4)Dntt

Rattus norvegicus DNA
nucleotidylexotransferase (Dntt), mRNA

terminal deoxynucleotidyltransferase
o Référence NCBI : NM_001012461

e Taille 1532 NT

e Séquences protéique / NT :

MDPLQAVHLGPRKKRPRQTGASGASTPHDIRFRDLVLFILEKKM
GTTRRAFLMELARRKGFRVENELSDSVTHIVAENNSGSDVLEWLQLQNIKASSEFELL
DISWLIECMGAGKPVEMAGRHQLVVRRNPSLSPVPGSQTVPPPLMQKISQYACQRRT

T LNNHNQLFTDAFDILAENYEFRENEVSCLPFMRAASVLKSLSFPIVSMKDIEGIPCLG
DKVKCVIEGIIEDGESSEVKAVLNDERYKSFKLFTSVFGVGLKTAEKWFRMGFRTLSK
IKSDKSLRFTHMQKAGFLYYEDLVSCVNRAEAEAVSMLVKEAVVAFLPDALVTMTG
GFRRGKMTGHDVDFLITSPEATEEEEQQLLHKVTNFWRQQGLLLYCDIIESTFEKFKL

PSRKVDALDHFQKCFLILKLHRGLVRSEESGQQEGKDWKAIRVDLVMCPYERRAFAL
LGWTGSRQFERDLRRYATHERKMMLDNHALYDKTKRVFLEAESEEEIFAHLGLDYIE

PWER NA

atg gatccgctgc aagcagtcca cctgggtcct cggaagaaga

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

gaccgaggca
tggtcctctt
tggcccgaag
tggcagagaa
ccagctctga
aaccggtgga
ctgtcccagg
gtcagcggag
tggctgaaaa
cctctgtact
cttgcctagg
ctgaagtgaa
tgtttggcgt
gcaaaataaa
actatgaaga
ttaaggaggc
gcaggggtaa
aggaagaaga
ttttgtactg
tggacgccct
tgcgcagcga
tggtcatgtg
aatttgagag
acgctctgta
ttgcccatct

gacgggcgece
cattttggag
gaaagggttc
caactcggga
gttcgaactc
gatggcgggg
ctcccagacc
aaccacattg
ttatgagttt
gaaatctctg
ggacaaggtg
agctgtgtta
gggactgaag
gtcagacaaa
cctcgttagce
agttgtggca
gatgaccgga
gcagcagctc
cgacatcata
cgatcacttc
ggagagcggc
cccctatgag
agacttgcgg
tgacaagacc
gggattggac

tcaggggcct
aagaagatgg
agggtggaaa
tccgacgtcce
ttggacatct
agacatcagc
gttccgccac
aacaatcaca
agagagaatg
tcctteccca
aagtgtgtca
aatgatgagc
acagctgaga
agcctgaggt
tgtgtgaaca
tttcttccag
catgacgtag
ttgcataaag
gagtcgacct
cagaagtgct
cagcaggaag
cgccgggcect
cgctacgcca
aagagggtgt
tacattgaac

ccacacctca
gaacaactcg
atgagctcag
tggagtggct
cctggctgat
tcgttgtgag
ctctcatgca
accaactatt
aagtttcttg
tcgtcagcat
tagagggaat
gatataaatc
aatggttcag
tcacacacat
gggcagaagce
atgccttggt
actttctaat
taacaaactt
ttgaaaagtt
tccttattcet
gaaaggactg
tcgcecctgcet
cacacgagcg
ttcttgaagc
catgggaaag

cgacatccga
aagagccttc
tgactctgtc
ccagctacag
tgaatgcatg
aagaaaccct
gaagatctcc
cacggatgcg
tctgccattce
gaaagacata
tattgaagat
cttcaaactc
gatggggttc
gcagaaagca
agaggccgtc
caccatgact
taccagccca
ttggagacag
caagctgccc
gaagctgcac
gaaggccatc
cgggtggact
gaagatgatg
agaaagtgaa
aaatgcttaa

tttcgagact
ctcatggagc
acccacatcg
aacatcaaag
ggagccggga
tccctgagtce
cagtacgctt
tttgatatcc
atgcgagctg
gagggaattc
ggagaaagtt
tttacatctg
agaactctca
gggttcctct
agcatgctag
ggggggttcc
gaagccacag
caggggttgce
agcaggaagg
cgtggcctag
cgtgtagatc
ggatccaggc
ctggacaacc
gaagagatct



260.25Mb 260.30Mb 260.31Mb 260.32Mb

—— i Y & 11

—
Dntt-201 =
protein coding

< ACDS55443.7

e Amorces synthétisées :

Dntt_Ascl Fwd
tataGGCGCGCCa atg gatccgetge aageagtec

Dntt Notl Rev
ttaaGCGGCCGCa ttaagcatttetttcccatggtte

e Expériences :

e 29/10 PCR pfu 60°C pfu 50ul 40 cycles
o rate/DiTO/DiT24hLPS : les miens de fevrier
o 48h mix/SP/CTX faits le 28/10




o FlagBirA Dntt rate clone A

» B3Fwd rate 690NT

ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTCGGAAGAAGAGACCGAGGCAG
ACGGGCGCCTCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCC
TCTTCATTTTGGAGAAGAAGATGGGAACAACTCGAAGAGCCTTCCTCATGGAGCT
GGCCCGAAGGAAAGGGTTCAGGGTGGAAAATGAGCTCAGTGACTCTGTCACCCA
CATCGTGGCAGAGAACAACTCGGGATCCGACGTCCTGGAGTGGCTCCAGCTACA
GAACATCAAAGCCAGCTCTGAGTTCGAACTCTTGGACATCTCCTGGCTGATTGAA
TGCATGGGAGCTGGGAAACCGGTGGAGATGGCGGGGAGACATCAGCTCGTTGTG
AGAAGAAACCCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTC
CCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACATTGAACAATCA
CAACCAACTATTCACGGATGCGTTTGATATCCTGGCTGAAAATTATGAGTTTAGA
GAGAATGAAGTTTCTTGTCTGCCATTCATGCGAGCTGCCTCTGTACTGAAATCTCT
GTCCTTCCCCATCGTCAGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGAC
AAGGTGAAGTGTGTCATAGAGGGAATTATTGAA

