGAGTGANCTANNTN
NNNTNNNTNGCGTT

> Int Rev Nov26

CTGAGCGGNCAGGGAGGCCNGGCCTCNGNTATNTNCNNNGCTTNNNNNNNCCTGGTAGGAACNGNNNNGN
NNNNNNAGNNNCTNGAGGGNGTNNATGGNCTTGNNNGGGGNNNNAGCCNNGNNNNNGGCTCCCTGGAC
ATTGTAGGNTTTNNNNNGNNCTTCNAGCTTCTCTGNNGNCNTTNNNNNNCACTGGCTTCATCCNCGGNNCNG
AGCNGGGNTTGGGNNNNNGGTGGGTNNNGGGNNTTTGGNNNNNNANNNNNNNNNNNNNNNCNNGGA
GGGGANNGNNNGANNGNNGNGGGGGGNNGNNNNNCCTGAGGGCCANNAGCGNAANNNNNNNGNCCT
GNNNNNNNNGGNTGTGGNNNNGGNNNNGACNNNNNNNGGNTGGAAAGGGGGANNGNGNCCGTGTCNG
GCNNCTNNGNCNCCTGNANACACNANCTCAGCCNGNNTGNNNNNNCNNNNTGANNGNNNGGGGGCNGC
TGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCCATGCCTTNNTCNACCACAATGTGAGTGA
CTCCTGGGGCCTGGGCAGAGCACACCTGGCCACCATGCTGGATAATCTGCTTCTCAAAGAGTTCAGCCCGGGCT
CGCCCAATGCCAGTGGGCATAATGTGGGCCCTCAGGGAGCTCANCCATCCTCTAGCATCTCCTGCCTCCCTTTTG
GGAATCTTTGCAAGTGCGTTTGATGATGGATCTGCATGAATTTTCTTTCNCTTGGGAAATGCCTTCNNGATGCCCT
GGGGGTCCATTGAAGTGCGCTGGATCTGGACCTTTCATGGNAGCCAATGAAANGGCNAATTCNCGGCCGCTAA
ATTCANNCNCCCTNTANTGAGTCGTATTACAATTCACTGGCCGTCNNTTTACAACNTCNTGACTGGGAAAACCCT
GGNNTTACCNAACNTAATCNNNTTGCANCANATCCCCTTTCNNNGCTGNNNNANTNNNNANNNNNCCNNAN
CNATCNNCCNNNCNAACNNTNCNCNNNNNNTACGTANGNANTTNA

o Syntheése séquencage DiT24hLPS :

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCA
TCATCAAACGCACTTGCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTG
AGCTCCCTGAGGGCCCACATTATGCCCACTGGCATTGGGCGAGCCCGGGCTGAACTCTTT
GAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACT
CACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCC
CAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAG
AAAAAGCTGACAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAA
CCACAGCCCAGCAAGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCC
AGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTGTATCTCCTCCCCCAAAGGCA
GAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAA
GGGCCCCAGAGAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTGGA
GGGCTCTGGGCTATGCCAAGGCCATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTT
CCTACCAGGGCTTCCGAAGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGC
AGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTG
CAGAAATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGTG
TGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTA
CTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGC
AGCAAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAAT
ACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCG
TGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCA
ACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTGTCAGAGCATGCCCTTA
GTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCCCA
CCCCCACAGAGAAGGACGTCTTCAAGCTCTTAgGCCTGCCCTACCGAGAACCGGCTGAAC
GGGACTGGTGA

MDPQGILKAFPKRKKIHADPSSNALAKIPKREAGDARGWLSSLRAHIMPTGIGRARAELFEKQIIQHGGQVCSAQAPGVTHIVV
DEGMDYERALRLLRLPQLPPGAQLVKSAWLSLCLQEKKLTDTDGFSLSSPKRSLNEPQPSKSGQDASAPGTQGVLPRTTLSLSPP
CTRAVSPPPKAEKPPKTQTQLSSEDEASDGEGPQRSSKCWLKPTMSRETSGGLWAMPRPSTPSRASTSLSVPTRASEA-
KISEAWPP-PLSRPLA-STMMTSWTACPGRRLOQKLSRWSEYQPRPSTLGCCVWPVALSVEGR-PVGM-
MYLLLTPTAGPTRASSAHSSTAFGSKGSSQMTW-



ARRRMASSRNTWVCAGSQGPGSATGDWTSSWCPTVSLPVPCSTSPALPTSTGP-ELWPRPRA-
ACQSMPLVLLWSGTAKVSRSGLDKCCPPPQRRTSSSS-ACPTENRLNGTG

o Blast contre banque rat :

uesclpuon L.ommoﬂ rame Score Score Cover walue Ident Len Accession
v v v v v v
§ PREDICTED: Rattus norvegicus polymerase (DNA) lambda (Poll). transcript variant X2, mRNA MNorway rat 1230 1348 52% 0.0 100.00% 1433 XM_017589456.1
I PREDICTED: Rattus norvegicus polymerase (DNA) lambda (Poll),_transcript variant X1, mRNA MNorway rat 1230 2379 92% 0.0 100.00% 2210 XM 0062315453
§ Rattus norvegicus DNA polymerase lambda (Poll), mRNA Norway rat 1230 2584 100% 0.0 100.00% 2320 MNM_001014168.1

o Différence Séquencage/CDS au niveau NT :



