1)CD19

Rattus norvegicus CD19 molecule, mRNA
(cDNA clone IMAGE:7365041), complete

cds

NM_ 0010132

Taille 1644NT

37

atgcca tctcctctcecc ctgtctcect

61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961

1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621

FLIOD. LWL &

ding

cctcecctcette
agagggagac
gctggcttgg
ggacctgggt
ccataggggg
tgcctggacc
gggggacctg
ttcccagctg
tgccccacgg
tggctccaca
ctcctggacc
gggagagcac
caaagcttca
cgtgaaggtc
agtcccagtt
ctattttcga
gagattcttc
gctctceccectt
agggagtggt
gagacatgaa
gggctctgaa
cagtggctat
caatgccgag
ggacttcctg
gtcccagtcc
tcggtctggt
cgacccagag

cttaccttag
aatgttgtgc
tatcgaggta
ctgcacatcg
ggcttctatc
gtaaacgtgg
gattgtgacc
tatgtgtggg
gagatcagtc
ctttggctgt
catgtgcatc
ccagtgagag
gatgaaggta
attgcaaggt
gtgactttag
agagccttca
aaagtgacgc
cctacatcta
cctgtgtcect
acaggactgg
ttctatgaga
gagaaccctg
tcttatgaaa
agcccccacg
tacgaagaca
cccagtcatg
ccagcatggg

taggaggcag
tgtcatgcct
accagtcaac
ggcccectggg
tgtgccaaaa
aggatagtgg
taggaaacag
ctacagatca
tgaatcagag
cctgtggegt
ctaagacgct
agatgtgggt
cctattattg
cagcagtgtg
tatatgtcat
tcctgaggag
ctccctcagg
cctctggcecca
atggaaatcc
aagaagaagg
atgactccaa
aggatgaccc
atgcagatga
ggtctgcatg
tgagagggat
aggaagatgc
caggagaggg

gccccagaat
ccgggactcc
acccttcctg
catcttgcta
gaggccctct
ggagctgttc
gtcctcaggg
tcctgaggtce
tctaatcaac
accccctgtce
taacgtttca
ttgggggtct
tctccaagga
gctctggctg
cttctgtatg
gaagaggaag
aaacgggacc
ggcccatgct
acgcattgaa
ggaggcctat
ccttgagcag
cgtaggtcca
ggagctggcc
ggaccccagce
cctgtatgca
agactcttat
ccacatgggg

tccttactgg
tcacctgtct
gagctgagcc
gtgattgtca
ttcaaggaca
cggtggaatg
agccacaggt
tggaaaacaa
caagatctca
ccagtgacca
ttactgagcc
cttttgctac
ggcctgacca
ttgaggactg
gtttctatgg
cgaatgaccg
cagaaccagt
cagcgttggg
gtccaggatg
gaagagccag
gatcaacttt
gaggaggaag
caaccagttg
cgggaagcat
gctcctcagce
gaaaacatgg

acttggggtg

—at—1ia -4 41— a1
< cd19-201
protein coding

B15Mb

197.820Mb

26.52 kb

e Séquence protéique : NP_001013255

tggaggtaga
cttctgagaa
tcaggtcccc
atgtctcgga
cctggcagcece
cttcagactt
ccacttctgg
agcctgtatg
ctgtggcccc
aaggctccat
taagccttgg
tgccccaagce
tcaagatgca
gtggatggat
cggcttttcet
accctgctag
atgggaatgt
ctgctagcct
ctggagctca
acagcgagga
cccaggatgg
actccttctc
gcaggacgat
cctceccecttgg
tccaatcaat
ataaatctga
ccacgtga

MPSPLPVSLLLFLTLVGGRPQNSLLVEVEEGDNVVLSCLRDSSPVSSEKLAWYRGNQSTPFLELSLRSPDLGLHIGPLG
ILLVIVNVSDHRGGFYLCQKRPSFKDTWQPAWTVNVEDSGELFRWNASDLGDLDCDLGNRSSGSHRSTSGSQLYV
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WATDHPEVWKTKPVCAPREISLNQSLINQDLTVAPGSTLWLSCGVPPVPVTKGSISWTHVHPKTLNVSLLSLSLGGE
HPVREMWVWGSLLLLPQAKASDEGTYYCLOQGGLTIKMHVKVIARSAVWLWLLRTGGWIVPVVTLVYVIFCMVSM
AAFLYFRRAFILRRKRKRMTDPARRFFKVTPPSGNGTQNQYGNVLSLPTSTSGQAHAQRWAASLGSGPVSYGNPRI
EVOQDAGAQRHETGLEEEGEAYEEPDSEEGSEFYENDSNLEQDQLSODGSGYENPEDDPVGPEEEDSFSNAESYEN
ADEELAQPVGRTMDFLSPHGSAWDPSREASSLGSQSYEDMRGILYAAPQLQSIRSGPSHEEDADSYENMDKSDDP
EPAWAGEGHMGTWGAT-
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Rate DiTO DiT24 DiT48

e 16/10: extraction CD19 rate en vue de clonage

e 23/10 purification / digestion / purification

e 26/10: ligation dans FB

e 27/10 transformation

e 28/10 miniprep clone A FlagBirA CD19 rate a séquencer
e 03/11: gel publi Alice avec le reste de PCR



e Résultats séquencages Nov9

o FlagBirA CD19 rate clone A

» B3Fwd 875NT

ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCCCAGAATTCCTTACTGGT
GGAGGTAGAAGAGGGAGACAATGTTGTGCTGTCATGCCTCCGGGACTCCTCACCTGTCTCTTCTGAGAAGCTGG
CTTGGTATCGAGGTAACCAGTCAACACCCTTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCG
GGCCCCTGGGCATCTTGCTAGTGATTGTCAATGTCTCGGACCATAGGGGGGGCTTCTATCTGTGCCAAAAGAGGC
CCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTAAACGTGGAGGATAGTGGGGAGCTGTTCCGGTGGAAT
GCTTCAGACTTGGGGGACCTGGATTGTGACCTAGGAAACAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTC
CCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGAAAACAAAGCCTGTATGTGCCCCACGGGAGATCAG
TCTGAATCAGAGTCTAATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCC
CCTGTCCCAGTGACCAAAGGCTCCATCTCCTGNACCCATGTGCATCCTAAGACGCTTAACGTTTCATTACTGANCC
TAAGCCTTGGGGGANAGCACCCAGTGAGAGAGATGTGGGTTTGGGGGTCTCTTTTGCTACTGCCCCAAGCCAA
AGCTTCNNATGAAGGTANNNATTATTGTCTCCAAGGAGGCCTGACCATCAANATGCACGTGAAGGNCATTGCAA
GTGTGGCTCTGGCTGTTGAGGACTGGNNNNNGGATAGTCCCAGTTGTGACTT

