1

2
63
123
183
243

303

363

423

483

543

603

663

723

783

843

903
963

t
atacctaagggccacgcgccgcaaaatgcacttatataaaaaaggcgggaaatctgtgag
tcaaacaaacgtttgggacaggagcagtcgagcctacgccacaacttacatcatcttata
gaatagaagaaagacaacagcaacatcttcccgtagttttgaccactecgettttttcag
aactttctccatcgaggtggctggaaaaagcgacgcaagagggctttegagtttgtcaga
accctgagtacgatcattgacgaaatggagtggtttacgaagtgttgtctgctggtgatt

M E W F T K C C L L VvV I
ttggccgtgtgcttecggcagtagtttegtgecttggagacggtaggaacctacaagggtac
L AV C F G §$S s F vV L. G D G R NIL Q G Y
aacggcgatctttacaatggcgaattcgagaacgaagagggtacggaagctttacggaat
N G D L Y NG E F E NEE G T E AL R N
atcatcggtcagatcatcgatgacgtcgacgctaaaaataacatccggacggceccatcttg
I I G Q@ I I D D V D A K N NI R T A I L
gaggacacccttgagcatgcgcagtacgagccagacaagaggtccggecggtgecgeteg
E D T L EHAOQY E P DK R S G R C R S
ggaacaaagtgtatcatgagaggtccgaacccaaacacagccagccgggttctaccatte
G T K ¢ I MR G P NP NTAS R V L P F
ggaaagagggaggacgactcgcccaacaagctagcacggaggggacgcggaccacccaag
G K R E D D S P N K L A R R G R G P P K
aactccagagctcggggcggcaggaccctactgecttttgggaaaagacgctaactcagt
N S R A R G G R T L L P F G K R R *
cgattgtgaagtattttatttcccataattattttgacattatgtttttccttgaaaaca
acaaccaaaaactgtcctttttaaaaattaatcgcaaatattgattatgccaatcataaa
agttggtaagcagaaacaattctaaccatcaaggagccaattcaaaataatgttttgacce
aaaaccaacacagatgcttagcaaaaactgtaagcaccaagtataaaaccttacagggct
atggaactagtacctcctagcagatatatttacttgtaaataatatccttattggaaaac

1023 accgccctctegtgttt

Fig. S1. A. rubens Kkisspeptin (KP)-type precursor (ArKPP). The nucleotide sequence
(lowercase, 1038 bases) encoding the precursor protein (uppercase, 149 amino acid residues)
is shown. The predicted signal peptide is represented in blue, two putative kisspeptin (KP)-
type peptides (with cysteine (C) residues underlined) are represented in red, C-terminal
glycine (G) residues that are putative substrates for amidation are represented in orange and
putative dibasic/tribasic cleavage sites are represented in green. The asterisk shows the

position of the stop codon. This sequence was determined from contig 1095844 and has been

deposited in GenBank under accession number KT601705.
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1 ac
3 aacagttgtcgcggttgagtgttgcaaacgaattgcgtgtaaacgctgcactgctgaagt
63 attgagcctggttcattttgctgctgcccgaagacagttgtaattgctcgaaaaacacat
123 ccgccegttgttttaacaaagaggggcagagttccggccagaaccgttgtgagaatgagg
M R 2
183 ccacatgtagttctattcgcttgtctagccgtgeccttgectattgetggeccagatagte
P H VvV Vv L F A CL AV P C L L L A Q I V 22
243 agctgtgcccccgtttacgatggaaacaaccagattcagccatttgacacggacgactgg
s C A P V Y D GNNOQOTI Q P F DT D D W 42
303 acggggggcgacgccctcggcgaccaagactttatgatggagaccgaaaagagagacaga
T 6 G bA L G D QQ DF MME TE K R D R 62
363 ccgaataggcgcgaagttacatactgtatggactggatccacaacacctggagaccatge
P N RRE VT Y CMUDWTIHNTWR P C 82
423 aggggaagaaaagctggctaaatgattccatcaaaaatgaatttccgaaatgatgtcacc
R G R K A G * 88
483 tgcttttcacgactgcaagacggcgagccagttcccgaatagtctatttctaatcgacaa
543 tctcgatctaagttcattcacaaatctaattttagaaaaggggatctaataaaaaaaa