1 10 20 30 40 50 6O 70 80 90 100 110 120 130
I
fud ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCARGCGARAGARAAT TCATGCAGATCCATCATCARACGCACT TGCARAGAT TCCCARAAGGGAGGCAGGAGATGL TAGAGGATGGC TGAGCTCCCTGA
cds ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCARGCGARAGARRATTCATGCAGATCCATCATCARACGCACT TGCARAGAT TCCCARARGGGAGGCAGGAGATGC TAGAGGATGGC TGAGCTCCCTGA
Consensus ATGGACCCCCAGGGCATCCTGARGGCATTTCCCARGCGARAGARARTTCATGCAGATCCATCATCARACGCACTTGCARAGAT TCCCARARGGGAGGCAGGAGATGC TAGAGGATGGC TGAGCTCCCTGA

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

I
fud GGGCCCACATTATGCCCACTGGCAT TGGGCGAGCCCGRGLTGARCTCTTTGAGARGCAGAT TATCCAGCATGETGGCCAGGTGTGLTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGARGE
cds GGGCCCACATTATGCCCACTGGCATTGGGLGAGCCCAAGLTGARCTCTTTGAGARGCAGAT TATCCAGCATGATGGCCAGGTGTGLTCTGCCCAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGE
Consensus GGGCCCACATTATGCCCACTGGCAT TGGGCGAGCCCGEGCTGARCTCTTTGAGARGCAGATTATCCAGCATGGTGGCCAGGTGTGC TCTGCCCAGRLCCCAGGAGTCACTCACATTGTGGTGGATGARGE

261 270 280 230 300 310 320 330 340 350 360 EFiL 380 390

I
fud CATGGACTATGARCGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGRTGCTCAGL TGGTGARGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARARRGE TGACAGACACGGACGGATTCAGL
cds CATGGACTATGARCGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGETGCTCAGL TGETGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARARAGL TGACAGACACGGEACGGATTCAGL
Consensus CATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGETGCTCAGCTGETGARGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARAAAGE TGACAGACACGGACGGATTCAGE

391 i) 410 420 430 4di 450 460 470 480 490 500 510 520
I
fud CTTTCCAGCCCTARGAGGTCCTTGARTGARCCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGGCAC TCAGGGGGT TCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
cde CTTTCCAGCCCTARGAGGTCCTTGAATGARCCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGGCAC TCAGGGGGT TCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
Consensus CTTTCCAGCCCTAAGAGGTCCTTGARTGAACCACAGCCCAGCARGTCAGGCCARGATGCTTCTGCTCCTGGCACTCAGGGGGT TCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGLTG

521 530 L] 5510 1131 570 580 580 B0 610 620 630 G40 650
1

1
fud TATCTCCTCCCCCARAGGCAGARAAGCCACCARARACCCARACCCAGCTCAGCTCAGAGGATGARGCCAGTGATGGGGAAGGGCCCCAG
cds TATCTCCTCCCCCARAGGCAGAAAAGCCACCARAAACCCARACCCAGCTCAGCTCAGAGGATGARGCCAGTGATGGGGAAGGGCCCCAGGT TAGCTCAGCAGATTTGCARGCCTTGATCAGTGGGCACTA
Consensus TATCTCCTCCCCCARRGGCAGARARGCCACCARARACCCARACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAAGEECCCCAG. ... v eesrrreserreessssssenresssssnsens

651 660 670 680 690 00 10 720 730 240 750 760 T 780
I
fud TCGARGTG
cds CCCCACTCCCCCTGGGGARGATGGTGGGCCTGACCCAGCCCCAGARGCTCTGGETARGTGGGTCTGTGCACAGCCCTCARGCCAGARGGCARCTART TACARCCTGCACATCACAGAGARGC TCGAAGTG

COMSEMSUS  sasseasseassstssssssessssesssssssssssttasesstesssttattsssesssstastsssestssssssssssssssssssssssssssssssssnssssasssss+AGARGCTCGARGTG

781 790 800 810 20 830 840 850 860 870 880 890 o 10
|

I
fud CTGGCTARAGCCTACARTGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGG
cds CTGGCTARAGCCTACARTGTCCAGGGAGACARGT GGAGGGL TCTGGGCTATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG
Consensus CTGGCTARAGCCTACARTGTCCAGGGAGACARGTGGAGGGCTCTGGGCTATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGG. .. eessssssssssssssnns

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

fud
cds  GCAGGCGAATGGCAGAGRAGGTCATGGAGATCCTGGAGAGTGGGCATCTGCGGARGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGEGGAGCCGGGACGARGACTGL

