
6)Gfap

Rattus norvegicus glial fibrillary acidic 
protein (Gfap), mRNA
intermediate filament; glial fibrillary acidic protein alpha; glial fibrillary acidic protein delta

 Référence NCBI     :   NM_017009  

 Taille  1293 NT

 Séquence NT     :  

atggagcgg agacgtatca cctctgcacg ccgctcctat gcctcctccg agacgatggt
       61 caggggccat ggtcctacca gacacctggg taccattccg cgcctctccc tgtctcgaat
      121 gacgcctcca ctccctgcca gggtagactt ctccctggcc ggggcgctca atgccggctt
      181 caaagagact cgggccagcg agcgtgcgga gatgatggag ctcaatgacc gctttgctag
      241 ctacatcgag aaggtccgct tcctggaaca gcaaaacaag gcgctggcag ctgagctgaa
      301 ccagcttcga gccaaggagc ccaccaaact ggctgacgtt taccaggcag aacttcggga
      361 gctgcggctg cgtctggacc agcttactac caacagtgcc cggctggagg tggagaggga
      421 caatctcaca caggacctcg gcaccctgag gcagaagctc caagatgaaa ccaacctgag
      481 gctggaggcg gagaacaacc tggctgtgta cagacaggag gcggatgaag ccaccttggc
      541 tcgtgtggat ctggagagga aggttgagtc gctggaggag gagatccagt tcttgaggaa
      601 gatccatgag gaggaagttc gagaactcca ggagcagctg gcccagcagc aggtccacgt
      661 ggagatggat gtggccaagc cagacctcac agcggctctg agagagattc gcactcagta
      721 cgaggcagtg gccaccagta acatgcaaga aacagaagag tggtatcggt ccaagtttgc
      781 agacctcaca gacgttgctt cccgcaacgc agagctgctc cgccaggcca agcacgaggc
      841 taatgactat cgccgccaac tgcaggcctt gacctgcgac cttgagtcct tgcgcggcac
      901 gaacgagtcc ttggagaggc aaatgcgcga acaggaggag cgccacgcgc gggagtcggc
      961 gagttaccag gaggcactcg ctcggctgga ggaggagggc caaagcctca aggaggagat
     1021 ggcccgccac ctgcaggagt accaggatct actcaacgtt aagctagccc tggacatcga
     1081 gatcgccacc tacaggaaat tgctggaggg cgaagaaaac cgcatcacca ttcctgtaca
     1141 gactttctcc aacctccaga tccgagaaac cagcctggac accaaatctg tgtcagaagg
     1201 ccacctcaag aggaacatcg tggtaaagac ggtggagatg cgggatggcg aggtcattaa
     1261 ggagtcgaag caggagcaca aggatgtgat gtga

 Séquence prot     :   NP_058705
 
MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPL 
PARVDFSLAGALNAGFKETRASERAEMMELNDRFASYIEKVRFLEQQNKALAAELN
QLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQDET
NLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQ
QQVHVEMDVAKPDLTAALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNA
ELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQMREQEERHARESASYQEAL
ARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL
QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM



 Amorces synthétisées   :

Gfap_AscI_Fwd

tataGGCGCGCCa atggagcgg agacgtatca cctctg

Gfap_NotI_Rev

ttaaGCGGCCGCa tcacatcacatccttgtgctcctgc

 Expériences     :  

o PCR 06/07     et 07/07:   -sur rate cycle Q5-Enhancer 0/10-TM 56°C - 2min 30 

d’élongation

                                   -sur rate cycle Q5-Enhancer 0/10-TM 60°C - 2min 30 
d’élongation et pfu 60°C                      

                         

Meilleures conditions : cycle Q5, TM 60°C  Enhancer 0

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

Bandes DiT0,DiT24h, DiT48h, SP et CTX Ok

o 21/07 : Extraction sur gel 

Rate 56°C Enhancer 0/10 Rate  Enhancer 0  Enhancer10  pfu 60°C
                   60°c               60°C

       Rate DiT0  DiT24 DiT48  SP  CTX   Eau



 Conclusion Jul 2020     :    

o Bandes extraites et purifiées à sous cloner

o faire « beau gel » pour publi

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

 08/09     :   10ul digérés et purification le 09/09

 14/09     :   ligation dans FB

 16/09     :   essai miniprep : DiT0, 24h et 48h OK

 06/10     :   religation dans nouv vecteur pour SP et CTX

 09/10     :   miniprep SP et CTX OK

 28/10 envoi au séquencage  

Rate        DiT0        DiT24       DiT48          SP          CTX          Eau



 Résultats séquencages  

o FlagBirA Gfap DiT0 clone A  

 B3Fwd DiT0 810NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT

ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT

CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA

ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG

AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC

GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC

CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA

GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA

GTTCTTGAgGAAGATCCATGAgGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGcCCAGCAGCAGGTCCNCGTG

GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGANTCGCACTCAGTACGAGGCAGTGGCCA

