	Gene
	Animal
	Length
	GenBank Accession Number

	Reference

	PAIRED CLASS GENES: OTP, OTX, GSC and HBN

	otp
	Dinophilus gyrociliatus
	425(253)aa
	KX555476
	this study

	otx
	Dinophilus gyrociliatus
	766(266)aa
	KX555477
	this study

	gsc
	Dinophilus gyrociliatus
	223(184)aa
	KX555474
	this study

	hbn
	Dinophilus gyrociliatus
	465(237)aa
	KX555475
	this study

	pax6
	Dinophilus gyrociliatus
	562(458)aa
	KX555478
	this study

	pitx
	Crepidula fornicata
	369aa
	ADI48168.1
	[1]

	PREDICTED: otx1
	Ciona intestinalis
	284aa
	XP_002119699.1
	

	TF: otp?
	Ciona intestinalis
	492aa
	NP_001072023.1
	[2]

	otx
	Ciona intestinalis
	425aa
	NP_001027662.2
	[2]

	EBX
	Capitella teleta
	355aa
	ABC58683.1
	[3]

	gsx
	Capitella teleta
	149aa
	AAZ23124.1
	[3]

	pax3/7
	Capitella teleta
	416aa
	ABC68267.1
	[4]

	xlox
	Capitella teleta
	278aa
	AAZ95509.1
	[3]

	cdx
	Capitella teleta
	338aa
	AAZ95508.1
	[3]

	ptx1, isoform A
	Drosophila melanogaster
	509aa
	NP_733410.2
	[5]

	vsx1, isoform A
	Drosophila melanogaster
	837aa
	NP_572232.2
	[5]

	vsx2, isoform A
	Drosophila melanogaster
	640aa
	NP_001033832.1
	[5]

	aristaless
	Drosophila melanogaster
	408aa
	NP_722629.1
	[5]

	dll, isoform A
	Drosophila melanogaster
	327aa
	NP_523857.1
	[5]

	gsc, isoform C
	Drosophila melanogaster
	415aa
	NP_476949.2
	[5]

	hbn
	Drosophila melanogaster
	409aa
	NP_788420.1
	[5]

	otd
	Drosophila melanogaster
	542aa
	P22810.2
	[5]

	otp
	Drosophila melanogaster
	409aa
	P56672.2
	[5]

	repo
	Drosophila melanogaster
	612aa
	NP_477026.1
	[5]

	rx
	Drosophila melanogaster
	904aa
	NP_726006.3
	[5]

	otx
	Hydroides elegans
	368aa
	ABK76302.1
	[6]

	arx
	Platynereis dumerilii
	283aa
	ADG26723.1
	[7]

	paraHox, cdx
	Platynereis dumerilii
	170aa
	ACH87546.1
	[8]

	paraHox, gsx
	Platynereis dumerilii
	307aa
	ACH87540.1
	[8]

	pax6
	Platynereis dumerilii
	449aa
	CAJ40659.1
	[9]

	ParaHox, xlox
	Platynereis dumerilii
	254aa
	ACH87551.1
	[8]

	Distalless, dlx-1
	Platynereis dumerilii
	367aa
	CAJ38799.1
	[9]

	Homeobox tf, gsc
	Platynereis dumerilii
	279aa
	CAC19336.1
	[10]

	otp
	Platynereis dumerilii
	267aa
	ABR68849.1
	[11]

	Homeobox transcription factor, otx
	Platynereis dumerilii
	205aa
	CAC19028.1
	[10]

	rx
	Platynereis dumerilii
	304aa
	AAU20320.1
	[12]

	gsc
	Patella vulgata
	251aa
	CAD45551.1
	[13]

	otp
	Patella vulgata
	254aa
	AAM33145.1
	[14]

	otx
	Patella vulgata
	287aa
	AAM33144.1
	[14]