Fig. S2. A. rubens melanin-concentrating hormone (MCH)-type precursor (ArMCHP).
The nucleotide sequence (lowercase, 600 bases) encoding the precursor protein (uppercase,
88 amino acid residues) is shown. The predicted signal peptide is represented in blue, a
putative melanin-concentrating hormone (MCH)-type peptide (with cysteine (C) residues
underlined) is represented in red and a putative dibasic cleavage site is represented in green.
The asterisk shows the position of the stop codon. This sequence was determined from contig

1059279 and has been deposited in GenBank under accession number KT601706.
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Fig. S3. A. rubens tachykinin (TK)-type precursor (ArTKP). The nucleotide sequence
(lowercase, 1234 bases) encoding the precursor protein (uppercase, 199 amino acid residues)
is shown. The predicted signal peptide is represented in blue, two putative tachykinin (TK)-
type peptides are represented in red and putative monobasic/dibasic cleavage sites are
represented in green. The asterisk shows the position of the stop codon. This sequence was

determined from contig 1103126 and has been deposited in GenBank under accession number

at
gcaaaagagtgaaaaatcactatcttattcgagtggtcggtcttcacgtttttaggttga
agggaggggggtgttttcaaaaagataccgcgtgctgaagtgtataaatacagegtctcet
gtgaagtttggttttaaattttacaccactccagtaagagaaaagtaactgcaacccacg
acttgaaagataatgcttcttgctatggcgccaaatggagaaatgatgaccagatttctg
M L L A M A P NG EMMTIR F L
ctagcggctcatttcttattactagecggtgtcaattgtaaatgctecgegtgtatttcaat
L A A H F L L L AV S I V N AU RV Y F N
ggcgaggacgagacaaaatcagggttgttggagctatcagagtacggggaaaatgagaaa
G E D E T K S G L L E L S E Y G E N E K
gtagacggcacggaagatgttgacggacagcaagttgaggaccgacagtggaagggagaa
V D GTED VDG Q Q V EUDTZ RIOQTWIEK G E
gaccagtggaagtctggtttgtatgccgectcagegtagecttgcaatcataccctaacaca
D Q W K S G L YA AU QU R STULUGQ S ZYUPNT
gccaagagatcatggccacaaactggaatgtacaacaagcagagcaccaactggecttegt
A K R S W P Q T G M Y N K Q S T N W L R
gcactggctcaggaaccacgctggcatagtgcaatggctaagaggcagectgtgggecaat
A L A Q E P R W H S A M A K R Q L W A N
cagcagtccgggttgttcggaaaacgcgaggeccgatatggaacgaactctcecececgegtygg
Q9 9 s 6 L ¥F G K R E A D MEI RTUL P A W
aatgtgaagagatcggcggaggagcgagaattcgecgagacagagtcgaggtggaggggta
N v XK R S A E E R E F A R Q S R G G G V
ccccatgtgtttcagagtggecggcatectttgggaaacgetcgagtgatgactgggeccaag
P H VvV F 9 8§ G G I F G K R S S D D W A K
agatacgaatagaatctttgaatagaatgtgagatttgttcaagctgtgacgtaacagtg
R Y E *
acgtggttcgtgctgatttgggcaactcaccaggcatcgaaaggacacagtttgtaccga
acacaaccccagaacaccaacgcaccatgacggcaaacacaatcttaattcaatcacacg
ctgtcaattccttcagtcaaccttcattgatgtcatttcatcaatgtcatttcatcacta
gaaattatttttgataagttattgtctaaaagttttttttaattaattatagcaattttg
tcatccgttacagtggcccacataaaatagtcataaaaacatcttecttettttttgagga
gtaaattaatttacctcctccattgtactttccaacattacacgcagaaattgctacaag
tatatcaattttggtaacaatgggagattttt