» BGHRev 1032NT

GTNCCCCNNNNCCAGTGNCNNANNNNNCNTNNNNNNGNNCCATGTGCNNNNAAGACGNNNAACGTTTCAT
TANTGANNNAANNNNGGGGAGAGCACCCNGTGAGAGAGATGTGGGTTTGGGGNTNTCTTTTGNTANTGCCC
AAGCCAAAGCTTCAGATGAAGGTNNNATTATTGTNTCCNAGGAGNNNGACCATCNAGATGCACGTGAAGGTCA
TTNCAAGTGTGGNTCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATNTTCT
GTATGGTTTNTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCcTGAGGAGGAAGAGGAAGCGAATGACCG
ACCcTGCTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAACGGGACCCAGAACCAGTATGGGAATGTGCTC
TCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCT
ATGGAAATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGG
AGGCNTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCAACCTTGAGCAGGATCA
ACTTTCCCAGGATGGCAGTGGCTATGAGAACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCT
CCAATGCCGAGTCTTATGAAAATGCAGATGAGGAGCTGGCCCAACCAGTTGGCAGGACGATGGACTTCCTGAGC
CCCCACGGGTCTGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGAAGATATGAGAGG
GATCCNGTATGCAGCTCCTCAGCTCCAATCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGACTCTTATGAA
AACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACTTGGGGTGCCANN
TGN

» BGHRev RENVOYE le 25/11 959NT

AAGCCTNGGGGGAGAGCNCCCAGTNNNAGAGATNNNNNTTTGGGGGTNTCTTTTGCTACTGCCCCNAGCCA
AAGCTTCAGATGAAGGTACCTATTATTGTCTNCAAGGAGGCNTGACCATCAAGATGCACGTGAAGGTCATTGCAA
GTGTGGCTCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGG
TTTCTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCcTGAGGAGGAAGAGGAAGCGAATGACCGACCCTG
CTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAACGGGACCCAGAACCAGTATGGGAATGTGCTCTCCCTTC
CTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGAA
ATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGGAGGCCTA
TGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCAACCTTGAGCAGGATCAACTTTCCC
AGGATGGCAGTGGCTATGAGAACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCTCCAATGCC
GAGTCTTATGAAAATGCAGATGAGGAGCTGGCCCAACCAGTTGGCAGGACGATGGACTTCCTGAGCCCCCACG
GGTCTGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGAAGATATGAGAGGGATCCTG



TATGCAGCTCCTCAGCTCCAATCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGACTCTTATGAAAACATGG
ATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACTTGGGGTGCCACGTGA

» Int Fwd 974NT

GTCTGAATCAGAGTCTAATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACC
CCCTGTCCCAGTGACCAAAGGCTCCATCTCCTGGACCCATGTGCATCCTAAGACGCTTAACGTTTCATTACTGAGC
CTAAGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGGGGGTCTCTTTTGCTACTGCCCCAAGCCA
AAGCTTCAGATGAAGGTACCTATTATTGTCTCCAAGGAGGCCTGACCATCAAGATGCACGTGAAGGTCATTGCAA
GTGTGGCTCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGG
TTTCTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAGAGGAAGCGAATGACCGACCCTG
CTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAACGGGACCCAGAACCAGTATGGGAATGTGCTCTCCCTTC
CTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGAA
ATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGGAGGCCTA
TGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCNaACCTTGAGCAGGATCAACTTTCCC
AGGATGGCAGTGGCTATGAgAACCCTGANGANGACCCCGTANGTCCAGAGGANGAAGACTCCTTCTCCAATGC
CGANTCTTATGAAAATGCAGATGAGGAGCTGGCCCAACNNGNTGGCANGACGATGGACTTNCTGAGCCCCCAC
NGGTCTGCNTGGGACCCCNNNNGGNAAGCATNCTCNCNNGGGTCCCAGTCNTACNAANANNTGANAGGGNT
CCTGNATGC

» Int Rev 687NT

CTCTCNNTNTNNNTAGTNGAGGCAGNCCCCAGAANNNCTTANTGGTGGAGGTAGAAGAGGGAGACAATGTT
GTGCTGTCATGCCTCCGGGANTCNTCACNTNTNTNTTNTGAGAAGCTGGCTTGGTATCGAGGTAACCAGTCAAC
ACCCTTNCTGGAGNTGAGCNTCAGGTCCCCGGACCTGGGTNTGCACATCGGGCCCCTGGGCATCTTGCTAGTGA
TTGTCAATGTCTCGGACCATAGGGGGGGCTTCTATCTGTGCCAAAAGAGGCCCTCTTTCAAGGACACCTGGCAG
CCTGCCTGGACCGTAAACGTGGAGGATAGTGGGGAGCTGTTCCGGTGGAATGCTTCAGACTTGGGGGACCTGG
ATTGTGACCTAGGAAACAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACA
GATCATCCTGAGGTCTGGAAAACAAAGCCTGTATGTGCCCCACGGGAGATCAGTCTGAATCAGAGTCTAATCAAC
CAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCCCCTGTCCCAGTGACCAAAGGC
TCCATCTCCTGGACCCATGTGCATCCTAAGACGCTTAACGTTTCATTNNNTTNNNTNNNNGAAGGGGGAGCNCA
NTCCCNNACNNNNTCNNNGNNCC

