2)CD20

Rattus norvegicus membrane spanning 4-
domains A1 (Ms4al), mRNA = B-
lymphocyte antigen CD20

e Référence NCBI : NM_001107578 ENSRNOT00000028433.7

o Taille 894 NT

e Séquences protéique / NT :

MTTPRNSVSGPFPTEPTKGPLAMQPAQKVIPRRPSSLVGPTQSF
FMRESKALGAVQIMNGLFHISLGGLLMIPTGVFAPICLSVWYPLWGGIMYIISGSLLA
AAAEKTSRKSLATKVIMSSLSLFAAISGILSIMDILNITVSHFLKMERLELIKTPKL
YVDIYNCEPSNSSEKNSPSTQYCNSVQSVFLGILSVMLISAFFQKLVTAGVVENEWKR
VCSRPKSNVVLLSAGEKKEQTIKMKEEINELSGVSSQPKNEEEIEIIPVQEEEEEEAE
INFPAPPQEQESLPVENEISP

at gacaacaccc agaaattcag tgagtggacc tttcccaaca

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

gagcctacaa
tcttcactgg
gtccagatca
ggagtttttg
atcatttcag
acgaaagtga
atcatggaca
attaaaactc
aaaaactccc
tcggtgatgce
gagtggaaaa
aaaaaagagc
caaccaaaga
gcagaaataa
atctctcctt

aaggacccct
tgggccccac
tgaatggcct
cacccatctg
gatcactcct
taatgagctc
tacttaacat
ccaagctata
catctacaca
tgatctctgc
gagtgtgctc
agacaattaa
atgaagagga
acttcccagc
aa

cgccatgcaa
acaaagcttc
cttccacatt
tttgagtgta
ggcagctgca
tctaagcctce
tacagtttct
tgttgatatc
gtactgtaac
cttcttccag
caggcccaaa
aatgaaagaa
aattgaaatt
acctccccaa

cctgctcaaa
ttcatgaggg
tccectggggg
tggtaccctc
gcagagaaaa
tttgctgcca
cattttttaa
tacaactgtg
agcgtgcagt
aagctcgtga
tctaatgtgg
gaaatcattg
attccagtgc

gagcaggaat

aagtaatccc
aatcaaaggc
gactgctgat
tgtggggagg
cctccaggaa
tttctggaat
aaatggagag
agccatccaa
ctgtgttctt
cagccggtgt
ttctgctgtce
agctaagtgg
aggaggaaga
ccttgccagt

cagaagacca
tttgggggct
gatccccaca
cattatgtac
gagtttggca
aattctttca
actggaactg
ttcctcagag
gggcattctg
tgtagagaat
agctggagaa
agtatcttcc
agaagaagaa
ggaaaatgag

11111111111

< Ms#as-201
protein coding

e Amorces synthétisées :

Msdal Ascl_Fwd
tataGGCGCGCCa at gacaacaccc agaaattcag tg
Ms4al_Notl_Rev

ttaaGCGGCCGCa ttaaggagagatctcattttccac


http://www.ensembl.org/Rattus_norvegicus/Transcript/Summary?db=core;g=ENSRNOG00000020945;r=1:227429596-227441442;t=ENSRNOT00000028433

e Expériences :

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

Rate DiTO DiT24 DiT48 SP CTX Eau

Bande RATE

o 21/07 : Extraction sur gel et purification bande rate :
22/07 : Réaction Zéro Blunt TOPO

24/07 Miniprep

Sep/Oct : soucis clonage : Vecteur ? PCR mal digerée ?
Essais miniprep 16/09 09/10

19/10 : redigestion de la PCR

20/10 transformation

/10 mini prep FlagBirA_CD20 rate OK a séquencer
-8/10 envoi au séquencage

O O O O

Rate




e Sequencage : clone FlagBirA CD20 rate A

» B3Fwd Séquencage
ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCCCTCGCCATGCAAC
CTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCCACACAAAGCTTCTTCATGAGGGAATCA
AAGGCTTTGGGGGCTGTCCAGATCATGAATGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCAC
AGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGAT
CACTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATGAGCTCTCT
AAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTA
AAAATGGAGAGACTGGAACTGATTAAAACTCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATTC
CTCAGAGAAAAACTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGA
TGCTGATCTCTGCCTTCTTCCAgAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTGTGCTC
CAGGCCCaAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGANCANACAATTAAAATGAAAGAAGA
AATCATTGAGCTAAGTGGAGTATCTTCCCANCCAAAGAATGAANAGGAAATTGAAATTATTCCNGTGCNGNA
GGAAGAA