KT601707.
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Fig. S4. A. rubens somatostatin (SS)-type precursor (ArSSP). The nucleotide sequence
(lowercase, 1417 bases) encoding the precursor protein (uppercase, 132 amino acid residues)
is shown. The predicted signal peptide is represented in blue, a putative somatostatin (SS)-
type peptide (with cysteine (C) residues underlined) is represented in red and a putative
dibasic cleavage site is represented in green. The asterisk shows the position of the stop

codon. This sequence was determined from contig 1107850 and has been deposited in

cttaacatcagcttcatggaattgggctctagtgatcgtttgatatgtttaccctaagtyg
aatagcctattaatatcgttttcttcttttaaatgttgtttgaagatttaaccgtgacaa
attgatatgcaattgaaaaaatcatcacccaatctcttggtctgtggectctctattttga
gatgcaagtgagcgtgcaattgtctattgatgaggagcagagtttcgttccgetecctga
tacagaccactgtagcaagccaacccccagctctcatcactgaaaccaaaccactgagat
cacccaatccattttaaaacgtgcacttcgtgeccagegtggtatttaaaggttcactcaa
cagttggtgccatttccgaacccagccacaggectttgagaagagaagaggcggtcttaa
ctgcgcgecccatgeccacaatccagtgatcacatcttgtcaccectettacatcaactact
cgatacgcgttataggaaacatctcgcgatcgetcatgtetcectectecctecceccatacgg
cactcactcaaccacgccgtttgaccattgaaatgacgcactgacgacatcgtgggcectac
aacagtttcttaagcagcgcgctccggaggttcacacatgggecggttacttcttetecaa
gcaggtccactgtacatcgactcgactggcgcggegctaaaccatagactccattgetag
gaagaaacccgtggatgcagagttatttgtgagttatacttgecgctccaactcaaaaact
cgacaaaataataagtgaagacaagaaaaaaggggggttacgtggagcgcccattcctece
tcctggagtcecttcecttaaagggggecttggtttttagtttegtgaaactctacttetttta
aacaccatgaggttctgttgtgttgtagtggttctaccgttgatctgtgtgctagetggg
M R F C C v v VvV v L P L I C V L A G
tgcctagtggcccatgcagcaccgaggaggggcggaggaggcaacagcecgaccecgeggtygg
C L V A H A A P R R GG G G N S D P R W
aaaaggaatttctcgccaccgggaatgcagagectcgggcggcagctacaataaaggagat
K R N F S P P G M Q §S 8§ G G S Y N K G D
cttgttgaaaggatattgaacagattacaagaacgtctcctcgggaaagttgacctctet
L vV E R I L N R L Q E R L L G K V D L s
caaaccaacacatggcatggaaatcagagtccaaaagaattagaccttcaacgatatagt
Q T N T W H G N Q S P K EULDTUL Q R Y 8
gatcaagaggatgagtttatagacgatgatgatgaagtgcctaaccgcccggctattaag
D Q E D E F I D D D D E V P N R P A I K
aggaaatgtatcggtcggtttcaacctttctctatgeccctgttagagttcacccagecta
R K C I G R F Q P F S M P C *
tcagggctgtttggtctcataagaacctcccgtacaagattatttttaagggetgtgttt
tgaaattgagcgtctttggctatggctgatgacgtca

GenBank under accession number KT601708.
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Fig. S5. A. rubens pigment-dispersing factor (PDF)-type precursor (ArPDFP). The
nucleotide sequence (lowercase, 793 bases) encoding the precursor protein (uppercase, 108
amino acid residues) is shown. The predicted signal peptide is represented in blue, two
putative pigment-dispersing factor (PDF)-type peptides (with cysteine (C) residues
underlined) are represented in red, C-terminal glycine (G) residues that are putative substrates
for amidation are represented in orange and putative dibasic/tribasic cleavage sites are
represented in green. The asterisk shows the position of the stop codon. This sequence was

determined from contig 1081093 and has been deposited in GenBank under accession number

ctgagtcaatagtagacgtgttaccagcgatgagcgcactagactgattagatcaggggg
ccagggggtggcaactttgaagtacccacagtgctttgegecgagtgggggtttataaggg
gtgactcttgcgctgggtcecgtcacttagetttgagatcgcaaacggttaacttgacacg
tgtgtttatttctgecgecggacacagcacgagttcacagcaaacgagagtgtagtacgceca
acacccgagagatacccgttgaaacacacaatactgccgecctagagaaacaggactcgeg
cgcctctgcaaccaccaccgeccaccacagattcaaaatgacgcagettacgttgttggece

