

1                                                                                            80
-MSASLVRATVRAVNKRKILPTRAALTLTPAAVNKIRSLLQDKPEYLGLKVGVRTRGCNGLTYTLDYTKQKDKSDEEVLQ
-MSASVVRATIRAVSKRKLQPTRAALTLTPAAVNKVKKLLQDKPDNIGLKVAVRTRGCNGLSYYLEYAKSKGPSDEEVVQ
--------------------YGIPCLPLTPSAVHKIKQLLKDKPEHVGVKVGVRTRGCNGLSYTLEYAKTKGDSDEEVAQ
-MASSVVRATVRAVSKRKIQATRAALTLTPSAVQKIKQLLKDQPEHVGVKVGVRTRGCNGLSYTLEYTKSKGDSDEEVVQ
-MSASLVRATVRAVSKRKLQPTRAALTLTPSAVNKIKQLLKDKPEHVGVKVGVRTRGCNGLSYTLEYTKTKGDSDEEVIQ
MATRVVATATVRAVKGRKLIPTRAALTLTPAAVLRIKTLLQDKPDMVGLKVGVRQRGCNGLSYTLDYASQKDKLDEEVVQ
81                                                      130	species 	 length   identity %
DGVTVFIEKKAQLTLLGTEMDFVESKLSSEFVFNNPNIKGTCGCGESFNI	medaka		129		85	
DGVRVFIEKKAQLTLLGTEMDYVEDKLSSEFVFNNPNIKGTCGCGESFNI	frog			129 		88		  DGVRVFIEKKAQLTLLGSEMDYVEDKLSSEFVFNNPNIKGTCGCGESFNI	turtle		110		84	
DGVRVFIEKKAQLTLLGTEMDYVEDKLSSEFVFNNPNIKGTCGCGESFNI	chicken		129		93
DGVRVFIEKKAQLTLLGTEMDYVEDKLSSEFVFNNPNIKGTCGCGESFNI	human		110		100
DGVKVFIDKKAQLSLLGTEMDFVESKLSSEFVFNNPNIKGTCGCGESFSM	fruit fly	130		78


Figure S1 Sequence alignment of MagR from 6 representative species. Species’ common name, Latin name and MagR’s Sequence ID in NCBI are listed as follows:
Medaka (Oryzias latipes), XP_004072190.1;
Western clawed frog (Xenopus tropicalis), XP_002935018.1;
Chinese soft-shell turtle (Pelodiscus sinensis), K7F727;
Chicken (Gallus gallus), NP_001258865.1;
Human (Homo sapiens), NP_112202.2;
Fruit fly (Drosophila melanogaster), NP_573062.1.