» BGHRev 991INT

AGAGAGNATGANGTTTCTTGTCTNCCATTCATGCGAGCTGCCTNTGTACTGAAAT
NTCTGTCCTTCCCCATNGTCAGCATGAAAGACATAGANGGAATTCCTTGCCTAGG
GGACAAGGTGAAGTGTGTCATAGAGGGAATTATTGAAGATGGAGAAAGTTNTGA
AGTGAAAGCTGTGTTAAATGATGAGCGATATAAATCCNTNCAAACTCTTtACATCT
GTGTTTGGCGTGGGACTGAAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGA
ACTCTCAGCAAAATAAAGTCAGACAAAAGCCTGAGGTTCACACACATGCAGAAA
GCAGGGTTCCTCTACTATGAAGACCTCGTTAGCTGTGTGAACAGGGCAGAAGCAG
AGGCCGTCAGCATGCTAGTTAAGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTT
GGTCACCATGACTGGGGGGTTCCGCAGGGGTAAGATGACCGGACATGACGTAGA
CTTTCTAATTACCAGCCCAGAAGCCACAGAGGAAGAAGAGCAGCAGCTCTTGCAT
AAAGTAACAAACTTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAG
AGTCGACCTTTGAAAAGTTCAAGCTGCCCAGCAGGAAGGTGGACGCCCTCGATCA
CTTCCAGAAGTGCTTCCTTATTCTGAAGCTGCACCGTGGCCTAGTGCGCAGTGAG
GAGAGCGGCCAGCAGGAAGGAAAGGACTGGAAGGCCATCCGTGTAGATCTGGTC
ATGTGCCCCTATGAGCGCCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGC
AGTTTGAGAGAGACTTGCGGCGCTACGCCACACACGAGCGGAAGATGATGCTGG
ACAACCACGCTCTGTATGACAAGACCAAGAGGGTGTTTCTTGAAGCAGAAAGTG
AAGAAGAGATCTTTGCCCATCTGGGATTGGACTACATTGAACCATGGGAAAGAA
ATGCTTAA

» Synthése séquencage rate :.

ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTCGGAAGAAGAGACCGAGGCAGACGGGC 60

GCCTCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTG 120
GAGAAGAAGATGGGAACAACTCGAAGAGCCTTCCTCATGGAGCTGGCCCGAAGGAAAGGG 180
TTCAGGGTGGAAAATGAGCTCAGTGACTCTGTCACCCACATCGTGGCAGAGAACAACTCG 240
GGATCCGACGTCCTGGAGTGGCTCCAGCTACAGAACATCAAAGCCAGCTCTGAGTTCGAA 300
CTCTTGGACATCTCCTGGCTGATTGAATGCATGGGAGCTGGGAAACCGGTGGAGATGGCG 360
GGGAGACATCAGCTCGTTGTGAGAAGAAACCCTTCCCTGAGTCCTGTCCCAGGCTCCCAG 420
ACCGTTCCGCCACCTCCCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACA 480
TTGAACAATCACAACCAACTATTCACGGATGCGTTTGATATCCTGGCTGAAAATTATGAG 540
TTTAGAGAGAATGAAGTTTCTTGTCTGCCATTCATGCGAGCTGCCTCTGTACTGAAATCT 600
CTGTCCTTCCCCATCGTCAGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGACAAG 660



GTGAAGTGTGTCATAGAGGGAATTATTGAAGATGGAGAAAGTTNTGAAGTGAAAGCTGTG 177

TTAAATGATGAGCGATATAAATCCNTNCAAACTCTTtACATCTGTGTTTGGCGTGGGACT 237
GAAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGAACTCTCAGCAAAATAAAGTCAGA 297
CAAAAGCCTGAGGTTCACACACATGCAGAAAGCAGGGTTCCTCTACTATGAAGACCTCGT 357
TAGCTGTGTGAACAGGGCAGAAGCAGAGGCCGTCAGCATGCTAGTTAAGGAGGCAGTTGT 436
GGCATTTCTTCCAGATGCCTTGGTCACCATGACTGGGGGGTTCCGCAGGGGTAAGATGAC 496
CGGACATGACGTAGACTTTCTAATTACCAGCCCAGAAGCCACAGAGGAAGAAGAGCAGCA 556
GCTCTTGCATAAAGTAACAAACTTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACAT 616
CATAGAGTCGACCTTTGAAAAGTTCAAGCTGCCCAGCAGGAAGGTGGACGCCCTCGATCA 676
CTTCCAGAAGTGCTTCCTTATTCTGAAGCTGCACCGTGGCCTAGTGCGCAGTGAGGAGAG 736
CGGCCAGCAGGAAGGAAAGGACTGGAAGGCCATCCGTGTAGATCTGGTCATGTGCCCCTA 796
TGAGCGCCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGCAGTTTGAGAGAGACTT 856
GCGGCGCTACGCCACACACGAGCGGAAGATGATGCTGGACAACCACGCTCTGTATGACAA 916
GACCAAGAGGGTGTTTCTTGAAGCAGAAAGTGAAGAAGAGATCTTTGCCCATCTGGGATT 976
GGACTACATTGAACCATGGGAAAGAAATGCTTAA 1010

MDPLQAVHLGPRKKRPRQTGASGASTPHDIRFRDLVLFILEKKMGTTRRAFLMELARRKGFR
VENELSDSVTHIVAENNSGSDVLEWLQLQNIKASSEFELLDISWLIECMGAGKPVEMAGRHQL
VVRRNPSLSPVPGSQTVPPPPMQKISQYACQRRTTLNNHNQLFTDAFDILAENYEFRENEVSC
LPFMRAASVLKSLSFPIVSMKDIEGIPCLGDKVKCVIEGIIEDGESXEVKAVLNDERYKSXQTL
YICVWRGTEDS-EMVQDGVQNSQQNKVRQKPEVHTHAESRVPLL-RPR-
LCEQGRSRGRQHAS-GGSCGISSRCLGHHDWGVPQG-DDRT-RRLSNYQPRSHRGRRAAALA-
SNKLLETAGVAFVLRHHRVDL-KVQAAQQEGGRPRSLPEVLPYSEAAPWPSAQ-
GERPAGRKGLEGHPCRSGHVPL-APGLRPARVDWIQAV-ERLAALRHTRAEDDAGQPRSV-
QDQEGVS-SRK-RRDLCPSGIGLH-TMGKKCL

> Blast contre banque rat

Max | Total Query E Per. | Acc.