M T Q L T L L A
gtatgtggctctgttctcctattagttggtctcacacactgcacagacgaacaacgggag
v C GG s vV L L L VvV G L T H C T D E Q R E
aaaagattaggggacaatgacttcttccaagcaacgtacaacgacgctcaagctagacag
K R L GDNUDUFF QAT Y NDU AU QA AT R Q
aggcagagagtattgcaaagctatctggacgacaggatggcatctgtgggtaaaagagac
R Q R VvV L. Q §S ¥ L. Db D R M A S V G K R D
ggacttaaaaggaatttcgacgaagatgtttaccaccaggagggtttagacaatgaattt
G L K R N F D E D V Y H Q E G L D N E F
gtaagaagactaatggccaaatactttgatggtgttgcaagacgtcgttaaaacagagag
V R R L M A K Y F D G V A R R R *
ttaatgcaccgctcatgaaatggatgatgaactttgaccgaacaaaatgaccactgctgt
ctccaagtgacctttaacctgctcgecagaacttcccecctectaaaataatcggecgactet
tgcggctttcatt

KT601709.
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Fig. S6. A. rubens corticotropin-releasing hormone (CRH)-type precursor (ArCRHP).
The nucleotide sequence (lowercase, 880 bases) encoding the precursor protein (uppercase,
130 amino acid residues) is shown. The predicted signal peptide is represented in blue, a
putative corticotropin-releasing hormone (CRH)-type peptide is represented in red, a C-
terminal glycine (G) residue that is a putative substrate for amidation is represented in orange
and putative dibasic/tribasic cleavage sites are represented in green. The asterisk shows the

position of the stop codon. This sequence was determined from contig 1087380 and has been

g
attgtatataaagtagaatcaaagtgtgcccggcatcagtttggcttaggagacatacac
tctgacaacacgtgagatatcattttttatggttttactttecttcggagecatecgggtcag
aatattctttgtataggggcaaggcgaattgggtttttaaaccaatcggagagttttgcea
tattttgttcaggacgacattacattcaccacaagggcctttacggtaggaaaacaacag
aaactaaaggttgacgcagtcaccatgaacgacctacagcggcttattctgttagtgtcee

M N D L Q R L I L L V S
cttggaacgttcgceccttetectgtgecteccecgectgecaccgaggegcaacctetagge
L G T F A L L L C L P A CTEA AOQ P L G
ctgtttaaatttgaatacgacgatttgttggaccccagttttgaagcggacgatcccagg
L F K F E Y D D L L D P S F E A D D P R
aatccaaggagactttcgagacagcaaatcttaaggagactgaatgatttggcaatgtca
N P R R L S R Q 9 I L. R R L N D L A M s
cgctcaggatcaggaccaggttacacgattccaagaaaaaggcaaggcctgtetgttteg
R S G s G P G Y T I P R K R Q G L s V s
cccatattcccaattcagaggatccecgtttgaacgcaatcgaacgggaccgtcaagaccaa
P I F P I 9 R I R L N ATITZET RTUDTU RIGOQTDQ
gtcgatcaggccgaggccaaccagggcectttttcaaatcgecggacgcaagagataggge
V D Q A EANIOQGTLT FOQTIAGT RIEK R *
aaatcataaaactaatgaccaaaataggtgtttgcaatttgtttacagatttcgtcagga
tattacacaggctgaattttaaaaagggtaacaacggactttttgttatacacaactcgg
tttgcatctttgtgttcagacgcccececcataataggaccccaggcgaagcaggctttaaa
cagatgtgtgagttcactcaccactccacacggcagcca

deposited in GenBank under accession number KT601710.
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962