» BGHRev Séguencage

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCNTACAAAAGGACCCCTCGCCATGCAact
GCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCCACACAAAGCTTCTTCATGAGGGAATCAAA
GGCTTTGGGGGCTGTCCAGATCATGAATGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAG
GAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGATCA
CTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATGAGCTCTCTAA
GCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTAAA
AATGGAGAGACTGGAACTGATTAAAACTCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATTCCT
CAGAGAAAAACTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATG
CTGATCTCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTGTGCTCCA
GGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACAATTAAAATGAAAGAAGAAA
TCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAAGAGGAAATTGAAATTATTCCAGTGCAGGAGGA
AGAAGAAGAAGAAGCAGAAATAAACTTCCCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAATGA
GATCTCTCCTTAA

» Syntheése séquencage 897NT

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCC 60

CTCGCCATGCAACCTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCC 120
ACACAAAGCTTCTTCATGAGGGAATCAAAGGCTTTGGGGGCTGTCCAGATCATGAATGGC 180
CTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATC 240
TGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTC 300
CTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATG 360
AGCTCTCTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTT 420
AACATTACAGTTTCTCATTTTTTAAAAATGGAGAGACTGGAACTGATTAAAACTCCCAAG 480
CTATATGTTGATATCTACAACTGTGAGCCATCCAATTCCTCAGAGAAAAACTCCCCATCT 540
ACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATC 600
TCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTG 660
TGCTCCAGGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACA 720
ATTAAAATGAAAGAAGAAATCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAA 780
GAGGAAATTGAAATTATTCCAGTGCAGGAGGAAGAAGAAGAAGAAGCAGAAATAAACTTC 837
CCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAATGAGATCTCTCCTTAA 897

MTTPRNSVSGPFPTEPTKGPLAMQPAQKVIPRRPSSLVGPTQSFFMRESKALGAVQIMNGLFHISLGGLLMIPTGV
FAPICLSVWYPLWGGIMYIISGSLLAAAAEKTSRKSLVKAKVIMSSLSLFAAISGIILSIMDILNITVSHFLKMERLELIKTP



scQaQQge

KLYVDIYNCEPSNSSEKNSPSTQYCNSVQSVFLGILSVMLISAFFQKLVTAGVVENEWKRVCSRPKSNVVLLSAGEKK

EQTIKMKEEIIELSGVSSQPKNEEEIEIIPVQEEEEEEAEINFPAPPQEQESLPVENEISP-

» Blast contre banque rat :

Consensus

sequenc
CDS
Consensus

sequenc
CDS
Consensus

sequenc
DS
Conszensus

sequenc
CDS

Consensus

sequenc
CDS
Consensus

Fequenc
CDS
Consensus

PREDICTED: Rattus nowegicus membrane spanning 4-domains A1 (Ms4al),_transcript variant X1_mRMNA 1667 1657 100% 0.0 100.00% XM_006231089.3
Rattus norvegicus membrane spanning 4-domains A1 (Msd4a1). mRNA 1637 1637 100% 0.0 99.67% MNM_001107578.1
Rattus norvegicus TLOAEA4YKO03 mRNA sequence 1689 1589 100% 0.0 98.66% FQ225563.1
Rattus norvegicus TLOAEAZYD20 mRMNA sequence 1854 1854 100% 0.0 97.89% FQ2264251
Rattus norvegicus TLOAEASSY.J12 mRNA sequence 1652 1852 94% 0.0 99.65% FQ2353371
Rattus norvegicus cOMA clone IMAGE: 7387276 1066 1662 100% 0.0 100.00% BC0387451
Rattus norvegicus TLOAEABAYD18 mRNA sequence 243 243 14%  3e-62 99.25% FQ232846.1
» Différence au niveau NT :
1 10 20 30 40 50 60 70 80 0 100 110 120 130
sequenc ATGHEHHEHEEEHGHHHTTEHGTEHETEEHCDTTTDCDHHEHGHGEETHEHHHHGGHDEDETEEEDHTGDHHEDTEETEHHHHHETHHTDCDCHEHHGHCCHTETTCHCTEGTGEGCECEHEHEHHHGC}
CO5 ATGACAACACCCAGAARTTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCCCTCGCCATGCAACCTGCTCARAARGTARTCCCCAGARGACCATCTTCACTGGTGGGCCCCACACARAGCT