	Prop
	Saccoglossus kowalevskii
	262aa
	NP_001161635.1
	

	PREDICTED: arx
	Saccoglossus kowalevskii
	379aa
	XP_002731203.1
	

	otx
	Saccoglossus kowalevskii
	307aa
	NP_001158360.1
	[15]

	otp
	Saccoglossus kowalevskii
	322aa
	NP_001158374.1
	[15]

	rx1
	Strongylocentrotus purpuratus
	446aa
	XP_781057.2
	

	PREDICTED: otp, isoform X2
	Strongylocentrotus purpuratus
	365aa
	XP_784599.1
	

	otx, isoform alpha
	Strongylocentrotus purpuratus
	371aa
	NP_999753.2
	[16]

	pax6
	Terebratalia transversa
	433aa
	ADZ24784.1
	[17]

	hbn
	Terebratalia transversa
	323aa
	AEZ03833.1
	[18]

	otp
	Terebratalia transversa
	302aa
	AEZ03829.1
	[18]

	otx
	Terebratalia transversa
	270aa
	ADZ24785.1
	[17]

	FOX-GENES

	foxG
	Dinophilus gyrociliatus
	433(339)aa
	KX555479
	this study

	foxj1
	Dinophilus gyrociliatus
	837(430)aa
	
	unpublished

	foxQ2-1
	Dinophilus gyrociliatus
	329(299)aa
	
	unpublished

	foxD
	Dinophilus gyrociliatus
	503(343)aa
	
	unpublished

	foxB
	Dinophilus gyrociliatus
	464(241)aa
	
	unpublished

	foxN2/3
	Dinophilus gyrociliatus
	2069(1184)aa
	
	unpublished

	foxK
	Dinophilus gyrociliatus
	780(444)aa
	
	unpublished

	foxJ2/3
	Dinophilus gyrociliatus
	691(441)aa
	
	unpublished

	foxC
	Dinophilus gyrociliatus
	1558(433)aa
	
	unpublished

	foxN1/4
	Dinophilus gyrociliatus
	2069(300)aa
	
	unpublished

	foxL1
	Dinophilus gyrociliatus
	700(254)aa
	
	unpublished

	foxL2
	Dinophilus gyrociliatus
	331(249)aa
	
	unpublished

	foxQ2a
	Clytia hemisphaerica
	387aa
	ABG21224.1
	[19]

	foxQ2b
	Clytia hemisphaerica
	380aa
	ABG21225.1
	[19]

	foxA
	Capitella teleta
	253aa
	ABV25953.1
	[20]

	foxB
	Capitella teleta
	254aa
	ELT97594.1
	[21]

	foxAB
	Capitella teleta
	118a
	ELU18648.1
	[21]

	foxC
	Capitella teleta
	110aa
	ELU02638.1
	[21]

	foxD
	Capitella teleta
	117aa
	ELT88034.1
	[21]

	foxF
	Capitella teleta
	105aa
	ELT88831.1
	[21]

	foxG
	Capitella teleta
	157aa
	ELT94106.1
	[21]

	foxGa
	Capitella teleta
	326aa
	ELT94108.1
	[21]

	foxI
	Capitella teleta
	253aa
	ELU09837.1
	[21]

	foxJ1
	Capitella teleta
	528aa
	ELT89986.1
	[21]

	foxJ2/3
	Capitella teleta
	144aa
	ELU06126.1
	[21]

	foxK
	Capitella teleta
	389aa
	ELU13569.1
	[21]

	foxL1
	Capitella teleta
	102aa
	ELU02639.1
	[21]

	foxL2
	Capitella teleta
	92aa
	ELU18532.1
	[21]

	foxM
	Capitella teleta
	108aa
	ELU13054.1
	[21]

	foxN1/4
	Capitella teleta
	89aa
	ELT98166.1
	[21]

	foxN2/3
	Capitella teleta
	228aa
	ELU16338.1
	[21]

	foxO
	Capitella teleta
	121aa
	ELU03603.1
	[21]

	foxP
	Capitella teleta
	547aa
	ELT95700.1
	[21]

	foxQ1
	Capitella teleta
	293aa
	ELT93183.1
	[21]

	foxQ2a
	Capitella teleta
	104aa
	ELU17556.1
	[21]

	foxQ2b
	Capitella teleta
	249aa
	ELU00476.1
	[21]