» Syntheése séquencage

ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCC 60

CAGAATTCCTTACTGGTGGAGGTAGAAGAGGGAGACAATGTTGTGCTGTCATGCCTCCGG 120
GACTCCTCACCTGTCTCTTCTGAGAAGCTGGCTTGGTATCGAGGTAACCAGTCAACACCC 180
TTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCGGGCCCCTGGGCATC 240
TTGCTAGTGATTGTCAATGTCTCGGACCATAGGGGGGGCTTCTATCTGTGCCAAAAGAGG 300
CCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTAAACGTGGAGGATAGTGGGGAG 360
CTGTTCCGGTGGAATGCTTCAGACTTGGGGGACCTGGATTGTGACCTAGGAAACAGGTCC 420
TCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCT 480
GAGGTCTGGAAAACAAAGCCTGTATGTGCCCCACGGGAGATCAGTCTGAATCAGAGTCTA 540
ATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCC 600
CCTGTCCCAGTGACCAAAGGCTCCATCTCCTGGACCCATGTGCATCCTAAGACGCTTAAC 660
GTTTCATTACTGAGCCTAAGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGG 720
GGGTCTCTTTTGCTACTGCCCCAAGCCAAAGCTTCAGATGAAGGTACCTATTATTGTCTC 780
CAAGGAGGCCTGACCATCAAGATGCACGTGAAGGTCATTGCAAG———————— TGTGGCTC 840

TGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTC 900



TGTATGGTTTCTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAG 960

AGGAAGCGAATGACCGACCCTGCTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAAC 1020
GGGACCCAGAACCAGTATGGGAATGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCC 1080
CATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGAAATCCACGC 1140
ATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGGAG 1200
GCCTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCAACCTT 1260
GAGCAGGATCAACTTTCCCAGGATGGCAGTGGCTATGAGAACCCTGAGGATGACCCCGTA 1320
GGTCCAGAGGAGGAAGACTCCTTCTCCAATGCCGAGTCTTATGAAAATGCAGATGAGGAG 1380
CTGGCCCAACCAGTTGGCAGGACGATGGACTTCCTGAGCCCCCACGGGTCTGCATGGGAC 1440
CCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGAAGATATGAGAGGGATCCTG 1500
TATGCAGCTCCTCAGCTCCAATCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGAC 1560
TCTTATGAAAACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCAC 1620

ATGGGGACTTGGGGTGCCACGTGA 1644

MPSPLPVSLLLFLTLVGGRPQNSLLVEVEEGDNVVLSCLRDSSPVSSEKLAWYRGNQS
TPFLELSLRSPDLGLHIGPLGILLVIVNVSDHRGGFYLCQKRPSFKDTWQPAWTVNVE
DSGELFRWNASDLGDLDCDLGNRSSGSHRSTSGSQLYVWATDHPEVWKTKPVCAPR
EISLNQSLINQDLTVAPGSTLWLSCGVPPVPVTKGSISWTHVHPKTLNVSLLSLSLGGE
HPVREMWVWGSLLLLPQAKASDEGTYYCLQGGLTIKMHVKVIASVALAVEDWWM
DSPSCDFSICHLLYGFYGGFSLFSKSLHPEEEEEANDRPC-
EILQSDASLRKRDPEPVWECALPSYIYLWPGPCSALGC-PREWSCVLWKSTH-
SPGCWSSET-NRTGRRRGGL-RARQRGGL-IL-E-LQP-AGSTFPGWQWL-EP-G-
PRRSRGGRLLLQCRVL-KCR-
GAGPTSWQDDGLPEPPRVCMGPQPGSILPWVPVLRRYERDPVCSSSAPINSVWSQS-
GRCRLL-KHG-I-RPRASMGRRGPHGDLGCHV

» Blast contre banque rat :

MName Score Score Cover walue  Ident  Len ALLERI

-

’ PREDICTED: Rattus norvegicus CD19 molecule (Cd19). transcript variant X1, mRNA Norway rat 2992 2992 100% 0.0 9963% 2687 XM_006230316.3

, Rattus norvegicus CD19 molecule (Cd19),_ mRNA Morway rat 2979 2979 100% 0.0 99.45% 2404 NM_001013237.3

’ Rattus norvegicus CD19 molecule, mRNA (cDNA clone IMAGE:7365041), complete cds Norway rat 327 327 1%  2e-87 99.44% 1113 BC090026.1
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> Différence Séquencage/CDS au niveau NT :
1 10 20 30 40 50 60 0 a0 90 100 110 120 130
1 1
ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCCCAGARTTCCTTACTGGTGGAGGTAGARGAGGGAGACAATGTTGTGCTGTCATGCCTCCGGGACTCCTCAC
ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCCCAGARTTCCTTACTGGTGGAGGTAGAAGAGGGAGACAATGTTGTGCTGTCATGCCTCCGGGACTCCTCAC
ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCCCAGAATTCCTTACTGGTGGAGGTAGAAGAGGGAGACARTGTTGTGCTGTCATGCCTCCGGGACTCCTCAC

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I I
CTGTCTCTTCTGAGARGC TGGCTTGGTATCGAGGTAACCAGTCARCACCCTTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCGGGCCCCTGGGCATCTTGCTAGTGATTGTCARTGT
CTGTCTCTTCTGAGARGC TGGCTTGGTATCGAGGTAACCAGTCARCACCCTTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCGGGCCCCTGGGCATCTTGCTAGTGATTGTCARTGT
CTGTCTCTTCTGAGARGC TGGCTTGGTATCGAGGTAACCAGTCARCACCCTTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTEGGTCTGCACATCGGGCCCCTRGGCATCTTGCTAGTGATTGTCAATGT

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

| |
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTARACGTGGAGGATAGT GGGGAGLTGTTCCGGTGGAATGCTTCAGACTTGGGG
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTARACGTGGAGGATAGT GGGGAGCTGTTCCGGTGGAATGCTTCAGACTTGGGG
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTARACGTGGAGGATAGTGGGGAGCTGT TCCGGTGGAATGCTTCAGACTTGGGG

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

| |
GACCTGGATTGTGACCTAGGARACAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGC TRTATGTGTGGGC TACAGATCATCCTGAGGTCTGGARARCARAGCCTGTATGTGCCCCACGGGAGA
GACCTGGATTGTGACCTAGGARARCAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGARAACARAGCC TGTATGTGCCCCACGGGAGA
GACCTGGATTGTGACCTAGGARACAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGARAACARAGCC TGTATGTGCCCCACGGGAGA

