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Hs_NCOA2 GPSPKRNTEKRNREQENKYIEELAELIFANFNDIDNFNFKPDKCAILKETVKQIRQI
Bf_Ncoa VMS-KCVQEKKRREQEKMYIEELAELISSNMENL--MTIKADKCAILQEAVKQIKAL
Hs_CLOCK KRVSRNKSEKKRRDQFNVLIKELGSMLPGNA---R----KMDKSTVLQKSIDFLRKH
Bf_Clock KRQSRNRSEKKRRDQFNILINELCSMVSSNN---R----KMDKSSVLQSTIAFLKRN
Hs_ARNT ARENHSEIERRRRNKMTAYITELSDMVPTCSALAR----KPDKLTILRMAVSHMKSL
Bf_Arnt ARENHSEIERRRRNKMTAYIAELSDMVPTCSALAR----KPDKLTILRMAVSHMKSL
Hs_ARNTL(BMAL1) AREAHSQIEKRRRDKMNSFIDELASLVPTCNAMSR----KLDKLTVLRMAVQHMKTL
Bf_Bmal SRQNHSEIEKRRRDKMNSYIMELSAMIPVCNAMSR----KLDKLTVLRMAVQHMKTL
Hs_AHR AEGIKSNPSKRHRDRLNTELDRLASLLPFPQDVIN----KLDKLSVLRLSVSYLRAK
Bf_Ahr KDPAKTNPSKRHRDRLNAELDRLASMLPFTDDVLS----KLDKLSILRLSVSYLRNK
Hs_NPAS4 YRSTKG-ASKARRDQINAEIRNLKELLPLAEADKV----RLSYLHIMSLACIYTRKG
Bf_Npas4 FRSTKG-ASKQRRDLINAEISLLRGHLPLAEPVRA----RLSYLQVMSLTCVYMRKC
Hs_SIM1 MKEKSKNAARTRREKENSEFYELAKLLPLPSAITS----QLDKASIIRLTTSYLKMR
Bf_Sim MKEKSKNAARTRREKENYEFSLLAKLLPLPSAITS----QLDKASIIRLTTSYLKMR
Hs_NPAS3 RKEKSRDAARSRRGKENFEFYELAKLLPLPAAITS----QLDKASIIRLTISYLKMR
Bf_Npas1/3 RKEKSRDAARNRRGKENYEFYELAKMLPLPAAITS----QLDKASIIRLTISYLKMR
Hs_HIF1A RKEKSRDAARSRRSKESEVFYELAHQLPLPHNVSS----HLDKASVMRLTISYLRVR
Bf_Hifa(L) RKEKSRDAARVRRSKETEIFYELAHQLPLAHSKSA----QLDKASIMRLAISYLKTR
Bf_orphan KRKIRSLAEKNRRDKLTSFISQLSTLLPLANTPDK----KLDKCDVLRLAVNYLKVQ

basic Helix 1 Loop Helix 2
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Hs NCOA2 LGPMMLEALDGFFFVVNLE-GNVVFVSENVTQYLRYNQEELM--NKSVYSILHVGDHTEFVK----NLLP------------KSIVNGGSWSGE----------------PPRRNSHT--FNCRMLV
Bf_Ncoa LGNLLLEALNGFLFVVNSQ-GKLEFISNNVQNYLSYTHDELM--GSSVYNIIHVGDHTQFVN----CLLP------------MSLGNGVGWAPD----------------AAGKKCFS--FQCRMMV
Hs_CLOCK FTQLMLEALDGFFLAIMTD-GSIIYVSESVTSLLEHLPSDLV--DQSIFNFIPEGEHSEVYKILS-----------------THLLESDSLTP-----------------EYLKSKNQLEFCCHMLR
Bf_Clock FSQLMLDATNGFMLAINKQ-GKILYVSENVTSLLGHLPNDLV--GNTLGDMVHEKEKVQTCNLLT-----------------HHTLHLDQTES-----------------DYG-HDKHLSFSCHFVR
Hs_ARNT LKHLILEAADGFLFIVSCETGRVVYVSDSVTPVLNQPQSEWF--GSTLYDQVHPDDVDKLREQLS---------TSENALTGRILDLKTG-TVKKE---------GQQSSMRMCMGSRRSFICRMRC