	110212
	Nematostella vectensis
	116aa
	XP_001631592.1
	[22]

	118122
	Nematostella vectensis
	101aa
	XP_001629014.1
	[22]

	120142
	Nematostella vectensis
	157aa
	XP_001628369.1
	[22]

	121754
	Nematostella vectensis
	130aa
	XP_001627842.1
	[22]

	123903
	Nematostella vectensis
	285aa
	XP_001627122.1
	[22]

	125256
	Nematostella vectensis
	95aa
	XP_001626709.1
	[22]

	132285
	Nematostella vectensis
	430aa
	
	

	138488
	Nematostella vectensis
	95aa
	XP_001623177.1
	[22]

	150900
	Nematostella vectensis
	63aa
	XP_001619589.1
	[22]

	161006
	Nematostella vectensis
	213aa
	XP_001638960.1
	[22]

	165261
	Nematostella vectensis
	286aa
	XP_001634555.1
	[22]

	165603
	Nematostella vectensis
	277aa
	
	

	18324
	Nematostella vectensis
	100aa
	XP_001630413.1
	[22]

	187332
	Nematostella vectensis
	262aa
	XP_001631625.1
	[22]

	19405
	Nematostella vectensis
	182aa
	XP_001631844.1
	[22]

	201028
	Nematostella vectensis
	285aa
	
	

	213966
	Nematostella vectensis
	280aa
	XP_001627679.1
	[22]

	228732
	Nematostella vectensis
	2503aa
	XP_001626353.1
	[22]

	38679
	Nematostella vectensis
	87aa
	XP_001639907.1
	[22]

	39596
	Nematostella vectensis
	97aa
	XP_001637106.1
	[22]

	39632
	Nematostella vectensis
	101aa
	XP_001637167.1
	[22]

	5001
	Nematostella vectensis
	86aa
	XP_001624096.1
	[22]

	58039
	Nematostella vectensis
	98aa
	XP_001634717.1
	[22]

	65438
	Nematostella vectensis
	94aa
	XP_001636939.1
	[22]

	67043
	Nematostella vectensis
	104aa
	XP_001639875.1
	[22]

	67209
	Nematostella vectensis
	95aa
	XP_001641147.1
	[22]

	88569
	Nematostella vectensis
	101aa
	XP_001638891.1
	[22]

	99317
	Nematostella vectensis
	101aa
	XP_001637168.1
	[22]

	96685
	Nematostella vectensis
	92aa
	XP_001636048.1
	[22]

	foxA
	Lottia gigantea
	437aa
	XP_009063695.1
	[21]

	foxAB
	Lottia gigantea
	105aa
	XP_009047947.1
	[21]

	foxB
	Lottia gigantea
	110aa
	XP_009048711.1
	[21]

	foxC
	Lottia gigantea
	106aa
	XP_009054250.1
	[21]

	foxD
	Lottia gigantea
	107aa
	XP_009045977.1
	[21]

	foxF
	Lottia gigantea
	151aa
	XP_009054244.1
	[21]

	foxG
	Lottia gigantea
	105aa
	XP_009046406.1
	[21]

	foxH
	Lottia gigantea
	72aa
	XP_009066217.1
	[21]

	foxJ1
	Lottia gigantea
	98aa
	XP_009059936.1
	[21]

	foxJ1
	Lottia gigantea
	85aa
	XP_009063460.1
	[21]

	foxJ2/3
	Lottia gigantea
	151aa
	XP_009058107.1
	[21]

	foxK
	Lottia gigantea
	
	
	

	foxL1
	Lottia gigantea
	144aa
	XP_009054249.1
	[21]

	foxL2
	Lottia gigantea
	90aa
	XP_009066965.1
	[21] 

	foxN2/3
	Lottia gigantea
	208aa
	XP_009047023.1
	[21]

	foxP
	Lottia gigantea
	254aa
	XP_009057794.1
	[21]

	foxQ2
	Lottia gigantea
	99a
	XP_009045446.1
	[21]

	foxA1 (hepatocyte nuclear factor 3-beta isoform b)
	Mus musculus
	468aa
	NP_032285.2
	[23]

	foxA2 (hepatocyte nuclear factor 3-beta isoform b)
	Mus musculus
	459aa
	NP_034576.2
	[24]