ATGACAACACCCAGRAARTTCAGTGAGTGGACCTTTCCCARCAGAGCCTACARAAGGACCCCTCGCCATGCARCCTGCTCARRARGTARTCCCCAGARGACCATCTTCACTGGTGGGCCCCACACAARGCT

131 140 150 160 170 180 190 200 210 220 230 2490 250 260
1 |
TCTTCATGAGGGAATCARRGGCTTTGGGGGCTGTCCAGATCATGARTGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCC
TCTTCATGAGGGAATCARAGGCTTTGGGGGCTGTCCAGATCATGARTGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCC
TCTTCATGAGGGAATCARAGGCTTTGGGGGCTGTCCAGATCATGARTGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCC

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 |
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGCTGCAGCAGAGARARCCTCCAGGAAGAGTTTGGTCARAGCGARAGTGATARTGAGCTCTCTAAGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGCTGCAGCAGAGARARCCTCCAGGAAGAGTTTGG~-CAR--CGARRGTGATARTGAGCTCTCTAAGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGCTGCAGCAGAGARARCCTCCAGGAAGAGTTTGE.CAR, .CGARARGTGATARTGAGCTCTCTAAGCCTCTTTGCTGCCATTTCT

391 400 q10 420 430 440 450 460 q7) 480 450 500 510 520
1 |
GGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTARARATGGAGAGACTGGAACTGATTARARCTCCCARGCTATATGTTGATATCTACAACTGTGAGCCATCCARTTCCT
GGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTARARATGGAGAGACTGGAACTGATTARARCTCCCARGCTATATGTTGATATCTACAACTGTGAGCCATCCARTTCCT
GGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTARAAATGGAGAGACTGGAACTGATTARARCTCCCARGCTATATGTTGATATCTACAACTGTGAGCCATCCARTTCCT

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 |
CAGAGAARAACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGTTCTTGRGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGCTCGTGACAGCCGGTGT TGTAGAGAATGAGTG
CAGAGAARARCTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGRGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGAAGC TCGTGACAGCCGGTGTTGTAGAGARTGAGTG
CAGAGAARAACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGCTCGTGACAGCCGGTGT TGTAGAGAATGAGTG

651 660 670 680 690 700 710 720 730 740 750 760 710 780

1 |
GARARGAGTGTGCTCCAGGCCCARATCTARTGTGGTTCTGCTGTCAGC TGGAGARARARAARGAGCAGACARTTAARATGAARGAAGARATCATTGAGC TAAGTGGAGTATCTTCCCARCCARAGAATGAA
GARARGAGTGTGCTCCAGGCCCARATCTARTGTGGT TCTGLCTGTCAGCTGGAGARARARAAGAGCAGACAAT TAAAATGARRGAAGAARATCATTGAGCTAAGTGGAGTATCTTCCCARCCARAGAATGAA
GARARGAGTGTGCTCCAGGCCCARATCTARTGTGGTTCTGLCTGTCAGCTGGAGARARARAAGAGCAGACART TARAATGARRGAAGARATCATTGAGC TAAGTGGAGTATCTTCCCARCCARAGAATGAA

781 790 800 810 820 830 840 850 860 870 880 890 897
1 1
GAGGAAATTGARATTATTCCAGTGCAGGAGGARGAAGARGARGARGCAGARATARACTTCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGARAATGAGATCTCTCCTTAA
GAGGAAATTGARATTATTCCAGTGCAGGAGGARGAAGARGARGARGCAGARATARACTTCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGAARAATGAGATCTCTCCTTAA
GAGGAAATTGARATTATTCCAGTGCAGGAGGARGAAGARGARGAAGCAGARATARACTTCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGARRATGAGATCTCTCCTTAA

Il'ya3 NTen plus : 341, 344 et 345



Consensus EETEITIPYOEEEEEEREINFPAPPOEQESLPYEMEISP
SLure  aLue | wuver  vamue aern

