
16)Pol M
D’après les amorces d’Alice : pas séquence complète

NM_001011912

TCGGGCATTATTTGCATAGAACTGGGGCATCCGGAGGGAATCTAAAGCATCTTAGAGGGC
GGCTCGTTTGCATAGAGCAAACACCACTTCCTCTCTCCGCAGTCTTCCTCCCTCTCCTTC
CGCCTTCTTTCCTGACCC

TGCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGG
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
ATTCTCCTCACAGTCAGGTGCTCTT

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
GLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQ
EVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNS
QFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-



 Taille  1747 NT

 Expériences     :  

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

  

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

 

       Rate   DiT0  DiT24 DiT48 SP                        CTX   Eau 



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

 Synthèse séquencage rate : 1587NT

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 900
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 960
TTCNGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCNTGAGGAG 1020
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTNNNTCAGAGCCAG 
GTGAGGGCcT 1063
                                                                     
CCAGTGCCCTGCCCAGGAGTGACCACTGAGTGGCCCTCCGCCCTCCCAGAACCGTGGCAC
AcCAGGCCACACCTGCCTCCCTTCTCCCAG 

GGACTTGTGCTGTACCACCAGTACCATCGC 1101                                              
AGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAG 1161            
AGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTG 1221
CATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAG 1281
TTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGA 1341
TTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGG 1401
AAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTAT 1461
CTTCCTCCAGAGCAGAGAAATGCCTGA 1488
 
Séquence en trop par raport au CDS

GGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGCCAAGA
AGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAG
gtgagggcctccagtgccctgccca..........gccacacctgcctcccttctcccag

GGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTG
CGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAG
TCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGG
GTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGC
TCCCAG
gtaagtcgggtgtttcttctggggc..........agttgtcccttccctctctcctcag
TTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGC
CACGGGCTGTTTGATCCTGAGCGG
gtaagtctccaggaactagggtaag..........ctaacgttcttcttgtcctttgcag

AAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTAT
CTTCCTCCAGAGCAGAGAAATGCCTGA

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSAK
EAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHNTLL
SEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSEXHQT
MKLFTHIFGVGVKTASRWYQXGLRTXXXLXEXPQXLTQQQKAGLQYYXXLXTPVSRAEAEALQQLVEAAMREILPGA
TVTLTGGFXRGKLQGHDVDFLITHXEEGQEVGLLPRVMRXXRAR-
GPPVPCPGVTTEWPSALPEPWHTRPHLPPFSQGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQA
ALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEED
VFRFLGLKYLPPEQRNA-

 Blast contre banque rat :



Différence Séquencage/CDS au niveau NT :

Intron 8-9 présent

Différence au niveau PROT :



pCR4Blunt Pol M rate (clone E)  un seul intron (8-9)dans le 

milieu de séquence ( ?) voir si autre clone à séquencer sinon 

refaire PCR



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 

Différence Séquencage/CDS au niveau NT :



Clone parfait



o pCR4Blunt DiT0 clone E  

 Fwd DiT0 976NT SEQUENCAGE AOUT

GCCTTCCTTCGTTCTGCGGCCTCCCGTGCTTCCTGAGTCGGTGTCCAG

ATGCTTCCGAAGCGACGGCGGCGGGTGCGAGCAGGGTCCCCACACAGCGCTTTAGCCTCTTCCACGCCCCCAG

CGGCGCGCTTCCCGGGTGTAGCCATCTACCTTGCGGAGCCGCGAATGGGCCGCAGCCGCCGGGCCTTCCTCACT

CGCCTGGCGCGGTCCAAAGGCTTCCGCATCCTAGATGTTTACAGCTCAGAGGTGACACATGTGGTGATGGAGGA

GACCTCAGCCAAGGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTC

TGCTAGATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTG

GAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCT

CTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAG

AGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCA

GCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGA

GGAGGTGGAACAAATCCGTTGCTCAgAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCNGGGTTGGGG

TGAAGACTGCTAGCCGGTGGTNCCAGNAAGGGCTACGAACCCTGNATGANCTCANANNNCANCCCCANANAC

TGACCCAGCANCANAAAGCNNNNTGCAGTATTACCAGGACCTGANCACCCCAGTTAGCCGGGNANAGGCCGA

GGCTCTGCANCAGTNNGTANAGGCAGCCATGNGGNANNTNCTGCCNGGANCNNCTGNCACNCTGACTGGNN

NNTTNCNANGGGGNAG

 Rev DiT0 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

 Synthèse séquencage DiT0 : 