	foxB1
	Mus musculus
	325aa
	NP_071773.2
	[25]

	foxB2
	Mus musculus
	428aa
	NP_032049.1
	[26]

	foxC1
	Mus musculus
	553aa
	NP_032618.2
	[27]

	foxC2
	Mus musculus
	494aa
	NP_038547.2
	[27]

	foxD2
	Mus musculus
	492aa
	NP_032619.1
	[28]

	foxD3
	Mus musculus
	469aa
	NP_034555.3
	[29]

	foxD4
	Mus musculus
	444aa
	NP_032048.1
	[30]

	foxE1
	Mus musculus
	371aa
	NP_899121.1
	[31]

	foxE3
	Mus musculus
	288aa
	NP_056573.1
	[32]

	foxF1
	Mus musculus
	378aa
	NP_034556.2
	[33]

	foxF2
	Mus musculus
	446aa
	NP_034355.2
	[33]

	foxG1
	Mus musculus
	481aa
	NP_032267.1
	[34]

	foxH1
	Mus musculus
	401aa
	NP_032015.1
	[35]

	foxI1
	Mus musculus
	372aa
	NP_076396.3
	[36]

	foxI2
	Mus musculus
	329aa
	NP_899016.1
	[37]

	foxJ1
	Mus musculus
	421aa
	NP_032266.3
	[38]

	foxJ2
	Mus musculus
	565aa
	NP_068699.1
	[39]

	foxJ3 isoform 1
	Mus musculus
	623aa
	NP_766287.1
	[40]

	foxK1
	Mus musculus
	719aa
	NP_951031.2
	[41]

	foxK2
	Mus musculus
	651aa
	NP_001074401.2
	[39]

	foxM1
	Mus musculus
	757aa
	NP_032047.4
	[42]

	foxN1 isoform 1
	Mus musculus
	648aa
	NP_032264.1
	[43]

	foxN2
	Mus musculus
	429aa
	NP_851305.2
	[44]

	foxN4
	Mus musculus
	521aa
	NP_683737.2
	[45]

	foxO1
	Mus musculus
	652aa
	NP_062713.2
	[46]

	foxO3
	Mus musculus
	672aa
	NP_062714.1
	[47]

	foxO6
	Mus musculus
	559aa
	NP_918949.1
	[48]

	foxP1 isoform 1
	Mus musculus
	705aa
	NP_444432.1
	[49]

	foxP2
	Mus musculus
	714aa
	NP_997600.1
	[42]

	foxP3
	Mus musculus
	429aa
	NP_473380.1
	[50]

	foxP4 isoform 3
	Mus musculus
	672aa
	NP_083043.2
	[51]

	foxQ1
	Mus musculus
	400aa
	NP_032265.3
	[52]

	foxS1
	Mus musculus
	329aa
	NP_034356.1
	[53]

	foxG
	Platynereis dumerilii
	328aa
	ADG26725.1
	[7]

	foxQ2
	Ptychodera flava
	247aa
	ADZ61650.1
	[54]

	PREDICTED foxR1
	Rattus norvegicus
	384aa
	XP_243815.4
	[55]

	PREDICTED foxR2
	Rattus norvegicus
	302aa
	XP_228808.3
	[55]

	foxI
	Strongylocentrotus purpuratus
	316aa
	ABB89485.1

	[55]

	foxL1
	Strongylocentrotus purpuratus
	431aa
	ABB89488.1
	[55]

	foxA
	Strongylocentrotus purpuratus
	440aa
	ABE68834.1
	[55]

	foxAB
	Strongylocentrotus purpuratus
	166aa
	ABB89474.1
	[55]

	foxB
	Strongylocentrotus purpuratus
	360aa
	NP_999797.1
	[55]

	foxC
	Strongylocentrotus purpuratus
	336aa
	ABB89478.1
	[55]

	foxD
	Strongylocentrotus purpuratus
	367aa
	ABB89476.1
	[55]

	foxF
	Strongylocentrotus purpuratus
	201aa
	ABB89479.1
	[55]

