6)Gfap

Rattus norvegicus glial fibrillary acidic
protein (Gfap), mRNA

intermediate filament; glial fibrillary acidic protein alpha; glial fibrillary acidic protein delta

e Référence NCBI : nxM 017009

e Taille 1293 NT

e Séquence NT :

atggagcgg
61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961
1021
1081
1141
1201
1261

agacgtatca
caggggccat
gacgcctcca
caaagagact
ctacatcgag
ccagcttcga
gctgcggcetyg
caatctcaca
gctggaggcg
tcgtgtggat
gatccatgag
ggagatggat
cgaggcagtg
agacctcaca
taatgactat
gaacgagtcc
gagttaccag
ggcccgcecac
gatcgccacc
gactttctcc
ccacctcaag

ggagtcgaag

cctctgcacg
ggtcctacca
ctccctgceca
cgggccagceg
aaggtccgcect
gccaaggagc
cgtctggacc
caggacctcg
gagaacaacec
ctggagagga
gaggaagttc
gtggccaagc
gccaccagta
gacgttgctt
cgccgccaac
ttggagaggc
gaggcactcg
ctgcaggagt
tacaggaaat
aacctccaga
aggaacatcg
caggagcaca

ccgctcctat
gacacctggg
gggtagactt
agcgtgcgga
tcctggaaca
ccaccaaact
agcttactac
gcaccctgag
tggctgtgta
aggttgagtc
gagaactcca
cagacctcac
acatgcaaga
cccgcaacgce
tgcaggcctt
aaatgcgcga
ctcggctgga
accaggatct
tgctggaggg
tccgagaaac
tggtaaagac
aggatgtgat

gcctcecectecg
taccattccg
ctcccectggece
gatgatggag
gcaaaacaag
ggctgacgtt
caacagtgcc
gcagaagctc
cagacaggag
gctggaggag
ggagcagctg
agcggctctg
aacagaagag
agagctgctc
gacctgcgac
acaggaggag
ggaggagggc
actcaacgtt
cgaagaaaac
cagcctggac
ggtggagatg
gtga

agacgatggt
cgcctctccce
ggggcgctca
ctcaatgacc
gcgctggcag
taccaggcag
cggctggagg
caagatgaaa
gcggatgaag
gagatccagt
gcccagcagce
agagagattc
tggtatcggt
cgccaggcca
cttgagtcct
cgccacgcgce
caaagcctca
aagctagccc
cgcatcacca
accaaatctg

cgggatggcg

tgtctcgaat
atgccggcett
gctttgctag
ctgagctgaa
aacttcggga
tggagaggga
ccaacctgag
ccaccttggc
tcttgaggaa
aggtccacgt
gcactcagta
ccaagtttgc
agcacgaggc
tgcgcggcac
gggagtcggc
aggaggagat
tggacatcga
ttcctgtaca
tgtcagaagg
aggtcattaa

< Gfap-201
protein coding
—aRererse strand

e Séquence prot : NP_058705

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPL
PARVDFSLAGALNAGFKETRASERAEMMELNDRFASYIEKVRFLEQQNKALAAELN
QLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQDET
NLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQ
QQVHVEMDVAKPDLTAALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNA
ELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQMREQEERHARESASYQEAL
ARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL
QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM



e Amorces synthétisées :

Gfap_Ascl_Fwd
tataGGCGCGCCa atggagcegg agacgtatca cctctg
Gfap_Notl_Rev

ttaaGCGGCCGCa tcacatcacatecttgtgetectge

e Expériences :

o PCR06/07 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

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

60°c 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

Rate DiTO DiT24 DiT48 SP CTX Eau

Bandes DiT0,DiT24h, DiT48h, SP et CTX Ok

o 21/07 : Extraction sur gel




Rate DiTO DiT24  DiT48 SP CTX Eau

Conclusion Jul 2020 :
o Bandes extraites et purifiées a 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 : DiTO, 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




e Résultats séquencages

o FlagBirA Gfap DiTO clone A

» B3Fwd DiTO 810NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT
ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT
CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA
ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG
AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC
GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC
CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA
GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA
GTTCTTGAgGAAGATCCATGAgGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCNCGTG
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGANTCGCACTCAGTACGAGGCAGTGGCCA
CCAGTAACATGCAANAAACAGAANAGTGGTATCGGTCCAAGTTTGCANANCTCACAGACGTTGCTTCCCGCNAC
GCA

» BGHRev DiTO 876NT

AGCCCACCAAACTNGNTGACGTTNNCAGGCAGAACTTCGGGAGCTGCGNNTGCGTNTGGACCAGCTTACTACC
AACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACNTNGGCACCCNGAGGCAGAAGNTCCA
AGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCAC
CTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCAT
GAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAG
CCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAA
CAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAG
GCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCAC
GAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGG
AGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACC
AGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAA
AACCGCATCACCATTCCTGTACAGACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGT
CAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGT
CGAAGCAGGAGCACAAGGATGTGATGTGA

» Synthése séquencage DiTO :-

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 :

T > - -

. } Accession
Score Score Cover wvalue  Ident

Description

Rattus norvegicus glial fibrillary acidic protein (GEAP) mRMA sequence 2388 2388 100% 0.0 100.00% L27219.1

Rattus norvegicus glial fibrillary acidic protein (Gfap), mRMNA 2383 2383 100% 0.0 99.92% NM_017008.2
Rattus norvegicus Sprague Dawley glial fibrillary acidic protein mENA,_complete cds 2366 2366 100% 0.0 99.69% UO037001

Rattus norvegicus glial fibrillary acidic protein beta (Gfap) mRMNA, partial cds. alternatively spliced 1836 1836 76% 0.0 100.00% EF094476.1
R.norvegicus partial gfap gene for glial fibrillary acidic protein 843 843 35% 00 10000% Z489781

Rattus norvegicus glial fibrillary acidic proteins alpha and delta (GEAP) gene. alternatively spliced products._complete cds 843 2431 100% 0.0 100.00% AF028784.1
Rattus norvegicus glial fibrillary acidic protein epsilon (Gfap) mRMNA,_partial cds._alternatively spliced T04 704 29% 0.0 99.74% EF0944771
PREDICTED: Rattus norvegicus keratin 7 (Kri7),_transcript variant X2, mRNA 898 898 8% T7e-16 81.90% XM _0037543534
PREDICTED: Rattus norvegicus keratin 7 (Krt7). transcript variant X1, mRNA 898 898 8% Te-16 81.80% XM 017603516.1
Rattus norvegicus GFAP kappa mRMNA,_partial cds_alternatively spliced 824 824 3% 1e-13 100.00% DQI79831.1

> Différence Séquencage/CDS au niveau NT :



< E<R<N<

sequencage
cos

Consensus

sSequencage

Consensus

sequencage

Consensus

sequencage

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
co5

Consensus

sequencage
co5

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

1 10 20 30 40 50 60 L 80 90 100 110 120 130
I I
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGETCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGETCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGETCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC

131 140 150 160 170 180 130 200 210 220 230 240 250 260
I I
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGRCTTCARAGAGACTCGEGCCAGCGAGCGCGCGGAGATGATGGAGC TCARTGACCGCTTTGCTAGCTACATCGAGARGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGAECGCTCARTGCCGGCTTCARAGAGACT CGGGCCAGCGAGCGTGCGGAGATGATGGAGC TCARTGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGRGCGC TCARTGCCGACTTCARAGAGACTCGGGCCAGCGAGCGeGCGGAGATGATGGAGC TCARTGACCGCTTTGCTAGCTACATCGAGARGGTCCGCTT