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
SAKEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLT
PHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEV
EQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQ
LVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAH
ILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSR
QEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :

pCR4Blunt PolM DiT0 clone D 



o pCR4Blunt PolM DiT24hLPS clone A sequençage 28/10  

 Fwd DiT24h 1024NT

GANGNNTGNTANCNGGTGGTNCCNGNAAGGGNTACGAACCCTGGATGAGNTCAGAGAGCAGCCCCAGAGA

NTGACCCAGCAGCAGAAAGCAGTATTACCCACAGGGCTGCAGTATTNNCAGGACNTGAGCACCCCAGTTAGCC

GGGCAGAGGCNGAGGNTNTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGANCNTGCCCGGAGCCACTGTC

ACACTGACTGGCGGTTTCCGAAGGGgGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGA

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

CAGTATTACCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCgGGCAGANGCCGAGGCTCTG

CAGCAGTTGGTAGAGGCAGCCATGANGGAGATCCTGCCCGGANCCACTGNCACACTGACTGGCGGTTTCCNNA

NNGGGAAGTTACAAGGTCATGACGTGGNCTTCCTTATCACNACCNTGAGNAGGGNCAAGAAGTAGGCTGCTG

CCC

 Synthèse 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



GCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACA 948
CTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACC 1008
CACCcTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGC 1068
CAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATC 1128
CTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCA 1188
CAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTG 1248
AGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACT 1308
GGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGC 1368
CTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAG 1428
GAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA 1488
                                                                     
CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKE
PPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFG
EHSFRVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAVLP
TGLQYYQDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMR
CLQSQGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQ
FPFALLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :



pCR4Blunt Pol M DiT24h (clone A)  le primer 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

 Synthèse 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
TTGGTAGAGGCAGCCATGAGGGAGAtCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 254



TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAG 314
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTG 374
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG 434
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG 494
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT 554
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT 614
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC 674
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 734
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSA
KEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHN
TLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSER
HQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQXLSTPVSRAEAEALQQLVEAAMRE
ILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTMD
AFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSHG
LFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

 Blast contre banque rat :

       Différence au niveau protéique

                                              



Différence Séquencage/CDS au niveau NT :



       Différence au niveau protéique



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

 Synthèse 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



CCCACAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAG 888
GCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACA 948
CTGACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACC 1008
CACCCTGAGGAGGGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGC 1068
CAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATC 1128
CTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCA 1188
CAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTG 1248
AGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACT 1308
GGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGC 1368
CTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAG 1428
GAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA 1488

  
CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRK
EPPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSF
RVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAVLPTGLQYY
QDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGL
VLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGW
TGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-
                         

 Blast contre banque rat :

Comme pour DiT24h

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :



pCR4Blunt Pol M DiT48h (clone E) comme pour DiT24h : 

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

début de la séquence 



o PolM DiT48hMix NOUVEAU CLONAGE  

 Fwd DiT48hMix 948NT

AAGGCACCAGNCNATGAAGCTNTNACCNACNTNTTNNGGNNNGGGTGAAGANTGCTANNNGGNG

GTACCAGGAAGGGNTACGANCCCNGGATGAGCTCAGAGAGCANCCCCAGAGACTGACCCAGCAGC

AGAAAGCAGGGCTGCAGTATTACCAGGACNTGAGCANCCCAGTTAGCCGGGCAGAGGCCGAGGCTC

TGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCNGGAGCCACTGTCACACTGACtGGCG

GTTTCcGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAGGGCCA

AGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCA

GTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTG

AGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCC

TGCCCAACCTGGAAAGCTGTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCT

TCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGG

GCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGG

AAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGAGATGAAAAA

TGCCTGTTGGCTGCCATACCTGTCCACGAGAAGATGAGGGGCTGTCTCTTTCTTGACCAGGAATGTTT

CTAGACAGGAGCACCGCCACCCCACGGCCTCACCTGTGCAAATGGGATTTTTTATTTTTTACCTCATCG

GTTGAGTGTGA

 Rev DiT48hMix 924NT

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAA

GGAGGCCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA

GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCC

TGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCG

CCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGG

GCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCC

TACCCTGTCACATCTTTGAGCCAGCTGCATGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATC

CAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAG

ACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACtGCTAGCCGGTGGTACCAGGAAG

GGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCNGCAGAAAGCAgGGC

TGCNGTATTACCAGgACCTGAGCACCCCAGTTAGCCgGGCAGAGGCCGAGGcTCTGCANCAGTTGGT

AGAGGCAGCNNTGNNGGAGATCCTGNCCGGANCCNCTGTCACACTGACTGGNGGNTTCCGAANGG

GGNAGTTACNNNNCATGACGTGNACTTNCTTATCACCCACCCTGAGNNGGNCANNAGTNGGNNNN

TGCCNGAGTGATGAGGTGCCTTCANNGCCNNGGACTTGTGCTGTACNNNCAGTACC

 Synthèse séquencage DiT48hMix :              