1                                                                                 100   --------------------------------------------MVINTIHWFRKGLRLHDNPSLKESLLGADT---VRCVYILDPWFAGSSNVGIN--R
--------------------------------------------MTVNTVHWFRKGLRLHDNPALRDSIRGSDT---LRCIYILDPWFAGSSNVGIN--R
--------------------------------------------MAPNSIHWFRKGLRLHDNPALREAVRGAGT---VRCVYFLDPWFAGSSNVGVN--R
--------------------------------------------MVVNSVHWFRKGLRLHDNPALQEALNGADT---VRCVYILDPWFAGAANVGIN--R
--------------------------------------------MAHVCIHWFRKGLRLHDNPALMAALRDCKE---LYPLFILDPYLYDQNLAGIN--R
--------------------------------------------MGVNAVHWFRKGLRLHDNPALRECIQGADT---VRCVYILDPWFAGSSNVGIN--R
----------------------------------------MEGKPSVSSVHWFRKGLRLHDNPALLAALRGANS---VRCVYILDPWFAASSSGGVN--R
MPITHGKRWISSKMKLPAEVHQEFGAMTTEGRTITRTALQASLDAVDSAARTMASGVVMYRGAWLQVSGIPPDV---QTTVQDLPFDDFRKINVGLFFLL
----------------------------------------------------------------------------------SLSYTQTTAADCLFP--H
--------------------------------------------MGVNAVHWFRKGLRLHDNPALRECIRGADT---VRCVYILDPWFAGSSNVGIN--R
-----------------------------------MAAAASPPRGFCRSVHWFRRGLRLHDNPALQAALRGAAS---LRCIYILDPWFAASSAVGIN--R
--------------------------------------------MGVNAVHWFRKGLRLHDNPALKECIQGADT---IRCVYILDPWFAGSSNVGIN--R
-----------------------------------------------------------------------------------------MPAPPGRT--H
------------------------------------------MATRGANVIWFRHGLRLHDNPALLAALADKDQGIALIPVFIFDGESAGTKNVGYN--R
101                                                                                                                 200
WRFLLQSLEDLDASLRKLNS---RLFVIRGQPTDVFPRLFKEWKIARLSYEYDSEPFGKERDAAIKKLASEAGVEVTVRVSHTLYDLDQIIELNGGQSPL
WRFLLHCLEDLDASLRKLNS---RLFVIRGQPTDVFPRLFKEWQITRLSYEYDSEPFGKERDAAIQKLASEAAVEVVVRISHTLYDLDRIIELNGGPPPL
WRFLLQCLEDLDANLRKLNS---RLFVIRGQPANVFPRLFKEWKISRLTFEYDSEPFGKERDAAIKKLAMEAGVEVIVKISHTLYDLDKIIELNGGQPPL
WRFLLEALEDLDCSLKKLNS---RLFVVRGQPTDVFPRLFKEWNVTRLTFEYDPEPYGKERDGAIIKMAQEFGVETVVRNSHTLYNLDRIIELNNNSPPL
LRFLISSLQDLDCSLRKLNS---RLFVVRGKPEEVLPKLFTKWNVTKLTYEYDTEPYSRSRDKNVTMLAEEQRIQVIYKISHTLYDIDRIIEENNGKPPL
WRFLLQCLEDLDANLRKLNS---RLFVIRGQPADVFPRLFKEWKITKLSIEYDSEPFGKERDAAIKKLASEAGVEVIVRISHTLYDLDKIIELNGGQPPL
WRFLLQSLEDLDSSLRKLNS---RLFVVRGQPADVFPKLFKEWGVSRLTFEYDSEPFGKERDAVIMKLAKEAGVEVIVENSHTLYDSDRVIELNGHSPPL
HRFLLQCLEDLDANLRKLNS---RLFVIRGQPADVFPRLFKEWNIAKLSIEYDSEPFGKERDAAIKKLASEAGVEVIVRISHTLYDLDKIIELNGGQPPL
HRFLLQSLEDLDNSLRKLGS---CLFVVRGQPTDVFPRLFKEWGVTRLTFEYDSEPFGKERDAAIIKLAKEAGVEVVIENSHTLYDLDRIIELNGHKPPL
WRFLLQCLEDLDANLRKLNS---RLFVIRGQPADVFPRLFKEWSIAKLSIEYDSEPFGKERDAAIKKLASEAGVEVIVRISHTLYDLDKIIELNGGQPPL
WRFLLQSLEDLDNSLRKLNS---RLFVVRGQPTDVFPRLFKEWGVTRLTFEYDSEPFGKERDAAIIKLAKEAGVEVVIENSHTLYDLDRIIELNGNKPPL
WRFLLQCLEDLDANLRKLNS---RLFVIRGQPADVFPRLFKEWNITKLSIEYDSEPFGKERDAAIKKLATEAGVEVIVRISHTLYDLDKIIELNGGQPPL
TWFLLQSLEDLDTSLRKLNS---RLFVVRGQPADVFPRLFKEWGVTRLTFEYDSEPFGKERDAAIMKMAKEAGVEVVTENSHTLYDLDRIIELNGQKPPL
MRFLLDSLQDIDDQLQAATDGRGRLLVFEGEPAYIFRRLHEQVRLHRICIEQDCEPIWNERDESIRSLCRELNIDFVEKVSHTLWDPQLVIETNGGIPPL
201                                                                                                                300
TYKRFQTLISRMDPVEMP-----VESITAEVMGKCTTPLSDDHDEKFGVPSLEELGFDTEGLSSAVWPGGETEALTRLERHLERK--AWVANFERPRMNA
TYKRFQALINRMDAVELP-----AERITLETMQSCVTPVSENHDDKFGVLSLEELGFETEGLPTAVWPGGETEALLRLERHLERK--AWVANYERPRMNA
TYKRFQTLISRLDPPEMP-----VETLSDTLMGCCVTPVSEDHGEKYGVPSLEELGFDTEGLPSAVWPGGETEALTRIERHLERK--AWVANFERPRMNA
TFKRFQTIVSRLELPRRP-----LPAITQQQMDSCQRQIGDNHDQLYSIPSLEELGFRTERLPPAVWRGGESEALDRLSKHLDKK--VWVASVEHTRVNK
TYNRLRDIVKALGSPKKP-----IPAPTVEDMKN-IAPFSEKHKPEYGIPSLEELGLDTSSLAEEIFPGGEQEALRRLDTYMQRP--GWVCSFEKPNTSP
TYKRFQTLISKMDPLEIP-----VETITAEVMEKCTTPVSDDHDEKYGVPSLEELGFDTEGLPSAVWPGGETEALTRLERHLERK--AWVANFERPRMNA
TYKRFQAIISRMELPRRL-----APSVTRQQMEACRAEIKRNHDETYGVPSLEELGFHSENKGPAIWPGGETEALARLDRHLERK--AWVANYERPRMSA