COMSENSUS  asseasseassstssssasessssetssesssssssttasesssesssstasttssesssstassesttstssttssestssetsststttsssttatestsestsstastssseessssasssnssns

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
I
fud - GCTTCCGARGCCTAGARGATATCCGAGGLC TGGCCTCCCTGACCGC TCAGCAGGCCATTGGCT TGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCT
cde CCAGATGTGGTACCATCAGGGCTTCCGARGCCTAGARGATATCCGAGGLCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCT TGARGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCT
CONSENSUS  .iivievessssssssanns GCTTCCGARGCCTAGARGATATCCGAGGLC TGGCCTCCCTRACCGC TCAGCAGGCCATTGGCT TGARGCACTATGATGACTTCCTGRACCGCATGCCCAGGGAGGAGGLT

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

fud GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTATGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGEGGATGTAGATGTACTTATTACTCACCCCG
cds GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTATGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGEGGATGTAGATGTACTTATTACTCACCCCG
Consensus  GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGRGGCTGCTGTGTGTGECCTGTGECTCTTTCCGTCGAGGGARGGTGACC TGTGGGGATGTAGATGTACTTATTACTCACCCCG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I
fud ACGGCCGETCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCARGGGT TCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGARRTACCTGGGTGTGTGCCGGLT
cds ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCARGGGT TCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGARRTACCTGGGTGTGTGCCGGLT
Consensus ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCARGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGET

1431 1440 1450 1460 1470 1480 1430 1500 1510 1520 1530 1540 1550 1560
I

fud CCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGT TTGCCTGTGCCCTGCTCTACTTCACCGECTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACT
cds CCCAGGGECCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTRCTCTACTTCACCGECTCTGCCCACTTCARCCGGTCCATGAGAGCTC TGGCCARGACT
Consensus CCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTRCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACT

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

fud AAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCARGGTGTCARGGTCGGEEE TGGACARGTGLTGCCCACCCCCACAGAGARGGACGTCTTCARGCTCTTAGGCCTGE
cds  AAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCARGGTGTCAAGGTCGGEGC TGGACAAGTGL TGCCCACCCCCACAGAGARGGACGTCTTCARGC TCTTAGGCCTGL
Consensus  AAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGARCAGCCARGGTGTCARGGT CGGGGCTGGACARGTGC TGCCCACCCCCACAGAGARAGGACGTCTTCARGCTCTTAGGCCTGE

1691 1700 1710 173922
I I
fud CCTACCGAGARCCGGCTGARCGGGACTGGTGA
cds CCTACCGAGARCCGGCTGAACGGGACTGGTGA
Consensus CCTACCGAGARCCGGCTGAACGGGACTGGTGA

Séquence tronquée

o Différence au niveau PROT :

ueaclpunn L,nmmn: rame Score Score Cover wvalue Ident Len Accession
b b b4 v b4 v
DMNA polymerase lambda [Rattus norvegicus] MNorway rat 360 360 45%  4e-119 99.51% 573 WP_001014190.1

PREDICTED: DNA polymerase lambda isoform X1 [Rattus norvegicus] Norway rat 264 264  35% 3e-82 99.37% 526 XP 0062316071
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1 10 20 30 40 50 6O FL 80 0 100 110 120 130

I |
HOPAGILKAFPKRKKTHADPSSHALAKTPKREAGDARGHL SSLRAHIHPTGIGRARAEL FEKATIOHGGAYC SAOAPGY THIYYDEGHDYERALRLLRLPOLPPGADLYKSAHLSLCLOEKKLTDTDGFS
HOPAGILKAFPKRKKTHADPSSHALAKTPKREAGDARGHL SSLRAHIHPTGIGRARAEL FEKATIOHGGAYC SAOAPGYTHIYYDEGHDYERALRLLRLPOLPPGADLYKSAHLSLCLOEKKLTDTDGFS
HOPAGILKAFPKRKKTHADPSSHALAKTPKREAGDARGHL SSLRAHIHPTGIGRARAEL FEKATIOHGGAYCSAOAPGYTHIYYDEGHDYERALRLLRLPOLPPGADLYKSAHLSLCLOEKKLTDTDGFS

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

| |
L5S5PKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTAOTOLSSEDEASDGEGPORSSKCHLKP THSR-ETSGGLHANPRPSTPSRASTSLSYP TRASEAKISEAHPPPLSR
LS5PKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTAOTOLSSEDEASDGEGPOYSSADLOALISGHYP TPPGEDGGPDPAPEALGKHYCAOPSSOKATHYNLHITEKLE-
LSSPKRSLHEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTOTOLSSEDEASDGEGPOrSSadlqalingr . eTpgbedagPrPapearaktscagPsrakaanineaipekle.,