B PrebicTED: B-lymphocyte antigen CO20 isoform X1 [Rattus norvegicus] 597 697 100% 00 100.00% XP_0062311511
3 Bymphocyte antigen CD20 [Rattus nonvegicus) 587 587 100% 00  98.99% NP 0011010481

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

| I

xl  GITLSIADILNITYSHFLKHERLELIKTPKLYYDIYNCEPSNSSEKNSPSTOYCHSYOSYFLGILSYALISAFFOKLYTAGYYENEHKRYCSRPKSHYYLLSAGEKKEOTIKHKEEITELSGYSSAPKNE

seq GIILSIHDILHITYSHFLKHERLELIKTPKLYYDIYHCEPSHSSEKNSPSTOYCHSYOSYFLGILSYHLISAFFOKLYTAGYYENEHKRYCSRPESHYYLLSAGEKKEQTIKHKEEITELSGYSSAPKHE

Consensus GIILSINDILHMITYSHFLKHERLELIKTPKLYVDIYHCEPSHSSEKHSPSTOYCHSYOSYFLGILSYHLISAFFOKLYTAGYYENEHKRYCSRPKSHYYLLSAGEKKEOTIKHKEETTEL SGYSSOPKHNE

sequen

Consensus

sequen

Consensus

sequen

sequenc
X1

Consensus

sequenc
s

Consensus

sequenc
s

Consensus

Sequenc
s 8

Consensus

sequenc

Consensus

sequenc
a8

Consensus

sequenc
X1

Consensus

1 10

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

I

ATGACARCACCCAGARRTTCAGTGAGTGGACCTTTCCCARCAGAGCCTACARARGGACCCCTCGCCATGCARCCTGCTCARARAGTARTCCCCAGARGACCATCTTCACTGRTGGGCCCCACACARAGCT
ATGACAACACCCAGARRTTCAGTGAGTGGACCTTTCCCARCAGAGCC TACARARGGACCCCTCGCCATGCARCCTGCTCARARAGTAATCCCCAGARGACCATCTTCACTGGTGGGCCCCACACARAGCT
ATGACARCACCCAGAARTTCAGTGAGTGGACCTTTCCCARCAGAGCCTACARARGGACCCCTCGCCATGCARCCTGCTCARARAGTARTCCCCAGARGACCATCTTCACTGETGGGCCCCACACARAGCT

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

I

TCTTCATGAGGGAATCARAGGCTTTGGGGGCTGTCCAGATCATGARTGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE
TCTTCATGAGGGAATCARAGGCTTTGGGGGCTGTCCAGATCATGARTGECCTCTTCCACATTTCCCTGRGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE
TCTTCATGAGGGAATCARAGGCTTTGGGGGCTGTCCAGATCATGARTGECCTCTTCCACATTTCCCTGAGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE

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

TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCAC TCCTGGCAGL TGCAGCAGAGARAACC TCCAGGARGAGTTTGGTCARRGCGARAGTGATARTGAGCTCTCTARGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCAC TCCTGGCAGL TGCAGCAGAGARARCC TCCAGGARGAGTTTGGTCARRGCGARAGTGATARTGAGCTCTCTARGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGL TRCAGCAGAGARARCC TCCAGGARGAGTTTGGTCARAGCGARAGTGATARTGAGCTCTCTARGCCTCTTTGCTGCCATTTCT

391 400 410 420 430 440 4510 460 470 480 490 S 510 B2

1

GGARTARTTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTTTTARAAAT GGAGAGACTGGARCTGATTARAAC TCCCARGCTATATGTTGATATCTACARCTGTGAGCCATCCARTTCCT
GGARTARTTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTTTTARAAAT GGAGAGACTGGAACTGATTARARC TCCCARGCTATATGTTGATATCTACARCTGTGAGCCATCCARTTCCT
GGARTARTTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTTTTARAAAT GGAGAGACTGGAACTGATTARARARC TCCCARGCTATATGTTGATATCTACARCTGTGAGCCATCCARTTCCT