521 530 540 550 560 570 580 590 600 610 620 630 640 650
I I
TCAGTCTGAATCAGAGTCTARTCAARCCARGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCCCCTGTCCCAGTGACCARAGGC TCCATCTCCTGGACCCATGTGCATCCTAA
TCAGTCTGAATCAGAGTCTAATCARCCARGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCCCCTGTCCCAGTGACCARAGGC TCCATCTCCTGGACCCATGTGCATCCTAA
TCAGTCTGAATCAGAGTCTAATCAACCARGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTRTCCTGTGGCGTACCCCCTGTCCCAGTGACCARAGGC TCCATCTCCTGGACCCATGTGCATCCTAA

651 B6O 670 680 690 700 10 720 730 740 750 760 770 780
| |
GACGCTTARCGTTTCATTACTGAGCCTARGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGEGTTTGGGGGTCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGAAGGTACCTATTATTGTCTC
GACGCTTARCGTTTCATTACTGAGCCTARGCCT TGGGGGAGAGCACCCAGTGAGAGAGATGTGEGTTTGGGGGTCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGAAGGTACCTATTATTGTCTC
GACGCTTARCGTTTCATTACTGAGCCTARGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGEGT TTGGGGGTCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGAAGGTACCTATTATTGTCTC

781 790 800 810 820 830 840 850 860 870 880 890 900 910
| |
CARAGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCARG-—-—--——- TGTGGCTCTGGLTGT TGAGGAC TGGTGGATGGATAGTCCCAGT TGTGACTTTAGTATATGTCATCTTCTGTATGGTTT
CARGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCARGGTCAGCAGTGTGGCTCTGGLTGT TGAGGACTGGTGGATGGATAGTCCCAGT TGTGACTTTAGTATATGTCATCTTCTGTATGGTTT
CARGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCAAG. .. .. ... TGTGGCTCTGGCTGTTGAGGAC TGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGGTTT
911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040

I I
CTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAGAGGAAGCGARTGACCGACCCTGCTAGGAGATTCTTCARAGTGACGCCTCCCTCAGGARACGGGACCCAGAACCAGTATGG
CTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAGAGGAAGCGARTGACCGACCCTGCTAGGAGATTCTTCARAGTGACGCCTCCCTCAGGARACGGGACCCAGAACCAGTATGG
CTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAGAGGARGCGARTGACCGACCCTGCTAGGAGATTCTTCARAGTGACGCCTCCCTCAGGARACGGGACCCAGRACCAGTATGG

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
| |
GARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGARGTCCAGGATGCTGGAGCTCAGAGA
GARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGARGTCCAGGATGCTGGAGCTCAGAGA
GAARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGARGTCCAGGATGC TGGAGCTCAGAGA

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

CATGARACAGGACTGGAAGAAGAAGGGGAGGCC TATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGARTGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGT GGCTATGAGA
CATGARACAGGACTGGAAGAAGAAGGGGAGGCC TATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGARTGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGT GGCTATGAGA
CATGARACAGGACTGGAAGAAGAAGGGGAGGCC TATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGARTGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGT GGCTATGAGA

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGARGACTCCTTCTCCARTGCCGAGTCTTATGARARTGCAGATGAGGAGC TGGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGRGTC
ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGARGACTCCTTCTCCARTGCCGAGTCTTATGARARTGCAGATGAGGAGC TGGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGRGTC
ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGARGACTCCTTCTCCARTGCCGAGTCTTATGARAATGCAGATGAGGAGC TEGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGGETC

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

| |
TGCATGGGACCCCAGCCGGGARGCATCCTCCCTTGRGTCCCAGTCCTACGARGATATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCARTCAATTCGGTCTGGTCCCAGTCATGAGGAARGATGCAGAC
TGCATGGGACCCCAGCCGGGARGCATCCTCCCTTGRGTCCCAGTCCTACGARGACATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCARTCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGAC
TGCATGGGACCCCAGCCGGGARGCATCCTCCCTTGRGTCCCAGTCCTACGARGACATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCARTCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGAC

1561 1570 1580 1590 1600 1610 1620 1630 16401644
I I

TCTTATGAAARCATGGATARATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGEGGACTTGGGGTGCCACGTGA
TCTTATGAAARCATGGATARATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGEGGACTTGGGGTGCCACGTGA
TCTTATGARARCATGGATARATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACTTGGGEGTGCCACGTGA

_qui entraine décallage cadre de lecture



> Différence au niveau PROT :

- - Score | Score | Cover | value Ident Len MeESSn
v b v v v v
CD19 antigen [Rattus norvegicus] MNorway rat 585 BB5  B2% 0.0 98.92% 549 EDM17480.1
B-lymphocyte antigen CD19 precursor [Rattus norvegicus] Morway rat 585 BB5  B2% 0.0 98.92% 547 MNP_001013255.2
PREDICTED: B-lymphocyte antigen CD19 isoform X1 [Rattus norvegicus] MNorway rat 553 553 H1% 0.0 100.00% 546 XP_006230378.1
B-lymphocyte antigen CD19 isoform X1 [Rattus rattus] black rat 514 514 52%  3e-175 9460% 547 XP 0327515211
B-lymphocyte antigen CD19 isoform X2 [Rattus rattus] black rat 513 513 51%  1e-174 9562% 546 XP 0327515231
B-lymphocyte antigen CD19 isoform X1 [Mus caroli] Byukyu mouse 483 483 58%  8e-163 B8058% 546 KP_ 021024442 1
B-lymphocyte antigen CD19 isoform 1 precursor [Mus musculus] house mouse 482 482 58%  2e-162 B80.26% 547 NP 0339742
B-lymphocyte antigen CD19 isoform X2 [Mus caroli] Ryukyu mouse 482 482 51%  3e-162 88.69% 545 XP 0210244431
unnamed protein product [Mus musculus] house mouse 481 481 51%  5e-162 88.32% 546 BAE33595.1
1 10 20 30 40 50 60 70 80 90 100 110 120 130

seq
refprot
Consensus

seq
refprot
Consensus

seq
refprot
Consensus

seq
refprot
Consensus

seq
refprot
Consensus

1 1
HPSPLPYSLLLFLTLYGGRPONSLLYEYEEGDHYYLSCLRDSSPYSSEKLANYRGHOSTPFLELSLRSPDLGLHIGPLGILLYTYNYSDHRGGFYLCOKRPSFKDTHOPAHTYNYEDSGELFRHNASDLG
HPSPLPYSLLLFLTLYGGRPONSLLYEYEEGDHYYLSCLRDSSPYSSEKLANYRGHOSTPFLELSLRSPDLGLHIGPLGILLYTYNYSDHRGGFYLCOKRPSFKDTHOPAHTYNYEDSGELFRHNASDLG
HPSPLPYSLLLFLTLYGGRPANSLLYEYEEGDHYYLSCLRDSSPYSSEKLAMYRGHASTPFLELSLRSPDLGLHIGPLGILLYTYNYSDHRGGFYLCAKRPSFKDTHAPAHTYNYEDSGELFRHNASDLG

