Supplementary File 9: Sequence of Dnmt3bb.1, Dnmt3bb.2 and Dnmt3ba mutants. Catalytic site is
underlined. TALEN target sequences are in green. Aminoacids coded on the wrong reading frame
after the mutation site are italicized and red.

DNMT3BB.1 E17 (A6)

w GG p F DMV I G GG S P C N DL S I V N P A R

Dnmt3bb.1 TGGGGGCCCTTTGACATGGTGATTGGTGGAAGTCCCTGTAATGACCTTTCAATTGTCAACCCTGCTAGG 1940
PEETETEEEE et e r e FEETEEEEErr et e e e el
Dnmt3bb. 1 (A6) TGGGGGCCCTTTGACATGGTGATTGGTGGA-~~~~~ TGTAATGACCTTTCAATTGTCAACCCTGCTAGG 1934
W G P F DM V I G G C N DL S I V N P A R
Dnmt3bb. 1 MRKEEIKKSSEIVMPSNKYPSAESDKMTATAAMNRDT SVGDGLSENDSGLEMTSENSPLT 60
FErrrrrrrrrrrrrrerr e e e et e e et e e e e e e e e
Dnmt 3bb. 1 (A6) MRKEEIKKSSEIVMPSNKYPSAESDKMTATAAMNRDT SVGDGLSENDSGLEMTSENSPLT 60
Dnmt3bb.1 PAEPPSPFCPKQNGGAASPADESVNSIRRKRSRKRSDTEEDSAWDSSNSEEKAEVGSGCE 120
FErrrrrrrrrrrrrrerr e e e et e e et e e e e e e e e
Dnmt 3bb. 1 (A6) PAEPPSPFCPKQNGGAASPADESVNSIRRKRSRKRSDTEEDSAWDSSNSEEKAEVGSGCE 120
Dnmt3bb. 1 TGLRQRPRPRTIFQAGLTAHSKPRSRERGHSKEDHSDLVASVPEGPALELMEQDSKDSAQ 180
FErrrrrrrrrrrrrrerr e e e et e e et e e e e e e e e
Dnmt 3bb. 1 (A6) TGLRQRPRPRTIFQAGLTAHSKPRSRERGHSKEDHSDLVASVPEGPALELMEQDSKDSAQ 180
Dnmt3bb.1 SSTTSTSTTETASQPEYKDNKGFGIGELVWGKIKGFSWWPGMVVTWRATGRRQASHGMRW 240
FErrrrrrrrrrrrrrerr et e ettt e et e e e e e e e
Dnmt 3bb. 1 (A6) SSTTSTSTTETASQPEYKDNKGFGIGELVWGKIKGFSWWPGMVVTWRATGRRQASHGMRW 240
Dnmt3bb.1 LOWFGDGKFSEVSADKLDSITAFPKFFNQSSYTKLASYRRAIFQALEVASLRAEKTFPPS 300
FErrrrrrrrrrrrrrerr e et e et r e e e e e e e
Dnmt3bb. 1 (A6) LOWFGDGKFSEVSADKLDSITAFPKFFNQSSYTKLASYRRAIFQALEVASLRAEKTFPPS 300
Dnmt3bb.1 EADSLEEQVKPMLDWAHGGFLPKGQEGLKPKENAEYCVFPLASESSTLLESSPPEFPPSA 360
FEErrrrrrrrrrrrrerr e e e e et e e e e e e e e e e e
Dnmt3bb. 1 (A6) EADSLEEQVKPMLDWAHGGFLPKGQEGLKPKENAEYCVFPLASESSTLLESSPPEFPPSA 360
Dnmt3bb.1 KRARLPLNKAKPGIEEVYSREQMVNEVLKNHRSIEEFCLSCGKTRVATFHPLFEGGLCLT 420
FEEEErrrrrrrrrr e e et e e e e e e e e e e
Dnmt3bb. 1 (A6) KRARLPLNKAKPGIEEVYSREQMVNEVLKNHRSIEEFCLSCGKTRVATFHPLFEGGLCLT 420
Dnmt 3bb.1 CKDAYLENSYMYDDDGYQSYCTVCCGGREMLLCGNANCCRCICVDCLDILVGAGAANSAR 480
FErrrrrrrerrrrrrerr et e e et e e e e e e e e e e e e e
Dnmt3bb. 1 (A6) CKDAYLENSYMYDDDGYQSYCTVCCGGREMLLCGNANCCRCICVDCLDILVGAGAANSAR 480
Dnmt 3bb.1 NLDPWRCYMCQPLQQYGVLKKRHDWSLKLQEFFVNDSGQEFESPKIYPAVPAEQRRPIRV 540
FEEEEErr e et e e e e e e e e e e e e e e
Dnmt3bb. 1 (A6) NLDPWRCYMCQPLQQYGVLKKRHDWSLKLQEFFVNDSGQEFESPKIYPAVPAEQRRPIRV 540
Dnmt 3bb.1 LSLFDGIATGYLVLRDLGFKVDLYIASEVCEDSISVGAVRHEGKIQYVHDVRNITRKNIA 600
FEEEEErr e e e et e e et e e e e e e e
Dnmt3bb. 1 (A6) LSLFDGIATGYLVLRDLGFKVDLYIASEVCEDSISVGAVRHEGKIQYVHDVRNITRKNIA 600
Dnmt 3bb. 1 EWGPFDMVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLSEAKPKEGEDRPFFWMFE 660
FEEErrrreer  rrr e e e e e e e e e e e e e e e
Dnmt3bb. 1 (A6) EWGPFDMVIGG--CNDLSIVNPARKGLYEGTGRLFFEFYRLLSEAKPKEGEDRPFFWMFE 660
Dnmt 3bb. 1 NVVAMSVNDKRDISRFLECNPVMIDAIEVSAAHRARY FWGNLPGMKRPLCASGMDKLELQ 720
FEEEEEETrrr e e e e e e e e e e e e e e e e e e e
Dnmt3bb. 1 (A6) NVVAMSVNDKRDISRFLECNPVMIDAIEVSAAHRARY FWGNLPGMKRPLCASGMDKLELQ 720
Dnmt3bb. 1 DCLEHGRVAKFGKVRTITTRSNSIKQGKDQHFPVMMNGKEDILWCTELERIFGFPVHYTD 780
FEELEEEEE e et e e e et e e e e e e e e e e e e
Dnmt 3bb. 1 (A6) DCLEHGRVAKFGKVRTITTRSNSIKQGKDQHFPVMMNGKEDILWCTELERIFGFPVHYTD 780
Dnmt 3bb. 1 VSNMGRGARQKLLGRSWSVPVIRHLFAPLKDYFACE 816