Score Score Cover walue Ident  Len
-

Description Common Name Accession

Rattus norvegicus DNA nucleotidylexotransferase (Dntt), mRNA MNorway rat 2796 2796 100% 0.0 99.54% 1851 MM _001012461.1

> Différence Séquencage/CDS au niveau NT :




seq
cds
Consensus

seq
cds
Consensus

seq
cids
Conzensus

s6eq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cids
Conzensus

seq
cds
Consensus

seq
cds
Consensus

seq
cds
Consensus

seq
cids
Consensus

seq
cds
Consensus

1 10 20 30 40 50 B0 70 a0 90 100 110 120 130

1 1
ATGGATCCGCTGCAAGCAGTCCACCTGAGTCCTCGGARGARGAGACCGAGGCAGACGGGCGLLTCAGGGECCTCCACACCTCACGACATCCGATTTCGAGACTTRGTCCTCTTCATTTTGGAGAAGAAGA
ATGGATCCGCTGCAAGCAGTCCACCTGRGTCC TCGGARGARGAGACCGAGGCAGACGGGCGLCTCAGGGGECCTCCACACCTCACGACATCCGATTTCGAGACTTRGTCCTCTTCATTTTGGAGAAGARGA
ATGGATCCGCTGCAAGCAGTCCACCTGREGTCC TCGGARGARGAGACCGAGGCAGACGGGCGCCTCAGGGECCTCCACACCTCACGACATCCGATTTCGAGACTTRGTCCTCTTCATTTTGGAGAAGARGA

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 I
TGGGARCARCTCGARGAGCCTTCCTCATGGAGC TGGCCCGAAGGARAGGGTTCAGGGTGGAAAATGAGCTCAGTGACTCTGTCACCCACATCGTGGCAGAGARCAACTCGGGATCCGACGTCCTGGAGTG
TGGGAACAACTCGAAGAGCCTTCCTCATGGAGCTGGCCCGARGGARRGGGT TCAGGGTGGRARATGAGC TCAGTGACTCTGTCACCCACATCGTGGCAGAGARCAACTCGGGATCCGACGTCCTGGAGTG
TGGGAACARCTCGAAGAGCC TTCCTCATGGAGE TEGCCCGARGGARAGGGT TCAGGGTGGARAATGAGC TCAGTGACTCTGTCACCCACATCGTGGCAGAGARCARCTCGGEATCCGACGTCCTGRAGTG

261 270 280 290 300 310 320 330 340 350 360 Erl 380 390
I I
GCTCCAGCTACAGARCATCARAGCCAGCTCTGAGTTCGARCTCTTGGACATCTCCTGGCTGATTGARTGCATGGGAGC TGGGAAACCGGTGGAGATGGCGGGGAGACATCAGCTCGTTGTGAGAAGARAC
GCTCCAGCTACAGARCATCARAGCCAGCTCTGAGTTCGARCTCTTGGACATCTCCTGGCTGATTGARTGCATGGGAGCCGGGARACCGGTGGAGATGGCGGGGAGACATCAGCTCGTTGTGAGAAGARAC
GCTCCAGCTACAGARCATCARAGCCAGCTCTGAGTTCGARCTCTTGGACATCTCCTGGCTGATTGARTGCATGGGAGCcGGGARACCGGTGGAGATGGCGEGGAGACATCAGCTCGTTGTGAGAAGARAC

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

I I
CCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTCCCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACATTGARCARTCACARCCARCTATTCACGGATGCGTTTGATA
CCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTCTCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACATTGARCARTCACARCCARCTATTCACGGATGCGTTTGATA
CCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTCeCATGCAGARGATCTCCCAGTACGCTTGTCAGCGGAGAACCACATTGARCARTCACARCCARCTATTCACGGATGCGTTTGATA

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

1 1
TCCTGGCTGARAATTATGAGTTTAGAGAGARTGARGTTTCTTGTCTGCCATTCATGCGAGCTRCCTCTGTACTGARATCTCTGTCCTTCCCCATCGTCAGCATGARRGACATAGAGGGAATTCCTTGCCT
TCCTGGCTGARAATTATGAGTTTAGAGAGARTGARGTTTCTTGTCTGCCATTCATGCGAGCTRCCTCTGTACTGARATCTCTGTCCTTCCCCATCGTCAGCATGARRGACATAGAGGGAATTCCTTGCCT
TCCTGGCTGARAATTATGAGTTTAGAGAGAATGARGTTTCTTGTCTGCCATTCATGCGAGC TRCCTCTGTACTGARATCTCTGTCCTTCCCCATCGTCAGCATGARRGACATAGAGEGAATTCCTTGCCT

651 660 670 680 690 00 10 720 730 240 750 760 770 780
I 1
AGGGGACARGGTGARGTGTGTCATAGAGGGARTTATTGARGATGGAGAAAGT THTGARGTGARAGC TGTGTTARRTGATGAGCGATATAARATCCHTHCARACTCTTTACATCTGTGTTTGGCGTGGGACT
AGGGGACARGGTGAAGTGTGTCATAGAGGGARTTATTGARGATGGAGARAGT TCTGAAGTGARAGC TGTGTTARRTGATGAGCGATATRARTCCTT-CARRCTCTTTACATCTGTGTTTGGCGTGGGACT
AGGGGACARGGTGAAGTGTGTCATAGAGGGARTTATTGARGATGGAGARAGT TnTGAAGTGARAGC TGTGTTARRTGATGAGCGATATRARTCCT , CARARCTCTTTACATCTGTGTTTGGCGTGGGACT