1022
1082
1142
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g
catgacgtgtggtgattggtgcatgcccgacacacagtactacgatcagcagacgagatt
gagggacgatcgctggtttttttgcgagagtacgcgattgataacgacttcatcatcaat
tggctcagatacgtttattgaataacctgttgtgaagagaaaagttgtccaaggatattc
cacagaacttccgtccggtggacgatgggcatgaagtcaatggtggecgectgtggactggg

M G M K S M V A L W T G
gtactggtcgcactgtgggttcaaagtcaagcatgtttagttcaagactgtccggaagga
vV L V. AL W V Q S Q A C L VvV Q D C P E G
ggaaagaggtccagttataacacaatcagacagtgcctatcctgcggceccctggtggtttyg
G K R § S ¥ N T I R Q CL S C G P G G L
ggacaatgtgtaggttcagctatatgctgcggcaatactttcggctgttttctcgggaca
G 9 C v s A I CCGNTU FGCUF UL G T
aaagaaaccttcgtgtgcagagaagaaagtcagctctccacaccttgtgaggttgttgga
K E T F V C R EE S Q L 8 T P CE V V G
gagacatgtgaatctattactgacgggaaatgtgtttcaaacggcttctgttgcaatgag
E T C E 8 I T bD G K C Vv 8 N G F C C N E
agaagctgctctttagacgtagcgtgcagagaaaccgatacagaacagagagacctcaaa
R s C s L b v A CRE TDTE Q R D L K
aacagactcaaagagaggcttctggacgccctcttgcgtcaaccatgaacccagttacca

N R L K E R L L D A L L R Q P *

ctccctcaactttgttgataattttcacccacaatgcaatgtgatatggtcacttgtgac
accttcacggacacaatgttgcggtcctttatgttgtgacaatcttggtgaatttctgaa
tatgctcacgtatagacacaggacaccatacttttataggggcaccagaccattattata
gccaggctcggtttggtcacaaaacaaacccctatttttgtggatgataataatctttgg
gacacgtaactaactgtatcacgctgcattgtaggttaagagaagctttgaagatatcct
cattaattttggtattttattcagattgctttcttagaaatgttaattaaaccgtttggt
attctttgaaattaatcgtaaatttaaaaactatttaaatacacagcggtaccgacattg
ggactaaagagcaatttagtttgtgtacatctttctgatgcaagtaaacggaacttcaaa
tggggaaagatcagataaacaaacaggggacggatgcagttacttttaatgagacaaata
aaatgtgctcttaccaaaaaataaattacaattttcagtttctttaaaaaaaacatggtg
ttgttaatgtcttaatgctttctagcacttacaaataatattacacaatttttgggtgcyg
ctaaactttgagcttttgacaagattctttcttgcattgcgtcatattttattatctttce
gaaatgtcaggatcacagttgcaattatagccatatcgatgttcatcttgagcgaaataa
acagcaaaaacaatatttattttctgaatatatagttgacagtcgttcacttttaatata
tatatatttagattcaaattctcagcaattttagccaatattatagtacaataatgtgac
tgctacgacagactttaaaaataaaaaaaatgtaaataaaaatgttattttagatttagt
taaattaacttttgaaaatcagctgcaaaactgcacgcaaatggccccaaaacaaacaat
aaatcaaatatatgttaacaagagcacactcttgtggaattttagaggggacaaaccggc
tgtatgagacaggtgaactttctataagaagtccacactttaaaatttataatttaatct
ttagagtacccagtaaaacaacacattttctgtcgctttttattgtttaacgtcccatag
aaataattgcacatgtagatttaacttagcagactttgactatacgatacttttcgactt
tactgcgcaactcgtacatttcctgcgtataatagatacaattttgacctattttaaaag
ttcaatgtgaatttcttgttgtttcccaaaaatatgcagtcattctgtgtatcataatat
tgatgtgaagtggtttcattttagttgaattaaaaccccactgaacgaaaattatttcgt
tacgaattgtacattgttaaaagctctttctccatggttaacccgtgtccatagtaggecyg

