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Motif 2 First Zinc Finger (Zn)

CVCMHCGKLLLDEHNELMRQALAIKDSKKRFAAIWTLCKTKM
CVCMHCGKLILDEHNELMRQALATKDSKKRFAAIWTLCKTKM
CVCWNCGKLKIDSSNPKENDTQRYRDPKNRLNAVWNVCKTKM
CVCKTCGALLLNTREQDVHKKLQHMTGLNRLRQVAKMAEAK -
CVCKTCGALLLNTREQDVHKKLQHMTGLNRLRQVAKMAEAK -
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Second Zinc Finger (Zn)

VCETDVPSEDD---—-—- PTQLVSRG-—-—————-—— GCGNTQPTIRKDGLKL
VCETDVPSEDD-—----- PTQLVSRG—--—-——---— GCGNTQPTIRKDGLKL
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Second Zinc Finger (Zn)

VGSWKKDRATGDADEPELRVLSTEEILNIFKHISVKDFTSLGFNEVESRP
VGSWKKDRATGDADEPELRVLSTEEILNIFKHISVKDETSLGENEVESRP
WGSWK--RGKDESDLPEKRLLSPLEVHTIFTHISSEDLAHLGLNEQYARP
YGIYPTLVIKAVHEEQD-AEWHADKVRQVLDRVSDDDARLMGEFDPQRCHP
YGIYPTLVIKAVHEEQD-AEWHADKVRQVLDRVSDDDARLMGEFDPQRCHP
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Motif 1B
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NGAPHHAIEEAESLLQFHVATYMDNDIAGQPQALQKSGRPVKSIRARLKG
NGAPHHAIEEAESLLQFHVATYMDNDIAGQPQALQKSGRPVKSIRARLKG
EGAPAHIVSEYEQLLQFHVATYMDNEIAGQPQALQKSGRPLKSIRARLKG
ESDVQAAIDRSRALLQEHVATYEFNNASTYYKPTKVNDTKKLKSLTERLKG
ESDVQAAIDRSRALLQEHVATYFNNASTYYKPTKVNDTKKLKSLTERLKG

kokok  kkkkk ook . . LKk, * Kk K

ELDQVGVPKSIAKTLTYPEVVT
ELDQVGVPKSIAKTLTYPEVVT
ISLDELGVPRSIAKTLTYPETVT
DVDEVGVPFSVAMTLTEFPERVN
DVDEVGVPFSVAMTLTFPERVN

* kK ek < T ek e ekhkk Kek KAkKekKk K

PYNIDRLTQLVRNGPNEHPGAKYVIRDSGDRIDLRYSKRAGDIQLQYGWK
PYNIDRLTQLVRNGPNEHPGAKYVIRDSGDRIDLRYSKRAGDIQLQYGWK
PYNIYQLQELVRNGPDEHPGAKYITRDTGERIDLRYHKRAGDIPLRYGWR
TINKKRLTEFARR--TVYPSANYIHHPNGTITKLALLRDRSKVTLNIGDV
TVNKKRLTEFARR--TVYPSANYTHHPNGTITKLALLRDRSKVTLNIGDV
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EETRAELSQLCAVPLQIVSPQSNKPCMGIVQDTLCGI
EETRAELSQLCAVPLQIVSPQSNKPCMGIVQDTLCGI
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LLTKAELIEMMMVPKNEFVSPNKSAPCMGIVQDSLLGS
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Kkekkoe o KKk e e kKK . Kk KKK KKK K K