TYKRFQTLISRMEPLEMP-----VETITAEVMEKCTTPVSDDHDEKYGVPSLEELGFDTDGLPSAVWPGGETEALTRLERHLERK--AWVANFERPRMNA
TYKRFQTIISRMELPKKP-----VSSITSQQMEKCKSEIQDNHDDTYGVPSLEELGFPTDGLAPAVWKGGETEALARLDKHLERK--AWVANYERPRMNA
TYKRFQTLISRMEPLEMP-----VETITPEVMQKCTTPVSDDHDEKYGVPSLEELGFDTDGLPSAVWPGGETEALTRLERHLERK--AWVANFERPRMNA
TYKRFQAIISRMELPKKP-----VSSIVSQQMETCKVDIQENHDDVYGVPSLEELGFPTDGLAPAVWQGGETEALARLDKHLERK--AWVANYERPRMNA
TYKRFQTLISKMEPLEIP-----VETITSEVIEKCTTPLSDDHDEKYGVPSLEELGFDTDGLSSAVWPGGETEALTRLERHLERK--AWVANFERPRMNA
TYKRFQAIISRMELPKKP-----VGLVTSQQMESCRAEIQENHDETYGVPSLEELGFPTEGLGPAVWQGGETEALARLDKHLERK--AWVANYERPRMNA
TYQMFLHTVQIIGLPPRPTADARLEDATFVELDPEFCRSLKLFEQLPTPEHFNVYGDNMGFLAKINWRGGETQALLLLDERLKVEQHAFERGFYLPNQAL
301                                                                                                                 400   
NSLLASPTGLSPYLRFGCLSCRLFYFKLTDLYRKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPCFDKMESNPICVQMPWDR-NPEALAKWAEG
NSLLATPTGLSPYLRFGCLSCRLFYFKLTDLYKKVKK-------NSSPPLSLYGQLLWREFFYTTATNNPCFDKMEGNPVCVQIPWDR-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYFKLTDLYRKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNPICVRIPWDK-NPEALAKWAEA
CSLYASPTGLSPYLRFGCLSCRVLYYNLRELYMKLRK-------RCSPPLSLFGQLLWREFFYTAATNNPNFDRMEGNPICVQIPWDQ-NPEALAKWAEG
NSLSPSTTVLSPYVTFGCLSARTFWWRLAEVYQGKK--------HSDPPVSLHGQLLWREFFYTASVGIPNFNKMTGNPACTQVDWDE-NQEYLAAWREA
NSLLASTTGLSPYLRFGCLSCRLFYFKLTDLYKKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPRFDKMDGNPICVQIPWDR-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYYRLQELYQKVKK-------NSPPPLSLYGQLLWREFFYTAATNNPKFDQMEGNPICVQIPWDK-NPKALAKWTEG
NSLLASPTGLSPYLRFGCLSCRLFYFKLTDLYKKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNPICVQIPWDR-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYYRLWELYKKVKR-------NNTPPLSLYGQLLWREFFYTAATNNPKFDRMEGNPICIQIPWDR-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYFKLTDLYKKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNPICVQIPWDK-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYYRLWELYKKVKR-------NSTPPLSLYGQLLWREFFYTAATNNPKFDRMEGNPICIQIPWDK-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYFKLTDLYKKVKK-------NSSPPLSLYGQLLWREFFYTAATNNPRFDKMEGNPICVQIPWDK-NPEALAKWAEG
NSLLASPTGLSPYLRFGCLSCRLFYYRLWDLYKKVKR-------NSTPPLSLFGQLLWREFFYTAATNNPRFDRMEGNPICIQIPWDR-NPEALAKWAEG
PNIHDSPKSMSAHLRFGCLSVRRFYWSVHDLFKNVQLRACVRGVQMTGGAHITGQLIWREYFYTMSVNNPNYDRMEGNDICLSIPWAKPNENLLQSWRLG
401                                                                                                                 500
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDYIRR
RTGFAWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGVKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDYIRR
RTGFPWIDAIMSQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDFIRR
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWVSGMKVFEELLLDAGWSVNAGSWMWLSCSAFFQQFFH--CYCPVGFGRRTDPSGDYIRR
RTGFPFIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGQKVFEKLLLDGDWALNAGNWQWLSASTFFHQFFR--VYSPVAFGKKTDKNGDYIKK
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGKRTDPNGDYIRR
KTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWNSWECGVKVFDELLLDADFSVNAGSWMWLSCSAFFQQFFH--CYCPVGFGRRTDPSGDYVKR
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDYIRR
KTGFPWIDAIMTQLKQEGWIHHLARHAVACFLTRGDLWISWESGVRVFDELLLDADFSVNAGSWMWLSCSAFFQQFFH--CYCPVGFGRRTDPSGDYVRR
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSVNAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDYIRR
KTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWESGVRVFDELLLDADFSVNAGSWMWLSCSAFFQQFFH--CYCPVGFGRRTDPSGDYVKR
RTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWISWEEGMKVFEELLLDADWSINAGSWMWLSCSSFFQQFFH--CYCPVGFGRRTDPNGDYIRR
KTGFPWIDAIMTQLRQEGWIHHLARHAVACFLTRGDLWVSWESGVRVFDELLLDADFSVNAGSWMWLSCSAFFQQFFH--CYCPVGFGRRTDPSGDYIRR
QTGFPLIDGAMRQLLAEGWLHHTLRNTVATFLTRGGLWQSWEHGLQHFLKYLLDADWSVCAGNWMWVSSSAFERLLDSSLVTCPVALAKRLDPDGTYIKQ