gtcgggatgtgaatgccgatttatgttgaactattggggggggggggg
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Fig. S7. A. rubens vasopressin (VP)/oxytocin (OT)-type (asterotocin) precursor. The
nucleotide sequence (lowercase, 2209 bases) encoding the precursor protein (uppercase, 147
amino acid residues) is shown. The predicted signal peptide is represented in blue, putative
asterotocin peptide is represented in red, a C-terminal glycine (G) residue that is a putative
substrate for amidation is represented in orange and a putative dibasic cleavage site is
represented in green. The C-terminal region of the precursor comprises a neurophysin
domain, with fourteen cysteine (C) residues that are a characteristic and conserved feature of
neurophysins, which is underlined. The asterisk shows the position of the stop codon. This
sequence was determined from contig 1119045 and has been deposited in GenBank under

accession number KT601711.
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Fig. S8. A. rubens NGFFYamide precursor. The nucleotide sequence (lowercase, 1268
bases) encoding the precursor protein (uppercase, 239 amino acid residues) is shown. The
predicted signal peptide is represented in blue, two tandem copies of the putative
NGFFYamide peptide are represented in red, C-terminal glycine (G) residues that are putative
substrates for amidation are represented in orange and putative dibasic cleavage sites are
represented in green. The C-terminal region of the precursor comprises a neurophysin
domain, with fourteen cysteine (C) residues that are a characteristic and conserved feature of
neurophysins, which is underlined. The asterisk shows the position of the stop codon. This

sequence was determined from contig 1104160 and has been deposited in GenBank under

ctacacgcagtgattgcacggtaatgcagcgtgacgtagccacgaggaggcgtaacttte
tcgttgcgaacagactactagecgcaccggggctgtgegattattgtttccaacacgaggt
atttcatagattggcgacaacggacaagcaaagaagaccttataggcttagagaggacca
tcgagaagagcttgagttactttacctggecgctcaggtgggaattcattttctatcagea
agaacactccttagtttacaatcaattacaagtggaatatcgctcatttggaaacatcaa
caagattttgacgaactaggaggggtgtcggtgggacgtgggggatctaagectggatatyg
M
accatgggcagcaggtcgttattagtgacaattgtgatcacagtagtcatacccagcecatce
T M G S R S L. L v T I Vv 1 T Vv v I P S I
tgggcaggtgcaatagctggggctcaaacacaaaagattcgtcgtgaaagtcgagaatct
W A G A I A G A Q T Q@ K I R R E S R E s
ggcaagtactggccaaactccgtgggtatctcagaccaacagctacggcaactcecctagea
G K YW PN SV GI S DOQ QLR QTULTUL A
cactctctggcggactcgtacagtacgtcaggggcaagtcacatacggggaggagacggyg
H S L A D S Y S T S G A S H I R G G D G
gatgcagggtatatatacgatagtcgagatcaggtcgatgacacggggacgaacgaggag
D A G Y I ¥ D S R D @Q v D D T G T N E E
gaaggggaacgcgtaatcgggagcgaggttacatcgagagactcgaaccccggtacaage
E G E R VvV I G S E v T s R D S N P G T s
aagagaaatgggttcttctatggcaaaagaaatgggttcttttatggaaagagatcagcg
K R N G F F ¥ G K R N G F F Y G K R S A
tcaacccctggcaatgcaaatgaagtaactcaatgcatccegtgtgggectcaaaacaac
S T P G NANUE VT Q C I P C G P Q N N
ggccagtgcgtcatgtttggtacatgttgcagectatgaactaggtggetgetttttectg
G Q CVMFGTTC CTCSZYZETLTG GG GTCTFF L
acagaggaggcccttccecctgtgtgacgtcaaaatcgtcatcattatgtgagectgagegga
T E E A L P C V T S K S S S L CE L S G
ttgccgtgecggtgacgagggatatggaaggtgegtggcagactectgtetgttgtetgecg
L P CGDETGZYGRUCVADSVCCTL P
caagagggctcttgtcatattaacgcagaatgtggaggcaagatgacatttcaataggac
Q E G S C H I NAZET CG GG GI KMMT F Q *
ttgcattatgcggactttaaattatttataaagggataggaaaaggtggttaatatctgt
attttgaaaagggtaataaaatttaaggttgtttgagaaaagggacacgaatgttatttt
gacctcaatgtgtaaatttaaacaattttagcgattacttatttttagaccactacgaat
taactgtt