781 790 800 810 a20 830 840 a50 860 a70 80 890 00 910
I I
GAAGACAGCTGAGAAATGGT TCAGGATGGGGT TCAGARCTCTCAGCARAATARAGT CAGACARARGCC TGAGGT TCACACACATGCAGAAAGCAGGGTTCCTCTACTATGARGACCTCGTTAGCTGTGTG
GARGACAGCTGAGAAATGGT TCAGGATGGGGTTCAGARC TCTCAGCARAATARAGTCAGACAAARGCCTGAGGT TCACACACATGCAGAAAGCAGGGTTCCTCTACTATGAAGACCTCGTTAGCTGTGTG
GARGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGARC TCTCAGCARAATARAGTCAGACAAARGCCTGAGGTTCACACACATGCAGAAAGCAGGGTTCCTCTACTATGARGACCTCGTTAGCTGTGTG

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

I

ARCAGGGCAGARGCAGAGGCCGTCAGCATGC TAGT TARGGAGGCAGTTGTGGCATTTCTTCCAGATGCC TTGGTCACCATGACTGGGGGGT TCCGCAGGGG TARGATGACCGGACATGACGTAGACTTTC
ARCAGGGCAGARGCAGAGGCCGTCAGCATGC TAGT TARGGAGGCAGTTGTGGCATTTCTTCCAGATGCC TTGGTCACCATGACTGGGGGGT TCCGCAGGGG TARGATGACCGGACATGACGTAGACTTTC
ARCAGGGCAGARGCAGAGGCCGTCAGCATGC TAGT TARGGAGGCAGTTGTGGCATTTCTTCCAGATGCC TTGETCACCATGACTGGGGGGT TCCGCAGGGG TARGATGACCGGACATGACGTAGACTTTC

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

TAATTACCAGCCCAGARGCCACAGAGGARGARGAGCAGCAGCTCTTGCATARAGTAACARRC TT TTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCAAGCT
TAATTACCAGCCCAGARGCCACAGAGGARGARGAGCAGCAGCTCTTGCATARAGTAACARRC TTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCAAGCT
TAATTACCAGCCCAGARGCCACAGAGGARGARGAGCAGCAGCTCTTGCATARAGTAACARRC TTTTGGAGACAGCAGGGETTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCAAGCT

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

GCCCAGCAGGARGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGARGC TGCACCGTGGCCTAGTGCGCAGT! GGCCAGL TGGARGGCCATCCGTGTA
GCCCAGCAGGARGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGAAGC TGCACCGTGGCCTAGTGCGCAGCGAGGAGAGCGGCCAGCAGGARGGARAGGACTGGARGGCCATCCGTGTA
GCCCAGCAGGARGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGAAGC TGCACCGTGGCCTAGTGCGCAGEGAGGAGAGCGGCCAGCAGGARGGAARGGACTGGARGGCCATCCGTGTA

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
I I
GATCTGGTCATGTGCCCCTATGAGCGCCGGECCTTCGCCCTRCTCGGGTGGACTGGATCCAGGCAGT TTGAGAGAGACTTGCGGCGCTACGCCACACACGAGCGGARGATGATGC TGGACARCCACGCTC
GATCTGGTCATGTGCCCCTATGAGCGLCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGCART TTGAGAGAGACTTGCGGCGC TACGCCACACACGAGCGGARGATGATGC TGGACARCCACGCTC
GATCTGGTCATGTGCCCCTATGAGCGLCGRGCCTTCGCCCTRCTCGGATGGACTRGATCCAGGCAATTTGAGAGAGACTTGLGGCGCTACGCCACACACGAGCGGARGATGATGC TGGACARCCACGCTC

1431 1440 1450 1460 1470 1480 1490 1500 1510 1520 15301534
I |

TGTATGACARGACCARGAGGGTGTTTCTTGARGCAGARAGTGARGARGAGATCTTTGCCCATCTGGGAT TGGACTACATTGARCCATGGGAAAGARATGCTTAR
TGTATGACARGACCARGAGGGTGTTTCTTGARGCAGARAGTGARGARGAGATCTTTGCCCATCTGGGAT TGGACTACATTGARCCATGGGARAGARATGCTTAR
TGTATGACARGACCARGAGGGTGTTTCTTGARGCAGARAGTGARGARGAGATCTTTGCCCATCTGGGAT TGGACTACATTGARCCATGGGARAGARATGCTTAR

Vérifier avec séquencage interne si décalage avant 750 est vérifié

Primer interne : Dntt_int 558Fwd : ttcttgtctgccattcatge



o FlagBirA Dntt rate clone B

> B3Fwd rate 851INT

ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTCGGAAGAAGAGACCGAGGCAGACGGGCGCCTCAGGGGC
CTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTGGAGAAGAAGATGGGAACAACTCGAA
GAGCCTTCCTCATGGAGCTGGCCCGAAGGAAAGGGTTCAGGGTGGAAAATGAGCTCAGTGACTCTGTCACCC
ACATCGTGGCAGAGAACAACTCGGGATCCGACGTCCTGGAGTGGCTCCAGCTACAGAACATCAAAGCCAGCTC
TGAGTTCGAACTCTTGGACATCTCCTGGCTGATTGAATGCATGGGAGCTGGGAAACCGGTGGAGATGGCGGG
GAGACATCAGCTCGTTGTGAGAAGAAACCCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTC
CCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACATTGAACAATCACAACCAACTATTCACGGAT
GCGTTTGATATCCTGGCTGAAAATTATGAGTTTAGAGAGAATGAAGTTTCTTGTCTGCCATTCATGCGAGCTGC
CTCTGTACTGAAATCTCTGTCCTTCCccATCGTCAGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGANA
AGGTGAAGTGTGTCATAGAGGGAATTATTGNANANNGGAGAANGTTNNTGNANNTGNAAGNNNNNGTNA
ANNGNNNANCNNNATNANTCNNNNNANCNNNNNNATCNNTGTNNNGNNTGGGANTGAAGACNNNNNA
NNNATNNNTNNNNNTGNNNNTNCNNAANTCTCAGNNAANNNAAGTNNNNNNNAANCC