RKLTLRDTFIELDQVLNMLYWVPDWDGVIPTPAIIKPKPLWSGKQILSVA
RKLTLRDTFIELDQVLNMLYWVPDWDGVIPTPAIIKPKPLWSGKQILSVA
RKFSLRDNFLTRNAVMNIMLWVPDWDGILPPPVILKPKVLWTGKQILSLI
YRLTDKDTFLDKYFVQSVALWLDLWQ--LPIPAILKPRPLWTGKQVFSLI
YRLTDKDTFLDKYFVQSVALWLDLWQ——LPIPAILKPRPLWTGKQVFSLI
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IPNGIHLOQRFDEGTTLLSPKDNGMLIIDGQIIFGVVEKKTVGSSNGGLIH
IPNGIHLQRFDEGTTLLSPKDNGMLIIDGQIIFGVVEKKTVGSSNGGLIH
IPKGINLIRDDDKQSLSNPTDSGMLIENGEIIYGVVDKKTVGASQGGLVH
LPEVNHPATPQDRPPFPHN-DSVVMIRRGQLLCGPITKSIVGAAPGSLIH
LPEVNHPATPQDRPPFPHN DSVVMIRRGQLLCGPITKSIVGAAPGSLIH
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VVTREKGPQVCAKLFGNIQKVVNFWLLHNGFSTGIGDTIADGPTMREITE
VVTREKGPQVCAKLEFGNIQKVVNFWLLHNGEFSTGIGDTIADGPTMREITE
TIWKEKGPEICKGFFNGIQRVVNYWLLHNGFSIGIGDTIADADTMKEVTR
VIFNEHGSDEVARFINGVQRVTTFFLLNFGEFSVGVQDTVADSDTLRQMND
VIFNEHGSDEVARFINGVQRVTTFFLLNFGFSVGVQDTVADSDTLRQMND
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TIAEAKKKVLDVTKEAQANLLTAKHGMTLRESFEDNVVRFLNEARDKAGR
TIAEAKKKVLDVTKEAQANLLTAKHGMTLRESFEDNVVRFLNEARDKAGR
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LAEVNLKDLNNVKQMVMAGSKGSFINIAQMSACVGQQSVEGKRIAFGFEFVD
LAEVNLKDLNNVKQMVMAGSKGSFINIAQMSACVGQQSVEGKRIAFGEFVD
SAEHSLKDSNNVKOMVAAGSKGSFINISQMSACVGQQIVEGKRIPFGEKY
KALSNVRRTNSFKVMIEAGSKGTDLNICQIAVFVGQONVAGSRIPFGFRR
KALSNVRRTNSFKVMIEAGSKGTDLNICQIAVFVGQONVAGSRIPFGFRR
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RTLPHFSKDDYSPESKGFVENSYL
RTLPHFSKDDYSPESKGEFVENSYL
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RTLPHFMLDDYGETSRGMANRGYV.
RTLPHFMLDDYGETSRGMANRGYV
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QRRLVKALEDIMVHYDNTTRNSLGNVIQFIYGEDGMDAAHIEKQ
QRRLVKALEDIMVHYDNTTRNSLGNVIQFIYGEDGMDAAHIEKQ
QRRLVKAMEDVMVRYDGTVRNAMGDIIQFAYGEDGLDATLVEYQ
QRKLIKALEDVHAAYDGTVRNANDELIQFMYGEDGLDGARIEGG

QRKLIKALEDVHAAYDGTVRNANDELIQFMYGEDGLDGARIEGG
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SLDTIGGSD----- AAFEKRYRVDLLNTDHTLDPSLLESG-SEILGDLKL
SLDTIGGSD-—---- AAFEKRYRVDLLNTDHTLDPSLLESG-SEILGDLKL
VFDSLRLST-—----— KQFEKKYRIDLME-DRSLSLYMENS—--—--IENDSSV

QLFPLPFRDDKEMEDTYKYEYDVDGTFSGKVGGNYMDPHVRKMLRADPQON

QLFPLPFRDDKEMEDTYKYEYDVDGTFSGKVGGNYMDPHVRKMLRADPQON
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QVLLDEEYKQLVKDRKFLR-EVEFVDG--EANWPLPVNIRRIIQNAQQTFH
QVLLDEEYKQLVKDRKFLR-EVFVDG--EANWPLPVNIRRIIQNAQQTFH
QODLLDEEYTQLVADRELLCKFIFPKG--DARWPLPVNVOQRIIQNALQIFH
VRKLQEEYEQLTADREWSRKMLDLEDRDKLKLNLPVNPGRLIQNARSTMG
VRKLQEEYEQLTADREWSRKMLDLEDRDKLKLNLPVNPGRLIQNARSTMG

* * Kk K ** ** H .. . . * Kk kK * * Kk Kk
IDHTKPSDLTIKDIVLGVKDLQENLLVLRG-—=-——--—-—-— KNEIIQNAQR
IDHTKPSDLTIKDIVLGVKDLOQENLLVLRG-—-———-————— KNEIIQNAQR
LEAKKPTDLLPSDIINGLNELIAKLTIFRG--——-=-——--—-— SDRITRDVON

KRSQ-VSNLSPITIIDHVRKLOQEDLMKLFPSYHRGGDGYIRNTLSRERIE

KRSQ-VSNLSPITIIDHVRKLOQEDLMKLFPSYHRGGDGYIRNTLSRERIE
.ok * . . * * . . . ..