	foxG
	Strongylocentrotus purpuratus
	185aa
	ABB89477.1
	[55]

	foxJ1
	Strongylocentrotus purpuratus
	468aa
	ABB89480.1
	[55]

	foxK
	Stronglocentrotus purpuratus
	606aa
	ABB89486.1
	[55]

	foxL2
	Strongylocentrotus purpuratus
	372aa
	ABB89483.1
	[55]

	foxM
	Strongylocentrotus purpuratus
	599aa
	ABB89490.1
	[55]

	foxN1/4 transcript variant 1
	Strongylocentrotus purpuratus
	532aa
	ABB89491.1
	[55]

	foxN2/3
	Strongylocentrotus purpuratus
	197aa
	ABB89482.1
	[55]

	foxO
	Strongylocentrotus purpuratus
	476aa
	ABB89484.1

	[55]

	foxP
	Strongylocentrotus purpuratus
	582aa
	ABB89487.1
	[55]

	foxQ1
	Strongylocentrotus purpuratus
	408aa
	ABB89489.1
	[55]

	foxQ2
	Strongylocentrotus purpuratus
	329aa
	ABB89473.1
	[55]

	foxG
	Terebratalia transversa
	418aa
	AEZ03828.1
	[18]

	foxQ2
	Terebratalia transversa
	257aa
	AEZ03835.1
	[18]

	SIX-CLASS GENES

	six3/6
	Dinophilus gyrociliatus
	482(398)aa
	KX555480
	this study

	180297
	Capitella teleta
	314aa
	ELU17224.1
	[21]

	180301
	Capitella teleta
	242aa
	ELU17225.1
	[21]

	180303
	Capitella teleta
	346aa
	ELU17231.1
	[21]

	226834
	Capitella teleta
	371aa
	ELU17226.1
	[21]

	227938
	Capitella teleta
	506aa
	ELT94068.1
	[21]

	optix
	Drosophila melanogaster
	487aa
	NP_524695.2
	[5]

	sine oculis
	Drosophila melanogaster
	416aa
	NP_476733.1
	[5]

	six4, isoform A
	Drosophila melanogaster
	392aa
	NP_649256.1
	[5]

	115798
	Lottia gigantea
	222aa
	XP_009052787.1
	[56]

	129577
	Lottia gigantea
	205aa
	XP_009063131.1
	[56]

	179424
	Lottia gigantea
	191aa
	XP_009063129.1
	[56]

	six1
	Mus musculus
	284aa
	NP_033215.2
	[57]

	six2
	Mus musculus
	296aa
	NP_035510.1
	[58]

	six3
	Mus musculus
	333aa
	NP_035511.2
	[59]

	sSix4
	Mus musculus
	775aa
	NP_035512.1
	[57]

	sSix5
	Mus musculus
	719aa
	NP_035513.1
	[39]

	six6
	Mus musculus
	246aa
	NP_035514.1
	[60]

	126214
	Nematostella vectensis
	185aa
	XP_001626434.1
	[22]

	130873
	Nematostella vectensis
	192aa
	XP_001625159.1
	[22]

	138693
	Nematostella vectensis
	175aa
	XP_001623134.1
	[22]

	six2
	Platynereis dumerilii
	307aa
	CAC86663.1
	[61]

	six3
	Platynereis dumerilii
	366aa
	CAR66435.1
	[62]

	six1
	Saccoglossus kowalevskii
	296aa
	NP_001277017.1
	[63]

	six3
	Saccoglossus kowalevskii
	252aa
	NP_001158378.1
	[15]

	PREDICTED: six4-like
	Saccoglossus kowalevskii
	304aa
	XP_002735606.1
	

	six1
	Strongylocentrotus purpuratus
	336aa
	NP_001268684.1

	[64]

	PREDICTED: six6-like, six3?
	Strongylocentrotus purpuratus
	324aa
	XP_781696.1
	

	PREDICTED: six4
	Strongylocentrotus purpuratus
	565aa
	XP_781616.2
	

	sSix1/2
	Terebratalia transversa
	199aa
	AJV21321.1
	[65]

	six3/6
	Terebratalia transversa
	348aa
	AEZ03831.1
	[18]