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
DLDCDLGHRSSGSHRS TSGSOLYYHATOHPEVHKTKPYCAPREISLHOSLINGDL TYAPGSTLHLSCGYPPYPYTKGSISHTHYHPKTLHYSLLSLSLGGEHPYRENMYHGSLLLLPOAKASDEGTYYCL
DLDCDLGHRSSGSHRSTSGSALYYHATDHPEVHKTKPYCAPRETSLHOSLTHADL TYAPGSTLHLSCGYPPYPYTKGSTSHTHYHPKTLHYSLLSLSLGGEHPYRENHYHGSLLLL PQAKASDEGTYYCL
DLDCDLGHRSSGSHRSTSGSALYYHATDHPEVHKTKPYCAPRETSLHOSLTHADL TYAPGSTLHLSCGYPPYPYTKGSISHTHYHPKTLHYSLLSLSLGGEHPYRENHYHGSLLLLPQAKASDEGTYYCL

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
OGGLTIKHHYKYIASYALAYEDHHADSPSCDFSICHLLYGF YGGFSLFSKSLHPEEEEEANDRPCETL OSDASLRKRDPEPYHECALPSYIYLHPGPCSALGCPREMSCYLHKSTHSPGCHSSETHRTGR
OGGLTIKHHYKYIARSAYHL==HLLRTGGHIYPYYTLYYYIFCHYSHAAFLYFRRAFILRRKRKRHTDPARRFFKYTPPSGHGTONOYGHYLSLPTSTSGOAHAORHAASLGSGPYSYGHPRIEYODAGA
OGGLTIKHHYKYIArsAlal, .Hlérsggcdfp!chlL1Ygi%cgfS$aakllhrraeeeardRkreidqaraf lrkrdPegngecaqpgn!111PgpcSagacarrHaaslgkgphSpGnpriEt #raba

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
RRGGLRARORGGLILELOPA-GSTFPGHOHLEPGPRRSRGGRLLLOCRYLKCRGAGPTSHADDGLPEPPRYCHGPOPGSILPHYPYLRRYERDPYCSSSAPINSYHSOSGRCRLLKHGIRPRASHGRRGP
ORHETGLEEEGERYEEPDSEEGSEFYEMDSHLEQDOLSADGSGYEHPEDDPYGPEEEDSFSHAESYEHADEELAQPYGRTHDFLS————— PHGSAHDPSRERSSLGSOSYEDHRGILYAAPQLOSIRSGP
rRgelrar#rGeaiekl §pa,G5eFpen#sneeqdrrSrdirgle $crddkergaeedSfq#aelpEnarectaqqpbritdflp, .. . .erdpacdpSaeanSlg50SgrdrrgihgaaPragngRrGP

521 530 540 550 554
1 1
HGDLGCHY

SHEEDADSYENHDKSDDPEPAHAGEGHHGTHGAT

hgedads. ... veerrresrssensssnnnses




e Résultats séquencages Nov25

o FlagBirA CD19 rate clone C

» B3Fwd 859NT

ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCCCAGAATTCCTTACTGGT
GGAGGTAGAAGAGGGAGACAATGTTGTGCTGTCATGCCTCCGGGACTCCTCACCTGTCTCTTCTGAGAAGCTGG
CTTGGTATCGAGGTAACCAGTCAACACCCTTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCG
GGCCCCTGGGCATCTTGCTAGTGATTGTCAATGTCTCGGACCATAGGGGGGGCTTCTATCTGTGCCAAAAGAGGC
CCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTAAACGTGGAGGATAGTGGGGAGCTGTTCCGGTGGAAT
GCTTCAGACTTGGGGGACCTGGATTGTGACCTAGGAAACAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTC
CCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGAAAACAAAGCCTGTATGTGCCCCACGGGAGATCAG
TCTGAATCAGAGTCTAATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCC
CCTGTCCCAGTGACCAAAGGCTCCATCTCCTGNACCCATGTGCATCCTAAGACGCTTAACGTTTCATTACTGAGCC
TAAGCCTTNGGGGAGAGCACCCAGTGAGAGAGANGTGGGNTTTGGGGGTNTCTTTTTGCTNCTGCCCCAAGC
CAAAGCTTCNGATGAANGNACNTATTATTGTCTCCANGNNNGNCTGACCATCNANATGCACNTGANNGTCATT
GCNNGGNCANCANTGTGGCTNTGGCTGNTNNNGACTGG

» BGHRev 1033NT

CCCANNGNCNAAGGCTNCNNNNNNNGNNNCCATNNGCANNNNNACGNTTAANNNTTCATTANTGAGCCTA
NNNNNGGGGAGAGCACCCAGTGAGAGAGANGNNGTTTGGGGGTCTCTTTTGCTANTGCCCCAAGCCAAAGC
TTCAGATGAAGGTACCTATTATTGTNTCCAAGGAGNCNTGACCATCAAGATGCACGTGAAGGTCATTGCAAGGTC
AGCAGTGTGGCTCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGT
ATGGTTTCTATGGCGGCTTTTCTCTATtTTCGAAGAGCCTTCATCcTGAGGAGGAAGAGGAAGCGAATGACCGAC
CCTGCTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAACGGGACCCAGAACCAGTATGGGAATGTGCTCTC
CCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTAT
GGAAATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGGAG
GCCTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCAACCTTGAGCAGGATCAACT
TTCCCAGGATGGCAGTGGCTATGAGAACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCTCCA
ATGCCGAGTCTTATGAAAATGCAGATGAGGAGCTGGCCCAACCAGTTGGCAGGACGATGGACTTCCTGAGCCCC
CACGGGTCTGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGAAGATATGAGAGGGAT
CCTGTATGCAGCTCCTCAGCTCCAATCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAGACTCTTATGAAAAC
ATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACTTGGGGTGCCACGTGA

> Int Fwd 1007NT

GTCTGAATCAGAGTCTAATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACC
CCCTGTCCCAGTGACCAAAGGCTCCATCTCCTGGACCCATGTGCATCCTAAGACGCTTAACGTTTCATTACTGAGC
CTAAGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGGGGGTCTCTTTTGCTACTGCCCCAAGCCA
AAGCTTCAGATGAAGGTACCTATTATTGTCTCCAAGGAGGCCTGACCATCAAGATGCACGTGAAGGTCATTGCAA
GGTCAGCAGTGTGGCTCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTT
CTGTATGGTTTCTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGAAGAGGAAGCGAATGAC
CGACCCTGCTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAAACGGGACCCAGAACCAGTATGGGAATGTGC
TCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTC
CTATGGAAATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGG
GAGGCcCTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCaACCTTGAGCAGGATCA
ACTTTCCCAGGATGGCAGTGGCTATGAGAACCCTGANGATGACCCCGTANGTCCAGANGANGAAGANTCCTTC



TCCNATGCCGAGTCTTATGAAAATGCANATGAGGAGCTGGNCCAACCAGTTGGCAGGACGATGGACTTCCTGAG
CCCCCACGGGTCNGCATGGGACCCCAGCCGGGAAGCATCCTCCNTTGGGTCCNAGTCCTACNAANANANGAN
AGGNNNNNNGNATGCAGCTCNTCANCTCNNTCNNNTCGGT

> Int Rev 622NT

CTTANTNGTGGAGGTAGAAGANGGAGACAATGNTGTGNTGTCATNCNTNNGGGANTNNTCNCCNNTNTNTT
NNGAGAAGNNGGNTTGGTATNGAGGTAACCANTCAACANCCTTNCNGGANNTGANCNTCAGNTCCCNGGAC
CTGGGTNTGCACATCGGGCCCCTGGGCATCTTGNTAGTGATTGTCAATGTCTCGGACCATAGGGGGGGCTTCTAT
CTGTGCCAAAAGAGGCCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACNGTAAACGTGGAGGATAGTGGGG
AGCTGTTCCGGTGGAATGCTTCAGACTTGGGGGACCTGGATTGTGACCTAGGAAACAGGTCCTCAGGGAGCCA
CAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGAAAACAAAGCCTGTATG
TGCCCCACGGGAGATCAGTCTGAATCAGAGTCTAATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTG
GCTGTCCTGTGGCGTACCCCCTGTCCCAGTGACCAAAGGCTCCATCTCCTGGACCCATGTGCATCCTAAGACGCTT
AACGTTTCATTNNNTTNNNNNNNNNAAGGGGGA

» Synthése séquencage

ATGCCATCTCCTCTCCCTGTCTCCCTCCTCCTCTTCCTTACCTTAGTAGGAGGCAGGCCC 60
CAGAATTCCTTACTGGTGGAGGTAGAAGAGGGAGACAATGTTGTGCTGTCATGCCTCCGG 120
GACTCCTCACCTGTCTCTTCTGAGAAGCTGGCTTGGTATCGAGGTAACCAGTCAACACCC 180
TTCCTGGAGCTGAGCCTCAGGTCCCCGGACCTGGGTCTGCACATCGGGCCCCTGGGCATC 240
TTGCTAGTGATTGTCAATGTCTCGGACCATAGGGGGGGCTTCTATCTGTGCCAAAAGAGG 300
CCCTCTTTCAAGGACACCTGGCAGCCTGCCTGGACCGTAAACGTGGAGGATAGTGGGGAG 360
CTGTTCCGGTGGAATGCTTCAGACTTGGGGGACCTGGATTGTGACCTAGGAAACAGGTCC 420
TCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCT 480
GAGGTCTGGAAAACAAAGCCTGTATGTGCCCCACGGGAGATCAGTCTGAATCAGAGTCTA 540
ATCAACCAAGATCTCACTGTGGCCCCTGGCTCCACACTTTGGCTGTCCTGTGGCGTACCC 600
CCTGTCCCAGTGACCAAAGGCTCCATCTCCTGGACCCATGTGCATCCTAAGACGCTTAAC 660
GTTTCATTACTGAGCCTAAGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGG 720
GGGTCTCTTTTGCTACTGCCCCAAGCCAAAGCTTCAGATGAAGGTACCTATTATTGTC 778
TCCAAGGAGGCCTGACCATCAAGATGCACGTGAAGGTCATTGCAAGGTCAGCAGTGTGGC 838
TCTGGCTGTTGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCT 898
TCTGTATGGTTTCTATGGCGGCTTTTCTCTATTTTCGAAGAGCCTTCATCCTGAGGAGGA 958
AGAGGAAGCGAATGACCGACCCTGCTAGGAGATTCTTCAAAGTGACGCCTCCCTCAGGAA 1018
ACGGGACCCAGAACCAGTATGGGAATGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGG 1078
CCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGAAATCCAC 1138
GCATTGAAGTCCAGGATGCTGGAGCTCAGAGACATGAAACAGGACTGGAAGAAGAAGGGG 1198
AGGCCTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTATGAGAATGACTCCAACC 1258
TTGAGCAGGATCAACTTTCCCAGGATGGCAGTGGCTATGAGAACCCTGAGGATGACCCCG 1318
TAGGTCCAGAGGAGGAAGACTCCTTCTCCAATGCCGAGTCTTATGAAAATGCAGATGAGG 1378
AGCTGGCCCAACCAGTTGGCAGGACGATGGACTTCCTGAGCCCCCACGGGTCTGCATGGG
ACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGAAGATATGAGAGGGATCC 1498
TGTATGCAGCTCCTCAGCTCCAATCAATTCGGTCTGGTCCCAGTCATGAGGAAGATGCAG 1558
ACTCTTATGAAAACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCC 1618
ACATGGGGACTTGGGGTGCCACGTGA 1644

