SATB1
SATBl_new

SATB1
SATB1l_new

SATB1
SATBl new

SATB1
SATBl1 new

SATB1
SATB1l_new

SATB1
SATB1l_new

SATB1
SATB1l_new

SATB1
SATB1l_new

SATB1
SATBl_new

SATB1
SATBl new

SATB1
SATBl_new

SATB1
SATB1l_new

SATB1
SATBl new

SATB1 protein alignment

MDHLNEATQGKEHSEMSNdGéDPKGPPAKIARLEQNGSPLbRGRLGSTGAKMQGVPLKHS

GHLMKTNLRKGTMLPVFCVVEHYENAIEYDCKEEHAEFVLVRKDMLFNQLIEMALLSLGY

———————————— MLPVFCVVEHYENAIEYDCKEEHAEFVLVRKDMLFNQLIEMALLSLGY
dekkkd ok ko kkdk ko ko ko ko ko ke k ok ok ok

SHSSAAQAKGLIQVGKWNPVPLSYVTDAPDATVADMLQDVYHVVTLKIQLHSCPKLEDLP

SHSSAAQAKGLIQVGKWNPVPLSYVTDAPDATVADMLQODVYHVVTLKIQLHSCPKLEDLP
Kkkkkkkkhhhhkkkkkk ok hhhhkkkkkk ok hhhhkkkkkkkkhkhkhhhhkkkkkk

PEQWSHTTVRNALKDLLKDMNQSSLAKECPLSQSMISSIVNSTYYANVSAAKCQEFGRWY

PEQWSHTTVRNALKDLLKDMNQSSLAKECPLSQSMISSIVNSTYYANVSAAKCQEFGRWY
Kkkkkkkkkhhkkkkkk ko hhhkkkkkkk ok ko hhhhkkkkkkkkhkhkhhhhkkkkkk

KHFKKTKDMMVEMDSLSELSQQGANHVNFGQQPVPGNTAEQPPSPAQLSHGSQPSVRTPL
KHFKKTKDMMVEMDSLSELSQQGANHVNFGQQPVPGNTAEQPPSPAQLSHGSQPSVRTPL

LR A AR R R LR LR R LR EEREREEEEEEEEEEEEEEEEEEEEEEEEEEEE S

PNLHPGLVSTPISPQLVNQQLVMAQLLNQQYAVNRLLAQQSLNQQYLNHPPPVSRSMNKP
PNLHPGLVSTPISPQLVNQQLVMAQLLNQQYAVNRLLAQQSLNQQYLNHPPPVSRSMNKP

LR A RS R R LSRR R LR R EEEREEREEEEEEREEEEEEEEREEEEEEEEEEE &S]

LEQQVSTNTEVSSEIYQWVRDELKRAGISQAVFARVAFNRTQGLLSEILRKEEDPKTASQ
LEQQVSTNTEVSSEIYQWVRDELKRAGISQAVFARVAFNRTQGLLSEILRKEEDPKTASQ

It A A RS E R EEEEE R R EEEEEREEEEEEEREEEEEEEEEREREREEEEESEESSES]

SLLVNLRAMONFLQLPEAERDRIYQDERERSLNAASAMGPAPLISTPPSRPPQVKTATIA

SLLVNLRAMONFLQLPEAERDRIYQDERERSLNAASAMGPAPLISTPPSRPPQVKTATIA
LR T T T

TERNGKPENNTMNINASIYDEIQQEMKRAKVSQALFAKVAATKSQGWLCELLRWKEDPSP
TERNGKPENNTMNINASIYDEIQQEMKRAKVSQALFAKVAATKSQGWLCELLRWKEDPSP

IR R RS SRS R AR R R R EEEEEREEEEEEEREEEEEEEEREEREREEEEEERESESES]

ENRTLWENLSMIRRFLSLPQPERDAIYEQESNAVHHHGDRPPHIIHVPAEQIQQQQQQQQ

ENRTLWENLSMIRRFLSLPQPERDAIYEQESNAVHHHGDRPPHIIHVPAEQIQQQQQQQOQ
Fokkkkkhkhkhkhkkhhhhhhhkkkkkkkh ko hhhhhkkkkkkkk ko khhhdhhdhkkkkkkk

