S1 Fig.
>GCN5_BR

AT_br_459-559 —
0Os_br_402-500 -
HS_br_727-826 —
DALAQRP RGPHDAAIQNILTELQNHAAAWPFLQPVN EEVPDYYDFI<EPMDLSTMEI

Sc_br_331-431
Clustal Consensus

>Gcn5 NAT SF
At-Nat-sT _264-318
Os-Nat-sf_211-263
Sc-Nat-sf_148-202
Hs-Nat-sf_546-602
Clustal Consensus

>Taf5_NTD2
At_Taf5_NTD2-64-195
Os_Taf5_NTD2-50-182
HS_Taf5 _NTD2_211-343
Sc_Taf5 NTD2_149-283
Clustal Consensus

>Taf5_WD40

At_TAF5-WD40-414-663
Os_TAF5-WD40-402-639
Sc_TAF5-WD40-458-722
Hs_TAF5-WD40-472-739
Clustal Consensus

At_TAF5-WD40-414-663
Os_TAF5-WD40-402-639
Sc_TAF5-WD40-458-722
Hs_TAF5-WD40-472-739
Clustal Consensus

At_TAF5-WD40-414-663
Os_TAF5-WD40-402-639
Sc_TAF5-WD40-458-722
Hs_TAF5-WD40-472-739
Clustal Consensus

At_TAF5-WD40-414-663
Os_TAF5-WD40-402-639
Sc_TAF5-WD40-458-722
Hs_TAF5-WD40-472-739
Clustal Consensus

>Taf6

QLYSTL<SILQQV<SHQSAWPFMEPVRTEAPGYYEVIRFPMDL<TMSERL<N-RYYVS/<<LFMADLORVFTNCKEYNPPESEYY!<CANILE<FFFSKIKE-==—=———-
LES-N YQ MEDFIYDARLVENNCRMYNGENTSYY X YANRLEXFFNNKVKELD -—=——--
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SVMVLRGNL-VVGGITYRPYHSQKFGEIAFCAITADEQVKGYGTRLMNHLKQHARD---
-—=VIRNNI-VVGGITYRPYTSQKFGEIAFCAITADEQVKGYGTRLMNHLKQHARDA -~
-MAVIRKPLTVVGGITYRPFDKREFAEIVFCAISSTEQVRGYGAHLMNHLKDYVRN=---
-LALIKDGR- VIGGICFRMFPSQGFTEIVFCAVTSNEQVKGYGTHLMNHLKEYHIKHDI

--— * E -* - - % ** *** - *** *** ****** -

EDDPTRYREGYSKLRSWAYNSLDLY<HELLRVMYPVFIHCYMDLVGKGHTQEARAFENSFRDHEMVHLRDLQKLEGVLSPSHLEEMEFARSLRSKVNTKFCQYSYELLLOQYLHSTVST-=-LMLGIINEHINFQVY -
---PARYYDGYSKLRTWAYSSLDQY HELLRVLYPVFIHSFMDLVAEGHTOQEARSFFHTFHEDHELMHSRDLQXLEGILSPSHLEEMELARSLRNQFRILCEYSYELLLQYLOXTQAL---VVLGIINERTTFDVSP
---PTMYEEYYSGLKHFIECSLDCHRAELSOLFYPLFVHMYLELVYNQHENEAKSFFEXFHGDOECYYQDDLRVLSSLTKKEHMKGNETMLDFRTSKFVLR ISRDSYQLLKRHLOEXQONN==-QTWNIVOEHLYIDIFD
———PENYIRAYSML NWVDSSLENYKPELSY IMYPIF1YLFLNLVAKX-NPVYARRFFDRFSPDF DFHGSEINRLFSVNSIDHI ENEVASAFQSH YRITMS TTLNLLLYFLNENESIGGSLIISVINQHLDPNIVE
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----------------------------------------------------------------------------- LLGHSGPVYSATFSPPGDFVLSS
————————————————————————————————————————————————————————————————————————————— FQGHSGPVYSAAFSPFGDFLLSS
CMYTFQNTNKDMSCLDFSDDCRIAAAGFQDSY IK IWSLDGSSLNNPN I A=~ LNNNDKDED -~~~ ~=—=-=-~ PTCKTLVGHSGTVYSTSFSPDNKYLLSG
---------- GLTAVDVTDDSSLIAGGFADSTVRVWSVTPKKLRSVKQASDLSLIDKESDDVLERIMDEKTASELKILYGHSGPVYGASFSPDRNYLLSS