521 530 540 550 560 570 580 530 600 610 620 630 640 650
I

CAGAGAAAAACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATCTCTRLCTTCTTCCAGAAGC TCGTGACAGCCGGTGT TGTAGAGAATGAGT G
CAGAGARRRACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGC TCGTGACAGCCGGTGT TGTAGAGAATGAGTG
CAGAGARAAACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATCTCTRCCTTCTTCCAGARGC TCGTGACAGCCGRTGT TGTAGAGAATGAGTG

651 660 670 680 690 Fon 0 720 730 40 790 760 T 780

I

GARRRGAGTGTGCTCCAGGCCCARATCTARTGTGGT TCTGCTGTCAGL TGGAGAAAAAAAAGAGCAGACAAT TARAATGARAGARGRARTCATTGAGC TARGTGGAGTATCTTCCCARCCARAGAATGAR
GAARRRGAGTGTGCTCCAGGCCCARATCTARTGTGGT TCTGCTGTCAGL TGGAGARRAAAAAGAGCAGACAAT TARAATGARAGARGARATCATTGAGC TARGTGGAGTATCTTCCCARCCARAGAATGAR
GARRAGAGTGTGCTCCAGGCCCARATCTARTGTGGT TCTGCTGTCAGL TGGAGARAAAARAGAGCAGACAAT TARAATGARAGARGAAATCATTGAGC TARGTGGAGTATCTTCCCARCCARAGARTGAR

781 790 a00 810 20 830 840 850 860 870 &80 890 897

I I
GAGGARATTGAAATTATTCCAGTGCAGGAGGARGARGARGARGARGCAGARATARACTTCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGARAATGAGATCTCTCCTTAA
GAGGARATTGAAATTATTCCAGTGCAGGAGGARGARGARGARGARGCAGARATARACT TCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGARAATGAGATCTCTCCTTAAR
GAGGARATTGAAATTATTCCAGTGCAGGAGGARGARGARGARGARGCAGARATARACTTCCCAGCACCTCCCCARGAGCAGGARTCCTTGCCAGTGGARRATGAGATCTCTCCTTAA

> Différence au niveau PROT :

20 30 40 50 B0 70 80 90 100 110 120

130

HTTPRHSYSGPFPTEPTKGPLAROPAOKYIPRRPSSLYGPTOSFFARESKALGAYOINNGLFHISLGGLLHIPTGVFAPICLSYHYPLHGGTHYTISGSLLARAAREKTSRKSLYKAKYINSSLSLFARTS

ref HTTPRHSYSGPFPTEPTKGPLAHOPAOKYIPRRPSSLYGP TOSFFHRESKALGAYOIHNGLFHISLGGLLHIPTGYFAPICLSYHYPLHGGINYIISGSLLARAREKTSRKSLA-TKYINSSLSLFAATS

131 140
|

150 160 170 180 190 200 210 220 230 240 250

HTTPRHSYSGPFPTEPTKGPLAHAPAOKYIPRRPSSLYGP TOSFFHRESKALGAYOIHHGLFHISLGGLLHIPTGYFAPICLSYHYPLHGGTHYTISGSLLARRAREKTSRKSL a, akYIHSSLSLFARTS

260
I

GIILSIHDILNITYSHFLKHERLELIKTPKLYYDIYHCEPSHSSEKNSPSTOYCHSYOSYFLGILSYHLISAFFOKLYTAGYYENERKRYCSRPKSHYYLL SAGEKKEQTIKHKEETIELSGYSSAPKNE

ref GITLSTHDILHITYSHFLKHERLELIKTPKLYYDIYHCEPSHSSEKHSPSTOYCHSYASYFLGILSYHLISAFFAOKLYTAGYYENEHKRYCSRPKSHYYLLSAGEKKEATIKHKEEITEL SGYSSOPKHE

261 270
|

280 290 298
!