	DIMMED

	dimmed
	Dinophilus gyrociliatus
	1212(161)aa
	KX555473
	this study

	dimmed, isoform A
	Drosophila melanogaster
	390aa
	AAF53991
	[66]

	dimmed, isoform B
	Drosophila melanogaster
	390aa
	AGB93209.1
	[66]

	dimmed, 
	Leptinotarsa decemlineata
	176aa
	AKG92779.1
	[67]

	dimmed transcription factor
	Platynereis dumerilii
	205aa
	AFV92894.1
	[68]

	Hypothetical protein partial mRNA
	Lottia gigantea
	327bp
	XM_009067111.1
	[56]

	PREDICTED: neurogenic differentiation factor 4-like, ...
	Crassostrea gigas
	2009bp
	XM_011430741.1
	

	Basic helix-loop-helix protein mist 1, putative
	Pediculus humanus corporis
	300bp
	XM_002432560.1

	[69]

	dlx
	Nematostella vectensis
	60aa
	ABG67787.1
	[70]

	dlx
	Paracentrotus lividus
	419aa
	ADW95343.1
	[71]

	dlx
	Convolutriba longifissura
	536aa
	ACG70806.1
	[72]

	dlx
	Saccoglossus kowalevskii
	274aa
	AAP79300.1
	[73]

	NK-HOMEOBOX GENES

	nk2.1
	Dinophilus gyrociliatus
	1360(210)aa
	KX555481
	this study

	nk2.2
	Dinophilus gyrociliatus
	347(290)aa
	KX555482
	this study

	lbx
	Capitella teleta
	367aa
	ACI26672.1
	[74]

	nk-like2.2b
	Capitella teleta
	221aa
	ACH89433.1
	[74]

	nk-like-1a
	Capitella teleta
	148aa
	ACH70609.1
	[74]

	nk-like-1b
	Capitella teleta
	165aa
	ACI26669.1
	[74]

	nk-like-2.1a
	Capitella teleta
	263aa
	ACH89430.1
	[74]

	nk-like-2.2a
	Capitella teleta
	256aa
	ACH89432.1
	[74]

	nk-like-2.1b
	Capitella teleta
	428aa
	ACH89431.1
	[74]

	nk-like-3
	Capitella teleta
	190aa
	ACI26670.1
	[74]

	nk-like-4a
	Capitella teleta
	237aa
	ACH89434.1
	[74]

	nk-like-4b
	Capitella teleta
	297aa
	ACH89435.1
	[74]

	nk-like-5
	Capitella teleta
	402aa
	ACH89437.1
	[74]

	nk-like-5b
	Capitella teleta
	207aa
	ACH88440.1
	[74]

	nk-like-6
	Capitella teleta
	146aa
	ACI26668.1
	[74]

	nk-like_7
	Capitella teleta
	267aa
	ACI26671.1
	[74]

	tlx
	Capitella teleta
	271aa
	ACH89436.1
	[74]

	bap
	Drososphila melanogaster
	382aa
	NP_732637.1
	[5]

	c15
	Drososphila melanogaster
	339aa
	NP_476873.2
	[5]

	dll
	Drososphila melanogaster
	322aa
	NP_726486.1
	[5]

	drop
	Drososphila melanogaster
	515aa
	NP_477324.1
	[5]

	h6
	Drososphila melanogaster
	592aa
	NP_732244.3
	[5]

	lbe, ladybird early
	Drososphila melanogaster
	479aa
	NP_524435.2
	[5]

	lbl, ladybird late, isoform A
	Drososphila melanogaster
	372aa
	NP_524434.2
	[5]

	scro, scarecrow, isoform A
	Drososphila melanogaster
	468aa
	NP_001015473.1
	[5]

	slouch, isoform A
	Drososphila melanogaster
	659aa
	NP_476657.1
	[5]

	tinman
	Drososphila melanogaster
	416aa
	NP_524433.1
	[5]

	vnd (ventral nervous system defective), isoform B
	Drososphila melanogaster
	577aa
	NP_001036253.1
	[5]

	dlx-1
	Mus musculus
	255aa
	NP_034183.1
	[75]