FEETEEEEErrr ettt e
Dnmt3bb.1 (A6) VSNMGRGARQKLLGRSWSVPVIRHLFAPLKDYFACE 816



DNMT3BB.2 E20 (A5+13)

w GG P F D L L I G G s P C N D L S I V N P A R
Dnmt3bb. 2 TGGGGTCCATTTGATCTTCTCATTGGTGGA-———————————— AGTCCATGTAATGACTTGTCCATAGTCAATCCTGCTCGG 3949
FEEETEEErrr e e I FEEEEEEEr et e e e
Dnmt3bb.2 (A5+13) TGGGGTCCATTTGATCTTCTCATTGGTGGAGAAGATCAATGTAA-———— TGTAATGACTTGTCCATAGTCAATCCTGCTCGG 3957
w 6 p F DL L I G G E D Q C N v M T C P *
Dnmt 3bb. 2 MVADVKIGDDKQSLCELLDWLNGLLQATFSQVEDTCSGAAFCQLMDI IQPGSIDVTKVNE 60
Lrerrrereerereererrerrrr et
Dnmt3bb.2 (A5+13) MVADVKIGDDKQSLCELLDWLNGLLQATFSQVEDTCSGAAFCQLMDIIQPGSIDVTKVNE 60
Dnmt 3bb. 2 TAEENLDILNNYNLLQEAFSKAQIQKELELTLLVNGDIMTTCDLLTWFKDMYDHNFAKQK 120
Frrrrrrrrrrrrrrrerrrrrrrr e et r e e e e
Dnmt3bb.2 (A5+13) TAEENLDILNNYNLLQEAFSKAQIQKELELTLLVNGDIMTTCDLLTWFKDMYDHNFAKQK 120
Dnmt3bb. 2 CNPQVAFIKPEVVSLKSSREFET IEKENVSSLYNTEETSSNQKTQHVEKTSQESVSWSPL 180
Frrrrrrrrrrrrrrrerrrrrrrrrrr e et e e e e
Dnmt3bb.2 (A5+13) CNPQVAFIKPEVVSLKSSREFETIEKENVSSLYNTEETSSNQKTQHVEKTSQESVSWSPL 180
Dnmt3bb. 2 TSFIRKYGSSTLTDDESNNVNSKDCPGOKSFGDITPFWRQTPYCLYLLHGVELEDDKKAS 240
FEEEEEEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrerrrrrrrd
Dnmt3bb.2 (A5+13) TSFIRKYGSSTLTDDESNNVNSKDCPGQKSFGDITPFWRQTPYCLYLLHGVELEDDKKAS 240
Dnmt3bb. 2 VLLLGFFDKETGENKIRLLDVVYPTKESTEDICNYILDTLRKIGIPLFNMAILYSDEPDH 300
FEEEEEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrerrrrrrrd
Dnmt3bb.2 (A5+13) VLLLGFFDKETGENKIRLLDVVYPTKESTEDICNYILDTLRKIGIPLENMAILYSDFPDH 300
Dnmt 3bb. 2 EHLVAGLQLMKAEIVSLCGLTDLTGQVCHSGVEKIEFSDLILNLITEIYKHFPSFPADLQ 360
FEEEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrerrrrrrred
Dnmt3bb.2 (A5+13) EHLVAGLQLMKAEIVSLCGLTDLTGQVCHSGVEKIEFSDLILNLITEIYKHFPSFPADLQ 360
Dnmt 3bb. 2 ALLEDVVGSDIDNLTSQCSLFWRIIKKIPLAWSHLENYFGSLGTEEEAVCLLLEDPKIKL 420
FEEEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrerrrrrrrrrerrrrrrnred
Dnmt3bb.2 (A5+13) ALLEDVVGSDIDNLTSQCSLFWRIIKKIPLAWSHLENYFGSLGTEEEAVCLLLEDPKIKL 420
Dnmt 3bb. 2 NVLFLTHALQPLCDFQEIIDQGASVLQLLODASKLLRLYTQSFLRPKAAEYFHRRGKTSL 480
FErrrrrrrrrrrrrre e e et e ettt e e e e e e
Dnmt3bb.2 (A5+13) NVLFLTHALQPLCDFQEI IDQGASVLOLLODASKLLRLYTQSFLRPKAAEYFHRRGKTSL 480
Dnmt 3bb. 2 VQETVGHLPRGEVAVGEQAADFLQQHSEELSDYLETFHSSIISFYTTVTVNIVKRLPLPD 540
Frrrrrrrrrrrrrrrerrrrrrrr e et r e e e e
Dnmt3bb.2 (A5+13) VQETVGHLPRGEVAVGEQAADFLOQHSEELSDYLETFHSSIISFYTTVTVNIVKRLPLPD 540
Dnmt3bb. 2 STLRNLSLVLSPGKKLEVTGKMVQDLGVGFGVCIRPDNVSLLTDEFLEYQLIDGGDTGSV 600
FEEEEEEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrred
Dnmt3bb.2 (A5+13) STLRNLSLVLSPGKKLEVTGKMVQDLGVGFGVCIRPDNVSLLTDEFLEYQLIDGGDTGSV 600
Dnmt3bb. 2 DQPTEKYWQTELRIMGNASNFGKLIVSLLALPKTLKKEI I FKQMFQQOTDYLKMMRKEDCE 660
FEEEEEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrerrrrrrrnd
Dnmt3bb.2 (A5+13) DQPTEKYWQTELRIMGNASNFGKLIVSLLALPKTLKKEI IFKQMFQQTDYLKMMRKEDCE 660
Dnmt 3bb. 2 EKDMMEDDVTDSSSYKSAPSHLSPETQGSSISDVIDLTEMDETIGPVEIEDIAPMDVDDIV 720
FEEEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrerrerrrrrrrd
Dnmt3bb.2 (A5+13) EKDMMEDDVTDSSSYKSAPSHLSPETQGSSISDVIDLTEMDE IGPVEIEDIAPMDVDDIV 720
Dnmt 3bb. 2 SISSDSETENQKVNVPHVSIVLDDDDDDDDEMTDDDDDYGCEAGEVMWKY SKNKGNTQNE 780
FEEEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrerrrrerrrrrrrerrrrrrred
Dnmt3bb.2 (A5+13) SISSDSETENQKVNVPHVSIVLDDDDDDDDEMTDDDDDYGCEAGEVMWKYSKNKGNTQNE 780
Dnmt 3bb. 2 MTDNTYQGGFSVGEMVLGPIEGFGLWPGLVQSWDSERPCGSMRKVIFFGNGMQTEVQADS 840
FErrrrrrrrrrrrrre e e et e ettt e e e e e
Dnmt3bb.2 (A5+13) MTDNTYQGGFSVGEMVLGPIEGFGLWPGLVQSWDSERPCGSMRKVIFFGNGMQTEVQADS 840
Dnmt 3bb. 2 LLPFSSLAKCFCSNSFATVMAYKDAIFSSLOVASRRSRMFFSPESESKDELLRVMLNWAE 900
FErrrrrrrrrrrrrrerrrrr et e et r e e e e
Dnmt3bb.2 (A5+13) LLPFSSLAKCFCSNSFATVMAYKDATFSSLOVASRRSRMFFSPESESKDELLRVMLNWAF 900