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

1 |
PLASTHHTSHTACPGRRLAKLSRHSEYQPRPSTLGCCYHPYALSYEGRPYGHHYLLL TPTAGPTRASSAHSS TAF GSKGSSAHTHARRRHASSRHTHYCAGSOGPGSATGDHTSSHCPTYSLPYPCSTSP
YLAKAYHYRGDKHRALGYAKATHALKSFHKPYSS5--—-YOEACSTPGYGRRHAEKYHEIL ESGHLRKLDHISDSYPYLELFSHINGAG--TKTAOHHYHAGFRSLEDIRGLASL TRRQALGLKHYDDFLD
pLAkanntqgdacrarrlakairalesqhrPssl, ... .wqeficS!eGrgrriaellfeilagghraklaliSdafgslelfqnilaar, .aksa#nHycabfrgledarGdaslsacqa! glkhpddfld

391 A0 410 420 430 440 450 460 470 480 490 500 510 520
|

I

ALPTSTGPELHPRPRAACOSHPLYLLHSGTA--——-KYSRSGLOKCCPPPORRTSSSSACPTEHRLHGTG
RHPREERRETEQHVRYSAOAFHPGLLCYACGSFRRGKY TCGOYOYLITHPDGRSHAGIFSPLLDSLROAGFLTDDLYSOEENGAOOKYLGYCRLPGAGORHRRLDIIVYPYSEFACALLYF TGSAHFHRS
atPreeaabieqrpRaaallannlgllcsaca, ....K¥srgdlDkcophP #rRshqgiacP lefrirgqh, e ssssssarssssrssasssssssstsrsssssatsrssattstesssassntants

521 530 540 550 L1 570 580
I I

HRALAKTKGHSLSEHAL SARYYRHSOGYKYGAGOYLPTPTEKDYFKLLGLPYREPAERDH

Pol L DiT24h mauvais

o _PolL DiT48hMix

Pas de clone, n’a jamais poussé

Idem

o Pol LSP clone



o pCR4Blunt Pol L CTX clone D

» Fwd CTX 884NT

CCNTCAACGNCCTCAAGAGNTTCCACAANCCTGTCAGTTNCTNCCAGGAGGCCNGTAGCNTCCCAGGAGTTGG
CAGGNGAATGGCAGAGAAGGTCATGGAGATNCTGGAGAGTGGGCATNTGCGGAAGCTGGACCACATCAGCGA
CAGCGTGCCTGTCTTAGAGNTCTTCTCCAACATCTGGGGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATC
AGGGCTTCCGAAGCCcTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCAC
TATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCAGCCCA
GGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAGGTGACCTGTGGGGATGTAG
ATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGC
AAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCG
GCTCCCAGGGGCCGGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCC
TGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACCAAGGGCATGAGCCTGT
CAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCAAGGTCGGGGCTGGACAAGTGCTGCC
CACCCCCACAGAGAAGGACGTCTTCAAGCTCTTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGA
CGTAGGGTTTGGGCAAGGGAAGCCACGTTGGATGAACTAACTGCCTCATCTGCCACCCTCTT

» BGHRev CTX 985NT
TCATTGGCTCCCATGAAAGGTCCAGATCCAGCGCACTTCA

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCATCATCAAACGCACTT
GCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTGAGCTCCCTGAGGGCCCACATTATGCCCA
CTGGCATTGGGCGAGCCCGGGCTGAACTCTTTGAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCC
CAGGCCCCAGGAGTCACTCACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACT
GCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGAAAAAGCTGA
CAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAACCACAGCCCAGCAAGTCAGGCCAA
GATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
TATCTCCTCCCCCAAAGGCAGAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGAT
GGGGAAGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCCTGGGG
AAGAtGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCAAGCCAGAANNN
AACTAATTACNACCTGCACATCACAGANAANCTCGAAGTGCTGGCTAAAGCCTACAATGTCCANGGAGACAAGT
GGAGGGNTCTGGGCTATGCCAAGGCCATCAACGCCCTCAANAGCTTCCACAAGCCTGTCAGTTCCTACCANGAG
GCCTGTANCATCCCAGNANTTGGCAGGNNAATGGNANANAAGGNCATGG

> Int Fwd Nov 25 (erreur : désigné DiT48 dans fichier séquencgage)

GTGNNGGGGNNGGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCCCC
TGGGGAAGATGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCAAGCCAG
AAGGCAACTAATTACAACCTGCACATCACAGAGAAGCTCGAAGTGCTGGCTAAAGCCTACAATGTCCAGGGAGA
CAAGTGGAGGGCTCTGGGCTATGCCAAGGCCATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACC
AGGAGGCCTGTAGCATCCCAGGAGTTGGCAGGCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGC
ATCTGCGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGGGGAGCCGGG
ACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGAC
CGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAA
TTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTC
GAGGGAAGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGCATCTTC
AGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGANAATGGNC



AGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCCGGGCAGCGCCACCGGCGACTGNACATCATCGT
GGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGANAGC
TCTGGCCAANACCAAGGGCATGAGCCTGTCANANCATGCCCTTANTGCTGCTGTGGTCCGGAACANCCAANNN
TCANGNTNNGGGNTNGANNAGTGCTGCCNACCCCNNNNNAGAAGNNGTNNTCANNTNNTNGNNTNCCNTA
cc