MPSPLPVSLLLFLTLVGGRPQNSLLVEVEEGDNVVLSCLRDSSPVSSEKLAWYRGNQSTPFLELSLRSPDLGLHIGPLG
ILLVIVNVSDHRGGFYLCQKRPSFKDTWQPAWTVNVEDSGELFRWNASDLGDLDCDLGNRSSGSHRSTSGSQLYV
WATDHPEVWKTKPVCAPREISLNQSLINOQDLTVAPGSTLWLSCGVPPVPVTKGSISWTHVHPKTLNVSLLSLSLGGE
HPVREMWVWGSLLLLPQAKASDEGTYYCLQGGLTIKMHVKVIARSAVWLWLLRTGGWIVPVVTLVYVIFCMVSM
AAFLYFRRAFILRRKRKRMTDPARRFFKVTPPSGNGTQNQYGNVLSLPTSTSGQAHAQRWAASLGSGPVSYGNPRI
EVQDAGAQRHETGLEEEGEAYEEPDSEEGSEFYENDSNLEQDQLSQDGSGYENPEDDPVGPEEEDSFSNAESYEN
ADEELAQPVGRTMDFLSPHGSAWDPSREASSLGSQSYEDMRGILYAAPQLQSIRSGPSHEEDADSYENMDKSDDP
EPAWAGEGHMGTWGAT-

» Blast contre banque rat :



b v v v - v v

Rattus nonvegicus CO19 molecule (Cd19),_mRMNA Norway rat 3031 3031 100% 0.0 99.94% 2404

PREDICTED: Rattus nomwvegicus C019 molecule (Cd19), transcript variant X1,_mRMNA

Rattus norvegicus C019 molecule, mRMA (cDMA clone IMAGE:7365041), complete cds MNorway rat 327 327 10% 2e-87 99.44% 1113
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» Différence Séquencage/CDS au niveau NT :

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

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

261 270 280 290 300 310 320 330 340 350 360 370 380 390
I I
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCARGGACACCTGGCAGCCTGCCTGGACCGTARACGT GGAGGATAGTGGGGAGCTGTTCCGGTGGARTGCTTCAGACTTGGGG
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCARGGACACCTGGCAGCCTGCCTGGACCGTARACGT GGAGGATAGTGGGGAGCTGTTCCGGTGGARTGCTTCAGACTTGGGG
CTCGGACCATAGGGGGGGCTTCTATCTGTGCCARARGAGGCCCTCTTTCARGGACACCTGGCAGCCTGCCTGGACCGTAARACGT GGAGGATAGTGGGGAGCTGTTCCGGTGGARTGCTTCAGACTTGGGG

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
GACCTGGATTGTGACCTAGGARRCAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGARRRCARRGCCTGTATGTGCCCCACGGGAGA
GACCTGGATTGTGACCTAGGARRCAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGAARRRCARRGCCTGTATGTGCCCCACGGGAGA
GACCTGGATTGTGACCTAGGAARRCAGGTCCTCAGGGAGCCACAGGTCCACTTCTGGTTCCCAGCTGTATGTGTGGGCTACAGATCATCCTGAGGTCTGGAARRRCARRGCCTGTATGTGCCCCACGGGAGA

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

651 660 670 680 690 F00 Ho 720 730 40 750 760 il 780
1 1
GACGCTTARCGTTTCATTACTGAGCCTARGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGGEEETCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGARGGTACCTATTATTGTCTC
GACGCTTARCGTTTCATTACTGAGCC TAAGCCT TGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGGGGGTCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGAAGGTACCTATTATTGTCTC
GACGCTTARCGTTTCATTACTGAGCCTAAGCCTTGGGGGAGAGCACCCAGTGAGAGAGATGTGGGTTTGGGGGTCTCTTTTGCTACTGCCCCARGCCARAGCTTCAGATGAAGGTACCTATTATTGTCTC

781 790 800 810 a20 830 840 850 860 870 880 890 900 910
1 1
CARGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCARGGTCAGCAGTGTGGCTCTGGCTGT TGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGGTTT
CARGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCARGGTCAGCAGTGTGGCTCTGGCTGT TGAGGACTGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGGTTT
CARGGAGGCCTGACCATCARGATGCACGTGARGGTCATTGCARGGTCAGCAGTGTGGCTCTGGCTGT TGAGGAC TGGTGGATGGATAGTCCCAGTTGTGACTTTAGTATATGTCATCTTCTGTATGGTTT

911 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1 1
CTATGGCGGCTTTTCTCTATTTTCGARGAGCCTTCATCCTGAGGAGGARGAGGARGCGARTGACCGACCCTGCTAGGAGATTCTTCARAGTGACGCCTCCCTCAGGARACGGGACCCAGARCCAGTATGG
CTATGGCGGCTTTTCTCTATTTTCGARGAGCCTTCATCCTGAGGAGGAAGAGGARGCGARTGACCGACCCTGCTAGGAGATTCTTCARRGTGACGCCTCCCTCAGGARRCGGGACCCAGARCCAGTATGG
CTATGGCGGCTTTTCTCTATTTTCGARGAGCCTTCATCCTGAGGAGGAAGAGGARGCGARTGACCGACCCTGCTAGGAGATTCTTCARRGTGACGCCTCCCTCAGGARACGGGACCCAGARCCAGTATGG

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

GARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGAAGTCCAGGATGCTGGAGC TCAGAGA
GARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGAAGTCCAGGATGCTGGAGC TCAGAGA
GARTGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTEEGCTGCTAGCCTAGGGAGTGGTCCTGTGTCCTATGGARATCCACGCATTGAAGTCCAGGATGCTGGAGCTCAGAGA

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

CATGAAACAGGACTGGAAGARGAAGGGGAGGCC TATGARGAGCCAGACAGCGAGGAGGGCTC TGARTTCTATGAGAATGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGTGGCTATGAGA
CATGARACAGGACTGGARGAAGARGGGGAGGCC TATGARGAGCCAGACAGCGAGGAGGGC TCTGARTTCTATGAGAATGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGTGGCTATGAGA
CATGARACAGGACTGGARGAAGARGGGGAGGCC TATGARGAGCCAGACAGCGAGGAGGGC TCTGARTTCTATGAGAATGACTCCARCCTTGAGCAGGATCARCTTTCCCAGGATGGCAGTGGCTATGAGA

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

ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCTCCAATGCCGAGTCTTATGARARTGCAGATGAGGAGC TGGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGGGTC
ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCTCCAATGCCGAGTCTTATGARAATGCAGATGAGGAGC TGGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGGGTC
ACCCTGAGGATGACCCCGTAGGTCCAGAGGAGGAAGACTCCTTCTCCAATGCCGAGTCTTATGARAATGCAGATGAGGAGC TGGCCCARCCAGT TGGCAGGACGATGGACTTCCTGAGCCCCCACGGGTC