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

 Synthèse séquencage SP: 1488NT

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 840
CAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG 900
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 268
TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAG 1020
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTG 1080
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG 1140
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG 1200
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT 1260
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT 1320
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC 1380
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 1440
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA                  1488

MLPKRRRRVRAGSPHSALASSTPPAARFPGVAIYLAEPRMGRSRRAFLTRLARSKGFRILDVYSSEVTHVVMEETSA

KEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKEPPISVTIPAYACQRPSPLTPHN

TLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFGEHSFRVIQELLEHGTCEEVEQIRCSER

HQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQYYQDLSTPVSRAEAEALQQLVEAAMR

EILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQSQGLVLYHQYHRSHLADSAHILRQRSTM

DAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFALLGWTGSQFFERELRRFSRQEKGLCLNSH

GLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :

pCR4Blunt Pol M SP (clone E)  parfait



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

CAgGGCTGCAGTATTACCAGgACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGNTCTGCAGCAGTTGGT



AGAGGCAGCCATGANGGANATCCTGCCCGGAGCCNCTGTCACACTGACTGGCGGNTTCCNNNGGGGAAGTTA

CANGGNCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGNCAANAAGTAGGGCTGCTGCCCAGANTGA

TGAGGNGNCTT

Int

CTTTNAGCCNGCTGCNTGGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATG

GAACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTC

GGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAG

CCCCAGAGACTGACCCAGCAGCAGAAAGCAGGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGG

CAGAGGCCGAGGCTCTGCAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACT

GACTGGCGGTTTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAGGGC

CAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCA

TCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCT

GCATCTTGCGCTTGCCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCT

GTGAGGGTAGATCTTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT

TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATC

CTGAGCGGAAGANATTTTTCCACGCAACTTCTGANGAANATGTTTTCNNNTCCTGGGTCTCAAGTATCTTCCTCC

ANAGCANANAAATGNCTGANANGAAAAATGNCTGTTGGCTGNCNTACCTGTCCACGAGAANANGAGGGGCT

GTCTCTTTCTTNACCNNNAATGTTTCTAGACAGGANCNNCGCNNCCCCACGGCNNCNNCNGTGCAATGGNNT

TTTTNNTTTTAC

 Synthèse séquencage CTX: NT

------------------------------------------------------------                 
-----------------------------------------------ATGCTTCCGAAGC 180
GACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGGCC 240
ATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTA 300
GATATTAGCTGGTTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGG 360
CACCGCCTGGAGGTAGCTGAGCCCAGGAAGGAACCCCCCATCTCAGTGACGATACCAGCT 420
TATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAACACTCTCCTCTCAGAGGCTCTG 480
GAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCTCACCTTCTAC 540
AGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCAT 600             
GGACTGCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGA 660
ACGTGTGAGGAGGTGGAACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTC 720
ACCCACATCTTCGGGGTTGGGGTGAAGACTGCTAGCCGGTGGTACCAGGAAGGGCTACGA 780
ACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCAGCAGCAGAAAGCAgGGCTG 840
CAGTATTACCAGgACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTGCAGCAG 900
TTGGTAGAGGCAGCCATGAGGGAGATCCTGCCCGGAGCCACTGTCACACTGACTGGCGGT 960
TTCCGAAGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCCTGAGGAG 1020
GGCCAAGAAGTAGGGCTGCTGCCCAGAGTGATGAGGTGCcTTCAGAGCCAGGGACTTGTG 1080
CTGTACCACCAGTACCATCGCAGCCACTTAGCGGACTCTGCCCACATCCTGCGGCAGAGG 1140
TCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTGCCACAGTCCCAACAG 1200
GCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATCTT 1260
GTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTT 1320
TTTGAGAGGGAGCTACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCAC 1380
GGGCTGTTTGATCCTGAGCGGAAGACATTTTTCCACGCAACTTCTGAGGAAGATGTTTTC 1440
AGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGAAATGCCTGA 1488

CFRSDGGGSEVTHVVMEETSAKEAICWQKDMNALLPDCPQPALLDISWFTESMAAGQPVPEEVRHRLEVAEPRKE
PPISVTIPAYACQRPSPLTPHNTLLSEALETLAEAAGFEGKEGRFLTFYRAASMLKSLPYPVTSLSQLHGLPYFG
EHSFRVIQELLEHGTCEEVEQIRCSERHQTMKLFTHIFGVGVKTASRWYQEGLRTLDELREQPQRLTQQQKAGLQ
YYQDLSTPVSRAEAEALQQLVEAAMREILPGATVTLTGGFRRGKLQGHDVDFLITHPEEGQEVGLLPRVMRCLQS
QGLVLYHQYHRSHLADSAHILRQRSTMDAFERSFCILRLPQSQQAALEGPLHPCPTWKAVRVDLVVTPNSQFPFA
LLGWTGSQFFERELRRFSRQEKGLCLNSHGLFDPERKTFFHATSEEDVFRFLGLKYLPPEQRNA-
                                                         