501                                                                                                                600
YLPILRGFPAKYIYDPWNAPDSVQKAAKCIIGVHYPKPMVNHAEASRINIERMKQIYQQLSCYRGLGLLAMVPSNSHGSGNNEASSDAFA----------
YLPVLRGFPAKYIYDPWNAPEEVQKAARCIIGVHYPKPMVHHAEASRINIERMKQIYQQLSCYRGLGLLASIPTN--------PSSDADE----------
YLPILRGFPAKFIYDPWNAPESVQAAAKCIIGVHYPKPMVHHAEASRLNIERMKQIYQQLSRYRGLGLLASVPSTN-GNGNGGMMSYSPG----------
YIPILKDFPNRYIYEPWNAPESVQKAANCVVGVDYPKPMVNHAESSRLNIERMKQVYQQLSHYRGLSLLASVPTIQEEAEPPMTDESQASSGPDSPHRDP
YLPILKKFPPQYIYEPWKAPRSVQQAAGCIVGKDYPKPIIEHEVISKKNIQRMKQAYARRTSGSTESPTKKQGVKRKAPTVVDLIQKKQK----------
YLPILKGFPPKYIYDPWNAPETVQKAAKCIIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLASVPSNPNGN--GGLMSYSPG----------
YLPVLKAFPSRYIYEPWSAPESVQKEAKCIIGIDYPKPIVNHAEASRMNIERMKQTYQQLSHYRGLCILASVPSSVEDLGGPITDSSHN-----------
YLPILRGFPAKYIYDPWNAPESIQKVAKCVIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLATVPSNTNGNGNGGLMGYSPG----------
YLPKLKGFPSRYIYEPWNAPESVQKAAKCIIGVDYPKPMVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSNPVTDSTAG-----------
YLPVLRGFPAKYIYDPWNAPESVQKAAKCVIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLATVPSNPNGNGNGGLMSFSPG----------
YLPKLKGFPSRYIYEPWNAPESVQKAAKCIIGVDYPKPMVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSGPVTDSAPG-----------
YLPVLRGFPAKYIYDPWNAPEGIQKVAKCLIGVNYPKPMVNHAEASRLNIERMKQIYQQLSRYRGLGLLASVPSNPNGN--GGFMGYS-A----------
YLPKLKAFPSRYIYEPWNAPESIQKAAKCIIGVDYPRPIVNHAETSRLNIERMKQIYQQLSRYRGLCLLASVPSCVEDLSHPVAEPSSSQ----------
YVPELMNVPKEFVHEPWRMSAEQQEQYECLIGVHYPERIIDLSMAVKRNMLAMKSLRNSLITPPPHCRPSNEEEVRQFFWLADVVV--------------
601                                                                                                                 700
--MEASRESAAAS-----------AYQTQGDWQSGVMMYLQGDPQTSAASQQQQQQQGF------------SSRMMCYTQSSQQVPASAHQKGSEHHSNT
--GQRGSSEVPEG-----------ASRSGGGPSTQKRRHEDAPSASSSRSLKQSKLGGS------------CSR--------------------------
--EQQPGTNNINNNNNSHLPGVSGSSVATGNGNGSILLNSDSEEGTGPNSLGQQQRLQQSQLQHGYHSVPDTSQTITSSRLYHEFAVPQLPGAFLHTRGG
ADDEAAGSSTFPDSSTSAAPQDKEDSAHCYHAHQVSAHSPCTSSDSSAHGPHDRSKPSSPSSSCHTMSPSPSPSTQTSPRRSSSSRKERRSQRQKARHVC
--RS------------------------------------------------------------------------------------------------
--ESMPGCSNNGG-----------GQMGAIEGSSASNPNPNQGEVLPGTSGLQG--YWQ------------GSSILHYSHSDNQQSYLMQAR-NPLHSVV
-----PAEAAPKQS-----------------------L-CNADSPKRKLEGSEE--------------------ASHVKVRVRSVPVMRRPENDF-----
--ENISGCSTTGG-----------AQMGSNDGHTGGIQTCALGDSHAGSSGIQQHGYSQ------------GSSILHYAHGDNQQSHLLQQG-RTGSTGI
--QGSSTTTAQRLL-----------------------H-CGQTSPKRKHEGIEEL----------------CAEELYKRAKVTGLHISEIPSKNL-----
--ESISGCSSAGG-----------AQLGTGDGQTVGVQTCALGDSHTGGSGVQQQGYCQ------------ASSILRYAHGDNQQSHLMQPGRASLGTGI
--QGSSTSTAVRLP-----------------------Q-SDQASPKRKHEGAEEL----------------CTEELYKRAKVTGLPAPEIPGKSS-----
--ENIPGCSSSG------------------S--------------------CSQ-----------------GSGILHYAHGDSQQTHLLKQGRSSMGTGL
--AGSMSSAGPRPL-----------------------P-SGPASPKRKLEAAEEP----------------PGEELSKRARVAELPTPELPSKDA-----
----------------------------------------------------------------------------------------------------
701                                    736  	species	protein	length	human CRY1 %	human CRY2 %
QTSGKRHS--------EDTGGGRGSKVQKQSNR---	medaka	Cry1aa	621			83			81
------------------------------------	medaka	Cry1ab	562			84			80
ITGKRERESECEGSGEEDPSSCSVHKMQRQSAETT-	medaka	Cry1ba	653			81			80
SSSVRDNQREVEEERMEEEMEDSEERMEEEAAGQQQ	medaka	Cry2		667			75			75
------------------------------------	medaka	Cry5		521			57			59
SSGKRPNP--------EEETQSVGPKVQRQSTH---	frog		Cry1		616			86			82
------------------------------------	frog		Cry2		570			76			79
STGKRPNP--------EKETQSTGLKVQRQSTN---	turtle	Cry1		666			87			82
------------------------------------	turtle	Cry2		538			82			87
SAGKRPNP--------EEETQSVGPKVQRQSTN---	chicken	CRY1		621			87			82
------------------------------------	chicken	CRY2		582			81			88
SGGKRPSQ--------EEDTQSIGPKVQRQSTN---	human	CRY1		586			100			82
------------------------------------	human	CRY2		532			82			100
------------------------------------	fruit fly	Cry		542			40			40