- **** ** - ***

SADTTIRLWSTKLNANLVCYKGHNYPVWDAQFSPFGHYFASCSHDRTARIWSMDRIQPLR IMAGHLSDVDCVQWHPNCNY IATGSSDKTVRLWDVQTGEC
SSDSTIRLWSTKLNANLVCYKGHNYPVWDVQFSPVGHYFASASHDRTAR IWSMDK IQPLR IMAGHLSDVDCVQWHVNCNY FATGSSDKTVRLWDVQTGEC
SEDKTVRLWSMDTHTALVSYKGHNHPVWDVSFSPLGHYFATASHDQTARLWSCDHIYPLR IFAGHLNDVDCVSFHPNGCYVFTGSSDKTCRMWDVSTGDS
SEDGTVRLWSLQTFTCLVGYKGHNYPVWDTQFSPYGYYFVSGGHDRVARLWATDHYQPLR IFAGHLADVNCTRFHPNSNYVATGSADRTVRLWDVLNGNC
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VRIFIGHRSMVLSLAMSPDGRYMASGDEDGT IMMWDLSTARCITPLMGH-NSCVWSLSYSGEGSLLASGSADCTVKLWDVTSSTKLTKAEEKNGNSNRLR
IRMFIGHRSMVLSLAMSPDGRYMASGDEDGT IMMWDLSSGRCVSPLGGH-SSCVWSLAYSCEGALLASGSADCTVKLWDVASSTKVLKTDDTS--TNRLR
VRLFLGHTAPVISIAVCPDGRWLSTGSEDG I INVWD I GTGKRLKQMRGHGKNATYSLSYSKEGNVLISGGADHTVRVWD - =======—————————————
VRIFTGHKGPIHSLTFSPNGRFLATGATDGRVLLWDIGHGLMVGELKGH TDTVCSLRFSRDGE ILASGSMDNTVRLWD=======—=———————m————
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SLRTFPTKSTPVHALRFSRRNLLFAAGA
MLKTLRTKSTPVYTLRFSRRNLLFAAGA

At_TAF6_5-340
Os_TAF6_5-342
At_TAF6b-3-327
Sc_TAF6_13-405
Hs_TAF6_13-387
Clustal Consensus

At_TAF6_5-340
Os_TAF6_5-342
At_TAF6b -3-327
Sc_TAF6_13-405
Hs_TAF6_13-387
Clustal Consensus