	dlx-2
	Mus musculus
	332aa
	NP_034184.1
	[76]

	dlx-3
	Mus musculus
	287aa
	NP_034185.1
	[77]

	dlx-4
	Mus musculus
	240aa
	NP_031893.3
	[28]

	dlx-5, isoform 1
	Mus musculus
	289aa
	NP_034186.2
	[78]

	dlx-6
	Mus musculus
	297aa
	NP_034187.1
	[78]

	hmx1
	Mus musculus
	332aa
	NP_034575.1
	[79]

	hmx2
	Mus musculus
	273aa
	NP_666110.1
	[80]

	hmx3
	Mus musculus
	356aa
	NP_032283.3
	[80]

	lbx1
	Mus musculus
	282aa
	NP_034821.2
	[81]

	lbx2
	Mus musculus
	195aa
	NP_034822.1
	[82]

	msx-1
	Mus musculus
	303aa
	NP_034965.2
	[83]

	msx-2
	Mus musculus
	267aa
	NP_038629.2
	[84]

	msx-3
	Mus musculus
	204aa
	NP_034966.1
	[85]

	nk2.5
	Mus musculus
	318aa
	NP_032726.1
	[86]

	nkx-3.2
	Mus musculus
	333aa
	NP_031550.2
	[87]

	nkx-3.1
	Mus musculus
	237aa
	NP_035051.1
	[88]

	nkx-6.1
	Mus musculus
	365aa
	NP_659204.1
	[89]

	nkx-6.2
	Mus musculus
	277aa
	NP_899071.2
	[90]

	nkx-6.3
	Mus musculus
	262aa
	NP_083278.1
	[91]

	nkx-1.1
	Mus musculus
	440aa
	NP_035450.1
	[92]

	nkx-1.2
	Mus musculus
	305aa
	NP_033149.1
	[93]

	nkx-2.1
	Mus musculus
	372aa
	NP_033411.3
	[94]

	nkx-2.2
	Mus musculus
	273aa
	NP_035049.1
	[95]

	nkx-2.3
	Mus musculus
	362aa
	NP_032725.1
	[96]

	nkx-2.4
	Mus musculus
	354aa
	NP_075993.1
	[97]

	nkx-2.6
	Mus musculus
	289aa
	NP_035050.2
	[98]

	nkx-2.8
	Mus musculus
	235aa
	NP_032727.2
	[99]

	tlx1
	Mus musculus
	333aa
	NP_068701.1
	[100]

	tlx2
	Mus musculus
	284aa
	NP_033418.1
	[28]

	tlx3
	Mus musculus
	291aa
	NP_064300.2
	[84]

	dlx-1
	Platynereis dumerilii
	367aa
	CAJ38799.1
	[9]

	lbx
	Platynereis dumerilii
	497aa
	ABQ10642.2
	[101]

	msx
	Platynereis dumerilii
	389aa
	CAJ38810.1
	[9]

	nk1
	Platynereis dumerilii
	333aa
	CAJ38797.1
	[9]

	nk2.1
	Platynereis dumerilii
	362aa
	CAJ38809.1
	[9]

	nk2.2
	Platynereis dumerilii
	200aa
	ABO93209.1
	[102]

	nk3
	Platynereis dumerilii
	387aa
	ABQ10641.1
	[101]

	nk4
	Platynereis dumerilii
	374aa
	ABQ10640.1
	[101]

	nk5
	Platynereis dumerilii
	171aa
	ABQ10644.1
	[101]

	tlx
	Platynereis dumerilii
	325aa
	ABQ10643.1
	[101]

	nk2.1
	Terebratalia transversa
	323aa
	AEZ03832.1
	[18]