DAVTLFCCLLRSRLATRRVLQEYRLTKQAFDWVLSNIEAQFLRSVVHPGE
DAVTLFCCLLRSRLATRRVLQEYRLTKQAFDWVLSNIEAQFLRSVVHPGE
NATLLFQILLRSKFAVKRVIMEYRLNKVAFEWIMGEVEARFQQAVVSPGE
SALTLENVHLRQLLASKRVLKEYKLNDRAFEYLLKEIRTKYHQSLTTPGE
SALTLFNVHLRQLLASKRVLKEYKLNDRAFEYLLKEIRTKYHQSLTTPGE
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MVGVLAAQST
MVGVLAAQST
MVGTLAAQSI
NIGAIAAQSC
NIGAIAAQSC

ek e kkkKk

ASKKVTSGVPRLKEILNVAKNMK
ASKKVTSGVPRLKEILNVAKNMK
SSKNVTLGVPRLKEILNVAKNIK
SSKNVTLGVPRLLELLNVSRNQK
SSKNVTLGVPRLLELLNVSRNQK

ckKkekk Kkhkkhkk Kekkke ok K

TPSLTVYLEPGHAADQEQAKLIRSAIEHTTLKSVTIASEIYYDPDPRSTV
TPSLTVYLEPGHAADQEQAKLIRSAIEHTTLKSVTIASEIYYDPDPRSTV
TPSLTIYLMPWIAANMDLAKNVQTQIEHTTLSTVTSATEIHYDPDPQDTV
HASMTVSLFPPYDEKRN-AQKAQHLIEYCTLESITRRIQFIYDPDPRHTV
HASMTVSLFPPYDEKRN-AQKAQHLIEYCTLESITRRIQFIYDPDPRHTV
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IPEDEEIIQLHFSLLDEE----AEQSFDQQSPWLLRLELDRAAMNDKDLT
IPEDEEIIQLHFSLLDEE----AEQSFDQQSPWLLRLELDRAAMNDKDLT
IEEDKDFVEAFFAIPDEE----VEENLYKQSPWLLRLELDRAKMLDKKLS

VEADRDILELEWNVMDESDAELRIQEVVAGSPWVVRLELDVDMVTDKALD
VEADRDILELEWNVMDESDAELRIQEVVAGSPWVVRLELDVDMVTDKALD

Kk e e e e PR KAK e e KKK KK o kk ok

MGQVGERIKQTFKNDLFVIWSEDNDEKLIIRCRVVRP---KSLDAETEAE
MGQVGERIKQTFKNDLFVIWSEDNDEKLIIRCRVVRP ---KSLDAETEAE

MSDVAGKIAESFERDLFTIWSEDNADKLIIRCRITIRDDDRKAEDDDNMIE
MKDVKQAILRVDESYIIETGMANNVRQRTIRMRSRYN-—-——-—-——-—-— EGAD
MKDVKQAILRVDESYIIETGMANNVRQRTIRMRSRYN ————————— EGAD

* ek * . * K K

EDHMLKKIENTMLENITLRGVENIERVVMMKY -DRKVPSPTGEYVKEPEW
EDHMLKKIENTMLENITLRGVENIERVVMMKY -DRKVPSPTGEYVKEPEW
EDVFLKTIEGHMLESISLRGVPNITRVYMMEH-KIVRQIEDGTFERADEW
SIPKLKREIPALLARVHLRGIPGVRRALLKDTTEFTVDQATGKMSGNKIW
SIPKLKREIPALLARVHLRGIPGVRRALLKDTTEFTVDQATGKMSGNKIW
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LYKEVYNVIASDGSYVNYRHMALLVDVMTTQGGLTSVTRHGEFNRSNT -GA
LYKEVYNVIASDGSYVNYRHMALLVDVMTTQGGLTSVTRHGENRSNT -GA
LLKELRNVIEFDGSYVNYRHLALLCDVMTSRGHLMAITRHGINRAET -GA
MLTELREAYLAYGLNINYRHYTILVDTICQHGYLMAVSRSGINRSDTSGP
MLTELREAYLAYGLNINYRHYTILVDTICQHGYLMAVSRSGINRSDTSGP
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LMRCSFEETVEILFEAGASAELDDCRGVSENVILGOMAPIGTGAFDVMID
LMRCSFEETVEILFEAGASAELDDCRGVSENVILGOMAPIGTGAFDVMID
LMRCSFEETVEILMDAAASGEKDDCKGISENIMLGQLAPMGTGAFDIYLD
LMRCSFEETVKVLMAAASFGECDPVRGVSANLVLGNQARVGTGLEDLVLN
LMRCSFEETVKVLMAAASFGECDPVRGVSANLVLGNQARVGTGLEFDLVLN

kA kA AAKhK o o ke K o * % ek ek ke oekke Kk ekkk kKko.
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EESLVKYMP = == = = = = m e e e
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