Does dopamine block the spawning of the acroporid coral Acropora tenuis?
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Figure S1. Nucleotide and deduced amino acid sequences of a partial ORF fragment of Acropora
tenuis dopamine receptor-like cDNA (At06753). Oligonucleotide primers used to amplify the cDNA
fragment by PCR were designed based on Acropora digitifera transcript sequence of aug_v2a.06753.t1.
The cDNA was composed of 882 bases encoding a protein of 294 amino acids. The nucleotide numbers are

shown to the left of each line. The putative transmembrane domains analyzed by a Kyte and Doolittle

cccaacaaccaatcaaatccagtggctactgatccagacattggagacatcttggcagee

P NNQSNPVATDPDTIGDTITULAA
cttttagtcgecttgettataatttgecacattaatcactaattgtttagtttgegtaaca
L LvALLTTOCCTLTITNTC CLVCVT
ttttacctatttaaggacctaaggacagtttgtcattattttgtcatcagtttgagegeg
FYLFKDLRTVCHYZ FVISLSA
gecgacattettgttgetgtagtagetatgeecggtttggtgtgcgetgecaactaacttee
ADILVAVYVAMPVWCALUG OQLTS
atgcattggtegtttagtgactcactgaggacattttggaactgecatggacatactetgt

M HWSFSDJ SLRTFWNT CMDTITLC
ggaacagcttcaatcatgaatctcacagecagtgtcaattgatcgecatgetgecattact
G TASITMNLTAYVYSITDRHAATIT
aagcctttcaactacccgtetgtcatgacttettttegegetattteccatgataatettt

K PFNYPSVMTSFRAISMTITITF
gtgtggttttattccatagtggtttcgggattacgettagecaacctggecacaccaaaaca
vVWFYSITVVSGLRLATWHTIKT
agttatatgcattttgtttetgcaaccagettttttattecctetettcattatgataate
S YMHFV SATSFFIPLFTMTII
atgtacacaagaatttatttggttgctaggaaacaagctcaccgaatgegtaatggeegt
MY TRTYLVARIKO GAHRMRNTGTR
aactacgcaagtgatgtcaaagccgctaaaacgatcgetatattaateggettgttegta
N Y ASDVKAAKTTIATILILTIGTLTEFV
ttttgetggggtecatttttegecattgtectatetattgegeatgatcagacggttgta

F ¢CWGPFFATITVLSTITAHDA GGOGTVYV
gttccttactcgetgttcaatgtcatcaaatggatggtgtactgecagttettgtctgaac

VPYSLFNVIKWMVYCS S CLN
cccataatctactcttgtecttaatcgcaactacagacgtgecattgegtaaactttgecaa
p T 1TYSCLNR RNYR RRALRIKTLTEGCAQ
cgtgtcctcaaaaagegagaaatggtcactgagacttegteg 882
RVLKKREMYVTETSS

hydropathy plot are underlined with solid lines.



1 gtggtgatgattctgagegetgtgacaactgtgactggagaatggatatttggageategg
vV MILSAVTTVYVTGEWTITFGAW
61 tgctgtcaggetgtagetgcagegggtetgactttgtetttecatatcaattettcacatg
Cc CQ AV AAAGLTLSE FEFTIO STILHM
121 agctgectcagtatcgatcgatatattgecaattcagaaaccetttagetatgaatccate
S CLSITDRYTATIQKZPFSYZESI
181 gtcactagaagaagagtggtgacggttttaatcctgatctgggtegtetggagttattgte
VT RRRVYVYYTVLTILTIWYVSGV VY
241 cctaatattccgttagcagattttgaattcagggecgtgacatacggatgttcaagtgte
P NITPLADTFEFRAVTITYGCGCS SV
301 gagtttgaaaacacccggeggtctttttctecttatattattttccttgtecggaatattt
EFENTRRSFSPYTTITFLVGTITF
361 gttgtcatacctttcgetgttatttgettttegaacgcagtggttttcaagacagetttt
vvIPFAVYICFS SNAVYFKTATF
421 aatcacgcaagacagctgagcagagttgagaagagtttagageggtettcagecagatatt
NHARQLJ SRVEZ KT SLTERZSSATDI
481 tgcgaaagggaggagcaacagcaagegaaaccacgegtagaaaaccactegttgaaaaga
C EREEQQQAKPRVENHSZSTLIKHR
541 gagatcaaatcagcgcacacctttgegettgtagteggattatttttgetatgttacatt
ET KSAHTFALVV GLFTZLTLT CY I
601 ccattttactcagtcggcacctacaggaagetagetcgatecgetaacgtacattetagt
PFYSVGTYRKLARSANVHSS
661 gatgtgcgecatcaccatgtgggttgetttegecaattettttatcaaccegattgtttat
D VRITMWWYVAFANSTE FTINPTIWVY
121 ggcttgaggtattcaccgtttcgcaaagettttaaattattatgtetagecegetgtagt
GLRYSPFRIKAFKTLLT GCLARTE GS
181 gagcgacgecattctcacaactgcaagagaatcagttcttggagacgtgaaagggacggt
ERRHSHNZGCKRTISS SWRRETRTDG
841 accacgttatcaagtacttccgetctcetag 870
T TLS STS AL x*