» BGHRev 1086NT

NNAGNNNNCCCAGTNCGCTNTNNNNNAGANCNNCATTGNNNNATCANNNCNAANTANTNNNGGATGCNNTGANAN
NNNNGCTGAAAATNATGAGTTTAGNGAGAATGAAGTTTCTTNTNTGCCATTCATGCGAGCTGCCTCNGTACTGAANTCTC
TGTCCTTNCCCATCGTCAGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGACAAGGTGAAGTGTGTCATAGAGGGA
ATTATTGAAGATGGAGAAAGTTCTGAAGTNNNGCTGTGTTAAATGATGAGCGATATAAATCCTTCAAACTCTTTACATCTG
TGTTTGGCGTGGGACTGAAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGAACTCTCAGCAAAATAAAGTCAGACAA
AAGCcTGAGGTTCACACACATGCAGAAAGCAGGGTTCCTCTACTATGAAGACCTCGTtAGCTGTGTGAACAGGGCAGAAG
CAGAGGCCGTCAGCaTGCTAGTTAAGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGGGGGGTTCC
GCAGGGGTAAGATGACCGGACATGACGTAGACTTTCTAATTACCAGCCCAGAAGCCACAGAGGAAGAAGAGCAGCAGCT
CTTGCATAAAGTAACAAACTTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGAAAAGTT
CAAGCTGCCCAGCAGGAAGGTGGACGCCCTCGATCACTTCCAGAAGTGCTTCCTTATTCTGAAGCTGCACCGTGGCCTAGT
GCGCAGTGAGGAGAGCGGCCAGCAGGAAGGAAAGGACTGGAAGGCCATCCGTGTAGATCTGGTCATGTGCCCCTATGA
GCGCCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGCAGTTTGAGAGAGACTTGCGGCGCTACGCCACACACGAG
CGGAAGATGATGCTGGACAACCACGCTCTGTATGACAAGACCAAGAGGGTGTTTCTTGAAGCAGAAAGTGAAGAAGAGA
TCTTTGCCCATCTGGGATTGGACTACATTGAACCATGGGAAAGAAATGCTTAA

» Seq int 1110NT

CTCTGTCCTTCCNNTCGTCNGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGACAAGGTGAAGTGTGTCATAGAGG
GAATTATTGAAGATGGAGAAAGTTCTGAAGTGAAAGCTGTGTTAAATGATGAGCGATATAAATCCTTCAAACTCTTTACAT
CTGTGTTTGGCGTGGGACTGAAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGAACTCTCAGCAAAATAAAGTCAGAC
AAAAGCCTGAGGTTCACACACATGCAGAAAGCAGGGTTCCTCTACTATGAAGACCTCGTTAGCTGTGTGAACAGGGCAGA
AGCAGAGGCCGTCAGCATGCTAGTTAAGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGGGGGGT
TCCGCAGGGGTAAGATGACCGGACATGACGTAGACTTTCTAATTACCAGCCCAGAAGCCACAGAGGAAGAAGAGCAGCA
GCTCTTGCATAAAGTAACAAACTTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGAAAA
GTTCAAGCTGCCCAGCAGGAAGGTGGACGCCCTCGATCACTTCCAGAAGTGCTTCCTTATTCTGAAGCTGCACCGTGGCCT
AGTGCGCAGTGAGGAGAGCGGCCAGCAGGAAGGAAAGGACTGGAAGGCCATCCGTGTAGATCTGGTCATGTGCCCCTAT
GAGCGCCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGCAGTTTGAGAGAGACTTGCGGCGCTNCGCCACACACG
AGCGGAAGATGATGCTGGACAACCACGCTCTGTATGACAAGACCAAGANGGTGTTTCTTGAAGCNNAAAGTGAANAAGA
NATCTTTGCCCATCTGGGNNTGNACTACATTGAACCATGGGAAAGAAATGNTTAATGCGGCCGCCTAACTCGAGTCTAGA
GGGNCCGTTTAAACCCGNTGATCAGCCTCNACTGNGCCTTCNANTTGCCAGCCATCTGTGNTTGCCCCTCCCCNNGNCNT
NCTTGNCCCTNGAANGNNNCNCTCCNNCTGTCNTTNNTANTAAAANGANNAAANTGNNTCNNNTNNNNTGA

» Synthése séquencage rate

ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTCGGAAGAAGAGACCGAGGCAGACGGGC 60



GCCTCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTG 120

GAGAAGAAGATGGGAACAACTCGAAGAGCCTTCCTCATGGAGCTGGCCCGAAGGAAAGGG 180
TTCAGGGTGGAAAATGAGCTCAGTGACTCTGTCACCCACATCGTGGCAGAGAACAACTCG 240
GGATCCGACGTCCTGGAGTGGCTCCAGCTACAGAACATCAAAGCCAGCTCTGAGTTCGAA 300
CTCTTGGACATCTCCTGGCTGATTGAATGCATGGGAGCTGGGAAACCGGTGGAGATGGCG 360
GGGAGACATCAGCTCGTTGTGAGAAGAAACCCTTCCCTGAGTCCTGTCCCAGGCTCCCAG 420
ACCGTTCCGCCACCTCCCATGCAGAAGATCTCCCAGTACGCTTGTCAGCGGAGAACCACA 480
TTGAACAATCACAACCAACTATTCACGGATGCGTTTGATATCCTGGCTGAAAATTATGAG 540
TTTAGAGAGAATGAAGTTTCTTGTCTGCCATTCATGCGAGCTGCCTCTGTACTGAAATCT 600
CTGTCCTTCCccATCGTCAGCATGAAAGACATAGAGGGAATTCCTTGCCTAGGGGACAAG 660