EEIETIPYOEEEEEEREINFPAPPOEQESLPYENEISP

ref EETETTPVOEEEEEEREINFPAPPUEOESLPYEHEISP

sl
seq
Consensus

261 270 280 290 298

| |
EETEIIPYQEEEEEEAETHFPAPPOEQESLPVERETSP
EETEITPYOEEEEEEREINFPAPPOEQESLPYEREISP
EETEIIPYOEEEEEEAETNFPAPPOEQESLPYENEISP

GITLSTHDILNITYSHFLKHERLELIKTPKLYVDIYHCEPSHSSEKNSPSTOYCHSYOSVFLGILSYHLISAFFOKLYTAGYYENEHKRYCSRPKSHYYLL SAGEKKEATIKHKEETIELSGYS5OPKHE




e Sequencage : clone FlagBirA CD20 rate C 25/11

> B3Fwd Séquencage 869NT

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCCCTCGCCA
TGCAACCTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCCACACAAAGCTTCTTC
ATGAGGGAATCAAAGGCTTTGGGGGCTGTCCAGATCATGAATGGCCTCTTCCACATTTCCCTGGGGG
GACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGA
GGCATTATGTACATCATTTCAGGATCACTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTT
TGGTCAAAGCGAAAGTGATAATGAGCTCTCTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCA
ATCATGGACATACTTAACATTACAGTTTCTCATTTTTTAAAAATGGAGAGACTGGAACTGATTAAAAC
TCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATTCCTCAGAGAAAAACTCCCCATCTAC
ACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCT
TCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAANGAGTGGAAAAGAGTGTGCTCCAGGCCCAAAT
CTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCANACAATTAAAATGAAANANGAAATCA
TTGAGCTAAGTGGAGTATCTTCCCNACCAAAGAATGAAGAGGAAATTGAAATTATTCCAGTGCAGGA
GGAAGAAGAANAANAAGCANANTAAACTTCCCANCNNCTNCCNNAGANCAGGANTCCTTG

> BGHRev Séguencage 897NT

NTGACAACACCCAGAAATTCAGTGAGNGGNCNTTTCCCAACAGANCNTACAAAAGGACCCCTCGCCATGCAN
CCTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGNCCCCACACAAAGNTTCTTCATGAGGGAAT
CAAAGGCTTTGGGGGCTGTCCAGATCATGAATGECCTCTTCCACATTTCCctGGGGGGACTGCTGATGATCCCC
ACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGG
ATCACTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATGAGCTCT
CTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTT
AAAAATGGAGAGACTGGAACTGATTAAAACTCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATT
CCTCAGAGAAAAACTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTG
ATGCTGATCTCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTGTGCT
CCAGGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACAATTAAAATGAAAGAAG
AAATCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAAGAGGAAATTGAAATTATTCCAGTGCAGGA
GGAAGAAGAAGAAGAAGCAGAAATAAACTTCCCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAA
TGAGATCTCTCCTTAA

» Synthése séquencage 897NT

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCC 60

CTCGCCATGCAACCTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCC 120
ACACAAAGCTTCTTCATGAGGGAATCAAAGGCTTTGGGGGCTGTCCAGATCATGAATGGC 180
CTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATC 240
TGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTC 300
CTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATG 360
AGCTCTCTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTT 420
AACATTACAGTTTCTCATTTTTTAAAAATGGAGAGACTGGAACTGATTAAAACTCCCAAG 480
CTATATGTTGATATCTACAACTGTGAGCCATCCAATTCCTCAGAGAAAAACTCCCCATCT 540
ACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATC 600
TCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTG 660

TGCTCCAGGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACA 720



ATTAAAATGAAAGAAGAAATCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAA 780
GAGGAAATTGAAATTATTCCAGTGCAGGAGGAAGAAGAAGAAGAAGCAGAAATAAACTTC 840
CCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAATGAGATCTCTCCTTAA 897
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> Blast contre banque rat :

> Différence au niveau NT :

1 10 20 30 40 50 60 70 80 90 100 110 120 130
I 1
ATGACARCACCCAGAAATTCAGTGAGTGGACCTTTCCCARCAGAGCCTACARRAGGACCCCTCGCCATGCARCCTGCTCARARAGTAATCCCCAGARGACCATCTTCACTGGTGGGCCCCACACAARAGLT
ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCARCAGAGCCTACARAAGGACCCCTCGCCATGCARCCTGCTCARARAGTARTCCCCAGARGACCATCTTCACTGGTGGGCCCCACACARAGET
ATGACARCACCCAGAAATTCAGTGAGTGGACCTTTCCCARCAGAGCC TACAARAGGACCCCTCGCCATGCARCCTGCTCARARAGTAATCCCCAGARGACCATCTTCACTGGTGGGCCCCACACAARGET