261 230 280 290 300 o 320 330 340 3510 360 30 380 390
I I
CCTGGARCAGCARRACARGGCGC TGGCAGC TGAGCTGAACCAGCT TCGAGCCARGGAGCCCACCARACTGECTGACGT TTACCAGGCAGAACT TCGGEAGCTGCGGCTGCGTCTGGACCAGCTTACTACT
CCTGGARCAGCARAACARGGCGC TGECAGC TGAGCTGAACCAGCT TCGAGCCARGGAGCCCACCARACTGGCTGACGT TTACCAGGCAGAACTTCGGGAGCTGCGGCTGCGTCTGGACCAGCTTACTACT
CCTGGARCAGCARRACARGGCGC TGECAGC TGAGCTGAACCAGCT TCGAGCCARGGAGCCCACCARACTGECTGACGT TTACCAGGCAGAACTTCGGEAGCTGCGGCTGCGTCTGGACCAGCTTACTACT

i 400 410 420 430 440 450 460 470 480 490 500 510 520
I I
AACAGTGCCCGGLTGGAGG TGGAGAGGGACAATCTCACACAGGACC TCGGCACCC TGAGGCAGAAGCTCCARGATGARRCCARCC TGAGGL TGGAGGCGGAGARCARCCTGGCTGTRTACAGACAGGAGG
ARCAGTGCCCGGLTGGAGGTGGAGAGGGACAATCTCACACAGGACC TCGGCACCC TGAGGCAGARGCTCCARGATGARRCCARCCTGAGGL TGGAGGLGGAGARCARCCTGGCTGTGTACAGACAGGAGG
AACAGTGCCCGGLTGGAGG TGGAGAGGGACARTCTCACACAGGACC TCGGCACCC TGAGGCAGARGCTCCARGATGAAACCARCCTGAGGCTGGAGGCGGAGARCARCCTGECTGTGTACAGACAGGAGG

521 530 540 550 560 570 580 590 (0] 610 620 630 640 650
I I
CGGATGAAGCCACCTTGRCTCGTGTGGATC TAGEAGAGGARGGTTGAGTCGL TGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGARGT TCGAGARCTCCAGGAGCAGL TRGCCCAGCAGCA
CGGATGAAGCCACCTTGRCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGLTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGARGT TCGAGARCTCCAGGAGCAGE TGGCCCAGCAGCA
CGGATGARGCCACCTTGECTCGTGTGGATC TAGGAGAGGARGGTTGAGTCGL TGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGARGT TCGAGARCTCCAGGAGCAGC TGGCCCAGCAGCA

651 :131] 670 680 690 00 710 720 730 740 750 760 70 780
I I
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCRGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCARGTTTGEA

781 790 800 810 820 830 840 850 860 870 880 890 900 a0

I I
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGL TCCGCCAGGCCARGCACGAGGCTARTGACTATCGCCGCCARC TGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGRCACGARCGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGC TCCGCCAGGCCARGCACGAGGCTARTGACTATCGCCGLCARC TGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCACGGCACGARCGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGC TCCGCCAGGCCARGCACGAGGCTARTGACTATCGCCGCCARC TGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGECACGARCGAGTCCT

a1 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040

I I
TGGAGAGGCARATGCGCGARCAGGAGGAGCGLCACGCGCGGGAGT CGGCGAGTTACCAGGAGGCACTCGL TCGGL TGGAGGAGGAGGGCCARAGCCTCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCGARCAGGAGGAGCGCCACGLGCGGGAGT CGGCGAGT TACCAGGAGGCACTCGL TCGGL TGGAGGAGGAGGGCCARAGCCTCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCEAACAGGAGGAGCGLCACGCGCGGGAGT CGGCGAGTTACCAGGAGGCACTCGL TCGGL TGGAGGAGGAGGGCCARAGCCTCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA

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

I I
CCAGGATCTACTCAACGT TAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARAT TGLTGGAGGGCGAARGARAACCGCATCACCATTCCTGTACAGACT TTCTCCARCCTCCAGATCCGAGARACT
CCAGGATCTACTCARCGTTARGC TAGCCCTGGACATCGAGATCGCCACCTACAGGARATTGL TGGAGGGLGARGARAACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARRCT
CCAGGATCTACTCAACGT TAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARATTGCTGGAGGGCGAARGARAACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARACT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1299233
I I

AGCCTGGACACCARATCTGTGTCAGAAGGLCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGLGGGATGGCEAGGTCATTARGGAGTCGARGCAGGAGCACAAGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGLGGGATGGCEAGGTCATTARGGAGTCGARGCAGGAGCACAAGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGLGGGATGGCEAGGTCATTARGGAGTCGARGCAGGAGCACARGGATGTGATGTGA

En position 204 : C<T

> Différence au niveau PROT :

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos
Consensus

sequencage
cos

Consensus

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

| |
HERRRITSARRSYASSE THYRGHGP TRHLGTIPRLSLSRHTPPLPARVDFSLAGALNAGFKETRASERAEHHEL HDRFASY IEKYRFLEOOHKALARELHOLRAKEP TKLADVYQAELRELRLRLDAOLTT
HERRRITSARRSYASSE THYRGHGP TRHLGTIPRLSLSRHTPPLPARVDFSLAGALHAGFKETRASERAEHHEL HDRFASY IEKVRFLEOOHKALARELHALRAKEP TKLADVYQAELRELRLRLDALTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALNAGFKETRASERAEHHELNDRFASY IEKYRFLEOONKALARELHALRAKEP TKLADYYQAELRELRLRLDALTT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
HSARLEYERDHL TODLGTLROKLODETHLRLEAENKHLAYYROEADEATLARYDLERKYESLEEETOFL RKIHEEEYREL OEOL AODOYHYENDYAKPOLTARLREIRTOYEAYATSNHOETEEHYRSKFA
HSARLEYERDHL TODLGTLROKL ODETHLRLEAENHLAYYROEADEATLARYDLERKYESLEEETOFLRKIHEEEYREL OEQL AOOOYHYENDYAKPOLTARLREIRTOYEAYATSHHOE TEEHYRSKFA
HSARLEYERDHLTODLGTLRAOKLODETHLRLEAEHNHLAYYROEADEATLARYDLERKYESLEEETOFLRKTHEEEYREL DEQLAQDOYHYEHDYAKPOLTARLREIRTOYERYATSHHOETEEHYRSKFA

261 270 280 290 300 310 320 330 340 350 360 3 380 390
| |
DLTDVASRHAELL ROAKHEANDYRROLOAL TCDLESLRGTHESLEROHREAEERHARESASYOEAL ARLEEEGOSLKEEHARHLOEYODLLHVKLALDIETATYRKLLEGEENRITIPYOTFSHLOTRET
DLTDVASRHAELLROAKHEANDYRROLOALTCDLESLRGTHESLERONREQEERHARESASYOEALARLEEEGOSLKEEMARHLOEYODLLNVKLALDIETATYRKLLEGEENRITIPYOTFSHLOIRET
DLTDVASRHAELLROAKHEANDYRROLOAL TCOLESLRGTHESLERQHREQEERHARESASYOEALARLEEEGOSLKEEHARHLOEYQDLLHVKLALDIEIATYRKLLEGEENRITIPYOTFSHLOIRET

91 400 410 420 430

| I
SLDTKSYSEGHLKRHIYVKTVEHRDGEVIKESKOEHKDYH
SLOTKSYSEGHLKRNIYVKTVENRDGEVIKESKQEHKDYH
SLDTKSYSEGHLKRNIVVKTVENRDGEVIKESKQEHKDYH

Pas de diff au niveau prot

SCUe | SLUE | LUveEl | vamue e

glial fibrillary acidic protein [Rattus norvegicus] 862 862 100% 0.0 100.00%
glial fibrillary acidic protein [Rattus norvegicus] 861 861 100% 0.0 9977%
glial fibrillary acidic protein delta [Rattus norvegicus] 780 T80 93% 0.0  96.35%

glial fibrillary acidic protein beta [Rattus norvegicus] 660 660 76% 0.0 100.00%

NP_058705.2
AAAZ05401
AAD01874 2
ABK91944 1






o FlagBirA Gfap DiT24hLPS clone A

» B3Fwd DiT24hLPS 837NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT
ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT
CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA
ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG
AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC
GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC
CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA
GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA
GTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAEGTCCACGTG
GANATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGATTCGCACTCAGTACGAGGCAGTGGCNA
CCAGTAACATGCAAGAAACAGAANAGTGGTATCGGTCCNAGTTTGCANANCTCACAGACGTTGCTTCCCGCAAC
GCANANCTGCTCCGCCAGGCCAAGCACGAG