QQOQ000QQAPPPPQPQQQPQTGPRLPPRQPTVASPAESDEENRQKTRPRTKISVEALGILQ

QQO0000QQAPPPPQPQQQOPQTGPRLPPRQPTVASPAESDEENRQKTRPRTKISVEALGILQ
dedkkddkhod ko ko ko ko ko ko ko ko ko ko ko ko ke ke ke ke ok

SFIQDVGLYPDEEAIQTLSAQLDLPKYTIIKFFQNQRYYLKHHGKLKDNSGLEVDVAEYK
SFIQDVGLYPDEEAIQTLSAQLDLPKYTIIKFFQNQRYYLKHHGKLKDNSGLEVDVAEYK

IR A SRS EEEE R R EEEEEREEEEEEEEEEEEEEEEREREREEEEEEESESES]

EEELLKDLEESVQDKNTNTLFSVKLEEELSVEGNTDINTDLKD 763

EEELLKDLEESVQDKNTNTLFSVKLEEELSVEGNTDINTDLKD 691
Hokkkkhkhkhkhkkkhhhhhhkkkkkkkkkkhkhhhhhhkkkkkkhkhx
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B Nuclear Localization Signal



ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2
ELF2_new

ELF2 protein alignment

IMTSAVVDSGGTILELSSNGVENQEESEKVSEYPAVIVEPVPSARLEQGYAAQVLVYDDET 60

FVPPCVSTPEFIHAAMRPDVITETVVEVSTEESEPMDTSPIPTSPDSHEPMKKKKVGRKP

———————— PEFIHAAMRPDVITETVVEVSTEESEPMDTSPIPTSPDSHEPMKKKKVGRKP
Kkkkkhkhkkkkkhhhhhkkkkkkkk ko hkhhhkkkkkkkkh ok khhhdhdk

KTQQSPISNGSPELGIKKKPREGKGNTTYLWEFLLDLLODKNTCPRYIKWTQREKGIFKL

KTQQSPISNGSPELGIKKKPREGKGNTTYLWEFLLDLLODKNTCPRYIKWTQREKGIFKL
dede ke de dk ke de ke ek ke ke ek ke e ke e ke e ke ke e ke ke ek ke ke e ke ke ek ke ke ke ke ke ke ke ok

VDSKAVSKLWGKHKNKPDMNYETMGRALRYYYQRGILAKVEGQRLVYQFKDMPKNIVVID
VDSKAVSKLWGKHKNKPDMNYETMGRALRYYYQRGILAKVEGQRLVYQFKDMPKNIVVID

IR A A AR R AR R R R EEEEEREEEEEEEEEEEEEEEEREREREEEEERESSES]

DDKSETCNEDLAGTTDEKSLERVSLSAESLLKAASSVRSGKNSSPINCSRAEKGVARVVN

DDKSETCNEDLAGTTDEKSLERVSLSAESLLKAASSVRSGKNSSPINCSRAEKGVARVVN
Hkkkkkhkhkhkhkkkhhhhhhkkkkkkkkk ok hhhhhkkkkkkkkkkk ke hhhhkkkkkkk

ITSPGHDASSRSPTTTASVSATAAPRTVRVAMQVPVVMTSLGQKISTVAVQSVNAGAPLI

ITSPGHDASSRSPTTTASVSATAAPRTVRVAMQVPVVMTSLGQKISTVAVQSVNAGAPLI
Kokkhkhkhkkkkhhhhkkkk ko hhhhkkkkkkk ok hhhhkkkkkkkkhhhhkkkkkkhkhh*

TSTSPTTATSPKVVIQTIPTVMPASTENGDKITMQPAKIITIPATQLAQCQLQTKSNLTG

TSTSPTTATSPKVVIQTIPTVMPASTENGDKITMQPAKIITIPATQLAQCQLQTKSNLTG
LR T T T

SGSINIVGTPLAVRALTPVSIAHGTPVMRLSMPTQQASGQTPPRVISAVIKGPEVKSEAV

SGSINIVGTPLAVRALTPVSIAHGTPVMRLSMPTQQASGQTPPRVISAVIKGPEVKSEAV
dedkkkd ko ko ko kk ko ko ko ko ko ok ko ok ke ke ok