At_TAF6_5-340
Os_TAF6_5-342
At_TAF6b-3-327
Sc_TAF6_13-405

Hs TAF6_13-387
Clustal Consensus

PKETVEVIAQSIGITNLLPEAALMLAPDVEYRVRE IMQEATKCMRHSKRTTLTASDVDGALNLRNVEP 1 YGFASGG----PFRFRKAT--GHRDLFYTDD

PKETIEVIGQSVGIANLPADVSAALAPDVEYRLRE IMQEATKCMRHAKRTVLTADDVDSALSLRNVEPVYGFASGD----PLRFKRAV--GHKDLFY IDD

TKESIEVIAQSIGLSTLSPDVSAALAPDVEYRVREVMQEATKCMRHARRTTLMAHDVDSALHFRNLEPTSGSKS == ==—~-- MRFKRAP--ENRDLYFFDD

PQDTVKDVAESLGLEN INDDVLKALAMDVEYRILE I IEQAVKFKRHSKRDVLTTDDVSKALRVLNVEPLYGYYDGSEVNKAVSFSKVNTSGGQSVYYLDE

PSESMKVVAESMGIAQIQEETCQLLTDEVSYRIKEIAQDALKFMHMGKRQKLTTSDIDYALKLKNVEPLYGFHAQE————FIPFRFAS GGGRELYFYEE
% -

*** *

REVDFKDV I EAPLPKAPLDTE IVCHWLAIEGVQPA I PENAPLEV IRAPA == ———————— oo ETKIHEQ-—--—-——- KDGPLIDVR
REVDFKE I 1 EAPLPKAPLDTAVVAHWLA IEGVQPA IPENPPVDAIVAPT - = - ——— oo ENKRTEHGK-—----- DDGLPVDIK
KDVELKNV IEAPLPNAPPDASVFLHWLA DG IQPS IPQNSPLQA N SDLK~———————— o oo RSEYKDD=—— === ——m o= G

EEVDFDRLINEPLPQVPRLPTFTTHWLAVEGVQPATIQNPNLND IRVSQPPFIRGATIVTALNDNSLQTPVTSTTASASVTDTGASQHLSNVKPGQNTEVK
KEVDLSDIINTPLPRVPLDVCLKAHWLSIEGCQPAIPENPPPAPKEQQKAEATEPLKSAKPGQEEDGPLKGKGQGATTADGKGKEKKAPPLLEGAPLRLK
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LPVKHVLSRELQLYFQKIAELAMSKSNP----- PLYKEALVSLASDSGLHPLVPYFTNFIADEVSNG--LNDFRLLFNLMHIVRSLLONPHIHIEPYLHQ

LPVKHVLSRELQMYFDKIAELTMSRSET----~- SVFREALVSLSRDSGLHPLVPYFSYFIADEVTRS--LGDLPVLFALMRVVQSLLHNPHIHIEPYLHQ

LAARQVLSKDLQIYFDKVTEWALTQSGS-=--- TLFRQALASLEIDPGLHPLVPFFTSFIAEEIVKN--MDNYP ILLALMRLARSLLHNPHVHIEPYLHQ

PLVKHVLSKELQIYFNKVISTLTAKSQADEAAQHMKQAALTSLRTDSGLHQLVPYFIQFTAEQITQN--LSDLQLLTTILEMIYSLLSNTSIFLDPY IHS

PRSIHELSVEQQLYYKEITEACVGSCEA —————— KRAEALQSIATDPGLYQMLPRFSTFISEGVRVNVVQNNLALLIYLMRMVKALMDNPTLYLEKYVHE
- *** ***
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At_TAF6_5-340
Os_TAF6_5-342
At_TAF6b-3-327
Sc_TAF6_13-405

Hs TAF6_13-387
Clustal Consensus

>TAF9
At_TAF9_10-126
Os_TAF9_34-179
Os_TAF9b_27-145
Hs TAF9_13-129
Sc_TAF9_30-151
Clustal Consensus

>TAF10
At_Tafl10_16-119
Os_Taf10_45-150
Hs Tafl10_115-217
Sc_Tafl10_72-205
Clustal Consensus

>TAF12
Hs_Tafl12_57-128
Sc_Taf12_414-490
At_tafl2b 527 598
Os_tafl2b_400-471
At_Tafl2_399-469
Os_Taf12_169-240
Clustal Consensus