Figure S2 Sequence alignment of Cryptochromes (Crys) from 6 representative species. Most animals have several classes of Crys and are aligned in this figure. Species’ common name, Latin name and Crys’ Sequence ID in NCBI are listed as follows:
Medaka (Oryzias latipes), XP_011489573.1(Cry1aa), XP_004069915.1 (Cry1ab), XP_004086356.1(Cry1ba), XP_004070204.1(Cry2), XP_004067451.1(Cry5);
African clawed frog (Xenopus laevis), NP_001081129.1 (Cry1), NP_00001083936.1 (Cry2);
Chinese soft-shell turtle (Pelodiscus sinensis), XP_014436507.1 (Cry1), XP_006124563.1 (Cry2);
Chicken (Gallus gallus) NP_989576.1 (CRY1), NP_989575.1 (CRY2);
Human (Homo sapiens), NP_004066.1 (CRY1), NP_066940.2 (CRY2);
Fruit fly (Drosophila melanogaster), NP_732407.1(Cry).
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Figure S3 magr knockdown by high dose MOmagr has little effect on medaka organogenesis. Embryos were injected at the 1-cell stage with 8 ng of MOmagr and phenotypically observed during embryogenesis. A-H, Non-injected control embryos. A’-H’, MOmagr-injected embryos. Scale bar 200 µm. 