AKKQEHDVKTLQLVEEKPADGNKTVTHVVVVSAPSAIALPVTMKTEGLVTCEK 593

AKKQEHDVKTLQLVEEKPADGNKTVTHVVVVSAPSAIALPVTMKTEGLVTCEK 477
deddddedkkkdd ko d ko ko ko ke bk ek ko ko kb ke ke ke ke ke ke ok

I Transactivation Domain
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SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L
SP140L_new

SP140L protein alignment

MAGGGSDLSTRGLNGGVSQVANEMNHLPAHSQSLQRLFTEDQDVDEGLVYDTVFKHFKRH
MAGGGSDLSTR-======————— e ——————————— LFTEDQDVDEGLVYDTVFKHFKRH

*hkkkkkkhkkkk LR R E R EEEEEREEEEEEEEEEEE S

KLEISNAIKKTFPFLEGLRDRELITNKMFEDSEDSCRNLVPVQRVVYNVLSELEKTFNLS
KLEISNAIKKTFPFLEGLRDRELITNKMFEDSEDSCRNLVPVQRVVYNVLSELEKTFNLS

LA R A S SRR R A EEEE R R EEEEEREEEEEEEEREEREEEEEEEEEREEREEEEEEES]

VLEALFSEVNMQEYPDLIHIYKSFKNAIQDKLSFQESDRKEREERPDIKLSLKQGEVPES
VLEALFSEVNMQEYPDLIHIYKSFKNAIQDKLSFQESDRKEREERPDIKLSLKQGEVPES

AR RS A SR AR R R AR R R R EEEEEEEEEREEEREEEEREEREREEEEEEEES]

PEARKESDQACGKMDTVDIANNSTLGKPKRKRRKKKGHGWSRMGTRTQRKNNQQNDNSKAD

PEARKESDQACGKMDTVDIANNSTLGKPKRKRRKKKGHGWSRMGTRTQKNNQQNDNSKAD
R T I T LT

GQLVSSEKKANMNLKDLSKIRGRKRGKPGTHFTQSDRAPQKRVRSRASRKHKDETVDFQA
GQLVSSEKKANMNLKDLSKIRGRKRGKPGTHFTQSDRAPQKRVRSRASRKHKDETVDFQA

LR R EEEEEE R RS R A EEEEE R EEEEERE R EEEEEREREREEEEEEEREEREEREEEEEEEES]

PLLPVTCGGVKGILHKEKLEQGTLAKCIQTEDGKWFTPMEFEIKGGYARSKNWRLSVRCG
PLLPVTCGGVKGILHKEKLEQGTLAKCIQTEDGKWFTPMEFEIKGGYARSKNWRLSVRCG

LR R EEEEEE R RS R EEEEEE R EEEEEREE R EEEEEEREEEEEEEEEREREREEEEEEEES]

GWPLRRLMEEGSLPNPPRIYYRNKKRILKSQNNSSVDPCMRNLDECEVCRDGGELFCCDT
GWPLRRLMEEGSLPNPPRIYYRNKKRILKSQNNSSVDPCMRNLDECEVCRDGGELFCCDT

AR SR AR SR EEEE R R R AR EEEEEEEEEEEEREEEEEREREEEREEREEEEEEEEEEEES]

CSRVFHEDCHIPPVESEKTPWNCIFCRMKESPGSQQCCQESEVLERQMCPEEQLKCEFLL
CSRVFHEDCHIPPVESEKTPWNCIFCRMKESPGSQQCCQESEVLERQMCPEEQLKCEFLL

LA RS SRR R R LSRR R AL EEEREREEEEEEEREEREEEEEEEREEREEEEEEEEEEEEEE]

LKVYCCSESSFFAKIPYYYYIREACQGLKEPMWLDKIKKRLNEHGYPQVEGFVQDMRLIF
LKVYCCSESSFFAKIPYYYYIREACQGLKEPMWLDKIKKRLNEHGYPQVEGFVQDMRLIF