	SYNAPTOTAGMIN

	syt
	Dinophilus gyrociliatus
	816(414)aa
	KX555483
	this study

	dblc2
	Capitella teleta
	411aa
	ELT93877.1
	[56]

	esyt2
	Capitella teleta
	825aa
	ELU09670.1
	[56]

	rabphilin
	Capitella teleta
	672aa
	ELT93620.1
	[56]

	syt12
	Capitella teleta
	454aa
	ELT99116.1
	[56]

	syt15
	Capitella teleta
	307aa
	ELU10846.1
	[56]

	syt16
	Capitella teleta
	424aa
	ELU17232.1
	[56]

	syt17
	Capitella teleta
	483aa
	ELU18173.1
	[56]

	syt1var1
	Capitella teleta
	437aa
	ELT99110.1
	[56]

	syt1var2
	Capitella teleta
	437aa
	ELT99111.1
	[56]

	syt4
	Capitella teleta
	416aa
	ELT89176.1
	[56]

	syt44
	Capitella teleta
	414aa
	ELT95572.1
	[56]

	syt7
	Capitella teleta
	336aa
	ELT91365.1
	[56]

	syt9
	Capitella teleta
	468aa
	ELU04478.1
	[56]

	sytalpha
	Capitella teleta
	323aa
	ELT91518.1
	[56]

	dblc2
	Lottia gigantea
	405aa
	XP_009066759.1
	[56]

	esyt2var1
	Lottia gigantea
	807aa
	XP_009052922.1
	[56]

	esyt2var2
	Lottia gigantea
	798aa
	XP_009052923.1
	[56]

	syt12
	Lottia gigantea
	411aa
	XP_009064408.1
	[56]

	syt15a
	Lottia gigantea
	537aa
	XP_009056107.1
	[56]

	syt15b
	Lottia gigantea
	353aa
	XP_009060412.1
	[56]

	syt16
	Lottia gigantea
	501aa
	XP_009055193.1
	[56]

	syt 17
	Lottia gigantea
	437aa
	XP_009061942.1
	[56]

	syt18
	Lottia gigantea
	394aa
	XP_009061817.1
	[56]

	syt1var1
	Lottia gigantea
	424aa
	XP_009065902.1
	[56]

	syt1var2
	Lottia gigantea
	424aa
	XP_009065903.1
	[56]

	syt21
	Lottia gigantea
	354aa
	XP_009052921.1
	[56]

	syt4
	Lottia gigantea
	423aa
	XP_009048108.1
	[56]

	syt47
	Lottia gigantea
	430aa
	XP_009058888.1
	[56]

	syt7
	Lottia gigantea
	446aa
	XP_009065399.1
	[56]

	syt9
	Lottia gigantea
	452aa
	XP_009048259.1
	[56]

	sytalpha
	Lottia gigantea
	486aa
	XP_009063446.1
	[56]

	dblc2
	Mus musculus
	405aa
	NP_034199.1
	[102]

	rph3A
	Mus musculus
	681aa
	NP_035416.1
	[103]

	syt1, isoform 1
	Mus musculus
	421aa
	NP_033332.1
	[104]

	syt11
	Mus musculus
	430aa
	NP_061274.2
	[105]

	syt10
	Mus musculus
	523aa
	NP_061273.1
	[106]

	syt12
	Mus musculus
	421aa
	NP_598925.1
	[107]

	syt13
	Mus musculus
	426aa
	NP_109650.1
	[108]

	syt14, isoform 2
	Mus musculus
	555aa
	NP_853524.1
	[109]

	syt15, isoform a
	Mus musculus
	418aa
	NP_852682.1
	[98]

	syt16
	Mus musculus
	549aa
	NP_766392.2
	[98]

	syt17
	Mus musculus
	470aa
	NP_619590.1
	[110]

	syt2
	Mus musculus
	422aa
	NP_033333.2
	[111]

	syt3
	Mus musculus
	587aa
	NP_057872.3
	[98]

	syt4
	Mus musculus
	425aa
	NP_033334.2
	[112|

	syt5
	Mus musculus
	386aa
	NP_058604.1
	[28]

	syt6, isoform 1
	Mus musculus
	511aa
	NP_061270.2
	[98]

	syt7, alpha isoform
	Mus musculus
	403aa
	NP_061271.1
	[113]

	syt8, isoform a
	Mus musculus
	395aa
	NP_061272.2
	[98]

	syt9
	Mus musculus
	491aa
	NP_068689.2
	[98]

	syt1
	Terebratalia transversa
	341aa
	AEZ03834.1
	[18]
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