accession number KC977457.
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Fig. S9. A. rubens gonadotropin-releasing hormone (GnRH)-type peptide 1 precursor
(ArGnRHI1P). The nucleotide sequence (lowercase, 1154 bases) encoding the precursor
protein (uppercase, 121 amino acid residues) is shown. The predicted signal peptide is
represented in blue, a putative gonadotropin-releasing hormone (GnRH)-type peptide is
represented in red, a C-terminal glycine (G) residue that is a putative substrate for amidation
is represented in orange and a putative dibasic cleavage site is represented in green. The

asterisk shows the position of the stop codon. This sequence was determined from contig

aaaaactgatttgcttaagctggaagtaacaaaatattgatcgattgtcttgaaagatga
acctgtcccagttcattcttcggagacattactectgtattaagatcaatccacgtgtgat
gaaggttacggatacgctgagacgtcaattgatgtcactggagtcgacaaatgcegtgcac
gccgattagttgctagactttttagccaatggegecactgttgectcagetcacgtgataat
accgtcaactgtcceccttttcactcatttecggttecttgttttaaagcatcagacgtgac
ctcttgagattgatcaaaaagagctttatatgttcagtgtcaactcattatttcagcaga
taaagaccgtcagagtgatttttcacacagtatttacgtttatagtcatcgttaatagtt
cacgtcacgaccactgggctacattaacacccatctatagatccgegtaacactcecccaag
cccagctatctgttataccggtaaccattaggtggagattgectgecatacatttatgeg
cacgcgacacagcgtgcaagtctcagttegttectcagttagcaaccaagaaatagtgtaa
gcgcttcataaggaaaactgtaagagaagaacacaggagagtcactggagttaagaagcece
caagtcaccttataaggtaattttgtacagatggccgatatgaggatgttaacactcact
M A D MR ML T L T

agcgtattagtctctctactcttcatggcagaaattcaaagatgccaagggcagatacat
S VL V S L L FMAZETITU QT RT CU QG OQTI H
tacaagaatcctggatggggacctggtggtaaaaggagttcacacatgactggtagcaat
Y K N P G W G P G G K R S S H M T G S N
gtattaaggaaacggcattggcgcgtggaatctgatcagatgggtacagacagcatgcag
V L R K R H W RV E S D Q M G T D S M Q
aaagaacgaaacttgatcatgcttcaagaaattgcaaaatctttggcaaagcaactggta
K E R N L I ML Q E I A K S L A K Q L vV
gtaccaacgagtgaggacgacacagtcctggaccaattaacggtcgaccaatggcggcag
V P TS EDD TV L D QULTV D OQ WU R Q
gaagcagacgagataaatgacaacggttggaattaagcgggaaaagctctgaaatttgac
E A D E I N D N G W N *
aacaattatttagaatcaggaagaactgaacaacttgatacaggttcatatgtgtttgta
ttgctttectttttt

1100532 and has been deposited in GenBank under accession number KT601712.

10

30

50

70

90

110

121



62

122

182

242

302

362
422
482
542
602
662
722
782
842
902
962
1022
1082
1142
1202
1262

Fig. S10. A. rubens gonadotropin-releasing hormone (GnRH)-type peptide 2 precursor
(ArGnRH2P). The nucleotide sequence (lowercase, 1297 bases) encoding the precursor
protein (uppercase, 99 amino acid residues) is shown. The predicted signal peptide is
represented in blue, a putative gonadotropin-releasing hormone (GnRH)-type peptide is
represented in red, a C-terminal glycine (G) residue that is a putative substrate for amidation
is represented in orange and a putative dibasic cleavage site is represented in green. The

asterisk shows the position of the stop codon. This sequence was determined from contig