LA SRR R SRR RS AL EEEREEEEEEEEEEREEREEEEEEEREEEEEEEEESEESEEEEE]

ONHRASYKYKDFGQMGLRLEAEFEKDFKEVFAIQETNGNS 580

ONHRASYKYKDFGQMGLRLEAEFEKDFKEVFAIQETNGNS 555
Kkkkhhkhkkkkkkhhhhkkkkkkkhhhkkkkkkkhhhhhkk*k
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ARID5B
ARID5B new

ARIDSB
ARID5B_new

ARIDSB
ARID5B_new

ARIDSB
ARID5B_new

ARID5B
ARID5B_new

ARID5SB
ARID5B_new

ARID5B
ARID5B_new

ARIDSB
ARID5B_new

ARID5SB
ARID5B_new

ARID5B
ARID5B_new

ARIDS5B
ARID5B_new

ARID5B
ARID5B_new

ARID5B protein alignment

MEPNSLOQWVGSPCGLHGPYIFYKAFQFHLEGKPRILSLGDFFFVRCTPKDPICIAELQLL
MEPNSLQWVGSPCGLHGPYIFYKAFQFHLEGKPRILSLGDFFFVRCTPKDPICIAELQLL

AR A SR AR AR SRR R R RS EREEEEEREEEEEEREEREEEEEREEREEEEEEEEEEEEE]

WEERTSRQLLSSSKLYFLPEDTPQGRNSDHGEDEVIAVSEKVIVKLEDLVKWVHSDFSKW
WEERTSRQLLSSSKLYFLPEDTPQGRNSDHGEDEVIAVSEKVIVKLEDLVKWVHSDFSKW

LR A AR R R R LR LR R EEEEREEEEEEEEREEEEEEEEEEEEEEEEEEEEES]

RCGFHAGPVKTEALGRNGQKEALLKYRQSTLNSGLNFKDVLKEKADLGEDEEETNVIVLS
RCGFHAGPVKTEALGRNGQKEALLKYRQSTLNSGLNFKDVLKEKADL-=========——=—

LR AR EEEE RS R EEEEEEEEEEEREEEEEEEEEREEEEEEEESREREEEES]

YPQYCRYRSMLKRIQDKPSSILTDQFALALGGIAVVSRNPQILYCRDTFDHPTLIENESI

CDEFAPNLKGRPRKKKPCPQRRDSFSGVKDSNNNSDGKAVAKVKCEARSALTKPKNNHNC
——-—-—-APNLKGRPRKKKPCPQRRDSFSGVKDSNNNSDGKAVAKVKCEARSALTKPKNNHNC

(R E RS SRR RS SRR LR R EEEEEREREEEEEEEEEEEEEEEREEEEEEEE]

KKVSNEEKPKVAIGEECRADEQAFLVALYKYMKERKTPIERIPYLGFKQINLWTMFQAAQ
KKVSNEEKPKVAIGEECRADEQAFLVALYKYMKERKTPIERIPYLGFKQINLWTMFQAAQ

LR A RS R R LSRR R R LR R EE R EEREREEEEEEREEREREEEEEEEEEEE S

KLGGYETITARRQWKHIYDELGGNPGSTSAATCTRRHYERLILPYERFIKGEEDKPLPPI
KLGGYETITARRQWKHIYDELGGNPGSTSAATCTRRHYERLILPYERFIKGEEDKPLPPI

IR R RS RS R AR R SRR R EEEEE R EEEEEEEEEEEEEREEEEEEEEEEEEEES]

KPRKQENSSQENENKTKVSGTKRIKHEIPKSKKEKENAPKPQDAAEVSSEQEKEQETLIS
KPRKQENSSQENENKTKVSGTKRIKHEIPKSKKEKENAPKPQDAAEVSSEQEKEQETLIS

It A AR R AR R EEEEEREEEEEEEREEEEEEEEEREEREREEEEEERESSES]