Figure S2. Nucleotide and deduced amino acid sequences of a partial ORF fragment of Acropora
tenuis dopamine receptor-like cDNA (At07635). Oligonucleotide primers used to amplify the cDNA
fragment by PCR were designed based on Acropora digitifera transcript sequence of aug_v2a.07635.t1.
The cDNA was composed of 870 bases encoding a protein of 289 amino acids. The translation stopcodon is
indicated by the asterisk (*). The nucleotide numbers are shown to the left of each line. The putative

transmembrane domains analyzed by a Kyte and Doolittle hydropathy plot are underlined with solid lines.
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Figure S3. Nucleotide and deduced amino acid sequences of a partial ORF fragment of Acropora
tenuis dopamine receptor-like cDNA (At08250). Oligonucleotide primers used to amplify the cDNA
fragment by PCR were designed based on Acropora digitifera transcript sequence of aug_v2a.08250.t1.
The cDNA was composed of 776 bases encoding a protein of 258 amino acids. The nucleotide numbers are

shown to the left of each line. The putative transmembrane domains analyzed by a Kyte and Doolittle

tatttatcgectettggtecgtaattgetttgggaggtaatggtttgettataacggttata
Y LS LLVVIALGGNGTLTLTITVI
ctcaagagaaaactccttcaaaaagttcattacttcttcatacttagtctggeggcgtet
LK RKLLQKVHYFZFTLZ SLAAS
aatttcttaaacgccttttttaagatacctaccacgattttaggacgectttgatcgaaac
NFLNAFFKTIPTTTILG GRTEUDTR RN
tggtaccctaatcacacaatatgetacttcaccaccecccoctgggtgtgetgtttggegeg
WY PNHTTITITOCYFTT®PLSGVLTEGA
gecatctgtgttcagectatcageggtagetatcaacagataccttgtgatttectegeeg
ASVFSLSAVAINRYLVISSEP
cttaactattctgatcgaatgccaccgatgttggeccaaaagecattttggetggaatttgg
LNY SDRMPPMLAKT STILAGTIW
ttcgcaagtttttetttggecgtecctectgtcatgtggagagagaaggaagecatttge
FASFSLAVPPVMWRETZKTEATITC
cgaageggtagaatttccaaagaacattacacctcggaaatgetttactttttettggee
R SGRIT SKEHYTSEMLYTFTFTLA
ttgtggetgtttgtecatcattgttecttecattgttatgagecatttcttacgtgaagate
LwLFVYI T VPSITVMSITITSYVKI
tttcttattgegegetaccacgegttgcaaatagacacgegaaatcaagecattegeagat
F LI ARYHALO GTIUDTI RN GATFATD
tgccaacaaacaaagcgaaggaggaaagacttgaaagetgetgtagttctageagtgate
C Q@ TKRRRKDLIKAAVV LAV
ggaggaatcttcattatttgetggattectttettegttgtacagactattcacaagttt
G GI FITTCCWTIPFFVYVQTTIHEKFEF
ggaaagggaaaaattagttctatttacttcaacatatttetetgegtcatgtac 776

G K GGKTITSSITYFNTIFLT GCVMY

hydropathy plot are underlined with solid lines.



