
 
 
At    1 -------------------------------------------MGKETPAEKSLNLIRGRLCDPSYVFRPLSASSDSNYS 
Zm    1 ------------------------------------------MVAAVSLPSQAQAVLRSRLCDPVFIHSALSSSLDTNYS 
Os    1 ---------------------------------------MAAAAAAASVASQAQAVLRGRLCDQAVVHSALRSSPDTNYS 
Xl    1 ---------------------------------MSKRKSKDLCLPVGECISKVHGILRQRLFQH--HGKPFG--VDSQHK 
Hs    1 ---------------------------------MSSRKSKSNSLIHTECLSQVQRILRERFCRQSPHSNLFG--VQVQYK 
Dm    1 ------------------------------------------MPEADRELVSIRRFLKERLQRD--YTTLRG--YAKERS 
Sc    1 MTISEARLSPQVNLLPIKRHSNEEVEETAAILKKRTIDNEKCKDSDPGFGSLQRRLLQQLYGTLPTDEKIIFTYLQDCQQ 
 
At   38 KLKFIVSTSITEGCNNSMLLLGPRGSGKAAVLDLVVGDLL--EQFPDSVSVIRLNGLLHSDDNCA--------------- 
Zm   39 KLKYLVASSVSEACNNSVLLLGPRGCGKAAVVDMVLDDLK--EEHPDAISVIRLNGMLHNDDNCA--------------- 
Os   42 KLKYLVASSVSEACNNSVLLLGPRGCGKAAVVDMVLDDPK--KDHPDAISVIRLNGMLHSDDNCA--------------- 
Xl   44 HLVELLKRTVIHGESNSALIIGPRGSGKSMLLKGALEDIFGMKQMKETALQVNLNGLLQTTDKIA--------------- 
Hs   46 HLSELLKRTALHGESNSVLIIGPRGSGKTMLINHALKELMEIEEVSENVLQVHLNGLLQINDKIA--------------- 
Dm   35 NVRLLLQRTAEMGESNSLLLLGPRGSGKTTLINSVLADLLPNKSFGENTLIVHLDGNLHTDDRVA--------------- 
Sc   81 EIDRIIKQSIIQKESHSVILVGPRQSYKTYLLDYELSLLQ--QSYKEQFITIRLNGFIHSEQTAINGIATQLEQQLQKIH 
 
At  101 -FKEIARQLCMEHHLLFSKMASFDDNSQFIIAMLRACG----------LAHKTIIFVLDEFDMFAQGK-QRLLYSLLDAM 
Zm  102 -MKEIARQLCSEHQLSFSKMASSDDNTEFMIDMLRECG----------LAHKTILFILEEFDLFAQGK-QRLLYSLLDAM 
Os  105 -TKEIARQLCLEHQLSFSKMASSDDNTEFMIDMLRECG----------LAHKTIIFVLEEFDLFAQGK-QRLLYSLLDAM 
Xl  109 -LKEITRQLHLENVVGDRVFGSFAENLSFLLEALKTGDR---------KSSCPVLFVLDEFDLFAHHKNQTLLYNLFDIA 
Hs  111 -LKEITRQLNLENVVGDKVFGSFAENLSFLLEALKKGDR---------TSSCPVIFILDEFDLFAHHKNQTLLYNLFDIS 
Dm  100 -LKSITVQMQLENAADGKVFGSFAENLAFLLQCLKAGG----------KHSKSVIFILEEFDLFCAHHNQTLLYNLFDVS 
Sc  159 GSEEKIDDTSLETISSGSLTEVFEKILLLLDSTTKTRNEDSGEVDRESITKITVVFIFDEIDTFAGPVRQTLLYNLFDMV 
 
At  169 QSVTSQAVVVGISSRLDADQLLEKRVRSRFSHRKFLFLPPSR--EELDGLFVHLLSLPADSGFPSGYVS----------- 
Zm  170 QSLTSQAVVIGVSCRLDADQLLEKRVRSRFSHRKLLFISPSL--DDMQRLVEHLLILAKDSGLPSKYIA----------- 
Os  173 QSLTSQAVVIGVSCRLDADQLLEKRVRSRFSHRKLLFVPSSV--DSLQRLMEHLLALPEDSPLPTKYVR----------- 
Xl  179 QSAQTPVAVIGLTCRLDVMELLEKRVKSRFSHRQIHLLNSFS-FSQYLQIFQEKLSLPASFPDSQFAEK----------- 
Hs  181 QSAQTPIAVIGLTCRLDILELLEKRVKSRFSHRQIHLMNSFG-FPQYVKIFKEQLSLPAEFPDKVFAEK----------- 
Dm  169 QSAQAPICVLGVTCRLDVIELLEKRVKSRFSHRQVFLFPSLRRFEDYVDLCRDLLSLPTGNSLLLAAEKIYNLQNIQSGA 
Sc  239 EHSRVPVCIFGCTTKLNILEYLEKRVKSRFSQRVIYMPQIQN-LDDMVDAVRNLLTVRSEISPWVSQWN----------- 
 