» BGHRev DiT24hLPS 942NT

ACTTNNGNAGCTGCGGNTGCNTCTGGACCAGCTTACTACCANCAGTGCCCGGCTGGAGGTGGAGAGGGACAA
TCTCACACAGGACNTCGGCACCCTGAGGCAGAAGNTCCAAGATGAAACCANCtGAGGCTGGAGGCGGAGAAC
AACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGT
CGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGG
CCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCAC
TCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCA
CAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTG
CAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGG
AGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGC
CTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGA
GATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTCCAACCT
CCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAG
ACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

» Synthése séquencage DiT24hLPS :-

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 :



sequencage

Consensus

sequencage
o5

Consensus

sequencage
cos
Consensus

sequencage

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos
Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos
Consensus

1 10 20 30 40 50 11} 0 80 90 100 110 120 130
I |
ATGGAGCGGAGACGTATCACCTCTGRCACGCCGCTCCTATGCCTCCTCCGAGACGATGETCAGGGECCATGGTCCTACCAGACACCTGEGTACCATTCCGCGLCTCTCCCTGTCTCGAATGACGLCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGETCAGGGGCCATGGTCCTACCAGACACCTGEGTACCATTCCGCGLCTCTCCCTGTCTCGAATGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTRCACGCCGCTCCTATGCCTCCTCCGAGACGATGETCAGGGECCATGGTCCTACCAGACACCTGEGTACCATTCCGCGLCTCTCCCTRTCTCGAARTGACGLCTCCAC

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I I
TCLCTGCCAGGGTAGACTTCTCCC TRGCCGRGGCGLTCAATGCCGGCTTCARAGAGAC TCGGGCCAGCGAGCGCGLGGAGATGATGEAGC TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTRGCCGGGGCGLTCARTGCCGGE TTCARAGAGAL TCGGGCCAGCGAGCGTGLGGAGATGATGEAGE TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGLTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGRAGCGLTCARTGCCGECTTCARAGAGAL TCGGGCCAGCGAGCGeGLGGAGATGATGEAGC TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGCTT

261 270 280 290 300 Ex L] 320 330 340 350 360 370 380 390

I I
CCTGGARCAGCARRACARGGCGCTGGCAGCTGAGC TGARCCAGCTTCGAGCCAARGGAGCCCACCARACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGCGTCTGGACCAGCTTACTACT
CCTGGARCAGCARARCARGGCGLTGGCAGCTGAGCTGAACCAGCT TCGAGCCARGGAGCCCACCARACTGGCTGACGT T TACCAGGCAGARCT TCGGGAGCTGCGGCTGCGTCTGGACCAGCTTACTACE
CCTGGARCAGCARRACARGGCGCTGGCAGCTGAGC TGARCCAGLTTCGAGCCAARGGAGCCCACCARAC TGGCTGACGTT TACCAGGCAGAACTTCGGGAGCTRCGGCTGCGTCTGGACCAGCTTACTACT

391 400 410 420 430 440 450 461 4q70 480 490 a00 510 520
I I
ARCAGTGCCCGGCTGGAGGTGEAGAGGGACAATCTCACACAGGACC TCGGCACCCTGAGGCAGARGL TCCARGATGARACCAACCTGAGGL TGGAGGCGGAGARCAACC TGGCTGTGTACAGACAGGAGG
ARCAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACC TCGGCACCCTGAGGCAGARGL TCCAAGAT GRAAACCARCCTGAGGE TGGAGGLGGAGAARCAACCTGGL TGTGTACAGACAGGAGG
ARCAGTGCCCGGCTEGAGGTGEAGAGGGACAATCTCACACAGGACC TCGGCACCCTGAGGCAGARGE TCCARGATGARACCARCCTGAGGE TGGAGGCGGAGAARCAACC TGGCTGTGTACAGACAGGAGG

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I I
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGT TGAGTCGL TGGAGGAGGAGATCCAGT TCT TGAGGAAGAT CCATGAGGAGGARGT TCGAGAAC TCCAGGAGCAGL TGGCCCAGCAGCA
CGEATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGT TGAGTCGL TRGAGGAGGAGATCCAGT TCTTGAGGAAGATCCATGAGGAGGARGT TCGAGAAC TCCAGGAGCAGL TGGCCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGT TGAGTCGL TRGAGGAGGAGATCCAGT TCTTGAGGAAGATCCATGAGGAGGARGT TCGAGAAC TCCAGGAGCAGL TGGCCCAGCAGCA

651 BBO 670 680 630 00 o 720 730 40 750 760 il 780

I I
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGL TC TGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCAAGTTTGEA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TC TGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCAAGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCARGTTTGEA

781 790 800 810 820 830 840 8510 860 870 880 890 900 910
I I
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGLTCCGCCAGGLCAAGCACGAGGL TARTGACTATCGCCGCCAACTGCAGGCCT TGACCTGLGACCT TGAGTCCT TGCGCGGCACGAACGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGEC TAATGACTATCGCCGCCARCTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGLACGAACGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGC TCCGCCAGGCCARGCACGAGEC TAATGAC TATCGCCGCCARCTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCT

a1 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
I I
TGGAGAGGCARAT GLGCGAACAGGAGGAGCGCCACGCGCGGGAGT CGGCGAGT TACCAGGAGGCAC TCGCTCGGL TGGAGGAGGAGGGCCARAGCL T CARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGT TACCAGGAGGCAC TCGCTCGGE TEGAGGAGGAGEGCCARAGCCTCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGT TACCAGGAGGCAL TCGCTCGEE TGGAGGAGGAGEECCARAGCCTCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA

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

I I
CCAGGATCTACTCAACGT TAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARATTGCTGGAGGGCGARGARRACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARRCT
CCAGGATCTACTCARCGT TAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGAART TGLTGEAGGGCGARGAARACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGAARCT
CCAGGATCTACTCARCGT TARGCTAGCCCTGGACATCGAGATCGCCACCTACAGGAART TGCTGGAGGGCGARGAARACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGAARCT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1298293
I I

AGCCTGGACACCARATCTGTGTCAGARGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGGCGAGGTCAT TARGGAGTCGAAGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGGCGAGGTCAT TARGGAGT CGAAGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGGCGAGGTCAT TARGGAGTCGAAGCAGGAGCACARGGATGTGATGTGA

Comme pour DiTO, C>T en 204

> Différence au niveau PROT :

sequencage
ref
Consensus

sequencage
ref
Consensus

Sequencage
ref
Consensus

sequencage
ref
Consensus

1 10 20 30 40 L] 1] 70 a0 90 100 110 120 130
I I
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALNAGFKETRASERAEHHELHDRFASY IEKYRFLEQGNKALARELNALRAKEPTKLADYYQAELRELRLRLDALTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALNAGFKETRASERAEHHELHDRFASY IEKYRFLEQGNKALARELNALRAKEPTKLADYYQAELRELRLRLDALTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALNAGFKETRASERAENHELNDRFASY IEKYRFLENGNKALARELNALRAKEPTKLADYYQAELRELRLRLDALTT