Table S1 Primers used for RT-PCR analysis

	Primers
	Size (bp)


	Gene
(accession)
	Name: sequence
	

	cry1aa (XM_011491271.1)
	cry1aa-F: GGATCAACAGGTGGAGGTTCTT
cry1aa-R:  ACCGCTTGTAGGTGAGAGGA
	315

	cry1ab (XM_004069867.2)
	cry1ab-F: CATCAACAGGTGGAGGTTTCT
cry1ab-R: CTCACTGGCGAGTTTCTGGAT
	214

	cry1ba (XM_004086308.2)
	cry1ba-F: GGGTGCCAGCTCGAGACTAA
cry1ba-R: GCCGTGAGATCTTCCACTCC
	307

	cry2 (XM_004070156.2)
	cry2-F: GGGAATTAACAGATGGAGGTTTC
cry2-R: CTGTAGAGCTGGTCGTGGTT
	432


	cry5 (XM_004067403.2)
	cry5-F: GGGAGGAAGGACAGAAGGTTT
cry5-R: CAGTGCTGCCTGAAGTTCTC
	369

	magr (XM_004072142.2)
	magr-F: GTCTGCCTCCTTAGTGCGAG
magr-R: TCAGCACATTTCCTCGTCGG
	418

	β-actin 
	actin-F: CTCGTTATTGACAATGGATCTGG
actin-R: AGCCTTCATAGATGGGTACTGTG
	458

































[bookmark: _GoBack]Table S2 Primers used for MOmagr knockdown RT-PCR analysis

	Primers
	Size (bp)


	Gene
(accession)
	Name: sequence
	

	cyt1 (XM_004084766.2)
	cyt1-F: AGAGCCAAGATTCTGGAGGCCAC
cyt1-R: CTCCAGAGAGGCTTTCATGCTCATC
	552

	gata4 (XM_011491943.1)
	gata4-F: AGGCGGCTGTCAGCTTCGAG
gata4-R: GCTGGTAGAGCAGAAATCTGTGCGTG
	377

	fgf8a (XM_011404845.1)
	fgf8a-F: GAGATGTGCACGCAAAGCTCAT
fgf8a-R: CGTTGTAGTGGGCGTTCCTC
	204

	nanog (NM_001160430.1)
	nanog -F: CTCCACATGTCCCCCCTTATC
nanog -R: AGGATAGAATAGTCACATCAC
	591


	otx2 (XM_004082308.1)
	otx2 -F: GTCCAGAGTACAGGTCTGGT
otx2 -R: GGTCATGGGGTAGGACCTCT
	301


	oct4 (NM_001104869.1)
	oct4-F: GTAGGTCACCTGACAGGATGATG
oct4-R:CTGATTGCACTCTGACAGCAAGT
	660

	pax6a (XM_004067403.2)
	pax6a-F: GCAGTACAAGCGGGAGTGTCCGTC
pax6a-R: GGTGAACGACACGGGTGTGGTG
	664

	β-actin 
	actin-F: CTCGTTATTGACAATGGATCTGG
actin-R: AGCCTTCATAGATGGGTACTGTG
	458
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