Bf_Arnt LKHLILEAADGFLFVSACETGRIIYVSDSVVPVLNQSQSDWF--GSTLYDLVHPDDVEKVREQLS---------TAENPNQGRILDLKTG-TVKKE---------GHQSSIRLCMGSRRGFICRMRV
Hs_ARNTL LKHLILRAADGFLFVVGCDRGKILFVSESVFKILNYSQNDLI--GQSLFDYLHPKDIAKVKEQLS---------SSDTAPRERLIDAKTGLPVKTD---------ITPGPSRLCSGARRSFFCRMKC
Bf_Bmal LKHLILEAADGFLFVVSCDRGRILYVSESVARVLNYNQRDLM--GQSWFDILHPKDVAKVKEQLL---------SSDMSPRERLIDAKTGLPVKAD---------VPPMPSCLCSGARRSFFCRMKT
Hs_AHR EGEFLLQALNGFVLVVTTD-ALVFYASSTIQDYLGFQQSDVI--HQSVYELIHTEDRAEFQRQLHWALNP-----------SQCTESGQGIEEATGLPQTVVCYNPDQIPPENSPLMERCFICRLRC
Bf_Ahr EGEMLLQALNGFVVVVTCD-GLVFYASHTIQDYLGFQQSDVI--HQGVYELIHTEDRAEFRRQLSWNMQP-----------LEETAD-PGQVSAN--NNSVVPYN-GVMCPEGSMVLERSFVCRFRC
Hs_NPAS4 LEDIVAA-LPGFLLVFTAE-GKLLYLSESVSEHLGHSMVDLVAQGDSIYDIIDPADHLTVRQ------------------------QLTLPSAL---------------------DTDRLFRCRFNT
Bf_Npas4 VSHAALQGLHGFLLVTTRE-GKMLYISENVTEHLGHSMVDLLSQGDSVYDIIDPADHLTVQNNI-----------------LQTPFTTTGPTVQ---------------------SSERSFFCRMKT
Hs_SIM1 LGSHLLQTLDGFIFVVAPD-GKIMYISETASVHLGLSQVELT--GNSIYEYIHPADHDEMTAVL---------------------TAHQPYHSH----------------FVQEYEIERSFFLRMKC
Bf_Sim LGSHLLQTLDGFLFVVAPD-GKIMYISETASVHLGLSQVELT--GNSIYEYIHPADHDEMTAIL---------------------AVHQPIHTH----------------IMTDFELERSFFIRLKC
Hs_NPAS3 LGSHILQSLDGFVFALNQE-GKFLYISETVSIYLGLSQVELT--GSSVFDYVHPGDHVEMAEQLGMKLPPGRGLLSQGTAEDGASSASSSSQSE---TPEPVESTSP-SLLTTDNTLERSFFIRMKS
Bf_Npas1/3 LGSHLLQALDGFVFALTRD-GRFLYISETVSIYLGLSQVEMT--GSSVFDYVHPGDHAELAEQLGIKISP-QGQQGQGAASEGEGSASTTPSSLP--IPEHIETDVIGQTITPDYRWDKSCFIRMKS
Hs_HIF1A MNCFYLKALDGFVMVLTDD-GDMIYISDNVNKYMGLTQFELT--GHSVFDFTHPCDHEEMREML---------------------THRNGLVKK-----------------GKEQNTQRSFFLRMKC
Bf_Hifa(L) MSDQYLKAMEGFVLSLSDE-GDILYLSENVCKYLGLTQLELT--GHSIFDFTHPCDHEEIRDVL---------------------CTKNGYTK----------------------NKACSFFMRMKC
Bf_orphan LQKLLLESNNGFLLVVDKR-GTILHLHESVNYYLGIPQNQIT--GRTVQALVHPEDLHILYEHVP---------------------LLQPFHQ----------------------GQEGEPVSSSSS
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Hs_NCOA2 ESFTTRQDLQGKITSLDTSTMRAAMKPGWEDLVRRCIQKFHAQHEGESVSYAKRHHHEVLRQGLAFSQIYRFSLSDGTLVAAQTKSKLIRSQTTNEPQLVISLHMLHREQN