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

1 I
NSARLEYERDHL TODLGTLROKL ODETHLRLERENNLAYYROEADEATLARYDLERKYESL EEETOFL RKIHEEEYREL OEQL AOOOYHYENDYAKPDL TAALREIRTOYEAYATSHHOETEEHYRSKFA
HSARLEYERDHL TODLGTLROKL ODE THLRLERENNLAYYROEADEATLARYDLERKYESL EEETOFL RKIHEEEYREL OEOL ADOOYHYENDYAKPDL TAALREIRTOYEAYATSHHOETEEHYRSKFA
HSARLEVERDHLTODLGTLROKLODETHLRLEAENHLAYYROEADEATLARYDLERKYESLEEETOFLRKIHEEEVRELOEQLAQOOVHYEHDVAKPDLTAALREIRTOYEAYATSHHOETEEMYRSKFA

261 270 280 290 300 iLil 320 330 340 350 360 370 380 390
I I
DLTDYASRHAELL ROAKHEANDYRROLOAL TCOLESLRGTHESLERAHREAEERHARESASYOEAL ARLEEEGASLKEEHARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYATFSHLATIRET

OLTDYASRHAELL ROAKHEANDYRROLOAL TCDLESLRGTHESLEROHREOEERHARESASYOERLARL EEEGASL KEEHARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYATFSHLOTIRET
OLTDYASRHAELLROAKHEANDYRROLAAL TCOLESLRGTHESLEROHREOEERHARESASYOERLARLEEEGASL KEEHARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYATFSHLOTIRET

391 400 410 420 430
1 1
SLDTKSYSEGHLKRHIVYKTYEHRDGEYIKESKOEHKDYH
SLDTKSYSEGHLKRHIVYKTYEHRDGEYIKESKOEHKDYH
SLDTKSYSEGHLKRHIYYKTYEHRDGEYTKESKOEHKDYH

Pas de diff au niveau prot




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

> Synthése séquencage DiT48hMix :-

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
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGLG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG



S QoQQ

ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG
GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND
RFASYIEKVRFLEQONKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ
DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA
ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQ
MREQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNL
QIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

> Blast contre banque rat :

T Max = Total Query E Per.

Score Score Cover wvalue  Ident
Rattus norvegicus glial fibrillary acidic protein (GFAP) mRNA sequence 2388 2388 100% 0.0 100.00%
Rattus norvegicus glial fibrillary acidic protein (Gfap), mRMNA 2383 2383 100% 0.0 99.92%
Rattus norvegicus Sprague Dawley glial fibrillary acidic protein mRNA,_complete cds 2366 2366 100% 0.0  99.69%
Rattus norvegicus glial fibrillary acidic protein beta (Gfap) mRMNA, partial cds, alternatively spliced 1836 1836 76% 0.0 100.00%
B.norvegicus partial gfap gene for glial fibrillary acidic protein 843 843 35% 0.0 100.00%
Rattus novegicus glial fibrillary acidic proteins alpha and delta (GFAP) gene,_alternatively spliced products,_complete cds 843 2431 100% 0.0 100.00%
Rattus norvegicus glial fibrillary acidic protein epsilon (Gfap) mRMNA_partial cds,_alternatively spliced 704 704 29% 0.0 99.74%
PREDICTED: Rattus norvegicus keratin 7 (Krt7)._transcript variant X2,_mRMNA 89.8 898 8% Te-16 81.90%
PREDICTED: Rattus norvegicus keratin 7 (Krt7)._transcript variant X1, mRMNA 89.8 898 8% Te-16 81.90%
Rattus norvegicus GFAP kappa mRMNA _partial cds _alternatively spliced 824 824 3% 1e-13 100.00%

» Différence Séquencage/CDS au niveau NT :

Accession

L27219.1
NM_017009.2

U03700.1
EF094476 1
748978 1
AF028784 1
EF094477 1
KM_003754353.4

KM_017603516.1

DQY979831.1



sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos
Conzensus

sequencage
cos
Consensus

sequencage
cos
Consensus

sequencage
cos

Consensus

sequencage
cos

Conzensus

sequencage
cos

Consensus

sequencage
cos

Consensus

1 10 20 30 40 50 B0 70 80 90 100 110 120 130

I I
ATGEAGCGGAGACGTATCACCTCTGCACGLCGCTCCTATGLLTCCTCCGAGACGATGGTCAGGGGCCATGGTCCTACCAGACACC TGGGTACCATTCCGLGLLTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGG TCAGGGGCCATGGTCCTACCAGACACC TGGGTACCATTCCGLGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGETCAGGGGCCATGETCCTACCAGACACC TGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC

13 140 150 160 170 180 190 200 210 220 230 240 250 260

I I
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCTTCAAAGAGAC TCGGGCCAGLGAGCGCGCGGAGATGATGGAGCTCARTGACCGL TTTGCTAGCTACATCGAGAAGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCTTCAAAGAGAC TCGGGCCAGLGAGCGTGCGEAGATGATGGAGCTCARTGACCGL TTTGCTAGCTACATCGAGAAGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCTTCAAAGAGAC TCGGGCCAGLGAGC GeGCGEAGATGATGGAGC TCARTGACCGC TTTGCTAGCTACATCGAGAAGGTCCGCTT

261 20 280 290 300 30 320 330 340 350 360 370 380 390

I I
CCTGGARCAGCARAACARGGCGC TGGCAGC TGAGCTGARCCAGCTTCGAGCCAAGGAGCCCACCARAC TGGCTGACGTTTACCAGGCAGARCTTCGGGAGE TRCGGCTGCGTCTGGACCAGCTTACTACT
CCTGGARCAGCARAACARGGCGC TGGCAGC TGAGCTGARCCAGCTTCGAGCCAAGGAGCCCACCARAC TGGCTGACGTTTACCAGGCAGARCTTCGGGAGE TRCGGCTGCGTCTGGACCAGCTTACTACT
CCTGGARCAGCARAACARGGCGCTGGCAGC TGAGC TGARCCAGCTTCGAGCCAAGGAGCCCACCARAC TGGCTGACGTTTACCAGGCAGARCTTCGGGAGE TRCGGCTGCGTCTGGACCAGCTTACTACT

i A0 410 420 430 440 4510 460 470 480 490 500 510 520
I I
ARCAGTGCCCGGLTGGAGGTGGAGAGGGACAATCTCACACAGGACC TCGGCACCCTGAGGCAGARGC TCCARGATGARRCCARCE TGAGGC TGGAGGCGGAGAACARCCTGGC TGTGTACAGACAGGAGG
ARCAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACC TCGGCACCCTGAGGCAGARGC TCCARGATGARRCCARCC TGAGGC TGGAGGCGGAGAACARCCTGGC TGTGTACAGACAGGAGG
AACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACC TCGGCACCCTGAGGCAGARGC TCCARGATGARRCCARCC TGAGGC TGGAGGCGGAGAACARCCTGGC TGTGTACAGACAGGAGG

521 530 540 550 560 570 580 530 BO0 610 620 630 640 650
I I
CGGATGARGCCACCTTGGCTCGTGTGGATC TGGAGAGGARGLGTTGAGTCGCTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGAAGT TCGAGAACTCCAGGAGCAGL TGGLCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGARGGTTGAGT CGCTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGAAGT TCGAGAACTCCAGGAGCAGC TGGCCCAGCAGCA
CHEATGARGCCACCTTGGCTCGTGTGGATC TGGAGAGGARGGT TGAGTCGCTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGARG T TCGAGARCTCCAGGAGCAGCTGGCCCAGCAGCA

651 L131] 670 680 630 00 10 720 730 740 750 760 T 780
I I
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGEAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTEECCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCARGTTTGCA

Fiiil 790 800 810 820 830 840 850 860 870 a0 830 oy 910
I I
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGGC TARTGACTATCGCCGCCARC TGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGGC TARTGACTATCGCCGCCARC TGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGGC TARTGAC TATCGCCGCCARC TGCAGECCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCT

911 20 930 940 950 960 970 980 980 1000 1010 1020 1030 1040
I I
TGGAGAGGCARATGCGCGARCAGGAGGAGCGCCACGCGLGGGAGTCGGCGAGT TACCAGGAGGLACTCGCTCGGCTGGAGGAGGAGGGCCARAGCL TCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCAAATGCGCGARCAGGAGGAGCGCCACGCGLGGGAGTCGGCGAGT TACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA
TGGAGAGGCAAATGCGCGARCAGGAGGAGCGCCACGCGLGGGAGTCGGCGAGT TACCAGGAGGCACTCGCTCGGCTGEAGGAGGAGGGCCARAGCC TCARGGAGGAGATGGCCCGCCACCTGCAGGAGTA

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
I I
CCAGGATCTACTCAACGT TARGC TAGCCCTGGACATCGAGATCGCCACCTACAGGARRTTGLTGGAGGGCGARGARRACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARACT
CCAGGATCTACTCAACGT TARGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARRT TGCTGGAGGGCGARGARRACCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARACT
CCAGGATCTACTCARCGT TARGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARATTGL TGGAGGGCGARGARARCCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARALCT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1296293
I

AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGAACATCGTGGTARAGACGGTGGAGATGCGGGATGECGAGGTCATTARGGAGT CGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGAACATCGTGGTARAGACGGTGGAGATGCGGGATGECGAGGTCATTARGGAGT CGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGECGAGGTCATTARGGAGT CGARGCAGGAGCACARGGATGTGATGTGA

Comme pour DiTO et DiT24hLPS C>T en 204

sequencage
refprot
Consensus

sequencage
refprot
Consensus

iequencage
refprot
Consensus

requencage
refprot
Consensus

> Différence au niveau PROT :

1 10 20 30 40 50 1] 70 a0 90 100 110 120 130

1 |
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALHAGFKETRASERAEMHELNDRFASYTEKYRFLEQONKALARELHOLRAKEPTKLADYYOAELRELRLRLDALTT
MERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRATPPLPARYDFSLAGALNAGFKETRASERAENNELNDRFASYIEKYRFLEQONKALARELNOLRAKEPTKLADYYOAELRELRLRLDALTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALHAGFKETRASERAENHELNDRFASYIEKYRFLEQONKALARELNOLRAKEPTKLADYYOAELRELRLRLDALTT

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

1 |
HSARLE¥ERDHL TADLGTLROKLODETHLRLEAENNLAYYROEADEATLARYDLERKYESLEEETOFL RKTHEEEYRELOEQLANQOYHYEHDYAKPDLTAALREIRTOYEAYATSHHOETEEHYRSKFRA
HSARLEYERDHLTADLGTLROKLODETHLRLEREHHLAYYROEADEATLARYDLERKYESLEEETQFL RKTHEEEYRELOEQLAQQOYHYEHDYAKPDLTARLREIRTOYEAYATSHHOETEEHYRSKFA
HSARLEYERDHL TADLGTLROKLADETHLRLEAENNLAYYRAOEADEATLARYDLERKYESL EEETAOFL RKTHEEEYREL QEQL AOOOYHYERDYAKPOL TAALRETRTAYEAYATSHAOETEEHYRSKFA

261 270 280 280 300 310 320 330 340 350 360 3 380 390
I |
DLTDYASRHNAELLROAKHEANDYRRALAAL TCOLESLRGTHESLEROHREQEERHARESASYAEALARL EEEGASLKEEHARHLOEYODLLNYKLALDIETATYRKLLEGEENRITIPYOTFSHLOIRET
DLTDYASRNAELLRQAKHEANDYRROLOAL TCDLESLRGTHESL EROHREQEERHARESASYAEALARLEEEGOSLKEEHARHLOEYODLLHYKLALDIEIATYRKLLEGEENRITIPYOTFSHLOIRET
DLTDYASRNAELLROAKHEANDYRROLOAL TCDLESLRGTHESLEROHREQEERHARESASYOEALARLEEEGOSLKEEHARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYOTFSHLOIRET

391 400 410 420 430

I 1
SLOTKSYSEGHLKRNIYYKTYEHRDGEVIKESKOEHKDYH
SLOTKSYSEGHLKRNIYYKTYENRDGEVIKESKOEHKDYH
SLOTKSYSEGHLKRHIYYKTYEHRDGEYIKESKOEHKDYH

Pas de diff au niveau prot




o FlagBirA Gfap SP clone A

» B3Fwd SP 862NT

ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT
ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT
CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA
ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG
AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC
GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC
CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA
GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCA
GTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAEGTCCACGTG
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGALTCGCACTCANTACGAGGCAGTGGCCA
CCAGTAACATGCAAGAAACANAANAGTGGTATCGGTCCAAGTTTGCANACCTCACAGACGTTGCTTCCCGCAAC
GCANANCTGCTCCGNCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGC

» BGHRev SP 998NT

TGAACNAGNNTNGAGCCNNGNANCCCACCAAACTNGNTGACGTTTNCCNGNCAGAACTTCNGGAGCTGCGG
CTGCNTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACANTNTCACACAGGACNTCG
GCACCCTGAGGCAGAAGNTCCAAGATGAAACCAACNTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACA
GACAGGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGA
TCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAGGTCCA
CGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATTCGCACTCAGTACGAGGCAGTG
GCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAGACCTCACAGACGTTGCTTCCCG
CAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGCCAACTGCAGGCCTTGACCTGCG
ACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGC
GGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGG
AAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTCCAACCTCCAGATCCGAGAAACC
AGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGG
ATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

» Syntheése séquencage SP : -

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
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGLG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG



CE<N<N<N<N<N<N< N W<

ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG

GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDEFSLAGALNAGFKETRASERAEMMELN
DRFASYIEKVRFLEQONKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLR
OKLODETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVA
KPDLTAALREIRTQYEAVATSNMQETEEWYRSKEFADLTDVASRNAELLRQAKHEANDYRROLOALTCDLESLRGT
NESLERQMREQEERHARESASYQEALARLEEEGOSLKEEMARHLOQEYQDLLNVKLALDIETATYRKLLEGEENRT
TIPVQTESNLQIRETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

> Blast contre banque rat :

Description i) loE ) uuey e rer Accession
Score Score  Cover walue  Ident

Rattus norvegicus glial fibrillary acidic protein (GFAP) mRNA sequence 2388 2388 100% 0.0 100.00% L27219.1
Rattus norvegicus glial fibrillary acidic protein (Gfap)_ mRMNA 2383 2383 100% 0.0 99.92% NM_0170092
Rattus norvegicus Sprague Dawley glial fibrillary acidic protein mRMNA,_complete cds 2366 2366 100% 0.0 99.69% U03700.1
Rattus norvegicus glial fibrillary acidic protein beta (Gfap) mRNA, partial cds, alternatively spliced 1836 1836 76% 0.0 100.00% EF094476.1
R.norvegicus partial gfap gene for glial fibrillary acidic protein 843 843 35% 0.0 100.00% Z489781
Rattus norvegicus glial fibrillary acidic proteins alpha and delta (GFAP) gene. alternatively spliced products._complete cds 643 2431 100% 0.0 100.00% AF028784 1
Rattus norvegicus glial fibrillary acidic protein epsilon (Gfap) mRNA,_partial cds,_alternatively spliced 04 704 29% 0.0 99.74% EF0944771
PREDICTED: Rattus norvegicus keratin 7 (Krt7), transcript variant X2, mRNA 598 898 8% Te16 81.90% XM 0037543534
PREDICTED: Rattus norvegicus keratin 7 (Krt7), transcript variant X1, mRMNA 898 898 8% Te-16 81.90% XM _017603516.1
Rattus norvegicus GFAP kappa mRNA,_partial cds. alternatively spliced 824 824 3% 1e-13 100.00% DQI79IE31.1

> Différence Séquencage/CDS au niveau NT :