GTGAAGTGTGTCATAGAGGGAATTATTGAAGATGGAGAAAGTTCTGAAGTGAAAGCTGTG
TTAAATGATGAGCGATATAAATCCTTCAAACTCTTTACATCTGTGTTTGGCGTGGG
ACTGAAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGAACTCTCAGCAAAATAAAGT
CAGACAAAAGCCTGAGGTTCACACACATGCAGAAAGCAGGGTTCCTCTACTATGAAGACC
TCGTTAGCTGTGTGAACAGGGCAGAAGCAGAGGCCGTCAGCATGCTAGTTAAGGAGGCAG
TTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGGGGGGTTCCGCAGGGGTAAGA
TGACCGGACATGACGTAGACTTTCTAATTACCAGCCCAGAAGCCACAGAGGAAGAAGAGC
AGCAGCTCTTGCATAAAGTAACAAACTTTTGGAGACAGCAGGGGTTGCTTTTGTACTGCG
ACATCATAGAGTCGACCTTTGAAAAGTTCAAGCTGCCCAGCAGGAAGGTGGACGCCCTCG
ATCACTTCCAGAAGTGCTTCCTTATTCTGAAGCTGCACCGTGGCCTAGTGCGCAGTGAGG
AGAGCGGCCAGCAGGAAGGAAAGGACTGGAAGGCCATCCGTGTAGATCTGGTCATGTGCC
CCTATGAGCGCCGGGCCTTCGCCCTGCTCGGGTGGACTGGATCCAGGCAGTTTGAGAGAG
ACTTGCGGCGCTACGCCACACACGAGCGGAAGATGATGCTGGACAACCACGCTCTGTATG
ACAAGACCAAGAGGGTGTTTCTTGAAGCAGAAAGTGAAGAAGAGATCTTTGCCCATCTGG
GATTGGACTACATTGAACCATGGGAAAGAAATGCTTAA

MDPLQAVHLGPRKKRPRQTGASGASTPHDIRFRDLVLFILEKKMGTTRRAFLMELARRKGFR
VENELSDSVTHIVAENNSGSDVLEWLQLQNIKASSEFELLDISWLIECMGAGKPVEMAGRHQL
VVRRNPSLSPVPGSQTVPPPPMQKISQYACQRRTTLNNHNQLFTDAFDILAENYEFRENEVSC
LPFMRAASVLKSLSFPIVSMKDIEGIPCLGDKVKCVIEGIIEDGESSEVKAVLNDERYKSFKLFT
SVFGVGLKTAEKWFRMGFRTLSKIKSDKSLRFTHMQKAGFLYYEDLVSCVNRAEAEAVSML
VKEAVVAFLPDALVTMTGGFRRGKMTGHDVDFLITSPEATEEEEQQLLHKVTNFWRQQGLL
LYCDIIESTFEKFKLPSRKVDALDHFQKCFLILKLHRGLVRSEESGQQEGKDWKAIRVDLVMC
PYERRAFALLGWTGSRQFERDLRRYATHERKMMLDNHALYDKTKRVFLEAESEEEIFAHLGL
DYIEPWERNA-

» Blast contre banque rat

e TTmmn T Score Score Cover walue | Ident | Len ALLessIun
b

Rattus norvegicus DNA nucleatidylexotransferase (Dntt), mRNA Rattus norvegicus 2809 2809 100% 0.0 99.74% 1851 NM_001012461.1

» Différence Séquencage/CDS au niveau NT :



1 10 20 30 40 50 1] 0 80 90 100 110 120 130

| I
seq ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTL L GCAGACGGGCGCC TCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTGGAGAAGAAGA
cds ATGGATCCGCTGCAAGCAGTCCACCTGGGTCCTL GCAGA SCGCCTCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTGGAGARGAAGA

Consensus  ATGGATCCGCTGCARGCAGTCCACCTGGGTCCTL CGAGGCAGACGGGCGCCTCAGGGGCCTCCACACCTCACGACATCCGATTTCGAGACTTGGTCCTCTTCATTTTGGAGARGAAGA

131 140 150 160 170 180 130 200 210 220 230 240 250 260

| I
seq TGGGARCARCTCGAAGAGCCTTCCTCATGGAGC TGGLCCGARGGARAGGGTTCAGGG TGGARAATGAGC TCAGTGACTCTGTCACCCACATCGTGGCAGAGAARCARCTCGGGATCCGACGTCCTGGAGTG
cds TGGGARCARCTCGAAGAGCCTTCCTCATGGAGC TGGLCCGARGGARAGGGTTCAGGG TGGARAATGAGC TCAGTGACTCTGTCACCCACATCGTGGCAGAGAARCARCTCGGGATCCGACGTCCTGGAGTG

Consensus TGGGAACARCTCGAAGAGCCTTCCTCATGGAGC TGGCCCGAAGGARAGGETTCAGGG TGGARAATGAGC TCAGTGACTCTGTCACCCACATCGTGGCAGAGARCARCTCGGGATCCGACGTCCTGGAGTG

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

| I
seq GLCTCCAGCTACAGAACATCARAGCCAGCTCTGAGTTCGAACTCTTGGACATCTCCTGGCTGATTGARTGCATGGGAGCTGGGARRCCGGTGGAGATGGCGGGGAGACATCAGCTCGTTGTGAGARGAAAL
cds GCTCCAGCTACAGAACATCARAGCCAGCTCTGAGTTCGAACTCTTGGACATCTCCTGGCTGATTGARTGCATGGGAGCCGGGARACCGGTGEAGATGGCGGGGAGACATCAGCTCGTTGTGAGARGAAAL

Consensus  GCTCCAGCTRACAGARCATCARRGCCAGCTCTGAGTTCGAACTCTTGGACATCTCCTGGLTGATTGARTGCATGGGAGC cGGGARACCGGTGEAGATGGCGGGGAGACATCAGCTCGTTGTGAGARGAAAL