> Int rev Nov 25 (erreur : désigné DiT48 dans fichier séquencgage)

ATCCANCANCAANNCNCTNNNNNNNTNNCAAANNNNGCANNNGATGNNAGNGNANGNNGNGNTCCTGN
NNNNNACANTNNGNNCCCNNCANNNGNCGNNCNCGNNCTGAACTCTTTGAGNAGCANATNATCCNNCANG
GTGNCCAGNTGTGNTCTNCNCAGGCCCNAGNNNNNNCTCACNNTGTGNTGGANGANNNCNNNNNNNNNN
NNNNGGCTNTCNGNNTCCTNNNNNNNCNNNNNNTGCCCCNNGGTGNTCAGNNNNNNNNNTCANNNNNN
NNGNNNNTGTGTNTNNNNNNGANNNNNNNNNCANNNANNNNNNGNNNNNNCNNNNNNANCCNTAAG
AGGTCNTTGAATGNNNCACAGCCCAGCAAGTCAGGNNANNNNNNTTCTGCTNNTGGCANTCAGGGGGTTCT
ACNCNNGACAACGNTNNNNCTTTCCCCNCCTTGNACNANNNNTGTNNNNCNTCCCCCANNNNNNGAAAAG
CCACCAAAANNCCAAACCCAGNTCAGCNCANAGGNNGAAGCCANTGANGGGGAAGGGCCCCAGGTTAGCTC
AGCAGATCTGCNAGCCTTGATCAGNGGGCNCTNCCCCACTCCCCCNGGGGAAGATGGTGGGCCTGACCCANC
NCCAGAAGNTNNNGGNAAGNGGGTNTGTGCACAGCCCTCAANNCAGNNNNNAACTAATTACNACNTGCACA
TCACAGAGAAGCTNGAAGTGCTGGCTAAAGCCTNCAATGTCCNGGGAGACNAGTGGAGGGCTNTGGGNTNN
GCCAAGGCCATCAACGCCCTCAAGNGCNTCCACNNGCCNGTCAGTTCCTNCCAGGAGGCCTGTAGCATCCCAG
GAGTTGGCAGGCGAATGGCAGAGAAGGTCATGNAGATCCTGGAGNGTGGGCANNTGCGGAAGCNGGNCCAC
ATCAGCNACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCNGGGNAGCCGGGNCGAAGNCTGCCCAGATGT
GGTACCATCAGNGCTCNGAAGCNNGAA

> Syntheése séquencage CTX: .

ATGGACCCCCAGGGCATCCTGAAGGCATTTCCCAAGCGAAAGAAAATTCATGCAGATCCA 60

TCATCAAACGCACTTGCAAAGATTCCCAAAAGGGAGGCAGGAGATGCTAGAGGATGGCTG 120
AGCTCCCTGAGGGCCCACATTATGCCCACTGGCATTGGGCGAGCCCGGGCTGAACTCTTT 180
GAGAAGCAGATTATCCAGCATGGTGGCCAGGTGTGCTCTGCCCAGGCCCCAGGAGTCACT 240
CACATTGTGGTGGATGAAGGCATGGACTATGAACGGGCTCTCCGGCTCCTCAGACTGCCC 300
CAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAG 360
AAAAAGCTGACAGACACGGACGGATTCAGCCTTTCCAGCCCTAAGAGGTCCTTGAATGAA 420
CCACAGCCCAGCAAGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCC 480
AGGACAACGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTGTATCTCCTCCCCCAAAGGCA 540
GAAAAGCCACCAAAAACCCAAACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGAA 600
GGGCCCCAGGTTAGCTCAGCAGATCTGCAAGCCTTGATCAGTGGGCACTACCCCACTCCC 660
CCTGGGGAAGALGGTGGGCCTGACCCAGCCCCAGAAGCTCTGGGTAAGTGGGTCTGTGCA 720

CAGCCCTCAAGCCAGAAGGCAACTAATTACAACCTGCACATCACAGAGAAGCTCGAAGTG
CTGGCTAAAGCCTACAATGTCCAGGGAGACAAGTGGAGGGCTCTGGGCTATGCCAAGGCC
ATCAACGCCCTCAAGAGCTTCCACAAGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATC
CCAGGAGTTGGCAGGCGAATGGCAGAGAAGGTCATGGAGATCCTGGAGAGTGGGCATCTG
CGGAAGCTGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCAACATCTGG
GGAGCCGGGACGAAGACTGCCCAGATGTGGTACCATCAGGGCTTCCGAAGCCTAGAAGAT
ATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGAC
TTCCTGGACCGCATGCCCAGGGAGGAGGCTGCAGAAATTGAGCAGATGGTCCGAGTATCA
GCCCAGGCCTTCAACCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGAAG
GTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCGACGGCCGGTCCCACCAGGGC
ATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTG

AGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGCTCCCAGGGGCC 1440
GGGCAGCGCCACCGGCGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCC 1500
CTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGCTCTGGCCAAGACC 1560
AAGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGT 1620
GTCAAGGTCGGGGCTGGACAAGTGCTGCCCACCCCCACAGAGAAGGACGTCTTCAAGCTC 1680
TTAGGCCTGCCCTACCGAGAACCGGCTGAACGGGACTGGTGA 1722

MDPQGILKAFPKRKKIHADPSSNALAKIPKREAGDARGWLSSLRAHIMPTGIGRARAELFEKQIIQHGGQVCSAQAPGVTHIVV
DEGMDYERALRLLRLPQLPPGAQLVKSAWLSLCLQEKKLTDTDGFSLSSPKRSLNEPQPSKSGQDASAPGTQGVLPRTTLSLSPP



CTRAVSPPPKAEKPPKTQTQLSSEDEASDGEGPQVSSADLQALISGHYPTPPGEDGGPDPAPEALGKWVCAQPSSQKATNYNL
HITEKLEVLAKAYNVQGDKWRALGYAKAINALKSFHKPVSSYQEACSIPGVGRRMAEKVMEILESGHLRKLDHISDSVPVLELFS
NIWGAGTKTAQMWYHQGFRSLEDIRGLASLTAQQAIGLKHYDDFLDRMPREEAAEIEQMVRVSAQAFNPGLLCVACGSFRRG
KVTCGDVDVLITHPDGRSHQGIFSPLLDSLRQQGFLTDDLVSQEENGQQQKYLGVCRLPGAGQRHRRLDIIVVPYSEFACALLYF

TGSAHFNRSMRALAKTKGMSLSEHALSAAVVRNSQGVKVGAGQVLPTPTEKDVFKLLGLPYREPAERDW -

o Blast contre banque rat :

Description Common Name Max | Total | Query E Per

va - Score Score Cover wvalue Ident

v v v v v
’ Rattus norvegicus DNA polymerase lambda (Poll), mRMNA MNorway rat 3175 3175 100% 0.0 99.94%
n PREDICTED: Rattus norvegicus polymerase (DMNA) lambda (Poll). transcript variant X1, mRNA Norway rat 2970 2970 93% 0.0 99.94%
¥ PREDICTED: Rattus norvegicus polymerase (DMNA) lambda (Poll). transcript variant X2, mRMNA Norway rat 1546 1664 52% 0.0 100.00%

o Différence Séquencage/CDS au niveau NT :

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

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

zeq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

1 1
ATGGACCCCCAGGGCATCCTGARGGCATTTCCCARGCGARAGARARTTCATGCAGATCCATCATCARACGCACTTGCAARAGATTCCCARAAGGGAGGCAGGAGATGCTAGAGGATGGC TGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGCATTTCCCARGCGARAGARARTTCATGCAGATCCATCATCARACGCACTTGCARAGATTCCCARAAGGGAGGCAGGAGATGCTAGAGGATGGC TGAGCTCCCTGA
ATGGACCCCCAGGGCATCCTGARGGCATTTCCCARGCGARAGARAATTCATGCAGATCCATCATCARACGCACTTGCARAGATTCCCARAAGGGAGGCAGGAGATGCTAGAGGATGGC TGAGCTCCCTGA

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

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
CATGGACTATGARCGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARARAGCTGACAGACACGGACGGATTCAGL
CATGGACTATGARCGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARARAGCTGACAGACACGGACGGATTCAGL
CATGGACTATGARCGGGCTCTCCGGCTCCTCAGACTGCCCCAGCTGCCCCCTGGTGCTCAGCTGGTGAAGTCAGCCTGGCTGAGCTTGTGTCTACAGGAGARARAGCTGACAGACACGGACGGATTCAGE

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

1 1
CTTTCCAGCCCTARGAGGTCCTTGAATGAACCACAGCCCAGCARGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
CTTTCCAGCCCTARGAGGTCCTTGAATGAACCACAGCCCAGCARGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG
CTTTCCAGCCCTARGAGGTCCTTGAATGAACCACAGCCCAGCARGTCAGGCCAAGATGCTTCTGCTCCTGGCACTCAGGGGGTTCTACCCAGGACARCGCTCTCTCTTTCCCCTCCTTGTACCAGAGCTG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
TATCTCCTCCCCCARAGGCAGARRRGCCACCARARRCCCARACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGARGGGCCCCAGGTTAGCTCAGCAGATCTGCARGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCARAGGCAGARRRGCCACCARARRCCCARACCCAGCTCAGCTCAGAGGATGAAGCCAGTGATGGGGARGGGCCCCAGGTTAGCTCAGCAGATTTGCARGCCTTGATCAGTGGGCACTA
TATCTCCTCCCCCAAAGGCAGARARGCCACCARARRCCCARACCCAGCTCAGCTCAGAGGATGARGCCAGTGATGGGGAAGGGCCCCAGGTTAGCTCAGCAGATcTGCARGCCTTGATCAGTGGGCACTA