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 I
TCTTCATGAGGGAARTCAARGGCTTTGGGGGCTGTCCAGATCATGARTGGCC TCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE
TCTTCATGAGGGARTCARAGGCTTTGGGGGCTGTCCAGATCATGARTGGCCTCTTCCACATTTCCCTGRGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE
TCTTCATGAGGGAARTCAARGGCTTTGGGGGCTGTCCAGATCATGARTGGCC TCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCE

261 270 280 290 300 310 320 330 340 350 360 370 380 390
1 1
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGC TGCAGCAGAGARAACCTCCAGGARGAGT TTGGTCARAGCGARAGTGATARTGAGCTCTCTAAGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGCTGCAGCAGAGARAARCCTCCAGGARGAGTTTGG-CAR--CGARAGTGATARTGAGCTCTCTARGCCTCTTTGCTGCCATTTCT
TCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTCCTGGCAGC TGCAGCAGAGARAACCTCCAGGARGAGTTTGG.CAA, .CGARAGTGATAARTGAGCTCTCTARGCCTCTTTGCTGCCATTTCT

391 400 410 420 430 440 450 460 470 480 490 500 510 520
1 1
GGAATARTTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTTTTAARAATGGAGAGACTGGAACTGATTARAACTCCCAAGCTATATGTTGATATCTACARCTGTGAGCCATCCARTTCCT
GGARTARTTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTT TTAARAATGGAGAGACTGGAARCTGATTARARCTCCCAAGCTATATGTTGATATCTACARCTGTGAGCCATCCAARTTCCT
GGAATAATTCTTTCARTCATGGACATACTTARCATTACAGTTTCTCATTTTTTAARAATGGAGAGACTGGARCTGATTARARCTCCCAAGCTATATGTTGATATCTACARCTGTGAGCCATCCARTTCCT

521 530 540 550 560 570 580 590 600 610 620 630 640 650
1 1
CAGAGARARACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGT TCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGC TCGTGACAGCCGGTGTTGTAGAGARTGAGTG
CAGAGARARACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGT TCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGC TCGTGACAGCCGGTGTTGTAGAGARTGAGTG
CAGAGARARACTCCCCATCTACACAGTACTGTARCAGCGTGCAGTCTGTGT TCTTGGGCATTCTGTCGGTGATGCTGATCTCTGCCTTCTTCCAGARGC TCGTGACAGCCGGTGTTGTAGAGARTGAGTG

651 660 670 680 690 00 710 720 730 40 750 760 FH 780
1 1
GAARAGAGTGTGCTCCAGGCCCARATCTARTGTGGTTCTGCTGTCAGCTGGAGAAARARAAGAGCAGACARTTARRATGARAGAAGAARTCATTGAGCTARGTGGAGTATCTTCCCARCCARAGAATGAR
GARRAGAGTGTGCTCCAGGCCCARATCTARTGTGGTTCTGCTGTCAGCTGGAGAAARARAAGAGCAGACAATTARRATGARAGAAGARRTCATTGAGCTARGTGGAGTATCTTCCCARCCARAGAATGAR
GARRAGAGTGTGCTCCAGGCCCARATCTARTGTGGTTCTGCTGTCAGCTGGAGAAARARAAGAGCAGACARTTARRATGARAGAAGAARTCATTGAGCTARGTGGAGTATCTTCCCARCCARAGAATGAR

781 790 800 810 a20 830 840 850 860 820 880 890 897
1 1
GAGGAAATTGARATTATTCCAGTGCAGGAGGARGARGARGARGAAGCAGAAATARACTTCCCAGCACCTCCCCARGAGCAGGAATCCTTGCCAGTGGAARATGAGATCTCTCCTTAR
GAGGAAATTGARAT TATTCCAGTGCAGGAGGARGARGARGARGAAGCAGAAATARACTTCCCAGCACCTCCCCARGAGCAGGAATCCTTGCCAGTGGARRATGAGATCTCTCCTTAR
GAGGAAATTGARATTATTCCAGTGCAGGAGGARGARGARGARGAAGCAGAAATARACTTCCCAGCACCTCCCCARGAGCAGGAATCCTTGCCAGTGGAARATGAGATCTCTCCTTAR