>TRA-FAT

LMPSVVTCLVSRKLGNRFADN——===—————- HWELRDFAANLVSLICKRYGTVY ITLQSRLTRTLVNALLDPKKALTQHYGAIQGLAALGHTVV
LMPSTITCMVAKRLGHRLSDN-====——=——- HWELRDFSANLVGSVCRRFGHAYHNIQTRVTRTLVQGFLDPQKSLTQHYGAIQGISALGPSAL
LMPSTITCLIAKRLGRRSSDN-==—==————- HWDLRNFTASTVASTCKRFGHVYHNLLPRVTRSLLHTFLDPTKALPQHYGATQGMVALGLNMV
LMPSILTLLLAKKLGGSPKDDSPQEIHEFLERTNALRDFAASLLDYVLKKFPQAYKSLKPRVTRTLLKTFLDINRVFGTYYGCLKGVSVLEGESI
LIPAVMTCIVSRQLCLRPDVDN —————————— HWALRDFAARLVAQICKHFSTTTNNIQSRITKTFTKSWVDEKTPWTTRYGSIAGLAELGHDVI
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PRDVRLLHLLLASQSIHQ——YEDQVPLQLMDFAHRYTQGVLKDALVYNDYAGSGNSAGSGLGVEDIRLAIAARTQYQFKPTAPKE —————————————————————————— LMLQLAAERNKKALPQVMGTWG- VRLPPEKYCLTAKEWDL
Kk o--- e - mes - sk sk ok -k - Sk-mkkk - o = sk-ak ke -k * *H -
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————————— AVLTEFLSSLMDYTPTIPDELVEHYLGRSGFYCPDLRLTRLVAVATQKFISDIASDSLQHCKARVAAP IXDNKSKQPKDR---=—==—==—=—-———————————————RLVLTMDDLSKALQEHGVNL<HPEYF
GDVKPVVSSTPLVDFLMOLEDYTPTIPDAVTGYYLNRAGFEASDPRIIRLISLAAQFISDIANDALQHCKMI<GTASGSSRS-=/{SKDR======——— oo YTLTMEDLTPALSEYGINVI<<PHYF
————————— TLEEILEMMDSTPPIIPDAVIDYYLTNGFNVADVRVKRLLALATQXFVSDIA DAYEYSRIRSSVAVSNANNSQARARQLLQGQQQPGVQQISQQQHQQNE TTASKVVLTVNDLSSAVAEYGLNIGRPDFY
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—————————————————— VLTKKKLQDLVREVDPNEQ-----LDEDVEEMLLQIADDFIESVVTAACQLARHRKSSTLEVKDVQLHLERQWNMWI
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——————————————————— LGKRKTQDLVSQVDPLGK-----VDPEVEDLLLEIADDF IDSVTAFACTLAKHRKSSVLEAKDVLLHLEKNWHLSV
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AtTRAlb_FAT_2776-3116 YEILLDSLWKAPDWTYLK---DHVIPKAQVEETPKLRLVQACFSLHEKNANGVGDAEN--1VGKGVDLALEQWWQLPEMSLHARVPLLQQFQQLVEVQES
AtTRAla_FAT_2785-3125 YEILLDSLWKLPDWAYLK---DHVIPKAQVEETPKLRLVQSYFALHDRNSNGVGDAEN--TVGKGVDLALEQWWQLPEMSVHARVPLLQQFQQLVEVQES

Os_FAT_1-98

Sc_FAT_2757-3106
Hs_FAT_2833-3175
Clustal Consensus

-DLLLECGWRVADWNSDRDALEQSVKSVMDVPTPRRQMFKTFLALQNFAESRKGDQEVRKLCDEG IQLSL IKWVSLP IRYTPAHKWLLHGFQQYMEFLEA
--LVLECAWRVSNWTAMKEALVQVEVSCPKEMAWKVNMYRGYLAICHPEEQQLSF IER--LVEMASSLATREWRRLPHVVSHVHTPLLQAAQQ I IELQEA

AtTRAlb_FAT_2776-3116 SRIYVDIANGSKVPGNAAVGGQGNLYADLKDILETWRLRTPNEWDNMTVWYDMLQWRNEMYNVV IDAFKDFVTSNTPLH-———————- HLGYRDKAWNVN
AtTRAla_FAT_2785-3125 ARIHVDIANGNKVSGNTAVGGLGNRYADLKDILETWRLRTPNEWDNMTVWYDMLQWRNEMYNVV IDAFKDFATSNSPLH-———————- HLGFRDKAWNVN
0s_FAT _1-98 @ e
Sc_FAT_2757-3106 TQIYANLHT=====—- TTVQNLDSKAQE IKR I LQAWRDRLPNTWDDVNMWNDLVTWRQHAFQV INNAYLPLIPALQQSNSNSNINTHAYRGYHETAWVIN
Hs_FAT_2833-3175 AQINAGLQP--———-—- TNLGRNNSLHDMKTVVKTWRNRLP IVSDDLSHWSS IFMWRQHHYQATVTAYENSSQHDPSSN-—-—-—- NAMLGVHASASAIT 1
Clustal Consensus