651 660 670 680 690 00 Ho 120 730 40 750 760 il 780
1 1
CCCCACTCCCCCTGGGGAAGATGGTGGGCCTGACCCAGCCCCAGARGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCARGCCAGAAGGCARCTARTTACAACCTGCACATCACAGAGAAGCTCGARGTG
CCCCACTCCCCCTGGGGAAGATGGTGGGCCTGACCCAGCCCCAGARGCTCTGGGTAAGTGGGTCTGTGCACAGCCCTCARGCCAGAAGGCARCTART TACAACCTGCACATCACAGAGAAGCTCGARGTG
CCCCACTCCCCCTGGGGAAGATGGTGGGCCTGACCCAGCCCCAGARGCTCTGGGTARGTGGGTCTGTGCACAGCCCTCARGCCAGAAGGCARCTARTTACAACCTGCACATCACAGAGARGCTCGARGTG

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

1 1
CTGGCTARAGCCTACARTGTCCAGGGAGACARGTGGAGGGC TCTGGGCTATGCCAAGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG
CTGGCTAARGCCTACARTGTCCAGGGAGACARGTGGAGGGCTCTGGGCTATGCCAAGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG
CTGGCTARRGCCTACARTGTCCAGGGAGACARGTGEAGGGCTCTGGGCTATGCCARGGCCATCARCGCCCTCARGAGCTTCCACARGCCTGTCAGTTCCTACCAGGAGGCCTGTAGCATCCCAGGAGTTG

911 320 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1 1
GCAGGCGARTGGCAGAGAAGGTCATGGAGATCCTGEAGAGTGGGCATCTGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTGGGGAGCCGGGACGARGACTGL
GCAGGCGARTGGCAGAGAAGGTCATGGAGATCCTGEAGAGTGGGCATCTGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTGGGGAGCCGGGACGARGACTGL
GCAGGCGARTGGCAGAGAAGGTCATGGAGATCCTGEAGAGTGGGCATCTGCGGARGC TGGACCACATCAGCGACAGCGTGCCTGTCTTAGAGCTCTTCTCCARCATCTGGGGAGCCGGGACGARGACTGE

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

1 1
CCAGATGTGGTACCATCAGGGCTTCCGARGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGLT
CCAGATGTGGTACCATCAGGGCTTCCGARGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGLT
CCAGATGTGGTACCATCAGGGCTTCCGARGCCTAGAAGATATCCGAGGCCTGGCCTCCCTGACCGCTCAGCAGGCCATTGGCTTGAAGCACTATGATGACTTCCTGGACCGCATGCCCAGGGAGGAGGLT

1171 1180 1130 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
I I

GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG
GCAGARATTGAGCAGATGGTCCGAGTATCAGCCCAGGCCTTCARCCCTGGGCTGCTGTGTGTGGCCTGTGGCTCTTTCCGTCGAGGGARGGTGACCTGTGGGGATGTAGATGTACTTATTACTCACCCCG

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 1
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACT TGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACT TGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGARATACCTGGGTGTGTGCCGGLT
ACGGCCGGTCCCACCAGGGCATCTTCAGCCCACTCCTCGACAGCCTTCGGCAGCAAGGGTTCCTCACAGATGACTTGGTGAGCCAGGAGGAGAATGGCCAGCAGCAGAAATACCTGGGTGTGTGCCGGLT

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

1 1
CCCAGGGGCCGGGCAGCGCCACCGGLGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCARCCGGTCCATGAGAGCTCTGGCCARGACT
CCCAGGGGCCGGGCAGCGCCACCGGLGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACT TCARCCGGTCCATGAGAGC TCTGGCCARGACT
CCCAGGGGCCGGGCAGCGCCACCGGLGACTGGACATCATCGTGGTGCCCTACAGTGAGTTTGCCTGTGCCCTGCTCTACTTCACCGGCTCTGCCCACTTCAACCGGTCCATGAGAGC TCTGGCCARGACT

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

ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCARGGTCGGGGCTGGACARGTGCTGCCCACCCCCACAGAGARGGACGTCTTCARGCTCTTAGGCCTGL
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCARGGTCGGGGCTGGACARGTGCTGCCCACCCCCACAGAGARGGACGTCTTCARGCTCTTAGGCCTGL
ARGGGCATGAGCCTGTCAGAGCATGCCCTTAGTGCTGCTGTGGTCCGGAACAGCCAAGGTGTCARGGTCGGGGCTGGACARGTGCTGCCCACCCCCACAGAGARGGACGTCTTCARGCTCTTAGGCCTGE

1691 1700 1710 172922
1 1
CCTACCGAGRAACCGGCTGAACGGGACTGGTGA
CCTACCGAGRACCGGCTGAACGGGACTGGTGA
CCTACCGAGRAACCGGCTGAACGGGACTGGTGA

Acc.

