(1) 1 10 20 30 40 50 60 70 80 90 100
gg-SNAPC4 (1) MSRRDGPTGANENAEREKIRREIEELERSLOLDVTSVDVAVSDSSLSSDDAEGDS SDAHABMEVERE - ————————————————————— oo

mm-SNAPC4 (1)—MPRRQAEAMDIDAEREKITQEIQELERILYPGSTSVHFEVSESSLSSDSEADSLPDEDLETAGAPILE ———————————————————————— EEGSSES

hs-SNAPC4 (1) ————————— MDVDAEREKITQEIKELERILDPGSSGSHVEISESSLESDSEADSLPSEDLDPADPPISE----——————-—"—-"—"—"—"————————— EERWGEA

dr-SNAPC4 (1) —————— MASDDLQAQRDKIQREILALESTLGADSSIADQLSSDNSSDYESDDSGPTVERVERDDLETERLRIQREIEELENALGADAALENVLQODSDHDT
SNAPC1/SNAPC5 Interacting Domain

(101) 101 110 120 130 140 150 160 170 180 190 200

gg-SNAPC4 (68) EDSSDDDLESSLLEDPETCLOMNYVYQEVIQEKIEEVELLIAQNKEQQKEILCELDGRKTTRTGDGRNLPSNIFLGHFMKPYFKDKTTGIGPPSNEDAKE
mm-SNAPC4 (76) SNDEEDPKDKALPEDPETCLQOLNMVYQEVIREKLAEVSQLLAQNQEQOEEILFDLSGTKCPKVKDGRSLPSYMY IGHFLKPYFKDKVTGVGPPANEETRE
hs-SNAPC4 (68) SNDEDDPKDKTLPEDPETCLQLNMVYQEVIQEKLAEANLLLAQONREQQEELMRDLAGSKGTKVKDGKSLPPSTYMGHFMKPYFKDKVTGVGPPANEDTRE
dr-SNAPC4 (95) DSSEDSADDLELPONVETCLOMNLVYQEVLKEKLAELEQLLIENQQQOKEIEVQLSGPGNSIFSVPGVPPQKQFLGYFLKPYFKDKLTGLGPPANEETKE

(201) 201 210 220 230 240 250 260 270 280 290 300
gg-SNAPC4 (168) KAAQGIKSFEQLLSTKWKSKEKVLLOKSVVSDRLORLLOPKLLKLSYSNQKLENVKTEMEKQILEKQIKEVEREIEAINQLPESDLLGGRFDEHDWEKIA
mm-SNAPC4 (176) KATQGIKAFEQLLVTKWKHWEKALLRKSVVSDRLORLLOPKLLKLEYLHEKQSRVSSELEROALEKQIKEAEKE IQDINQLPEEALLGNRLDSHDWEKIS
hs-SNAPC4 (168) KAAQGIKAFEELLVTKWKNWEKALLRKSVVSDRLORLLOPKLLKLEYLHOKOSKVSSELEROALEKQGREAEKE IQDINQLPEEATLLGNRLDSHDWEK S
dr-SNAPC4 (195) RMKHGSIPVDNLKIKRWEGWQKTLLTNAVARDTMKRMLOPKLSKMEYLSNKLCRAEGEEKEQLKA-QIELIEKQIAEIRTLKDDQLLGDLODDHDWDKIS

(301)[301 310 320 330 340 350 360 370 380 390 4OOJ
gg-SNAPC4 (268)LNVHFDGRRSSEELKKFWONWEHPNINKNEWTEEETERLKDIAAKRGYLDWOTIAQELGTNRTAFQCLOKYQTYN-KDLKRKEWTRDEDKMLLELVQEMRV.
mm-SNAPC4 (276) NINFEGARSAEEIRKFWOSSEHPSISKOEWSTEEVERLKAIAATHGHLEWHLVAEELGTSRSAFQCLOKFQOQYN-KTLKRKEWTEEEDHMLTQLVQEMRV
hs-SNAPC4 (268) NINFEGSRSAEEIRKFWONSEHPS INKQEWSREEEERLOATAAAHGHLEWQKIAEELGTSRSAFQCLOKFQOQHN-KALKRKEWTEEEDRMLTQLVQEMRV
dr-SNAPC4 (294) NIDFEGLRQADDLKREFWONFLHPSINKSVWKQDEIYKLQAVAEEFKMCHWDKIAEALGTNRTAFMCFQTYQRYISKTFRRTHWTEEEDDLLRELVEKMRT