AtTRAlb_FAT 2776-3116 KLARIARKQGLYDVCVQILEKMYGHSQMEVQEAFVKIKEQAKAHLETK-—---- GELATGLNLVNSTNLEFFLAKNKAE I FRLKGDFHLKLNDTEGANLAY
AtTRAla_FAT_2785-3125 KLARIARKQGLYDVCVQILEKMYGHSTMEVQEAFVKIREQAKAYLEMK----- GERASGLNLINSTNLEYFPDKIKAE I FRLKGDFHLKLNDTESANIAY
Os_FAT_1-98 = @ —emmmm INNTNLEFFPVKNKAE I FRLRGDFLLKMNDCENANVAY
Sc_FAT_2757-3106 RFAHVARKHNMPDVCISQLARIYTLPNIEIQEAFLKLREQAKCHYQNM———-— NELTTGLDVISNTNLVYFGTVQKAEFFTLKGMFLSKLRAYEEANQAF
Hs_FAT 2833-3175 QYGKIARKQGLVNVALDILSRIHTIPTVPIVDCFQKIRQQVKCYLQLAGVMGKNECMQGLEVIESTNLKYFTKEMTAEFYALKGMFLAQINKSEEANKAF

Clustal Consensus

-***-* -***- ****

AtTRAlb_FAT_2776-3116 SNAITLFKNLPKGWISWGNYCDMAYQDTQDEIWLEY-AVSCFLQGIRFG-VSNSRSHMARVL-
AtTRAla_FAT_2785-3125 SNAITLFKNLPKGWISWGSYCDMAYQETQEEIWLEY-AVSCFLQGIRFG-VSNSRSHIARVL-

Os_FAT_1-98

Sc_FAT_2757-3106
Hs_FAT_2833-3175
Clustal Consensus

>TRA-FATC

SNATTLFKHLPKAWISWGNYCDMVFKETKDE IWLEY-AVSCFFQG IKYG-VSNSRSHLARIL-
ATAVQIDLNLAKAWAQWGFFNDRRLSEEPNN ISFASNATSCYLQAAGLYKNSKIRELLCRILW
SAAVQMHDVLVKAWAMWGDYLEN I FVKER- QLHLGVSAITCYLHACRHQNESKSRKYLAKVLW

-*-- *** **k - -

At-Trala-Fatc-3827-3858 -PQSVORGVNELVEAALSPRNLCMMDPTWHPWE
At-Tralb-Fatc-3803-3834 -PQSVQRGVSELVEAALSPRNLCMMDPTWHPWF
Os-Tral-Fatc-811-842 -PQSVQRGVTDLVEAALSSRNLCMMDPTWHPWF
Hs-TRRAP-Fatc-3803-3830 ----- ESKVNTLVAAANSLDNLCRMDPAWHPWL
Sc-Tral-Fatc-3712-3744 TPTVTTQFILDCIGSAVSPRNLARTDVNFMPWF

Clustal Consensus

>TRA-TRRAP

** ** -

AtTRAlb_TRRAP-3458-3746 LDRVGADIQIVRRHGSSCRRLTLIGSDGSQKHFIVQTSLTPN-ARSDERILOLFRVMNOMFDKHKESRRRHLGLHTP I T IPVWSQVRMVEDDLMYNTFLE
AtTRAla_TRRAP-3482-3770 LDRVGADVPIVRRHGSSFRRLTLIGSDGSQKHFIVQTSLTPN-ARSDERILQLFRVMNOMFDKHKESRRRHIGIHTP I TIPVWSQVRMVEDDLMYNTFLE
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OsTRA1_TRRAP-467-756 LDRVGPDIPIVRRHGSSFRRLTLIGSDGSQRHF IVQTSLTPN-ARSDERMLQLFRVLNKMFDKHKESRQRHLATHTP I 1 1PVWSQVRMVEDDLMYSTFLE