Len
v

Accession

2320 NM_001014168.1
2210 XM_006231545.3

1433 XM_017589456.1



Mutation en 625 C<T

o Différence au niveau PROT :

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

I |
seq HDPOGILKAFPKRKKIHADPSSHALAKIPKREAGDARGHLSSLRAHIHPTGIGRARAELFEKAIIOHGGAYCSAOAPGY THIYYDEGHDYERALRLLRLPOLPPGAOLYKSAMLSLCLOEKKL TDTDGFS
ref HDPOQGILKAFPKRKKIHADPSSHALAKIPKREAGDARGHLSSLRAHIHPTGIGRARAELFEKAIIONGGAYCSAOAPGY THIYYDEGHDYERALRLLRLPOLPPGAOLYKSAMLSLCLOEKKL TDTDGFS

Consensus HOPOGILKAFPKRKKIHADPSSHALAKIPKREAGDARGHLSSLRAHIHPTGIGRARAELFEKAIIOHGGOYCSADAPGYTHIYYDEGHDYERALRLLRLPOLPPGAOLYKSAHLSLCLOEKKLTDTDGFS

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

I |
seq LSSPKRSLHNEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTOTOLSSEDEASDGEGPOYSSADLOALISGHYP TPPGEDGGPDPAPEALGKHYCAOPSSOKATHYHLHITEKLEY
ref LSS5PKRSLHNEPOPSKSGODASAPGTOGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTOTOLSSEDERSDGEGPOYSSADLOALISGHYPTPPGEDGGPDPAPEALGKHYCAOPSSOKATHYNLHITEKLEY

Consensus  LSSPKRSLNEPOPSKSGODASAPGTAGYLPRTTLSLSPPCTRAYSPPPKAEKPPKTOTOLSSEDEASDGEGPOYSSADLOALISGHYPTPPGEDGGPDPAPEALGKHYCAOPSSOKATHYNLHITEKLEY

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

I |
seq LAKAYHYOGDKHRALGYAKAINALKSFHKPYSSYQEACSIPGYGRRHAEKYHEILESGHLRKLDHISDSYPYLELFSHIHGAGTKTARHHYHAGF RSLEDIRGLASL TAOGATGLKHYDDFLDRHPREER
ref  LAKAYHYOGDKHRALGYAKAINALKSFHKPYSSYQEACSIPGYGRRHAEKYHEILESGHLRKLDHISDSYPYLELFSHIHGAGTKTARHHYHAGF RSLEDIRGLASL TAOGATGLKHYDDFLDRHPREER

Consensus  LAKAYHYOGDKHRALGYAKAIHALKSFHKPYSSYOEACSIPGYGRRHAEKYHEILESGHLRKLDHISDSYPYLELFSHIHGAGTKTAGHHYHAGF RSLEDTRGLASL TARAATIGLKHYDOFLDRHPREER

391 400 410 420 430 440 4510 460 470 480 490 500 510 520

I |

seq HEIEQHYRYSAOAFNPGLLCYACGSFRRGKYTCGDYDVLITHPDGRSHOGIFSPLLDSLROOGFLTDDLYSOEENGOOOKYL GYCRLPGAGORHRRLDITYYPYSEFACALLYFTGSAHFHNRSHRALAKT

ref AETEQNYRYSAOAFNPGLLCYACGSFRRGKYTCGDYDYL TTHPDGRSHAGTFSPLLDSLROOGFL TODL YSAEENGAOOKYL GYCRL PGAGARHRRLDTTYYPYSEFACALLYFTGSAHFHNRSHRALAKT
Consensus AETEOHYRYSAOAFHPGLLCYACGSFRRGKYTCGDYDYLTTHPDGRSHOGTFSPLLDSLRAAGFL TDDLYSAEENGHOOKYL GYCRLPGAGORHRRLDTTYYPYSEFACALL YFTGSAHFHRSHRALAKT

521 530 540 550 560 570573

I 1

seq  KGHSLSEHALSARYYRHSOGYKYGAGAYLPTPTEKDYFKLLGLPYREPAERDH

ref  KGHSLSEHALSARYYRHSOGVKVGAGAYLPTPTEKDVFKLLGLPYREFAERDH
Consensus KGHSLSEHALSARVYRNSOGYKVGAGAYLPTPTEKDVFKLLGLPYREPAERDH

- Mame Score  Score | Cover | value Ident Len meEasn
v - - v - v v
DNA polymerase lambda [Rattus norvegicus] Morway rat 1179 1179 100% 0.0 100.00% 573 MP_0010141901
PREDICTED: DNA polymerase lambda isoform X1 [Rattus norvegicus] Morway rat 1084 1084 9% 0.0 100.00% 526 XP_006231607.1
PREDICTED: DMA polymerase lambda isoform X2 [Rattus norvegicus] Morway rat 580 580 48% 0.0 99.64% 300 XP_0174449451

DMA polymerase beta [Rattus norvegicus] Morway rat 201 201 55% 3e-59  35.15% 335 [P 0588372




Séquencage int

PolL Seqint Fwd 1

579 pour 600

AGAAAAGCCACCAAAAACCC

PolL_Seqint Rev_1
1160 pour 1010

CAATGGCCTGCTGAGCGG

PolL_Seqint _Rev_2
1200 pour 1070
CCAGGGTTGAAGGCCTGGGC
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