At  236 ---------------------RFNDKIKNLTSDTRFKDILKTLFNANTTVNSFLKFIFCAVSLMNLESGLLSLENFKAAL 
Zm  237 ---------------------DYNSRLTSIFSDKKFKGCLNSLMDADATTSNIQRFLFRAVSYMDMESGFLSVESFLKAL 
Os  240 ---------------------EYNARITSIFNDKKFKGILSSLTDADATTSHILRFLFRVVSYMDIDSGLLSMQSFMNAL 
Xl  247 ----------------------WNESIKSLVESKLVEDVLQKQYNASKDVRSLHMLMLLAVCRVNVSHPHITAADFLEVF 
Hs  249 ----------------------WNENVQYLSEDRSVQEVLQKHFNISKNLRSLHMLLMLALNRVTASHPFMTAVDLMEAS 
Dm  249 LYFSRNHFDPGEYGFSPRLRDAWNKQICKVLATQQARSTLQALHDFDISEAYLKNFLFRLVAHLRPQSPHITAEKMAAVG 
Sc  307 ------------------ETLEKELSDPRSNLNRHIRMNFETFRSLPTLKNSIIPLVATSKNFGSLCTAIKSCSFLDIYN 
 
At  295 SSMQRQPKLEAVRDCSVLELYLLVCMRRLE-VKEQSSYNFISVMKEY-KAIHDSFHTSDYYAQNVCLRAFEHLRERQ--- 
Zm  296 SSMQRQPKMDSLQDLSILELYILVCMHRLE-SKEQTSYNFTRIMKEY-RSIQDAYKTSDKYASTVCFRAFEHLLDRE--- 
Os  299 SSMQRQPKMDGLQDLSILELYILVCMNRLE-DKEKSSYNFITIMKEY-KSVQDAYKTSDKYSHTVCFRAFEHLLDRE--- 
Xl  305 RLRNQDSKANILHGVSVLELCLIIAMKHLQDIYDGEPFNFQMVHNEFQKFIQRKAHSVYNFEKAVVIKAFEHLHQLE--- 
Hs  307 QLCSMDSKANIVHGLSVLEICLIIAMKHLNDIYEEEPFNFQMVYNEFQKFVQRKAHSVYNFEKPVVMKAFEHLQQLE--- 
Dm  329 SQFEGDDKIELLCGLSVLELCLIIAIKHHSQIYDRDSFNFEIIYARFSKFAK-VSTTMQAVERSIVLKAFEHLRIAE--- 
Sc  369 KNQLSNNLTGRLQSLSDLELAILISAARVALRAKDGSFNFNLAYAEYEKMIKAINSRIPTVAPTTNVGTGQSTFSIDNTI 
 
At  370 -------VICYAENRGQ----SQTGEYRLQKLLISASELHQGMRSHACCPRHPSQVIGPLISVFCPLEIRQVSQGNVICM 
Zm  371 -------LISFGDNRWR----NQALEYRPVKLLISSRELAESLKLNTTCPAVLQKLFDRERYM----------------- 
Os  374 -------LISFADNKGR----NQALEYRPVKLLISSLELADSLNLNTTCPAVFQKLLDRERYM----------------- 
Xl  382 -------LIKPMEGLSV----RTQKEYRLMKLLLDNTQIVEALQKYPNCPTDVKQWAMSSLS------------------ 
Hs  384 -------LIKPMERTSG----NSQREYQLMKLLLDNTQIMNALQKYPNCPTDVRQWATSSLSWL---------------- 
Dm  405 -------LIMPLTGGAGGGVGKVQKEFEMHKLALTYSQIHHCMQRYQALPTEVAQWAQSSLI------------------ 
Sc  449 KLWLKKDVKNVWENLVQLDFFTEKSAVGLRDNATAAFYASNYQFQGTMIPFDLRSYQMQIILQELRRIIPKSNMYYSWTQ 
 
At  439 FISW 
Zm      ---- 
Os      ---- 
Xl      ---- 
Hs      ---- 
Dm      ---- 
Sc  529 L--- 
 

Supplemental Figure 2  
Comparison of the AtORC4 predicted protein sequence (At) with ORC4 proteins from 
rice (Os: accession BAC77041), maize (Zm: accession AAL10455), Xenopus (Xl: 
accession CAA76187), human (Hs: accession AAH14847), Drosophila (Dm: accession 
AAD39473) and budding yeast (Sc: accession NP_015488). 