FISESTRACPRORSISISIBHE o< que clone A



e Sequencage : clone FlagBirA CD20 rate D 25/11

> B3Fwd Séquencage 845NT

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCCCTCGCCATGCAAC
CTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCCACACAAAGCTTCTTCATGAGGGAATCA
AAGGCTTTGGGGGCTGTCCAGATCATGAATGGCCTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCAC
AGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGAT
CACTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATGAGCTCTCT
AAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTTA
AAAATGGAGAGACTGGAACTGATTAAAACTCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATTC
CTCAGAGAAAAACTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGA
TGCTGATCTCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTGTGCTC
CAGGCCCNAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACAATTAAAATGAAAGAAGA
AATCATTGAGCTAAGTGGAGTATCTTCCCNACCNAAGAATGAAGAGGAAATTGAAATTATTCCNGTGCNGNN
GGAAGAAGAAGAAGAANCNNAATAAACTTCCCAGCA

» BGHRev Séquencage 897NT

ANGACANCNCCCAGAAATTCAGTGAGTGGNCCTTTCCCAACAGANCNTACAAAAGGACCCCTCNCCATGCAN
CNTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGNCCCCACACAAAGCTTNTTCATGAGGGAAT
CAAAGGCTTTGGGGGCTGTCCAGATCATGAATGGCCTCTTCCACATTTCCcTGGGGGGACTGCTGATGATCCCC
ACAGGAGTTTTTGCACCCATCTGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGG
ATCACTCCTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATGAGCTCT
CTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTTAACATTACAGTTTCTCATTTTTT
AAAAATGGAGAGACTGGAACTGATTAAAACTCCCAAGCTATATGTTGATATCTACAACTGTGAGCCATCCAATT
CCTCAGAGAAAAACTCCCCATCTACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTG
ATGCTGATCTCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTGTGCT
CCAGGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACAATTAAAATGAAAGAAG
AAATCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAAGAGGAAATTGAAATTATTCCAGTGCAGGA
GGAAGAAGAAGAAGAAGCAGAAATAAACTTCCCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAA
TGAGaTCTCTCCTTAA

> Synthése séquencage 897NT

ATGACAACACCCAGAAATTCAGTGAGTGGACCTTTCCCAACAGAGCCTACAAAAGGACCC 60

CTCGCCATGCAACCTGCTCAAAAAGTAATCCCCAGAAGACCATCTTCACTGGTGGGCCCC 120
ACACAAAGCTTCTTCATGAGGGAATCAAAGGCTTTGGGGGCTGTCCAGATCATGAATGGC 180
CTCTTCCACATTTCCCTGGGGGGACTGCTGATGATCCCCACAGGAGTTTTTGCACCCATC 240
TGTTTGAGTGTATGGTACCCTCTGTGGGGAGGCATTATGTACATCATTTCAGGATCACTC 300
CTGGCAGCTGCAGCAGAGAAAACCTCCAGGAAGAGTTTGGTCAAAGCGAAAGTGATAATG 360
AGCTCTCTAAGCCTCTTTGCTGCCATTTCTGGAATAATTCTTTCAATCATGGACATACTT 420
AACATTACAGTTTCTCATTTTTTAAAAATGGAGAGACTGGAACTGATTAAAACTCCCAAG 480
CTATATGTTGATATCTACAACTGTGAGCCATCCAATTCCTCAGAGAAAAACTCCCCATCT 540
ACACAGTACTGTAACAGCGTGCAGTCTGTGTTCTTGGGCATTCTGTCGGTGATGCTGATC 600
TCTGCCTTCTTCCAGAAGCTCGTGACAGCCGGTGTTGTAGAGAATGAGTGGAAAAGAGTG 660
TGCTCCAGGCCCAAATCTAATGTGGTTCTGCTGTCAGCTGGAGAAAAAAAAGAGCAGACA 720
ATTAAAATGAAAGAAGAAATCATTGAGCTAAGTGGAGTATCTTCCCAACCAAAGAATGAA 780
GAGGAAATTGAAATTATTCCAGTGCAGGAGGAAGAAGAAGAAGAAGCAGAAATAAACTTC 840

CCAGCACCTCCCCAAGAGCAGGAATCCTTGCCAGTGGAAAATGAGaTCTCTCCTTAA 897
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