                                 
 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Différence au niveau PROT :

pCR4Blunt poM CTX (clone E) comme DiT0 et T24h 



o pCR4Blunt Pol M CTX NOUVEAU CLONAGE  

 Fwd CTX 938NT

ATGCTTCCGAAGCGACGGCGGCGGCTCAGAGGTGACACATGTGGTGATGGAGGAGACCTCAGCCAAGGAGG

CCATCTGCTGGCAGAAGGACATGAATGCTCTTCTCCCAGACTGCCCGCAGCCGGCTCTGCTAGATATTAGCTGG

TTTACAGAGAGCATGGCAGCAGGACAGCCTGTCCCTGAGGAGGTCCGGCACCGCCTGGAGGTAGCTGAGCCC

AGGAAGGAACCCCCCATCTCAGTGACGATACCAGCTTATGCCTGTCAGCGCCCCTCGCCTCTCACACCCCATAA

CACTCTCCTCTCAGAGGCTCTGGAGACACTGGCGGAGGCAGCGGGCTTCGAAGGCAAAGAGGGCCGTTTTCT

CACCTTCTACAGAGCAGCCTCCATGCTCAAGTCCCTACCCTACCCTGTCACATCTTTGAGCCAGCTGCATGGACT

GCCTTACTTTGGGGAACATTCCTTTAGAGTAATCCAGGAGCTGCTAGAACATGGAACGTGTGAGGAGGTGGA

ACAAATCCGTTGCTCAGAAAGGCACCAGACCATGAAGCTCTTCACCCACATCTTCGGGGTTGGGGTGAAGACT

GCTAGCCGGTGGTACCAGGAAGGGCTACGAACCCTGGATGAGCTCAGAGAGCAGCCCCAGAGACTGACCCA

GCAGCAGAAAGCAgGGCTGCAGTATTACCAGGACCTGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCT

GCAGCAGTTGGTAGAgGCAGCCATGAgGGAGATCCTGCCCGGAgCCACTGTCACACTGACTGGCGGTTTCCGA

ANGGGAAGTTACNNNNCATGACGTGGNCTTCCTTATCACCCACCCTGAGGAGGGNCNAGAAGTANGGCTGC

TGCCCAGAGNGATGAGGTGNCTTCAGAGCCAGGGNNTTGNGCTGTACNANCAGTACCATCNNAGCCAC

 BGHRev CTX 805NT

AAATNNNTNCTCANAAAGNCANNAGNCNNNGAAGNTCNTCACCCACNTNTTCGGGNTGGGGTGAAGANTG

NTANNCGGTGGTACCAGGAAGGGNTACGANNNTGGATGAGNTCAGAGAGCAGCCCCAGAGACTGACCCAG

CAGCAGAAAGCAGGGCTGCAGTATTACCAGGNNNGAGCACCCCAGTTAGCCGGGCAGAGGCCGAGGCTCTG

CAGCAGTTGGTAGAGGCAGCCATGAGGGAGATCCTGCCcGGAGCCACTGTCACACTGACTGGCGGTTTCCGA

AGGGGGAAGTTACAAGGTCATGACGTGGACTTCCTTATCACCCACCcTGAGGAGGGCCAAGAAGTAGGGCTG

CTGCCCAGAGTGATGAGGTGCCTTCAGAGCCAGGGACTTGTGCTGTACCACCAGTACCATCGCAGCCACTTAG

CGGACTCTGCCCACATCCTGCGGCAGAGGTCCACCATGGATGCTTTTGAGAGGAGTTTCTGCATCTTGCGCTTG

CCACAGTCCCAACAGGCAGCTTTAGAGGGGCCCCTGCATCCCTGCCCAACCTGGAAAGCTGTGAGGGTAGATC

TTGTGGTCACTCCCAACAGCCAGTTCCCCTTTGCTCTTCTTGGCTGGACTGGCTCCCAGTTTTTTGAGAGGGAGC

TACGGCGATTCAGCCGGCAAGAGAAGGGGCTGTGCCTTAATAGCCACGGGCTGTTTGATCCTGAGCGGAAGA

CATTTTTCCACGCAACTTCTGAGGAAGATGTTTTCAGGTTCCTGGGTCTCAAGTATCTTCCTCCAGAGCAGAGA

AATGCCTGA

 Synthèse séquencage CTX: NT

idem



PolM_SeqInt_Fwd_1

540 pour 690

AGAGCAGCCTCCATGCTCAAG

PolM_SeqInt_Rev_1

1330 pour 1180

CCCTCTCAAAAAACTGGGAG
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