Myb DNA binding domain

(401)[401 410 420 430 440 450 460 470 480 490 5ooJ
9g-SNAPC4 (367)LGSHIPYKKIAYYMEGRDSAQLIYRWTKSVDPSLKKGRWTPEEDAMLEAAVEKYGERDWYKIRTEVPGRSDAQCSDRYLKALHRDVKKGKIS LKEEEQLID
mm-SNAPC4 (375) GNHIPYRKIVYFMEGRDSMQLIYRWTKSLDPSLKRGFWAPEEDAKLLOAVAKYGAQDWEKIREEVPGRSDAQCRDRY IRRLHFSLKKGRWNAKEEQQLIQ
hs-SNAPC4 (367) GSHIPYRRIVYYMEGRDSMOLIYRWTKSLDPGLKKGYWAPEEDAKLLQAVAKYGEQDWEKIREEVPGRSDAQCRDRY LRRLHFSLKKGRWNLKEEEQL IE
dr-SNAPC4 (394) GNFIPYIQMSHFMVGRDGSQLAYRWTSVLDPSLKKGBWSKEEDQLLRNAVAKYGTREWGRIRTEVPGRTDSACRDRYLDCLRETVKKGTWS YAEMELLKE

(501)| 501 510 520 530 540 550 560 570 580 590 600
gg-SNAPC4 (467)| LVQKHGLGHWSKIASELPHRTRSQCLSKWKIMIGSKASRCGKQVLRVTLEDVRRVLRENTCFQR-——-KR-———-——————————————————————————
mm-SNAPC4 (475) LIEKYGVGHWARIASELPHRSGSQCLSKWKILARKKQHLORKRGORPRHSSQWSSSGSSSSSSEDYGSSSGSDGSSGSENSDVELEASLEKSRALTPQQY
hs-SNAPC4 (467) LIEKYGVGHWAKIASELPHRSGSQCLSKWKIMMGKKQGLRRRR-RRARHSVRWSSTSSSGSSSGSSGGSSSSSSSS-SEEDEPEQAQAGEGDRALLSPQY
dr-SNAPC4 (494) KVAKYGVGKWAKIASEIPNRVDAQCTLHKWKLMTRSKKPLKRPLSSITTSYPRNKRQKLLKTVKEEMFENSSSDDESQINYMNSDESDDLAEDENLE I PQK

(601) 601 610 620 630 640 650 660 670 680 690 700
gg-SNAPC4 (533) ——————————mm
mm-SNAPC4 (575) RVPDIDLWVPTRLITSQOSQREGTGCYPQHPAVSCCT---QDASONHHKEGSTTVSAAEK--NQLQVPYETHSTVPRGDRFLHFSDTHSASLKDPACKS -~
hs-SNAPC4 (565) MVPDMDLWVPARQSTSQOPWRGGAGAWLGGPAASLSPPKGSSASQGGSKEASTTAAAPGEETSPVQVPARAHGPVPRSAQASHSADTRPAGAEKQALEGGR
dr-SNAPC4 (594) EYVQTEMKEWIPRNAMVWTITPGSFRTLWVRLPTNEEELRESTKESGLGSDSSENSACPNDEPIXERNTILDRFGDVERTYVGMNTVVLHRRTDDEKA -~




(701) 701 710 720 730 740 750 760 770 780 790 800

9g-SNAPC4 (533) ——————————m oo TSGVGASAAEKHRGLWSIMGKSRROQERARWRKMNLDRKLIMAVTPWVGDVLLECTLRAG
mm-SNAPC4 (668) ——--—---—-———-——————- HTLMKERPKQPLLPSSRSGESDPGNNTAGPHLROLWHGT YONKORRKROALHRRLLKHRLLLAV I PWVGDINLACTOAPR
hs-SNAPC4 (665) RLLTVPVETVLRVLRANTAARSCTOKEQLRQPPLBTSSPGVSSGDSVARSHVOWLRHRATQSGQRRWRHALHRRLLNRRL LLAVT PHVCDVVVECTQASQ

dr-SNAPC4 (692) —————-———-——————————————————— MFKVC---—-- MSDVKQF IQMKATE FAVKKKKKIKNKKRTLRDVFSLNTDLQKAVIPWIGNVIISTPANEA

(801) 801 810 820 830 840 850 860 870 880 890 900

9g-SNAPC4 (592) KMAFDQTKAYSIQOKLKSVSLSSTPLETLEIOLERIDENGCMK I IRERRADAARPOOPES-—--- HUTPDSMLPLEWVVTQQALLSSAVQAVVGVPQELO

mm-SNAPC4 (747) RPATVOQTKADSIRMOLECARLASTPVFTLLIQLLQIDTAGCMEVVRERKSQPPALLOPGTRNTQPHLLOASSNAKNNTG-CLPSMTGEQTAKRASHKGRP
hs-SNAPC4 (765) RPAVVQTQADGLREQLQOQARLASTPVEFTLETOQLFHIDTAGCLEVVRERKALPPRLPOAGARDPPVHLLOASSSAQSTPGHLFPNVPAQEASKSASHKGSR