QKSIPEPLPAADMKKKIEGYQEFSAKPLASRVDPEKDNETDQGSNSEKVAEEAGEKGPTP

QKSIPEPLPAADMKKKIEGYQEFSAKPLASRVDPEKDNETDQGSNSEKVAEEAGEKGPTP
LR T T s

PLPSAPLAPEKDSALVPGASKQPLTSPSALVDSKQESKLCCFTESPESEPQEASFPSFPT
PLPSAPLAPEKDSALVPGASKQPLTSPSALVDSKQESKLCCFTESPESEPQEASFPSFPT

IR RS A AR R A AR R R EEEEEREEEEEEEEEEEEEEEREREEREEEEEEESESES]

TQPPLANQNETEDDKLPAMADYIANCTVKVDQLGSDDIHNALKQTPKVLVVQSFDMFKDK
TQPPLANQNETEDDKLPAMADYIANCTVKVDQLGSDDIHNALKQTPKVLVVQSFDMFKDK

(A AR AR AR R AR R AR R EEEEREEEEREEEEREREEEEEEEEEEEEEEEEESESEE]

DLTGPMNENHGLNYTPLLYSRGNPGIMSPLAKKKLLSQVSGASLSSSYPYGSPPPLISKK
DLTGPMNENHGLNYTPLLYSRGNPGIMSPLAKKKLLSQVSGASLSSSYPYGSPPPLISKK

IR RS AR R R R EEEE R R EEEEEREEEEEEEREREREEEEEEREEEEEEEEEEEERESES]
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ARID5B
ARID5B new

ARID5B
ARID5B new

ARID5B
ARID5B new

ARID5B
ARID5B new

ARID5B
ARID5B_ new

ARID5B
ARID5B_ new

ARIDS5B
ARID5B new

ARID5B
ARID5B new

KLIARDDLCSSLSQTHHGQSTDHMAVSRPSVIQHVQSFRSKPSEERKTINDIFKHEKLSR
KLIARDDLCSSLSQTHHGQSTDHMAVSRPSVIQHVQSFRSKPSEERKTINDIFKHEKLSR

RS R A SRS AR R R R LR EER R LR EE R R EEEREEEREEEREEEEEEEEEEE RS

SDPHRCSFSKHHLNPLADSYVLKQEIQEGKDKLLEKRALPHSHMPSFLADFYSSPHLHSL
SDPHRCSFSKHHLNPLADSYVLKQEIQEGKDKLLEKRALPHSHMPSFLADFYSSPHLHSL

RS R A SRR AR R AR SRR EER R LR EEREEEEEREEEREEEEREEEEEEEEEEE RS

YRHTEHHLHNEQTSKYPSRDMYRESENSSFPSHRHQEKLHVNYLTSLHLQDKKSAAAEAP
YRHTEHHLHNEQTSKYPSRDMYRESENSSFPSHRHQEKLHVNYLTSLHLQDKKSAAAEAP

LA SRR A SRR AR R AR SRR EEREEEEEEEEREEEEEEEEEEEEEREEEEEEEEEEEES]

TDDQPTDLSLPKNPHKPTGKVLGLAHSTTGPQESKGISQFQVLGSQSRDCHPKACRVSPM
TDDQPTDLSLPRKNPHKPTGKVLGLAHSTTGPQESKGISQFQVLGSQSRDCHPKACRVSPM

LA SR A SRR AR R LR R EE R EEREEEEREREEEREEEEEEEEEEEEEEEEEESEEEEEEES]

TMSGPKKYPESLSRSGKPHHVRLENFRKMEGMVHPILHRKMSPQNIGAARPIKRSLEDLD

TMSGPKKYPESLSRSGKPHHVRLENFRKMEGMVHPILHRKMSPQNIGAARPIKRSLEDLD
ddkkkkkdkdkkkhkkk ok hkkdk ok hkk ok kkk ok hkk ok hkk ko k ok kokdk ke k ok k

LVIAGKKARAVSPLDPSKEVSGKEKASEQESEGSKAAHGGHSGGGSEGHKLPLSSPIFPG

LVIAGKKARAVSPLDPSKEVSGKEKASEQESEGSKAAHGGHSGGGSEGHKLPLSSPIFPG
Fkkkkhkdkdkhkhkhkk ok kkk ok hkk ok hkk ok hkk ok hkk ok hk ok k ko kkhk