Dnmt3bb. 2 GGFEPLGADGLQPQAEY SVKVKKGKRKNPTGKLEFNLTVPLNKIPESLDLNNGSVDLGTTD 960
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2 (A5+13)

2 (A5+13)

ADKKRLYSKWNGRSMQOTVKIRRKYKQRNKNITIPTVQIESRONSQKRHOMVHEFLKNKRK I

FErrrrrrrrrrrrrrrr e e e e e e e e e e e e e e e
ADKKRLY SKWNGRSMQTVKIRRKYKQRNKNIIPTVQIESRONSQKRHOMVHEFLKNKRKI

EDFCLSCGSMSVDIIHPLFEGKLCTNCKENFTETLYRYDEDGYQSYCTVCCSGMEVILCG

FErrrrrrrrrerrrrrr e e e e e e e e e e e e e e e e
EDFCLSCGSMSVDIIHPLFEGKLCTNCKFNFTETLYRYDEDGYQSYCTVCCSGMEVILCG

HDSCCRSEFCVDCLDILVCQGTFDQLKNVDPWTCYLCAPETSSGALKPRHDWSIRVQEFFA

FErrrrrrrrrrrrrrrr e e e et e e e e e e e e e e e
HDSCCRSFCVDCLDILVCQGTFDQLKNVDPWTCYLCAPETSSGALKPRHDWS IRVQEFFA

NDTGMEFEPHRVYPSIPAIQRRPIRVLSLEDGIATGYLVLRDLGFKVEKYVASEIDEEST

FErrrrrrrrrrrrrrr e et e ettt r e e e
NDTGMEFEPHRVYPSIPAIQRRPIRVLSLEDGIATGYLVLRDLGFKVEKYVASEIDEEST

TISMVNHDGKITQVDDVKNITKKHIEQWGPFDLLIGGSPCNDLSIVNPARKGLYEGTGRL

FErrrrrrrrrr e e e e
TISMVNHDGKITQVDDVKNITKKHIEQWGPFDLLIGGEDCNVMTCP

FFEYYRLLNVLKPKEDDPQPFFWLFENVTFMQTHVKADICRFLECNPVLVDAVKVSPAHR

ARYFWGNIPGMNRPITASONDKLCLQECLEPGRTAKYEKVRTITTRONSLKQGTNDAHFEP

VIMNGKDDHIWITELEKIFGFPKHYTDVKSMGRPQRQRVLGKSWSVPVIRHLLAPLKDYF

ACDEFPVK 1448
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DNMT3Ba E20 (A5+6)