dr-SNAPC4 (757) ----IFCEGDIVGIKAASIRLQKTSVEFTFEIKAFHVDVNGCRTVIEIHKKLDIKMBLAINGNR--KPTPISTSPRIVAVLLOOSKAASEHKKPAEPSQOR
(901) 901 910 920 930 940 950 960 970 980 990 1000
9g-SNAPC4 (687) AIVRSQSQASVTSSGSVSGLEAPPVSSGVNMPHPSHAETKTDPQLAAGSPAGKTAGVSHEASVFPVSSADPVCSVEGVSSATSAHSDSSSK—---TVDSS

mm-SNAPC4 (846) RLGSCRTEATPFQVPVAAPRGLRPKPKTVSELLREKRLRESHAKKATQALGLN-SQLLVSSPVILOPPLLPVPHGSPVVGPATSSVELSVPVAPVMVSSS
hs-SNAPC4 (865) RLASSRVERTLPQASLLASTGPRPKPKTVSELLOEKRLOEARAREATRGPVVLPSQLLVSSSVILOPPLPHTPHGRPAPGPTVLNVPLSGPGAPAARAKPG
dr-SNAPC4 (851) SLPPSQKPSLPPSVPPSQQPTLPPPSQPSQPPPQPPSLPPSQPPAQQPSLPPPQPPSLPPPLPPPQPPSLPPPQPPSLPTSQQQSLPPSQQHSLPPFQNP

(1001) 1001 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
gg-SNAPC4 (783) AAHNALPGGAPTLHAQLLP-——————————————————————————————— OMQLPASTQGSDSRCVTDVVSLGEKQDSSTTNGSSSNSDVLHKGDVLQP
mm-SNAPC4 (945) PSGSWPVGGI SATDKQPPN-——-—-————————————————————————————— LOTISLNPPHKGTQVAAPAAFRSLALAPGQVPTGGHLSTLGQTSTTSQ-
hs-SNAPC4 (965) TSGSWQEAGTSAKDKRLST———————————————————————————————— MOALPLAPVFSEAEGTAPAASQAPALGPGQISVSCPESGLGQSQAPAAS
dr-SNAPC4 (951) SLPPSQQPSLPPSKQPPQPLPVRQITTPTLIYPNNLVITNPNMEGEVQHLVFKGLLLPQQPSKAVSHIPLPVMQPKTPAQPIVVSKSPSVQDSNSVKSSK

(1101) 1101 1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
gg-SNAPC4 (851) RASIPHNSVAGNSEGSADQGLKYRPIAS - ——————————— = ———mm o m o m o o o K--P---—
mm-SNAPC4(1012) -KQSLPKVLPILRAAPSLTQLSVQPPVS----GQPLATKSSLPVNWVL-——-——-——-———————————— TTOKLLSVQVPAVVGLPQSVMTPETIGLQAKQL
hs-SNAPC4(1033) RKQGLPEAPPFLPAAPSPTPLPVQOPLSLTHIGGPHVATSVPLPVTWVL-————-—————————————— TAQGLLPVPVPAVVSLPRPAGTPGPAGLLATLL
dr-SNAPC4(1051) RICKPTKKAQALMEQSKVKSRKKE PQKQNQGNKNVVFPTVTLQTSPVIKILSPARLVQVTGLSPNFSSNQTINMPDKSLTIKSPQPCSSGNLHQSAPVVV

(1201) 1201 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
gg-SNAPC4 (881) - - ———————————————————— PP E QT S A P — = — = —— m m
mm-SNAPC4(1088) PSPAKTPAFLE-————————— QP P A S T D T B P — —— —— — — m — o -

hs-SNAPC4(1114) PPLTETRAAQGPRAPALSSSWQPPANMNREPEPSCRTDTPAPPTHALSQSPAEADGSVAFVPGEAQVAREIPEPRTSSHADPPEAEPPWSGRLPAFGGVI
dr-SNAPC4(1151) HSSTNPTFVHSSVSNVSRDNLNVSSTINISPRVSRDALNPTSFLNSTTFPLPQNLSVQQSVQIVPQIPINVVHKATCTKAAKTSSDSSSDESVVKQHQLS

(1301) 1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400
gg-SNAPC4 (890) —————————mm o PQP------ T
MM-SNAPC4(1100) — === = mmm oo o KGPQGQOEIPPTP
hs-SNAPC4(1214) PATEPRGTPGSPSGTQEPRGPLGLEK L P L= === === == = e e e e e e e e e ROPGPEKGALDLEKPPLP

dr-SNAPC4(1251) PSTGRSIPPAVENIQPNPSTPPTLSSGPVIEFNPNNKVVAPKLCGLNVSSSQLPTVSTQKTKYRPIRPLGPLPVVAPPSRKVTSMSRIRAQSEGEPLISLR