Sc_TRRAP_3371-3676
Hs_TRRAP_3467-3754
Clustal Consensus

AtTRAlb_TRRAP-3458-
-3770 VYENHCARNDREADLPITHFKEQLNQAISGQISAEAIGDLRLQAY IDITKTLVNDSIFSQYMYKTLMSGSHMWAFKKQFAVQLAVSSFMSFMLQIGGRSP

AtTRAla_TRRAP-3482

IARFLPTVDFVRGTHSSYRRLMIRGHDGSVHSFAVQYPAVRH-SRREERMFQLYRLFNKSLSKNVETRRRS IQFNLP IATPLSPQVRIMNDSVSFTTLHE
IARFMPRVEIVQKHNTAARRLYIRGHNGKIYPYLVMNDACLTESRREERVLQLLRLLNPCLEKRKETTKRHLFFTVPRVVAVSPQMRLVEDNPSSLSLVE

== **%kk%x - % -k ** ** * -k - % * - - * * -

3746 VYENHCGRNGRESDLP ITYFKEKLNQAITGQISPEAIGDLRLQAYGEITKNIVNDTIFSQYMYKTSMSGSHLWAFKKQFAVQLAVSNFMSFILQIGGRSP

OsTRA1_TRRAP-467-756 VYEINCARHNREADSP ITIFKEQLNQATSGQVSPEAVVELRLQAYNEITKNIVNDN IFSQYMHKILPTGNHLWTFKKQFATQVALSCFMSYMLQ IGGRAP

Sc_TRRAP_3371-3676
Hs_TRRAP_3467-3754

IHNEFCKKKGFDPDD I QDFMADKLNAAHDDALPAPDMT ILKVEIENS IQTMFVPSNVLKDHFTSLFTQFEDFWLFRKQFASQYSSFVFMSYMMMINNRTP
IYKQRCAKKGIEHDNPISRYYDRLATVQARGTQASHQVLR——DILKEVQSNMVPRSMLKEWALHTFPNATDYWTFRKMFTIQLALIGFAEFVLHLNRLNP

Clustal Consensus il *oLIilono* tI* R : oL LIIot xRk ok ok - LIIoI.

AtTRAlb_TRRAP-3458-3746 NKILFAKNSCKMFQTDFHPSYDSNG—=—=—————mmmeemmm— MIELNEPVPFRLTRNMHAFLSHFGVEGPLMSNMCSASQAVFSSKQNEHLRYQLAMFF
AtTRAla_TRRAP-3482-3770 NKVLFAKNTGKMFQTDFHPAYDANG==—=—————-meemmmm— MIEFNEPVPFRLTRNMQAFFSQFGVEGLLMSSMCSAAQAV I SSKQNEHLRYQLAMFF
OsTRA1_TRRAP-467-756 NKITLFAKNTGKIFQNDFHPAYDPNG-————————————————— MIEFNELVPFRLTRNMQAFFSNFGVEGL IVSAMCSAAQSVVSPKQSQH IWHHLAMFF

Sc_TRRAP_3371-3676
Hs_TRRAP_3467-3754
Clustal Consensus

AtTRAlb_TRRAP-3458-
-3770 RDELLSWF-

AtTRAla_TRRAP-3482

HKTHVDKTSGNVFTLEMLPSRFPYERVKPLLKNHDLSLPPDSP IFHNNEPVPFRLTPNIQSLIGDSALEGIFAVNLFTISRALIEP--DNELNTYLALFI
EMLQIAQDTGKLNVAYFRFDINDATG ————————————————— DLDANRPVPFRLTPNISEFLTTIGVSGPLTASMIAVARCFAQP——NFKVDGILKTVL

- k- S K Kkkkkk K- -- - x - -

3746 RDELLSWF-

OsTRAla_TRRAP-467-756 RDELLSWSW

Sc_TRRAP_3371-3676
Hs_TRRAP_3467-3754
Clustal Consensus

>SGF29
At_sgf29a_131-266
At_sgf29b_134-269
Os_sgf29_199-332
Hs_Sgf29 158-289
Sc_Sgf29_126-250
Clustal Consensus

>UBP8
AT_UBP22_177-528
0S_UBP22_211-576
HS_USP22_ 176-518
SC_UBP8p_138-466
Clustal Consensus