G P F DL L I G G s P C N D L S M VvV N P A R K G
Dnmt 3ba GGGCCATTTGACCTTCTGATTGGCGTGGAAGTCCTTGTAATG--———— ACTTGTCCATGGTGAATCCAGCCAGAAAAGGT 3839
Domt3ba (35+6)  GGCCATTTGACCTICTCATTGCTEGAAGTCCT IO TARTGTCATGS -~~~ TCCATGSTOAATECACCCACAAAAGET | 3840
G p F DL L I G G S P C N V M V H G E S S QO K R
Dnmt 3ba MATNVSLEPNNPDDKCSRYEVLGWINETLQTNFTQVEQCRSGACFCQLIDLLFPGTINLK 60
Domt3bal  MATNVSLEPNNPDDKCSRYEVLGWINETLOTNFTQVEQCRSGACFCQLIDLLEPGTINLK 60
Dnmt 3ba KVKFESQKRSDFMONYGLLQAAFRDLEVTEPVPVNELLSGKFRPNFTYLKWEKKFEFYANV 120
bhmt3ba  KVKFESQKRSDFMONYCLLQAAFRDLEVIEPVPVNELLSGKFRENFTYLKWFKKFFYANV 120
Dnmt 3ba KQERVYNAFEARDGQEIVPVDDVMKSPKALKSSYESGRAGEESDMEINGGRRSATYDPKW 180
bomt3ba  KQERVYNAFEARDGOETVPVDDVMKSPKALKSSYESGRAGEESDMETNGGRRSATYDPKH 180
Dnmt 3ba ORNLKWIRASDMGDNYAYCTTCDYNIILLAGFHDLKRHQLTONHMKHETGRTNLPGRKQI 240
bhmt3ba  QRNIKWTRASDMGDNYAYCTTCDYNTTLLAGFRDLKRHQLTQNSMKHETGRTNLEGRKQT 240
Dnmt 3ba EESISCSETMLLFIQSHCLSSLPSRINRVSQRTARCILGLKYPNDIVSACKLNPYCIYIY 300
bhmt3ba  EESTSCSETMLLFIQSHCLSSLPSRINRVSQRTARCILGLKYPNDIVSACKLNPYCTYTY 300
Dnmt 3ba GQVPLDVKTGDKTNCHVVLAGFFEEKQARYCIRFLDVFQPEDSASSVSGGLFSILKKFEI 360
brmt3ba  GQVPLDVKTGDKTNCAVVLAGFFEEKQARYCTRFLDVFQPEDSASSVSGGLFSTLKKFEI 360
Dnmt 3ba PASNMVAVYINDHELTSESVVSQIRELNPQVIDLGGLYSIPDTACSAGLQTHSVQVQELI 420
bomt3ba  PASNMVAVYINDHELTSESVVSQTRELNPQVIDLGGLYSTPDTACSAGLOTHSVOVOELT 420
Dnmt3ba ANIYRHFSTGSTSNDNLKMLFAGIDGLKVHSNPLSNSEEFCVLVKRIHEMWSDLVSYFSS 480
bomt3ba  ANTYRHFSTGSTSNDNLKMLFAGTDGLKVHSNPLSNSEEFCVLVKRIHEMWSDLVSYFSS 480
Dnmt 3ba CDENNDNVKQICSQLENPKIRLTLMFLDQALGPLRAFGOHLQQSKSSVRADLVEILREAS 540
Domt3ba  CDENNDNVKQICSQLENPKTRLTIMFLDQALGPLRAFGOHLQOSKSSVRADLVETLREAS 540
Dnmt 3ba GLLRSYASSFLRPQAVIRYLKEQDPAILDNEAFCLPAAELSLGGVLEDFISAREEELADE 600
bomt3ba  GLLASYASSFLRPQAVIRYIKEQDPATLDNEAFCLPAABLSLGGVLEDFTSAREEELADE 600
Dnmt 3ba LSTEFYNECLAIYKTLTTSIAASLPLSDSVLRAISQLLSPAGRLKVTGKNIVDLAVRFGFC 660
bomt3ba  LSTFYNECLATYKTLITSTAASLPLSDSVLRAISQLLSPAGRLKVIGKNTVDLAVRFGEC 660
Dnmt3ba SKPEDSAKLNDEFLEYQLAEEENLSSTHSIERYWCTVLKTFPPTSVFKRLVLCLLVLPSP 720
bomt3ba  SKPEDSAKLNDEFLEYQLABEENLSSTHSTERYWCTVLKTFPPTSVFKRLVLCLLVLPSE 120
Dnmt 3ba SLDATKIFAQAIENGDADQLDDSSSESDTDMTKELDSNDDNSLDNSELQISPIKNGIMKK 780
bomt3ba  SLDATKIFAQATENGDADQLDDSSSESDTDMIKELDSNDDNSLONSELQTSPTKNGIMKK 780
Dnmt 3ba SRRSTSETVQHSNAVKPCVVRLEKITSQREVNLKNDGAKNDGTLTSNTLKEVKNDLSNST 840