1 10 20 30 40 50 3] 70 100 110 120 130

sequencage
cos
Consensus

sequencage
cos

Congensus

sequencage
cos

Consensus

sequencage
cos

Consensus

sequencage
cos
Consensus

sequencage
cos

Consensus

sequencage
cos

Congensus

sequencage
cos

Consensus

sequencage
cDs
Consensus

sequencage

Consensus

I I
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCC TACCAGACACC TGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I I
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCT TCARAGAGAC TCGGGCCAGCGAGCGCGCGGAGATGATGGAGC TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCT TCARAGAGAC TCGGGCCAGCGAGCGTGCGGAGATGATGGAGC TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGCTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGCTCARTGCCGGCT TCARAGAGAC TCGGGCCAGCGAGL GeGLGGAGATGATGGAGC TCARTGACCGCTTTGCTAGC TACATCGAGARGGTCCGCTT

261 270 280 290 300 310 320 330 340 350 360 30 380 390

I I
CCTGGAACAGCARAACARGGCGCTGGCAGCTGAGCTGARCCAGCT TCGAGCCARGGAGCCCACCARAC TGGCTGACGT TTACCAGGCAGAACT TCGGGAGC TRCGECTGCGTCTGGACCAGCTTACTACC
CCTGGARCAGCARAACAAGGCGCTGGCAGCTGAGCTGARCCAGCT TCGAGCCAAGGAGCCCACCARACTGGCTGACGT TTACCAGGCAGARCT TCGGGAGC TGCGGCTGCGTCTGGACCAGCTTACTACC
CCTGGARCAGCARAACARGGCGCTGGCAGCTGAGCTGARCCAGCTTCGAGCCAAGGAGCCCACCARACTGGCTGACGT TTACCAGGCAGARCTTCGGGAGC TRCGECTRCGTCTGGACCAGCTTACTACC

391 400 410 420 430 440 450 460 qJ70 480 430 500 510 520

1 1
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACCTCGGCACCCTGAGGCAGAAGC TCCARGATGARACCARCC TGAGGC TGGAGGCGGAGARCARCC TGGCTGTGTACAGACAGGAGG
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACCTCGGCACCCTGAGGCAGAAGC TCCARGATGARACCARCC TGAGGC TGGAGGCGGAGARCARCC TGGCTGTGTACAGACAGGAGG
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACCTCGGCACCCTGAGGCAGARGC TCCARGATGARACCARCC TGAGGC TGGAGGCGGAGARCARCC TEGCTGTGTACAGACAGGAGG

521 530 540 550 560 570 580 590 B0 610 620 630 B0 650
1 1
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGARGGT TGAGTCGC TGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGAAGT TCGAGARC TCCAGGAGCAGC TGGCCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGARGGT TGAGTCGCTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGAAGT TCGAGAAC TCCAGGAGCAGC TGGCCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGARGGT TGAGTCGCTGGAGGAGGAGATCCAGT TCTTGAGGARGATCCATGAGGAGGAAGT TCGAGAAC TCCAGGAGCAGC TGGCCCAGCAGCA

651 B6O 670 680 690 200 10 720 730 740 750 760 Erl 780
I I
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGAAGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARACAGARGAGTGGTATCGGTCCARGTTTGEA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGCTCTGAGAGAGAT TCGCACTCAGTACGAGGCAGTGGCCACCAGTARCATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGEA

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

I I
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGGCTARTGACTATCGCCGCCARCTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGCTGCTCCGCCAGGCCARGCACGAGGCTARTGACTATCGCCGCCARCTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT
GACCTCACAGACGT TGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCARGCACGAGGC TARTGACTATCGCCGCCARCTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT

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

I

TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGT CGGCGAGT TACCAGGAGGCAC TCGL TCGGE THGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGECCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGT CGGCGAGT TACCAGGAGGCAC TCGL TCGGE THGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGECCCGCCACCTGCAGGAGTA
TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGCGCGEGAGTCGGCGAGT TACCAGGAGGCAC TCGL TCGGC THGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGECCCGCCACCTGCAGGAGTA

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

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1294293
1 1

AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTAAAGACGGTGGAGATGLGGGATGGCGAGGTCAT TAAGGAGTCGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCAT TARGGAGTCGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGAAGGCCACCTCARGAGGARCATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCAT TARGGAGTCGARGCAGGAGCACARGGATGTGATGTGA

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



sequencage
refprot
Consensus

sequencage
refprot
Consensus

sequencage
refprot
Consensus

sequencage
refprot
Consensus

> Différence au niveau PROT :
1 10 20 30 40 50 B0 70 80 90 100 110 120 130
1 1
HERRRITSARRSYASSETHYRGHGPTRHLGTIPRLSLSRHTPPLPARYDFSLAGALMAGFKE TRASERAEHHELHDRFASYIEKYRFLEQONKALAAELHOLRAKEPTELADYYOAELRELRLRLDOLTT
HERRRITSARRSYASSETHYRGHGPTRHLGTIPRLSLSRHTPPLPARYDFSLAGALMAGFKE TRASERAEHHELHDRFASYIEKYRFLEQONKALAAELHOLRAKEPTELADYYOAELRELRLRLDOLTT
HERRRITSARRSYASSETHYRGHGPTRHLGTIPRLSLSRHTPPLPARYDFSLAGALMAGFKE TRASERAEHHELHDRFASYIEKYRFLEQONKALAAELHOLRAKEPTKLADYYOAELRELRLRLDOLTT

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| I
HSARLEYERDHL TADLGTLROKLODETHLRLEAEMHLAYYROEADEATLARYDLERKVESLEEETOFLRKIHEEEYRELQEOL AQOOVHYEHDYAKPDLTAALREIRTOYERYATSHHOETEEMYRSKFA
HSARLEYERDHL TADLGTLROKLODETHLRLEAEMHLAYYROEADEATLARYDLERKVESLEEETOFLRKIHEEEYRELQEOL AQOOVHYEHDYAKPDLTAALREIRTOYERYATSHHOETEEMYRSKFA
HSARLEYERDHLTADLGTLROKLODETHLRLEAENHLAYYRAEADEATLARYDLERKVESLEEETOFLRKTHEEEYRELQEOL AQOOVHYEHDYAKPDLTAALREIRTOYEAYATSHHOETEEMYRSKFA

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

| I
DLTDYASRHAELLROAKHEAKRDYRROLOAL TCOLESLRGTHESLEROHREQEERHARESASYOEALARLEEEGOSLKEENARHLOEYODLLHYKLALDIEIATYRKLLEGEENRITIPYOTFSHLOIRET
DLTDYASRHNAELLROAKHEANDYRROLOAL TCOLESLRGTHESLEROHREQOEERHARESASYOEALARLEEEGOSLKEENARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYOTFSHLOIRET
DLTDYASRHAELL ROAKHEANDYRROLOAL TCOLESLRGTHESLEROHREOEERHARESASYOEALARLEEEGOSL KEENARHLOEYODLLHYKLALDIETATYRKLLEGEENRITIPYOTFSHLOTRET

391 400 a10 420 430

| 1
SLOTKSYSEGHLKRHIYYKTYEHRDGEYIKESKQEHKDYH
SLOTKSYSEGHLKRHIYYKTYEHRDGEYIKESKQEHKDYH
SLOTKSYSEGHLKRHIYYKTYEHRDGEYIKESKQEHKDYH

Pas de diff au niveau prot



o FlagBirA Gfap CTX clone A

» B3Fwd CTX 850NT
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGGTCCT
ACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGAATGACGCCTCCACTCCCTGCCAGGGTAGACTTCT
CCCTGGCCGGGGCGCTCAATGCCGGCTTCAAAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCA
ATGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTTCCTGGAACAGCAAAACAAGGCGCTGGCAGCTGAGCTG
AACCAGCTTCGAGCCAAGGAGCCCACCAAACTGGCTGACGTTTACCAGGCAGAACTTCGGGAGCTGCGGCTGC
GTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAGGGACAATCTCACACAGGACCTCGGCAC
CCTGAGGCAGAAGCTCCAAGATGAAACCAACCTGAGGCTGGAGGCGGAGAACAACCTGGCTGTGTACAGACA
GGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAEGAGGAGATCCA
GTTCTTGAGGAAGATCCATGAgGAGGAAGTTCGAGAACTCCAGGAGCAGCTGGCCCAGCAGCAEGTCCACGTG
GAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGANAGAGANTCGCACTCANTACGAGGCAGTGGCC
ACCAGTAACATGCAAGAAACAGAANAGTGGNATCGGTCCNAGTTTGCANANCTCACAGACGTTGCTTCCCGCA
ACGCANANCTGCTCCGCCAGGCCAAGCACGAGGCTANNGACTATC