1 atggccgtcagcaattctaccgecaatgeccccaacagatatagacggagtttgeccaacaa
M AV SNSTAMPPTDTIDSGYVYCOQAQ
61 gcaacgaagcccgagtttattgtttacagegtttttttggtgctaatcatgttagecaca
ATKPEFITVYSVELVLTITMLAT
121 ttgtttggaaatgtgttagttataaccgeggtttatcattticategettgegacgaaty
L FG&GNVYLVYITAVYHTFHRLIR RRM
181 actaatttcttcatcatctctetggecgtttccgatettetegttgecactaggteatetg
T NFF I I SLAV SDLLVALGHIL
241 cctctccgtattgatcaaagegttcacaacaataactggtgtttcgacaagacgeccaat
PLRIDO GG SVHNNNWCGCTETDIKTPN
301 gatgtaacaacctgegegtattggatagecaatggacactgtgttcagetgtgegtecatt
b v TTCAYWTI AMDTVESC CAS I
361 tgcaatctggttgtcatatcaattgatcgttttctagecatcaccaaacctttegaatac
¢cCNLV VI SITDRFLATITIKZPTFTEY
421 caaaacaggatgaccaagcgtgttggettttegetecategettttgtttgggtetacget
@ NRMTKRVGFSLTIAFVWVYA
481 ttactatggggtgtccttagectggttgattggacaagggcagatcctaacgecactcac
LLWGVLSLVDWTRADUPNATH
541 aggcatatcttcgtcatcgtaaaaaatcaaacaaatgagegagegtgcggcaagaaagac
RHIFVYVIVKNGQTNTERACGIKKD
601 aaggtgtattacactactgcaatggctgttgcgetatttttaccgettetcatagteate
K vYyyYTTAMAYALZFLWPLTULTIUVI
661 gccacgtatgectgegtttteccgegtagegtttacgecaggegaaageggtageectactt
ATYACVFRVYAFTAQQAKAVALIL
7121 gatccaaccaaaggaaagagacacattttgegegaattgaaagegaccaaaactateget
D PTKGKRUHTILRELIKATI KTTIA
181 gttgttatcgggegtattcatggtegtgttggetaccgagttttattatcattgtattgagt
vvIi GGvVvVFEFMVYVCECWLPSFTITTTVLS
841 ctatggtgtcaggactgtttcaagecgtttttggacaacaaaaatctttetetetetata
LWCQDC CFIKPFLDNIKNTLTSTELSTI
901 aggatcatttttgtgaccattttgccggtcataaacagttctctaaatccggtgatttat
R T I Vv T I LPV INSSLNPVIY
961 acagttttcaaccaagagttccgaatggecttcagtcgaatgetetgcagaggtegaact
T Ve:; N EFRMAFSRMLO CRGRT
1021 ccacggagegecagetgacgttgaatteteggttaccgaacaaacaaattetgecaacgega
P RSAADVEFSVYTEOQTNSATR
1081 gtgaaagtgcaaactacaggaaaaagcagaccaaaagectggttcaatatgaacggtgga
VKVQTTGKS SR RPKAWFNMMNTGSEG
1141 ggcgatgegagecaggtag 1158
G DA S R *

Figure S4. Nucleotide and deduced amino acid sequences of a complete ORF fragment of Acropora
tenuis dopamine receptor-like cDNA (At14160). Oligonucleotide primers used to amplify the cDNA
fragment by PCR were designed based on Acropora digitifera transcript sequence of aug_v2a.14160.t1.
The cDNA was composed of 1158 bases encoding a protein of 385 amino acids. The translation stopcodon
is indicated by the asterisk (*). The nucleotide numbers are shown to the left of each line. The putative

transmembrane domains analyzed by a Kyte and Doolittle hydropathy plot are underlined with solid lines.
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Figure S5. Nucleotide and deduced amino acid sequences of a partial ORF fragment of Acropora
tenuis dopamine receptor-like cDNA (At17552). Oligonucleotide primers used to amplify the cDNA
fragment by PCR were designed based on Acropora digitifera transcript sequence of aug_v2a.17552.t1.
The cDNA was composed of 813 bases encoding a protein of 271 amino acids. The nucleotide numbers are

shown to the left of each line. The putative transmembrane domains analyzed by a Kyte and Doolittle