FErrrrrrrrrrrrrrrerrrrerrrrrrrr et e e e e e e e e e e e e e
Dnmt3ba SRRSTSETVQHSNAVKPCVVRLEKITSQREVNLKNDGAKNDGTLTSNTLKEVKNDLSNST 840



Dnmt 3ba

Dnmt3ba

Dnmt3ba

Dnmt 3ba

Dnmt3ba

Dnmt 3ba

Dnmt 3ba

Dnmt3ba

Dnmt 3ba

Dnmt3ba

Dnmt3ba

Dnmt 3ba

Dnmt3ba

Dnmt 3ba

Dnmt3ba

Dnmt3ba

PSPRRGKRDQAYNDGKGFAVGELVWGKVKDEFSLWPGLVVPWKGRIVPVSMRRVEWEFGDGM

Frrrrrrerrrrrrreerrrerrrrrrrerrrrrrrrrrrrrrrrrr e e e e e e e
PSPRRGKRDQAYNDGKGFAVGELVWGKVKDEFSLWPGLVVPWKGRIVPVSMRRVEWFGDGM

FSEIHTDGLLPFGAFSKNFCSKSYEGLPTYKNAIYQILELAAERSGKLEFPPSEKKGEEVK
Frrrrrrrrrrrrrreerrrerrrrrrrerrrrrrrrr et e rrrr e e e e e
FSEIHTDGLLPFGAFSKNFCSKSYEGLPTYKNAIYQILELAAERSGKLEFPPSEKKGEEVK

AMMDWAFGGFQPMGADGEFLPSADSSASNKTESDSSVSDYQPPAKRKYVEFKNRPSTQECNR
Frrrrrrrerrrrrrrrerrrrerrerrrrr e e e e e e e e e e e e e e e e e e
AMMDWAFGGFQPMGADGFLPSADSSASNKTESDSSVSDYQPPAKRKYVEKNRPSTQECNR

DOMVQEVTSKGRKIEDFCLSCGSSNTEIFHPLFKGSLCIKCKENFTETLYRYDDDGYQSY
Frrrrrrrrrrrrrrrrerrrrerrerrrrr e e e e e e e e e e e e e e e e
DOMVQEVTSKGRKIEDFCLSCGSSNTEIFHPLFKGSLCIKCKENFTETLYRYDDDGYQSY

CTVCCAGLEVILCGNASCCRCFCKDCLNVLVGPGTFDKLKEVDPWSCYVCLPSKCYGVLK
FErrrrrerrrrrrrrrrrrrrerrrrrrrr e e e e e e e e e e e e e e e e
CTVCCAGLEVILCGNASCCRCEFCKDCLNVLVGPGTFDKLKEVDPWSCYVCLPSKCYGVLK

LRTDWSVRVQEFFANNSAFEFEPHRVYPSIPAHKRRPIRVLSLEFDGIATGYLVLKDLGFEK
Frrrrrrrrrrrrrreerrrerrrrrrrerrrrrrrrr e e rrrr e e e e e
LRTDWSVRVQEFFANNSAFEFEPHRVYPSIPAHKRRPIRVLSLEDGIATGYLVLKDLGEFK

LERYIASEICEDSIAVGMVKHEGKIEYVKDVRTITRKHLAEWGPFDLLIGGSPCNDLSMV
FErrrrrrrrrrrrrrerrrre e e et rrr e e et e et e e e e e
LERYIASEICEDSIAVGMVKHEGKIEYVKDVRTITRKHLAEWGPEFDLLIGGSPCNVMVHG

NPARKGLFEGTGRLEFFEYYRMLTMMRPKEDDDRPFFWLFENVVAMSAHDKADICRELECN

ESSQKRSF* 1268

EGTGRLFFEYYRMLTMMRPKEDDDRPFFWLFENVVAMSAHDKADICREFLECNPVMIDAVK
VSPAVSPAHRARYFWGNLPGMNRPVATSLTDNVDLODCLESGRTAMESKVRTITTKSNST
KOGKTGPLPVTMNGKEDYLWCTEMEKIFGFPKHYTDVNNMGRGOQROKVLGRSWSVPVIRH

LFAPLKDYFACE*
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