» BGHRev CTX 948NT

GNCAGNACTTCNGGAGCTGCGGCTGCNTCTGGACCAGCTTACTACCAACAGTGCCCGGCTGGAGGTGGAGAG
GGACANTCTCACACAGGACCTNGGCACCCTGAGGCAGAAGNTCCAAGATGAAACCAactGAGGCTGGAGGCGG
AGAACAACCTGGCTGTGTACAGACAGGAGGCGGATGAAGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGT
TGAGTCGCTGGAGGAGGAGATCCAGTTCTTGAGGAAGATCCATGAGGAGGAAGTTCGAGAACTCCAGGAGCA
GCTGGCCCAGCAGCAGGTCCACGTGGAGATGGATGTGGCCAAGCCAGACCTCACAGCGGCTCTGAGAGAGATT
CGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCAAGAAACAGAAGAGTGGTATCGGTCCAAGTTTGCAG
ACCTCACAGACGTTGCTTCCCGCAACGCAGAGCTGCTCCGCCAGGCCAAGCACGAGGCTAATGACTATCGCCGC
CAACTGCAGGCCTTGACCTGCGACCTTGAGTCCTTGCGCGGCACGAACGAGTCCTTGGAGAGGCAAATGCGCG
AACAGGAGGAGCGCCACGCGCGGGAGTCGGCGAGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGC
CAAAGCCTCAAGGAGGAGATGGCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGA
CATCGAGATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAGACTTTCTC
CAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGCCACCTCAAGAGGAACATCGTGG
TAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

> Synthése séquencage CTX :-

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
AACGAGTCCTTGGAGAGGCAAATGCGCGAACAGGAGGAGCGCCACGCGCGGGAGTCGGLCG
AGTTACCAGGAGGCACTCGCTCGGCTGGAGGAGGAGGGCCAAAGCCTCAAGGAGGAGATG
GCCCGCCACCTGCAGGAGTACCAGGATCTACTCAACGTTAAGCTAGCCCTGGACATCGAG
ATCGCCACCTACAGGAAATTGCTGGAGGGCGAAGAAAACCGCATCACCATTCCTGTACAG
ACTTTCTCCAACCTCCAGATCCGAGAAACCAGCCTGGACACCAAATCTGTGTCAGAAGGC
CACCTCAAGAGGAACATCGTGGTAAAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAG



Sl QQ

GAGTCGAAGCAGGAGCACAAGGATGTGATGTGA

MERRRITSARRSYASSETMVRGHGPTRHLGTIPRLSLSRMTPPLPARVDFSLAGALNAGFKETRASERAEMMELND
RFASYIEKVRFLEQQNKALAAELNQLRAKEPTKLADVYQAELRELRLRLDQLTTNSARLEVERDNLTQDLGTLRQKLQ
DETNLRLEAENNLAVYRQEADEATLARVDLERKVESLEEEIQFLRKIHEEEVRELQEQLAQQQVHVEMDVAKPDLTA
ALREIRTQYEAVATSNMQETEEWYRSKFADLTDVASRNAELLRQAKHEANDYRRQLQALTCDLESLRGTNESLERQM
REQEERHARESASYQEALARLEEEGQSLKEEMARHLQEYQDLLNVKLALDIEIATYRKLLEGEENRITIPVQTFSNLQIR

ETSLDTKSVSEGHLKRNIVVKTVEMRDGEVIKESKQEHKDVM-

» Blast contre banque rat :

Description

Rattus norvegicus glial fibrillary acidic protein (GFAP) mRNA sequence

Rattus nomwegicus glial fibrillary acidic protein (Gfap), mRNA

Rattus norvegicus Sprague Dawley glial fibrillary acidic protein mRNA,_complete cds

Rattus norvegicus glial fibrillary acidic protein beta (Gfap) mRNA, partial cds. alternatively spliced

R.norvegicus partial gfap gene for glial fibrillary acidic protein

Rattus norvegicus glial fibrillary acidic proteins alpha and delta (GFAP) gene. alternatively spliced products. complete cds

Rattus norvegicus glial fibrillary acidic protein epsilon (Gfap) mRMNA,_partial cds,_alternatively spliced

PREDICTED: Rattus norvegicus keratin 7 (Krt7), transcript variant X2._mRMNA

PREDICTED: Rattus norvegicus keratin 7 (Krt7)._transcript variant X1._mRNA

> Différence Séquencage/CDS au niveau NT :

Score
2388
2383
2366
1836

Total
Score

2388
2383
2366
1836

2431

Query
Cover

100%
100%
100%
76%
35%
100%
29%
8%
8%
3%

E
value

0.0
0.0
0.0
0.0
0.0
0.0
0.0
7e-16
Te-16
1e-13

Per.
Ident

100.00%
99.92%
99.69%
100.00%
100.00%
100.00%
99.74%
81.90%
81.90%
100.00%

Accession

L272191
NM_017009 2
U03700.1
EF094476 1
Z48978 1
AF028784 1
EF094477 1

XM_003754353 4

¥M_017603516.1

DQ979831.1
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Consensus
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Sequencage
refprot
Consensus

1 10 20 30 40 50 6O FL 80 0 100 110 120 130
I I
ATGGAGCGEGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGETCC TACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCEGAGACGTATCACCTCTGCACGCCGCTCCTATGCCTCCTCCGAGACGATGGTCAGGGGCCATGETCCTACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC
ATGGAGCGGAGACGTATCACCTCTGCACGCCGCTCCTATGLCTCCTCCGAGACGATGGTCAGGGGCCATGETCC TACCAGACACCTGGGTACCATTCCGCGCCTCTCCCTGTCTCGARTGACGCCTCCAC

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

I I
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGGGCGLTCARTGCCGGCTTCARAGAGACTCGGGCCAGCGAGCGCGCGGAGATGATGGAGCTCARTGACCGCTTTGCTAGCTACATCGAGAAGGTCCGCTT
TCCCTRLCAGGGTAGACTTCTCCCTGGRCCGGGGLGLTCARTGCCGGCTTCARAGAGACTCGGALCAGLGAGCGTECGGAGATGATGGAGCTCARTGACCGLTTTGC TAGCTACATCGAGAAGGTCLGLTT
TCCCTGCCAGGGTAGACTTCTCCCTGGCCGGRACGCTCARTGCCGGCT TCARAGAGACTCGGGCCAGCGAGL GeGCGGAGATGATGGAGCTCARTGACCGCTTTGCTAGCTACATCGAGARGGTCCGCTT

261 20 280 290 300 EiLi] 320 330 340 350 360 3 380 390
1 1
CCTGGARCAGCARRRCARGGCGCTGGCAGCTGAGC TGARCCAGC TTCGAGCCARGGAGCCCACCARACTGGL TGACGTTTACCAGGCAGAAL T TCGGGAGC TRCGGCTGCGTCTGGACCAGCTTACTACC
CCTGGARCAGCARRRCARGGCGC TGGCAGCTGAGC TGARCCAGC TTCGAGCCARGGAGCCCACCARACTGGEL TGACGTTTACCAGGCAGAAL T TCGGGAGC TGRCGGCTGCGTCTGGACCAGCTTACTACC
CCTGGARCAGCARRACARGGCGCTGGCAGCTGAGC TGARCCAGC TTCGAGCCARGGAGCCCACCARACTGEL TGACGTTTACCAGGCAGAAL T TCGGGAGC TGCGGCTGCGTCTGGACCAGC TTACTACC