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
1 1
TGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGARGATATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCAATCARTTCGGTCTGGTCCCAGTCATGAGGARGATGCAGAC
TGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGARGACATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCAATCARTTCGGTCTGGTCCCAGTCATGAGGARGATGCAGAC
TGCATGGGACCCCAGCCGGGAAGCATCCTCCCTTGGGTCCCAGTCCTACGARGACATGAGAGGGATCCTGTATGCAGCTCCTCAGCTCCARTCARTTCGGTCTGGTCCCAGTCATGAGGARGATGCAGAC

1561 1570 1580 1590 1600 1610 1620 1630 16401644
1 1

TCTTATGARRACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACT TGGGGTGCCACGTGA
TCTTATGARRACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACT TGGGGTGCCACGTGA
TCTTATGARRACATGGATAAATCTGACGACCCAGAGCCAGCATGGGCAGGAGAGGGCCACATGGGGACT TGGEGTGCCACGTGA

sauf en 1485 T<C

NIM_001013237.3

Morway rat 3011 3011 100% 0.0 99.76% 2687 XM_006230316.3

BC090026.1



(A< < W<

> Différence au niveau PROT :

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

1 |

seq HPSPLPYSLLLFLTLYGGRPONSLLYEYEEGDNYYLSCLRDSSPYSSEKLAHYRGHNOSTPFLELSLRSPDLGLHIGPLGILLYIYHYSDHRGGF YLCOKRPSFKOTHOPARTYNYEDSGELFRHNASDLG

ref HPSPLPYSLLLFLTLYGGRPONSLLYEYEEGDHYYLSCLRDSSPYSSEKLAHYRGHASTPFLELSLRSPDLGLHIGPLGILLYIYHYSDHRGGF YLCOKRPSFKOTHOPAHRTYNYEDSGELFRHNASDLG
Consenzus  HPSPLPYSLLLFLTLYGGRPONSLLYEVEEGDHYYLSCLRDSSPYSSEKLANYRGHOSTPFLELSLRSPOLGLHIGPLGILL YIVYHYSOHRGGF YLCOKRPSFRDTHOPAMTYHYEDSGELFRMHASDLG

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

1 |

seq DLDCDLGHRSSGSHRSTSGSOLYYHATDHPEYHKTKPYCAPREISLHOSLINODLTYAPGSTLHLSCGYPPYPYTKGSTSHTHYHPKTLHYSLLSLSLGGEHPYREHHYHGSLLLLPOAKASDEGTYYCL

ref DLDCDLGHRSSGSHRSTSGSALYVHATDHPEYHKTKPYCAPREISLHASLINODLTYAPGSTLHLSCGYPPYPYTKGSTSHTHYHPKTLHYSLLSLSLGGEHPYREMHYHGSLLLLPAAKASDEGTYYCL
Consensus DLDCDLGHRSSGSHRSTSGSOLYYHATOHPEYHKTKPYCAPREISLHOSLINAODLTYAPGSTLHLSCGYPPYPYTKGS ISHTHYHPKTLNYSLLSLSLGGEHPYRERHYHGSLLLLPOAKASDEGTYYCL

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

1 |

seq OGGLTIKHHYKYIARSAVHLHLLRTGGHIVPYYTLYYVIFCHYSHAAFLYFRRAFILRRKRKRHTDPARRFFKYTPPSGHGTONOYGNYLSLPTSTSGOAHAORHAASLGSGPYSYGHNPRIEYQDAGAOR

ref OGGLTIKHHYKYIARSAVHLHLLRTGGHIVPYYTLYYVIFCHYSHARFLYFRRAFILRRKRKRHTDPARRFFKYTPPSGHGTOHOYGNYLSLPTSTSGOAHAORHAASLGSGPYSYGNPRIEYODAGAOR
Consensus OGGLTIKHHYKYIARSAYHLHLLRTGGHIYPYYTLYYYIFCHYSHARFLYFRRAFILRRKRKRHTOPARRFFKYTPPSGHGTANOYGHYLSLPTSTSGAAHAURHAASLGSGPYSYGHPRIEVADAGAOR

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

1 |

seq HETGLEEEGERYEEPDSEEGSEFYEHDSHLEQDOLSQDGSGYENPEDDPYGPEEEDSFSHAESYENADEELAQPYGRTHDFLSPHGSAHDPSREASSLGSAS YEDHRGILYARPOLASIRSGPSHEEDAD

ref HETGLEEEGEAYEEPDSEEGSEFYENDSHLEQDOLSODGSGYENPEDDPYGPEEEDSFSHAESYENADEELAOPYGRTHDFLSPHGSAHDPSREASSLGSOS YEDHRGILYARPOLOSIRSGPSHEEDAD
Consensus HETGLEEEGEAYEEPDSEEGSEFYENDSHLEODOLSODGSGYENPEDDPYGPEEEDSFSHAESYENADEELAOPYGRTHOFLSPHGSAKDPSREASSLGSOSYEDHRGILYARPOLAOSIRSGPSHEEDAD

521 530 940 547

1 1

seq SYENHDKSODPEPAHAGEGHHGTHGAT

ref SYENHDKSDDPEPAHAGEGHHGTHGAT
Consenszus SYEWHDKSDDPEPAMAGEGHHGTHGAT

T Mame  Score Score Cover value | Ident | Len Accession
b - - w - v -
B-lymphocyte antigen CD19 precursor [Rattus norvegicus] Morway rat 1122 1122 100% 0.0 100.00% 547 MNP_001013255.2
CD19 antigen [Rattus norvegicus] Norwayrat 1116 1116 100% 0.0 99.64% 549 EDM17480.1
PREDICTED: B-lymphocyte antigen CD19 isoform X1 [Rattus norvegicus] Morway rat 1114 1114 100% 0.0 99.82% 546 XP_006230378.1
Cd19 protein [Rattus norvegicus] Norway rat M 1M1 9% 2e-29  100.00% 52 AAHI0026.1

Pas de diff au niv prot




e (CD19 Seqint Fwd

En 470 pour un demarrage ~620NT
CAGATCATCCTGAGGTCTGG

e (CD19 Seqglnt Rev

Aux ~1070 pour un démarrage ~920NT

TAGATGTAGGAAGGGAGAGC
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