AT_UBP22_177-528
0S_UBP22_211-576
HS_USP22_176-518
SC_UBP8p_138-466
Clustal Consensus

>SGF11
At_Sgfl11-89-121
Os_Sgf11-93-125
Hs_Sgf11-80-112
Sc_Sgf11-67-99
Clustal Consensus

>ENY2
At_eny2_26-110
Os_eny2_22-107
Hs_eny2 11-95
Sc_eny2_7-90
Clustal Consensus

>CHD1_chromo
At_chromo_535-588
Os_chromo_507-560
Sc_chromo_286-341
Hs_chromo_378-447
Hs_chromo_300-325
At-chromo_460-499
Os_chromo_433-471
Sc_chromo_176-247
Clustal Consensus

>CHD1_helic

RDEIISWFS
RDE I TAWHK

KAk - - =k
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--LKGEQVAAKVKSD-EEKDEWFVVKVIHFDKETKEYEVLDEEPGDDEE-SAQKKYKLPMSD I IPFPKRGDPSSAPDFGQGRQVLAVYPSTTALYRATVASN-RKRKSDDYLLLFDDDEEDGNLPOQRAVPFYRVVPLPE----
---PGDKVAARVKAVDGDEQ-WILAEVVSYSHATNKXYEVDD IDEEGKERHTLSRRRVIPLPOW<ANP---ETDPEALFQXEQLVLALYPOTTCFYRALIHAPPOQRPODDYSVLFEDTSYADGYSPPLNVAQRYVVACKE-—-~-~
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At_HELICc_937-1061
Os_HELICc_926-1034
Hs_HELICc_807-913
Sc_HELICc_693-817
Clustal Consensus

>CHD1-dexdc
Hs_DEXDc_503-648
Sc_DEXDc_396-544
At_DEXDc_645-791
Os_DEXDc_617-763
Clustal Consensus

>ADA2b_SWIRM
At_SWIRM_409-483
Os_SWIRM_485-553
Sc_SWIRM_355 428
Hs_SWIRM_364-440
Clustal Consensus

> ADA2b_SANT
At_SANT_105-147
Os_SANT_111-152
Hs_SANT_74-118
Sc_SANT_65-107
Clustal Consensus
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>ADA2b_ZZ-ADA2

At_ZZ ADA2_45-93
Os_Z7Z ADA2_51-99
Sc_ZZ ADA2_5-53
Hs_ZZ ADA2_15-64
Clustal Consensus

>Spt3_TAF13
atspt3
osspt3
Hsspt3
Scspt3
Clustal Consensus

>Spt20_spt20

At_spt20-62-208
Os_spt20-76-236
Hs_spt20-74-226
Sc_spt20-122-341
Clustal Consensus

At_spt20-62-208
Os_spt20-76-236
Hs_spt20-74-226
Sc_spt20-122-341
Clustal Consensus

At_spt20-62-208
Os_spt20-76-236
Hs_spt20-74-226
Sc_spt20-122-341
Clustal Consensus

>ADA3-ada3
At-ADA3-835-957
0s-ADA3-889-995
Sc-ADA3-505-649
Hs-ADA3-309-431
Clustal Consensus
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Sc-ADA3-505-649 VKR IRVPKKRKKHHTAASNNVNTGTTSQ IAQQKAANSSLKSLLDK
Hs-ADA3-309-431 RKIMA---ARQKKRTPTKK--—--- EKDQAWKTLKERES ILKLLD-
Clustal Consensus * : R . R N