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

I I
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTC TCACACAGGACC TCGGCACCCTGAGGCAGAAGC TCCARGATGARRCCARCCTGAGGL TRGAGGEGGAGARCARCCTGGCTGTGTACAGACAGGAGG
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACC TCGGCACCCTGAGGCAGAAGC TCCARGATGARACCARCCTGAGGL TRGAGGLGGAGARCARCCTGGCTGTGTACAGACAGGAGG
AACAGTGCCCGGCTGGAGGTGGAGAGGGACARTCTCACACAGGACC TCGGCACCCTGAGGCAGARGC TCCARGATGARACCARCCTGAGGL TRGAGGLGGAGARCARCCTGGCTGTGTACAGACAGGAGG

521 530 540 550 560 520 580 590 B0 610 620 630 640 650

I I
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGCTGGAGGAGGAGATCCAGT TCTTGAGGAAGATCCATGAGGAGGAAGT TCGAGARCTCCAGGAGCAGCTGGCCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGC TRGAGGAGGAGATCCAGT TCTTGAGGAAGATCCATGAGGAGGAAGT TCGAGARCTCCAGGAGCAGCTGGCCCAGCAGCA
CGGATGARGCCACCTTGGCTCGTGTGGATCTGGAGAGGAAGGTTGAGTCGL TRGAGGAGGAGATCCAGT TCTTGAGGAAGATCCATGAGGAGGAAGT TCGAGAACTCCAGGAGCAGC TGGCCCAGCAGCA

651 [131] 670 680 690 00 10 20 730 740 750 760 0 780
I I
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGATTCGCACTCAGTACGAGGECAG TGGCCACCAGTAACATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGATTCGCACTCAGTACGAGGCAGTGGCCACCAGTAACATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGCA
GGTCCACGTGGAGATGGATGTGGCCARGCCAGACCTCACAGCGGC TCTGAGAGAGAT TCGCACTCAGTACGAGECAGTGGCCACCAGTARCATGCARGARRCAGARGAGTGGTATCGGTCCARGTTTGCA

781 790 800 810 a20 830 840 850 860 870 880 890 900 910

1 1
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGC TRCTCCGCCAGGCCARGCACGAGGCTAATGACTATCGCCGCCARCTGCAGGCCTTGACC TRCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGC TGCTCCGCCAGGCCARGCACGAGGCTAATGACTATCGCCGCCARCTGCAGGCCTTGACC TRCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT
GACCTCACAGACGTTGCTTCCCGCARCGCAGAGC TGCTCCGCCAGGCCARGCACGAGGCTAATGACTATCGCCGCCARCTGCAGGCCTTGACC TRCGACCTTGAGTCCTTGCGCGGCACGARCGAGTCCT

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
I I
TGGAGAGGCARATGCGCGAACAGGAGGAGCGCCACGLGLGGGAGTCGGCGAGT TACCAGGAGGCACTCGL TCGGE TGGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGGCCCGCCACCTRCAGGAGTA
TGGAGAGGECARATGCGCGARCAGGAGGAGCGCCACGLGLGGGAGTCGGCGAGT TACCAGGAGGCACTCGL TCGGEE TGGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGGCCCGCCACCTRCAGGAGTA
TGGAGAGGECARATGCGCGAACAGGAGGAGCGCCACGLGLGGGAGTCGECGAGT TACCAGGAGGCACTCGL TCGEE TGGAGGAGGAGGGCCARAGCC TCARGGAGGAGATGGCCCGCCACCTRCAGGAGTA

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

CCAGGATCTACTCARCGTTAAGCTAGCCCTGGACATCGAGATCGCCACC TACAGGARATTGCTGGAGGGCGARGARARCCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARACL
CCAGGATCTACTCARCGTTARGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARATTGCTGGAGGGCGARGARARCCGCATCACCATTCCTGTACAGACTTTCTCCARCCTCCAGATCCGAGARACC
CCAGGATCTACTCARCGTTAAGCTAGCCCTGGACATCGAGATCGCCACCTACAGGARAT TGCTGGAGGGCGARGARAACCGCATCACCATTCCTGTACAGRCTTTCTCCARCCTCCAGATCCGAGARACL

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1296293
I |

AGCCTGGEACACCARATCTGTGTCAGARGGCCACCTCAAGAGGARCATCGTGGTARAGACGGT GGAGATGLGGGATGGCGAGGTCATTAAGGAGTCGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGARGGCCACCTCAAGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGGCGAGGTCATTAAGGAGTCGARGCAGGAGCACARGGATGTGATGTGA
AGCCTGGACACCARATCTGTGTCAGARGGCCACCTCARGAGGARCATCGTGGTARAGACGGTGGAGATGCGGGATGGCGAGGTCATTARGGAGTCGARGCAGGAGCACARGGATGTGATGTGA

pour DIiTO et DiT24hLPS, DiT48hMix, SP C>T en 204

> Différence au niveau PROT :
1 10 20 30 40 50 (1] Fill 80 a0 100 110 120 130

1 I
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDF SLAGALHAGFKE TRASERAEHHELNDRFASYTEKYRFLEQONKALARELNALRAKEP TKLADYYQAELRELRLRLDALTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALHAGFKETRASERAEHHEL HDRFASYTEKVRFLENONKALARELHOLRAKEP TKLADYYORELRELRLRLDOLTT
HERRRITSARRSYASSETHYRGHGP TRHLGTIPRLSLSRHTPPLPARYDFSLAGALHAGFKETRASERAEHHEL HDRFASYTEKVRFLEOONKALARELHOLRAKEP TKLADYYORELRELRLRLDOLTT

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

1 I
HSARLEYERDHL TODLGTLROKLODETHLRLEAENHLAYYROEADEATLARYDLERKYESLEEETOFL RKTHEEEYRELOEQLAQOOYHYENDYAKPDLTAALREIRTOYEAYATSHHUETEEHYRSKFA
HSARLEYERDHL TODL GTLROKLODETHLRLEAENHLAYYROEADEATLARYDLERKYESLEEETQFL RKTHEEEYRELOEQLAQOOYHYENDYAKPDLTAALREIRTOYEAYATSHHOETEEHYRSKFA
HSARLEYERDHL TODLGTLROKLODETHLRLEAENHLAYYROEADEATLARYDLERKYESLEEETQFL RKTHEEEYRELOEQLAQOOYHYENDYAKPDLTAALREIRTOYEAYATSHHUETEEHYRSKFA

261 270 230 290 300 310 320 230 340 50 60 370 180 190
1 1
DLTDVASRHAELLROAKHEANDYRROLOAL TCOLESLRGTHESL EROHREQEERHARESAS Y OEAL ARLEEEGOSLKEEMARHLOEYODLLHVKL ALDIETATYRKLLEGEENRTTIPYQTFSHLOTRET
DLTDYASRHAELLROAKHEANDYRROLOAL TCOLESLRGTHESL EROHREQEERHARESAS Y OEAL ARLEEEGOSLKEEMARHLOEYODL L HYKLALDIEIATYRKLLEGEENRTTIPYQTFSHLOTRET
DLTDYASRHAELLROAKHEANDYRROLOAL TCOLESLRGTHESL EROHREQEERHARESAS Y OEAL ARLEEEGOSLKEEMARHLOEYODL L HYKLALDIETATYRKLLEGEENRTTIPYOTFSHLOTRET
391 400 410 420 430
1 I
SLDTKSYSEGHLKRHIYYKTYEHRDGEYIKESKQEHKDYH

SLOTKSYSEGHLKRNIYYKTYEHRDGEYIKESKQEHKDYH
SLOTKSYSEGHLKRHIYYKTYEHRDGEYIKESKOEHKDYH

Pas de diff au niveau prot




e Conclusion séguencages

DiTO, 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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