Bf_Ncoa EQFSTRQDINGKILAVDTSGLSTSVPHG--EIVRRCLTELYKDCEAWVMS---KHHREVMACGTATSQIYKFQLPGGNWVHAQTKSKLFRNPETKEPQYIMSMYSLIRD--
Hs_CLOCK EEFTSRHSLEWKFLFLDHRAPPIIGYLPFEVLGTSGYDYYHVDDLE---NLAKCHEHLMQYG-KGKSCYYRFLTKGQQWIWLQTHYYITYHQWNSRPEFIVCTHTVVSYAE
Bf_Clock REFTSRHSLEWKFLFLDHRAPPIIGYLPFEVLGTSGYDYYHVDDLD---RISICHEQLMQCG-EGTSCCYRFLTKGQQWIWLQTRYYITYNQWNSKPEFIVCTHTVVSYSE
Hs_ARNT TEFISRHNIEGIFTFVDHRCVATVGYQPQELLGKNIVEFCHPEDQQ---LLRDSFQQVVKLKGQVLSVMFRFRSKNQEWLWMRTSSFTFQNPYSDEIEYIICTNTNVKNSS
Bf_Arnt TEFISRHSMDGKFTFVDQRVIPVLGYQPTDLLGKTCFDFYHPEDQP---NLKESFEQVLKMKGQVMSVMYRCRAKNGEWVWLRTSLFSFQNPYTDEVEYIVCTNTSVKNLQ
Hs_ARNTL MEYVSRHAIDGKFVFVDQRATAILAYLPQELLGTSCYEYFHQDDIG---HLAECHRQVLQTREKITTNCYKFKIKDGSFITLRSRWFSFMNPWTKEVEYIVSTNTVVLANV
Bf_Bmal LEFVSRLTIDHKFTFVDQRATTILGYLPQELLGTSSYEYYYYEDLP---HLAESHKAVLTTKDKILTCVYRFRVKDGRFISLRAKCFSFRNPWTKEVEYIVNTNTVVAP--
Hs_AHR FIFRTKHKLDFTPIGCDAKGRIVLGYTEAELCTRGSGYQFIHAADM---LYCAESHIRMIKTGESGMIVFRLLTKNNRWTWVQSNARLLYK--NGRPDYIIVTQRPLTDEE
Bf_Ahr MIFRTKHRLDFSPLSVDQKGKAVLGYTEK----------------------------------------------------------------------------------
Hs_NPAS4 AMFQSRHAKDLALLDISESVLIYLGFERSELLCKSWYGLLHPEDLAH--ASAQHYRLLAESGDIQAEMVVRLQAKTGGWAWIYCLLYSEGPEGPITANNYPISDMEAWSLR
Bf_Npas4 NTFHSVHGLDMKFKEVSDSLQFLLGFEGTALKGQSWYSMLHPDFLQLAG--QQHKHLLDQSRDSGTMFVARMNTTGGDWIWVHVLMQLRALDVNSEELSIICMNTVISEDE
Hs_SIM1 NMFMFRASLDMKLIFLDSRVAELTGYEPQDLIEKTLYHHVHGCDTFH----LRCAHHLLLVKGQVTTKYYRFLAKHGGWVWVQSYATIVHNSRSSRPHCIVSVNYVLTDTE
Bf_Sim NMFMFRASLDLKLIFLDAKVAQLTGYEPQDLIEKTLYHYVHGSDIFH----LRYSHHLLLMKGQVTTKYYRFMAKNGGWVWIQSYATIVHNSRSSRPHCIVSVNYV-----
Hs_NPAS3 HMFVTRVNMDLNIIYCENRISDYMDLTPVDIVGKRCYHFIHAEDVEG----IRHSHLDLLNKGQCVTKYYRWMQKNGGYIWIQSSATIAINAKNANEKNIIWVNYLLSNPE
Bf_Npas1/3 NMFVSRVTMDLKIIYCEPRITDYMDLAPSDVVSKSCYDFLHAEDVEP----FRRTH-------------------------------------------------------
Hs_HIF1A KTFLSRHSLDMKFSYCDERITELMGYEPEELLGRSIYEYYHALDSDH----LTKTHHDMFTKGQVTTGQYRMLAKRGGYVWVETQATVIYNTKNSQPQCIVCVNYVVSGII
Bf_Hifa(L) KTFLSRHSMDMKFTYCDERITELLGHDPASLLGKGVYDYCHALDAER----LERMHRCLYQKGQVTTGQYRLLARRSGYAWVETQATIIYNNRTEKPQCIVCVNYVISDIE
Bf_orphan NEVIILHNLQGVCEFADQR-MFKFGALATEIQKGSVYEQVDKEDLKY-----VSHAHSVIYDTSQTSTVFRIKRR-MHLGYCHSITYVIKDRWTSRPKGFLSFFSVLSEKE