LYSGSLCNSGLNSRLPAGYSHSLQYLKNQTVLSPLMQPLAFHSLVMQRGIFTSPTNSQQL

LYSGSLCNSGLNSRLPAGYSHSLQYLKNQTVLSPLMQPLAFHSLVMQRGIFTSPTNSQQL
Kokkkkkkk ko ko ke ke ke ke ke ke ke ke ke h ke hhh ke hhh ke hhhh kAR ARk Rk Rk kkkk*x

YRHLAAATPVGSSYGDLLHNSIYPLAAINPQAAFPSSQLSSVHPSTKL 1188

YRHLAAATPVGSSYGDLLHNSIYPLAAINPQAAFPSSQLSSVHPSTKL 1111
dedededede e ek ek ke ke ke e ke ke ke b ke ke e ke ke ke ke ke ke ok
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1140
1063



NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOAZ2 protein alignment

MSGMGENTSDPSRAETRKRKECPDQLGPSPKRNTEKRNREQENKYIEELAELIFANFNDI
MSGMGENTSDPSRAETRKRKECPDQLGPSPKRNTEKRNREQENKYIEELAELIFANFNDI

2 AR S AR R R R AR R EEREEEEEREEEEEEEEEREEEEEEEEEEREEEEEEEESEEEE]

DNFNFKPDKCAILKETVKQIRQIKEQEKAAAANIDEVQKSDVSSTGQGVIDKDALGPMML
DNFNFKPDKCAILKETVKQIRQIKEQEKAAAANIDEVQKSDVSSTGQGVIDKDALGPMML

2 AR AR R AR R LR R R EEREREEEREEEEEEEEEREEEEEEEEEEREEEEREEEESEEE]

EALDGFFFVVNLEGNVVFVSENVTQYLRYNQEELMNKSVYSILHVGDHTEFVKNLLPKSI
EALDGFFFVVNLEGNVVFVSENVTQYLRYNQEELMNKSVYSILHVGDHTEFVKNLLPKSI

IR AR AR AR R LR R EEREEEEEREEEEEEEEEREREEEEEEEEREREEEEEEEEESEE ]

VNGGSWSGEPPRRNSHTFNCRMLVKPLPDSEEEGHDNQEAHQKYETMQCFAVSQPKSIKE
VNGGSWSGEPPRRNSHTFNCRMLVKPLPDSEEEGHDNQEAHQKYETMQCFAVSQPKSIKE

IR AR AR R AR LR R AR R R EEREEEEEEEEEREEEEEEEEEEREEEEEEEEEEEE]

EGEDLQSCLICVARRVPMKERPVLPSSESFTTRQDLQGKITSLDTSTMRAAMKPGWEDLV
EGEDLQSCLICVARRVPMKERPVLPSSESFTTRQDLQGKITSLDTSTMRAAMKPGWEDLV

IR AR SRR AR SRR EE R EEREEEEEEEEEREREEEEEEEEREEEEEEEEEEEEE]

RRCIQKFHAQHEGESVSYAKRHHHEVLRQGLAFSQIYRFSLSDGTLVAAQTKSKLIRSQT
RRCIQKFHAQHEGESVSYAKRHHHEVLRQGLAFSQIYRFSLSDGTLVAAQTKSKLIRSQT

IR SRR SRR AR R R LR R R AR LR R R EEREEEEEEEEEREREEEEEEEEEE RS

TNEPQLVISLHMLHREQNVCVMNPDLTGQTMGKPLNPISSNSPAHQALCSGNPGQDMTLS
TNEPQLVISLHMLHREQNVCVMNPDLTGQTMGKPLNPISSNSPAHQALCSGNPGQDMTLS

IR SR RS E R RS R R AR EEEE R EE R R R LSRR EEREEEREEEREEEEEEEEESEESE]

SNINFPINGPKEQMGMPMGRFGGSGGMNHVSGMQATTPQGSNYALKMNSPSQSSPGMNPG
SNINFPINGPKEQMGMPMGRFGGSGGMNHVSGMQATTPQGSNYALKMNSPSQSSPGMNPG