>ADA1-TAD1
Os-adala-6-270 -AKKVAARVDTME IKSQ IAKKLGAERSEHYFHSLKKFLGGQLGKEEFDKICVATMG === === === ———— RDNIKYHNFLIRSILSNAYLATAPPPPPPP
Os-adalb-3-236 -TSRKLARVDIAELKQRLVKRLGRQRAGQYFAHLTRLLNLKLTKVEFDKLCYATIG--——==———=————— RENTALHNALIRGIISNALSG----- VPPP
At-adala-3-248 -SDQCFSRLNSLEIKALTYQKIGHQRADTYFDQLGKFLTSRISKSEFDKLCSKTVG—-———————————— RENISLHNRLVRS ILKNASVAK--—-- SPP
At-adalb-3-243 TSQHHVVRTDISELKSQIEKRIGRAKTESYLNLLSKFLSLKISKSDFDKLIIVTVK-—=—=—————————— RENISLHNALLRGILKNICLSKT---LPPF
Hs-adal-7-195 = ————————- ELEAAKKNLSEALG-DNVKQYWANLKLWFKQKISKEEFDLEAHRLLT---——-————————— QDNVHSHNDFLLAILT--—=—=—=————— R
Sc-adal-54-317 -PQGPNQRIDLGAMIEELTSLLGKESWTKYAQI ISLFILGKLSRKELSNELELVFSPSAASLEKSNTNHHHSLVRLHNQLLLGIFANSLRENPLGRNGNE
Clustal Consensus : DL oI* * : Doz . e S
Os-adala-6-270 SRQATTGNSQTSTVSVSNGAVANHGVMAGVMRGPALATREARFERPSPLGKSPLGHQGTGEFVSAGSKAPLEVVSVEDG-—-—- EEVNQAGGSPVYAQSR
Os-adalb-3-236 SRQAVTG--QSGTTTAPSGQCVGIALQSARNVGAVVDSGDGDFAR-—————————————— ERAVAG----- KVLSVEDG----- EEVEQVRSAP-CVQSR
At-adala-3-248 PRYPKKSLYGDPVFPPSPRKCRSRKFRDRPSPLGPLCKPQSLTTTND-———————————— ESMSKAQRLPMEVVSVEDG-—---- EEVEQMTGSP-SVQSR
At-adalb-3-243 VKNGVESDNKKKKQLNGAFQSLCKELPRSPRKGRTQRRLNK-————————————————— DGNISKGKSLVTEVVSSSGRQQWSMENVEEVDQL IPCWRSQ
Hs-adal-7-195 CQILVSTPDGAGSLPWPGGSAAKPGKPKGKKKLSSVR-—— === === = e e e e e QKFDHR--—-—- FQPQ
Sc-adal-54-317 SSWGFGNGSNNPNNKLKRINKHNSQIEVYKKIVMSLPLNDR---— === === —————— NRLKMITKEAGKRGFIFCSVFQ-—-—- ARLNNIPKIP-I1VTNP
Clustal Consensus -
Os-adala-6-270 SPIRAPLGVSFGDPKAQNSRPSIPHPSLICYKNGELPEAQRLLKLLENKLQAEGLS--LTQECADVLNSGLNAYLSRLLKSCMGVAK
Os-adalb-3-236 SPITAPLGIST-TPTYGARTWRLDDPMVSCYDSHHLLDTGSLFKGLQRRLESDG I1G--VSVQGVEVLNRGLDEFLRRLIKPCMEL -~
At-adala-3-248 SPLTAPLGVSFHLKSKARFSTYNGINRETCQSSGELPDMITLRARLEKKLEMEG IK--LSMDSANLLNRGLNAYMRRLIEPCLSLAS
At-adalb-3-243 -PIEAPFGVNLRDV IKKQHR----- IDTCCYSSGELPDSVSLKKKLEDDLE-EGLE--VSVGFANSLNAGLDVFLKRLIKPCLEL--
Hs-adal-7-195 NPLSGAQQFVAKDPQD—--—--- DDDLKLCSHTMMLPTRGQLEGRMIVTAYEHGLDN-VTEEAVSAVVYAVENHLKD ILTSVVSRRK
Sc-adal-54-317 ESLKRVKSNNLKTPLEWSQD IMNGFNVPLASESHSLPDTDSFYLRMVGIAREHGLVGTVDARCVELISLALDQYLKNIIEFTIDTVR
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Clustal Consensus

S1 Fig: Domain similarity between human, S. cerevisiae, Arabidopsis and O. sativa SAGA complex encoding genes.

Sequence alignments of the representative domains of each protein of the SAGA complex were done by using Clustal X.