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

| I
seq CCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTCCCATGCAGARGATCTCCCAGTACGLTTGTCAGCGGAGARCCACATTGARCARTCACARCCARCTATTCACGGATGCGTTTGATA
cds CCTTCCCTGAGTCCTGTCCCAGGCTCCCAGACCGTTCCGCCACCTCTCATGCAGARGATCTCCCAGTACGLTTGTCAGCGGAGARCCACATTGARCARTCACARCCARCTATTCACGGATGCGTTTGATA

Consensus CCTTCCCTGRAGTCCTGTCCCAGGLTCCCAGACCGTTCCGCCACCTCeCATGCAGARGATCTCCCAGTACGLTTGTCAGCGGAGARCCACATTGAACARTCACARCCARCTATTCACGGATGCGTTTGATA

521 530 540 550 560 570 580 530 GO0 610 620 630 640 650

| 1
geq TCCTGGCTGAAAATTATGAGTTTAGAGAGARTGARGTTTCTTGTCTGCCATTCATGCGAGC TGCCTCTGTACTGAAATCTCTGTCCTTCCCCATCGTCAGCATGARAGACATAGAGGGARTTCCTTGCCT
cds TCCTGGCTGAAAATTATGAGTTTAGAGAGARTGARGTTTCTTGTCTGCCATTCATGCGAGC TGCCTCTGTACTGAAATCTCTGTCCTTCCCCATCGTCAGCATGARAGACATAGAGGGARTTCCTTGCCT

Conzensus TCCTGGCTGRAAATTATGAGTTTAGAGAGARTGRAAGTTTCTTGTCTGCCATTCATGCGAGCTGCCTCTGTACTGARATCTCTGTCCTTCCCCATCGTCAGCATGARAGACATAGAGGGARTTCCTTGCCT

651 B0 670 6BO 690 Foo 710 720 730 740 750 760 70 780

| I
zeq AGGGGACARGGTGAAGTGTGTCATAGAGGGARTTATTGAAGATGGAGARAGTTCTGARGTGARAGCTGTGTTARATGATGAGCGATATARATCCTTCARACTCTTTACATCTGTGTTTGGLGTGGEACTG
cds AGGGGACARGGTGAAGTGTGTCATAGAGGGARTTATTGAAGATGGAGARAGT TCTGARGTGARAGCTGTGTTARATGATGAGCGATATARATCCTTCARACTCTTTACATCTGTGTTTGGCGTGGEACTG

Conzensus AGGGGACARGGTGARGTGTGTCATAGAGGGAATTATTGAAGATGGAGAARGT TCTGARGTGARAGCTGTGTTARATGATGAGCGATATARRTCCTTCARACTCTTTACATCTGTGTTTGGLGTGGEACTG

781 790 800 a10 820 830 840 850 860 870 880 830 900 910

| I
zeq AAGACAGCTGAGARATGGTTCAGGATGGGGTTCAGAAC TCTCAGCARAATAAAGTCAGACARAAGCCTGAGGT TCACACACATGCAGARAGCAGGGTTCCTCTACTATGARGACCTCGTTAGCTGTGTGA
cds AAGACAGCTGAGARATGGTTCAGGATGGGGTTCAGAACTCTCAGCARAATAAAGTCAGACARAAGCCTGAGGT TCACACACATGCAGARAGCAGGGTTCCTCTACTATGARGACCTCGTTAGCTGTGTGA

Conzensus AAGACAGCTGAGAAATGGTTCAGGATGGGGTTCAGAACTCTCAGCARAATARAGTCAGACARAAGCCTGAGGT TCACACACATGCAGARAGCAGGGTTCCTCTACTATGARGACCTCGTTAGCTGTGTGA

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

| 1

zeq ACAGGGCAGRAGCAGAGGCCGTCAGCATGCTAGTTARGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGGGGGGT TCCGCAGGGGTARGATGACCGGACATGACGTAGACTTTCT

cds ACAGGGCAGRAGCAGAGGCCGTCAGCATGCTAGTTARGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGEGGGGT TCCGCAGGGGTARGATGACCGGACATGACGTAGACTTTCT
Conzensus ACAGGGCAGRAGCAGAGGCCGTCAGCATGCTAGTTARGGAGGCAGTTGTGGCATTTCTTCCAGATGCCTTGGTCACCATGACTGEGGGGT TCCGCAGGGGTARGATGACCGGACATGACGTAGACTTTCT

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

seq AATTACCAGCCCAGAAGCCACAGAGGAAGARGAGCAGCAGCTCTTGCATARAGTARCARACT TTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCARGCTG
cds  AATTACCAGCCCAGAAGCCACAGAGGAAGARGAGCAGCAGCTCTTGCATARAGTARCARACT TTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCARGCTG
Consensus  AATTACCAGCCCAGARGCCACRGAGGARAGARGAGCAGCAGCTCTTGCATARAGTARCAARCT TTTGGAGACAGCAGGGGTTGCTTTTGTACTGCGACATCATAGAGTCGACCTTTGARARGTTCARGCTG

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

seq CCCAGCAGGRAGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGARGCTGCACCGTGGCCTAGTGCGCAGTGAGGAGAGCGGCCAGCAGGAAGGARAGGAL TGGARGGCCATCCGTGTAG
cds CCCAGCAGGRAGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGARGCTGCACCGTGGCCTAGTGCGCAGCGAGGAGAGCGGCCAGCAGGANGGARAGGAC TGGARGGCCATCCGTGTAG
Consensus CCCAGCAGGRAGGTGGACGCCCTCGATCACTTCCAGARGTGCTTCCTTATTCTGARGCTGCACCGTGGCCTAGTGLGCAGGAGGAGAGCGGCCAGCAGGAAGGARAGGAL TGGARGGCCATCCGTGTAG