gtcactgcgatctgtggaaacttactcgtatgectggeccatttcactgaacaggegetta

v T AT CGeGNLLVCLATSLNRRL

cgaaagaccaccaactacttcatattctccctggegatttctgatettttgacageatca

R K TTNYZFTITFSLAISDTLTLTAS
tgctcaatgtettttgatgttcaagttettttgcaaccattgggetggaatcacggagag

c SMSFDVA@VLLQQPLGWNIHTGEGE
tttgtectgcaatttetggaccttegtttatetgategetgegecgaccteccatacttaat
FVCECNFWTFVYLTIAAPTO STITLN
cttatggcggtcagecattgacaggtaccaagcaatcagtaatcctectecgatactacgac

L MmAY SITDRYQAI SNPLRYYTD
aaaatgagaccgagacgtgectatggectatcatagecagecaatttggetctactecttegeg
K MRPRRAMATITILIAATWLYSFA
tttacagttgetgggatggetggttggecctattatgaacaaagtgttcgggatggaatg

F TV AGMAGWPYYEQSVRDGM
tgetattttaatatcagtccttactattctgtagtgageteggegatgaatttcatttte
CYFNT SPYYSVVSSAMNTETITF
cccacaatggtgatgtgtgtgatctatttcaaaatctatctgatecgetegegegeatgea

P TMVMCV IYFKTIYLTIARAHA
caacggettgtgcagecatgaggteccggtcaccaccgecageaacatcttgeteccaacgag
Q RLVQHEVPVYTTAATS ST GCSNE
gattctggcactataacctctgaaaagaaacgectgaaaagaaatattaaggeggcaaag
D SGTTTS SEKI KRLI KR RNTIIKAAHK
acaatcgccattattgtgtcaacttttectectatgttgggtecctttcactttggtttea

T 1 AIT1 1 VvSTFLLCWVPFTTLVS
accattacttccctetgtcaatactgecatcgecaatttcgeggtagttattaactcacta
T 1T SLCQYCCI ANZFAVVYVYINSIL
cttgtggtggcgtacatgaactccgecactcaac 813

L vVVAYMNSALN

hydropathy plot are underlined with solid lines.
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Figure S6. Unrooted phylogenetic tree of dopamine receptor proteins. The neighbor-Joining method
and CLUSTAL W (http://clustalw.ddbj.nig.ac.jp/top-e.html) were used to construct the phylogenetic tree.
One thousand bootstrap repetitions were performed, and bootstrap values are shown at the nodes. The scale
bar refers to a phylogenetic distance of 0.1 amino acid substitution per site. The position of the Acropora
tenuis dopamine receptor-like proteins were indicated by box. The accession numbers for dopamine
receptor proteins used in the phylogenetic trees analysis are as follows: BID1 (Branchiostoma lanceolatum
D1, CAA06536); DmD1 (Drosophila melanogaster D1, P41596); DmD2 (Drosophila melanogaster D2,
Q24563); DrD1 (Danio rerio D1, NP_001129448); DrD2 (Danio rerio D2, NP_898891); DrD3 (Danio
rerio D3, NP_898890); DrD4 (Danio rerio D4, NP_001012634); GgDl1l (Gallus gallus D1,
NP_001138320); GgD2 (Gallus gallus D2, NP_001106761); GgD3 (Gallus gallus D3, ACR48171); GgD4
(Gallus gallus D4, NP_001136321); HpD1 (Hemicentrotus pulcherrimus D1, BAJ14803); HsD1 (Homo
sapiens D1, NP_000785); HsD2 (Homo sapiens D2, AAB26819); HsD3 (Homo sapiens D3, P35462);
HsD4 (Homo sapiens D4, NP_000788); HsD5 (Homo sapiens D5, AAA52329); MmD1 (Mus musculus D1,



NP_034206); MmD2 (Mus musculus D2, NP_034207); MmD3 (Mus musculus D3, NP_031903); MmD4
(Mus musculus D4, NP_031904); SpD1 (Strongylocentrotus purpuratus D1, XP_003726379); XID1
(Xenopus laevis D1, P42289); XID2 (Xenopus laevis D2, CAA42088); XID5 (Xenopus laevis D5, P42290).