CCAGTAACATGCAANAAACAGAANAGTGGTATCGGTCCAAGTTTGCANANCTCACAGACGTTGCTTCCCGCNAC

GCA

 BGHRev DiT0 876NT

AGCCCACCAAACTNGNTGACGTTNNCAGGCAGAACTTCGGGAGCTGCGNNTGCGTNTGGACCAGCTTACTACC

AACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACNTNGGCACCCNGAGGCAGAAGNTCCA

AGATGAAACCAACcTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCAC

cTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCAT

GAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAG

CCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAA

CAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAG

GCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCAC

GAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGG

AGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACC

AGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAA

AACCGCATCACCATTCCTGTACAGACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGT

CAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGT

CGAAGCAGGAGCACAAGGATGTGATGTGA

 Synthèse séquencage DiT0 : 1293NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTC 60
AGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATG 120
ACGCCTCCACTCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCAATGCCGGCTTC 180
AAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCAATGACCGCTTTGCTAGC 240
TACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTGAAC 300
CAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAG 360
CTGCGGCTGCGTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGAC 420
AATCTCACACAGGACCTCGGCACCCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGG 480
CTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCT 540
CGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAG 600
ATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCACGTG
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTAC
GAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCA
GACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCT
AATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACG
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCG



                                                                     
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG
ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG
GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND

RFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ

DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA

ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQ

MREQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL

QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



En position 204 : C<T

Différence au niveau PROT :

Pas de diff au niveau prot



Flag BirA Gfap DiT0 (clone A) : NT en 204 C>T mais 

n’engendrant pas de diff au niv prot donc OK 



o FlagBirA Gfap DiT24hLPS clone A  

 B3Fwd DiT24hLPS 837NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT

ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT

CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA

ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG

AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC

GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC

CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA

GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA

GTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAgGTCCACGTG

GANATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGATTCGCACTCAGTACGAGGCAGTGGCNA

CCAGTAACATGCAAGAAACAGAANAGTGGTATCGGTCCNAGTTTGCANANCTCACAGACGTTGCTTCCCGCAAC

GCANANCTGCTCCGCCAGGCCAAGCACGAG

 BGHRev DiT24hLPS 942NT

ACTTNNGNAGCTGCGGNTGCNTCTGGACCAGCTTACTACCANCAGTGCCCGGCTGGAGGTGGAGAGGGACAA

TCTCACACAGGACNTCGGCACCCTGAGGCAGAAGNTCCAAGATGAAACCANctGAGGCTGGAGGCGGAGAAC

AACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGT

CGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGG

CCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCAC

TCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCA

CAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTG

CAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGG

AGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGC

CTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGA

GATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTCCAACCT

CCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAG

ACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

 Synthèse séquencage DiT24hLPS : 1293NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTC 60
AGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATG 120
ACGCCTCCACTCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCAATGCCGGCTTC 180
AAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCAATGACCGCTTTGCTAGC 240
TACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTGAAC 300
CAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAG 360
CTGCGGCTGCGTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGAC 420
AATCTCACACAGGACCTCGGCACCCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGG 480
CTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCT 540
CGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAG 600
ATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAgGTCCACGTG 660
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTAC
GAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCA
GACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCT
AATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACG
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG



GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG
ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG
GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND

RFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ

DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA

ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQ

MREQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL

QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

 Blast contre banque rat :

Différence

Séquencage/CDS au niveau NT :



Comme pour DiT0, C>T en 204

Différence au niveau PROT :

Pas de diff au niveau prot

Flag BirA Gfap DiT24hLPS (clone A) : NT en 204 C>T mais 

n’engendrant pas de diff au niv prot donc OK 



o FlagBirA Gfap DiT48hMix clone A  

 B3Fwd DiT48hMix 851NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT

ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT

CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA

ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG

AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC

GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC

CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA

GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA

GTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGcCCAGCAGCAgGTCCACGTG

GAGATGGATGTGGCCAAGCCAGANCTCACAGCGGCTCTGANAGAGATTCGCACTCAGTACGAGGCAGTGGCCA

CCAGTAACATGCAAGAAACAGAANANTGGTATCGGTCCAAGTTTGCANANNTCACAGACGTTGCTTCCCGCAAC

GCANANCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCG

 BGHRev DiT48hMix 973NT

CCCANCNANNTNGCTGACGTTNNCAGNCAGNANTTNNGNAGNTGNNGNTGCGTNTGGACCAGCTTACTACC

AACAGTNCCNGGCNGGAGGTGGAGAGGGACAATNTCACACAGGACCTCGGCANCCTGAGGCAGAAGNTCCA

AGATGAAACCANctGAGGCTGGAGGCGGAGAACAACCtGGCTGTGTACAGACAGGAGGCGGATGAAGCCACcT

TGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCATGA

GGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAGCC

AGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAACA

GAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGC

CAAGCACGAGGCTAATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGA

ACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGGAG

GCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACCAG

GATCTACTCAACGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAA

CCGCATCACCATTCCTGTACAGACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCA

GAAGGCCACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCG

AAGCAGGAGCACAAGGATGTGATGTGA

 Synthèse séquencage DiT48hMix : 1293NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTC 60
AGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATG 120
ACGCCTCCACTCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCAATGCCGGCTTC 180
AAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCAATGACCGCTTTGCTAGC 240
TACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTGAAC 300
CAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAG 360
CTGCGGCTGCGTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGAC 420
AATCTCACACAGGACCTCGGCACCCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGG 480
CTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCT 540
CGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAG 600
ATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGcCCAGCAGCAgGTCCACGTG 660
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTAC
GAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCA
GACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCT
AATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACG
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG



ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG
GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND

RFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ

DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA

ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQ

MREQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL

QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Comme pour DiT0 et DiT24hLPS C>T en 204

Différence au niveau PROT :

Pas de diff au niveau prot

Flag BirA Gfap DiT48hMix (clone A) : NT en 204 C>T mais 

n’engendrant pas de diff au niv prot donc OK 



o FlagBirA Gfap SP clone A  

 B3Fwd SP 862NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT

ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT

CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA

ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG

AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC

GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC

CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA

GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA

GTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAgGTCCACGTG

GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGAtTCGCACTCANTACGAGGCAGTGGCCA

CCAGTAACATGCAAGAAACANAANAGTGGTATCGGTCCAAGTTTGCANACCTCACAGACGTTGCTTCCCGCAAC

GCANANCTGCTCCGNCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGC

 BGHRev SP 998NT

TGAACNAGNNTNGAGCCNNGNANCCCACCAAACTNGNTGACGTTTNCCNGNCAGAACTTCNGGAGCTGCGG

CTGCNTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACANTNTCACACAGGACNTCG

GCACCCTGAGGCAGAAGNTCCAAGATGAAACCAACNTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACA

GACAGGAGGCGGATGAAGCCACcTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGA

TCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCA

CGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTG

GCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCACAGACGTTGCTTCCCG

CAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCG

ACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGC

GGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG

GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGG

AAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTCCAACCTCCAGATCCGAGAAACC

AGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGG

ATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

 Synthèse séquencage SP : 1293NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTC 60
AGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATG 120
ACGCCTCCACTCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCAATGCCGGCTTC 180
AAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCAATGACCGCTTTGCTAGC 240
TACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTGAAC 300
CAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAG 360
CTGCGGCTGCGTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGAC 420
AATCTCACACAGGACCTCGGCACCCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGG 480
CTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCT 540
CGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAG 600
ATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAgGTCCACGTG 660
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTAC
GAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCA
GACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCT
AATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACG
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCG       
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG                        
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG



ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG
GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELN
DRFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLR
QKLQDETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVA
KPDLTAALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGT
NESLERQMREQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRI
TIPVQTFSNLQIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-
                                          

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :

Comme pour DiT0 et DiT24hLPS, DiT48hMis C>T en 204



Différence au niveau PROT :

Pas de diff au niveau prot

Flag BirA Gfap SP (clone A) : NT en 204 C>T mais 

n’engendrant pas de diff au niv prot donc OK 



o FlagBirA Gfap CTX clone A  

 B3Fwd CTX 850NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT

ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT

CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA

ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG

AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC

GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC

CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA

GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAgGAGGAGATCCA

GTTCTTGAGGAAGATCCATGAgGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGcCCAGCAGCAgGTCCACGTG

GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGANTCGCACTCANTACGAGGCAGTGGCC

ACCAGTAACATGCAAGAAACAGAANAGTGGNATCGGTCCNAGTTTGCANANCTCACAGACGTTGCTTCCCGCA

ACGCANANCTGCTCCGCCAGGCCAAGCACGAGGCTANNGACTATC

 BGHRev CTX 948NT

GNCAGNACTTCNGGAGCTGCGGCTGCNTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAG

GGACANTCTCACACAGGACCTNGGCACCCTGAGGCAGAAGNTcCAAGATGAAACCAactGAGGCTGGAGGCGG

AGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGT

TGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCA

GCTGGCCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATT

CGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAG

ACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGC

CAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCG

AACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGC

CAAAGCCTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGA

CATCGAGATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTC

CAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGG

TAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

 Synthèse séquencage CTX : 1293NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTC 60
AGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATG 120
ACGCCTCCACTCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCAATGCCGGCTTC 180
AAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCAATGACCGCTTTGCTAGC 240
TACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTGAAC 300
CAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAG 360
CTGCGGCTGCGTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGAC 420
AATCTCACACAGGACCTCGGCACCCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGG 480
CTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCT 540
CGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAgGAGGAGATCCAGTTCTTGAGGAAG 600
ATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCACGTG
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTAC
GAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCA
GACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCT
AATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACG
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG
ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG



GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA
                                          

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND
RFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ
DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA
ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQM
REQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNLQIR
ETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

                                          

 Blast contre banque rat :

Différence Séquencage/CDS au niveau NT :



Comme pour DiT0 et DiT24hLPS, DiT48hMix, SP C>T en 204

Différence au niveau PROT :

Pas de diff au niveau prot

Flag BirA Gfap CTX (clone A) : NT en 204 C>T mais 

n’engendrant pas de diff au niv prot donc OK 



 Conclusion séquencages  

DiT0, T24hLPS, 48hMix, SP et CTX ont toutes   NT en 204 C>T   

(  forme décrite) mais n’engendrant pas de diff au niv prot avec  

ref prot donc OK
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