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

seq ATCTGGTCATGTGCCCCTATGAGCGCCGGGCCTTCGCCCTGCTCGEGTGEACTGGATCCAGGCAGT TTGAGAGAGACT TGCGGLGE TACGCCACACACGAGCGGARGATGATGCTGGACARCCACGCTCT
cds ATCTGGTCATGTGCCCCTATGAGCGCCGGGCCTTCGCCCTGCTCGGGTGEACTGGATCCAGGCAATTTGAGAGAGACT TGCGGLGE TACGCCACACACGAGCGGARGATGATGCTGGACARCCACGCTCT
Consensus  ATCTGGTCATGTGCCCCTATGAGCGLCGGGCCTTCGLCCTGCTCGEGETGEACTGGATCCAGGLAAT TTGAGAGAGACT TGCGECEL TACGCCACACACGAGCGGARGATGATGC TGGACARCCACGCTCT

1431 1440 1450 1460 1470 1480 1480 1500 1510 1520 1534533
| I

seq GTATGACARGACCARGAGGGTGTTTCTTGARGCAGAAAGT GARGARGAGATCTTTGCCCATC TRGGATTGGACTACAT TGARCCATGEGARAGARATGCTTAA
cds GTATGACARGACCAAGAGGGTGTTTCTTGARGCAGARAGT GARGARGAGATCTTTGCCCATC TRGGATTGGACTACAT TGARCCATGEGARAGARRTGCTTAA
Consensus GTATGACARGACCAAGAGGGTGTTTCTTGARGCAGARAGTGARGARGAGATCTTTGCCCATC TGGGATTGGAC TACAT TGARCCATGEGARAGARATGCTTAA

4 mutations

> Différence au niveau protéique :

Description Scientific Name Max | Lo uuery = S e
vpt - Score Score Cover value Ident | Len Accession
- - - -
DMA nucleotidylexotransferase [Rattus norvegicus] Rattus norvegicus 1057 1057 100% 00 99.80% 510 MNP 001012479 1
deoxynucleoctidyltransferase,_terminal [Rattus norvegicus] Rattus norvegicus 1004 1004 94% 00 9979% 4600 EDL941951
DMA-directed DNA/RNA polymerase mu [Rattus nomvegicus] Rattus norvegicus 390 390  98%  1e-130 42.49% 495 NP 001011912 1
1 10 20 30 40 50 B0 0 80 90 100 110 120 130

| 1
seq HOPLOAYHLGPRKKRPRATGASGASTPHOIRFROLYLFILEKKHGT TRRAFLHELARRKGFRYEHELSDSY THIYAENHSGSDYLEHLOLONIKASSEFELLDISHL TECHGAGKPYEHAGRHAL YYRRH
ref  HOPLOAYHLGPRKKRPROTGASGASTPHOIRFROLVLFILEKKHGT TRRAFLHELARRKGFRYEHELSDSYTHIVAENHSGSDYLEHLOLONIKASSEFELLDISHL TECHGAGKPYEHAGRHAL YYRRH

Consensus  HDPLOAYHLGPRKKRPRATGASGASTPHOIRFROLYLFILEKKHGT TRRAFLHELARRKGFRYEHELSDSYTHIVAENHSGSDVLEHLALANIKASSEFELLDTSHLIECHGAGKPYENAGRHAOLYYRRH

131 140 150 160 170 180 190 200 210 220 230 240 2510 260

| |

seq PSLSPYPGSOTYPPPPHOKISOYACORRTTLHHHHOLF TDRFDILAENYEFRENEYSCLPFHRARSYLKSLSFPIVSHKDIEGIPCLGDKYKCYIEGIIEDGESSEVKAYLNDERYKSFKLF TSYFGYGL

ref PSLSPYPGSOTYPPPLHOKISOYACQRRTTLHHHHOLF TDRFDILAENYEFRENEYSCLPFHRARSYLKSLSFPIVSHKDIEGIPCLGDKYKCYIEGIIEDGESSEVKAYLNDERYKSFKLFTSYFGYGL
Consensus  PSLSPYPGSOTYPPP1NOKISOYACORRTTLHHHNOLFTDAFDILAENYEFRENEYSCLPFHRARSYLKSLSFPIYSHKDIEGIPCLGDKYKCYIEGITEDGESSEYKAYLNDERYKSFKLFTSYFGYGL

261 270 280 290 300 30 320 330 340 350 360 370 380 390

| I
seq KTAEKHFRHGFRTLSKIKSDKSLRFTHHOKAGFLYYEDLYSCYHRAEAEAYSHLYKERYYAFLPDALYTHTGGFRRGKATGHDYDFLITSPEATEEEEQOL L HKYTHFHROAGLLLYCDITESTFEKFKL
ref KTAEKHFRHGFRTLSKIKSDKSLRFTHHOKAGFLYYEDLYSCYHRAEAEAYSHLYKERYYAFLPDALYTHTGGFRRGKATGHDYDFLITSPEATEEEEQQL L HKYTHFHRAAGLLLYCDITESTFEKFKL

Consensus  KTAEKHFRAGFRTLSKIKSDKSLRFTHHOKAGFLYYEDLYSCYHRAEAEAYSHLYKERYYAFLPDALY THTGGFRRGKHTGHDYDFLITSPEATEEEEQOLLHKYTHFHROBGLLLYCDITESTFEKFKL

391 400 410 420 430 440 450 461 470 480 430 500 510

| |

seq  PSRKYDALDHFOKCFLILKLHRGLYRSEESGAOEGKDHKATRYDLYHCPYERRAFALLGHTGSRAFERDLRRYATHERKHHLDNHALYDKTKRYFLEAESEEETFAHLGLDYIEPHERHA

ref  PSRKYDALDHFOKCFLILKLHRGLYRSEESGAOEGKDHKATRYDLYHCPYERRAFALLGHTGSRAFERDLRRYATHERKHHLDNHALYDKTKRYFLEAESEEETFAHLGLDYIEPHERHA
Consensus  PSRKYDALDHFOKCFLILKLHRGLYRSEESGOOEGKDHKATRYDLYHCPYERRAFALLGHTGSROFERDLRRYATHERKHHLDHHALYDKTKRYFLEAESEEETFAHLGLOYTEPHERHA

Dntt rate clone B OK
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