(SRR A SRR R R R AR R EEREEERE R EEEREEEREEEREEEEEEEEEEESE]

QPTSMLSPRHRMSPGVAGSPRIPPSQFSPAGSLHSPVGVCSSTGNSHSYTNSSLNALQAL
QPTSMLSPRHRMSPGVAGSPRIPPSQFSPAGSLHSPVGVCSSTGNSHSYTNSSLNALQAL

(R SRR A AR R R R R R LR R EEEEEEEEEEEREEEEEEEEEEEEEREEEEEEEEESEES]

SEGHGVSLGSSLASPDLKMGNLONSPVNMNPPPLSKMGSLDSKDCFGLYGEPSEGTTGQA
SEGHGVSLGSSLASPDLKMGNLONSPVNMNPPPLSKMGSLDSKDCFGLYGEPSEGTTGQA

(RS SRR R R R LR R EEREEEREEEREEEEEEEEEEEEEREEEEEEEEESEE S

ESSCHPGEQKETNDPNLPPAVSSERADGQSRLHDSKGQTKLLQLLTTKSDQMEPSPLASS
ESSCHPGEQKETNDPNLPPAVSSERADGQSRLHDSKGQTKLLQLLTTKSDQMEPSPLASS

AR SRR R R R LR R EEEEEEEEEEREEEEEEEEEEEEEEEEEEEEEEEES]

LSDTNKDSTGSLPGSGSTHGTSLKEKHKILHRLLOQDSSSPVDLAKLTAEATGKDLSQESS
LSDTNKDSTGSLPGSGSTHGTSLKEKHKILHRLLQDSSSPVDLAKLTAEATGKDLSQESS

AR AR R R R R R LR R EEEEEEEEEEREEEEREEEEEEEEEREEEEEEEEESEES]

STAPGSEVTIKQEPVSPKKKENALLRYLLDKDDTKDIGLPEITPKLERLDSKTDPASNTK
STAPGSEVTIKQEPVSPKKKENALLRYLLDKDDTKDIGLPEITPKLERLDSKTDPASNTK

SRR SR AL R R AR R AR LR LR EEEEEREEEEEEEEREEEEEEEEEEEEEE]
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NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

NCOA2
NCOA2_new

LIAMKTEKEEMSFEPGDQPGSELDNLEEILDDLONSQLPQLFPDTRPGAPAGSVDKQAII

LIAMKTEKEEMSFEPGDQE-——————m———————mm

LEEEEEEEEEEEEEEE SR

NDLMQLTAENSPVTPVGAQKTALRISQSTFNNPRPGQLGRLLPNQNLPLDITLQSPTGAG

——

LXXLL motif 4

840

799

900

960

1020

1080

1140

1200

1260

1320

1380

1440

LLXXLXXXL motif

M Poly-GIn



ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266
ZNF266_new

ZNF266 protein alignment

MAATDLSYGLYRDPVCLQEKTEVERVVADCLTNCYQDSVTFDDLAVDFTPEEWTLLDPTQ

------- MLENYKNLATVGYQLFKPSLISWLEQEESRTVQRGDFQASEWKVQLKTKELAL

RNLYRDVMLENYKNLATVGYQLFKPSLISWLEQEESRTVQRGDFQASEWKVQLKTKELAL
Kkkhkhkhkhkkkkhhhhhhkkkkkkkkk ok ko khhhhhkkkkkkkkk ko hhhh ko k

QODVLGEPTSSGIQMIGSHNGGEVSDVKQCGDVSSEHSCLKTHVRTQNSENTFECYLYGV

QODVLGEPTSSGIQMIGSHNGGEVSDVKQCGDVSSEHSCLKTHVRTQNSENTFECYLYGV
dedkdddkhdd ko ko ko ko ke ko ko ke bk bk ke ko ke ke ke ok

DFLTLHKKTSTGEQRSVFSQCGKAFSLNPDVVCQRTCTGEKAFDCSDSGKSFINHSHLQG
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