g
gactccggacatcatctgtagttgatctatcaatcgegttcgaagacgatggggagttac
M G S Y
tcggttacggccaccatatacctageccectagttttaggttetttagtatgtagegeccac
s vT AT I Y L AL VL G S L vV C s A H
aatacgttcaccatgggtggacagaacaggtggaaagcagggggaaagagatcggectccce
N T F T M G G Q N R W K A G G K R S A P
gcagggcgccctcaacaaactttcttggacccatcaagecttcagtgaagatcagcaagga
A G R P Q QT F L DUP S S F S EDOQOQ G
gaaacgacaattacgctacgggagatgctggtcgacatgagagactactgcagtttecte
E T T I T L R E M L V D M R D Y C S F L
ttgaagctacttgacaacgttcggctgecctcaaaccgaaagaaaatgacacttctaagat
L K L L. pb N V R L P Q T E R K *
gaaatcagacgccagactactataccacgtctatctttgtctatcttgecgaaatggagga
ggctgtgcccagacatgaattgcaggaccttattaccagggagaccgtgatgggecagtte
cgattctctactttagagtagtgacgtcattccgcaggataaaaaatgatggatgaaaat
cgactgagagggaccacccttgtgecttggggggtttactcteccctcaacacagecgactat
gaaattaaacgagacaactgaaaagtgaaaacgacaaacttgtatattttcagaatagta
catcagccccttttegattgtgttttggggtgtgtacgegggecgectttatteteccaacy
tataaaaacctcctttgaccacacagctactaacaattgacattgctatcattcaattat
tcccgeccgatattttecgacggtecttttttetttecttcaaaacaccegtaattttttttt
gaacacgtggggattgaagcgtttttgagaaaacagttttctaaaaataaaccgatacga
ttaatttcccagccatttgacgtttaaaaacaagaaggccctaccatactgcgtacattt
ttgatgttccctgttcagttcatccttttaaaattttacaaattactctatgaaaaccta
caaaccactagttagattctaaaagcttattgcttttggaattctagtcccataagaaag
caaaatattcgtgttaagcatacaaatgtgcttaggcgtaagcgtatttttacaggttaa
caagacaattgagcggccagctattgcagccaaggtttaccatcaataagcaccggaagg
ttagcatgctttaagagatgaaattccccttaataataataataattattacgagtccaa
tataaggtgtaaaccacgttcagcaaaggtcaatgt

1104992 and has been deposited in GenBank under accession number KT601713.
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aaaaaacatacacacatagaaaagaacgggcattctcaacttgctgtagatcacagccgt
aataagtgactggctataacaaccgatacaatttatagggactagccaatcaaagctcect
cactttgcggtggtacgctgtgtgtggtgcaagtgataagacagcgtgctgcgatacggt
gcttgacagtaaagcgagaaacacgctagcgaacgggacacgatactttttatttctctce
tctcttactctctatttctctctgatgaacaagcagtcaaccatcatcgagatcatgett
atgcgtgtctgattacacattgtgcttgttcttaatttttgtcctgcagagttgttactt
caagcagtcaaatctcttaagttgtgccggccgacaccaagcaaccgataaagccaagtce
actccacggcaagggacgagcaccctgttattttgacccgggeccggtaggeccgttagegt
ccagtcactataatcatgtcggttacgagaaacagcggttttctacttgttactctactg

M S v T R N S G F L L V T L L
ttcacttgggtggtttgtcgecgctgagttggcagatttcgtggagaatgctgaggtggeg
F T w vV v C R A E L A D F V E N A E V A
aaagaagtatctaatgaaattgaaggagtagaagcagagcaatggcagagggacgaagac
K E VvV S N E I E G V E A E Q W Q R D E D
aaaagacaatacccaggaggggctcccattggtctagatggtaaaagacaatggtacacc
K R Q ¥ P G G A P I G L DG K R QW Y T
ggcaagcggcaatggtatacgggtaaacgggacgctgaagactcgcccgcattattagea
G K R Q W ¥ T 6 K R D A E D S P A L L A
gaaaacgataaacgccaatggtacactggcaaacggagcggcaacgaagaacagcagccce
E N D K R Q W ¥ T G K R S G N E E Q Q P
gacgaggcgaacaagagacagtggtataccggcaaacggcaatggtacaccggcaagcga
D E A N K R Q W Y T G K R Q W Y T G K R
ggggacgaagacagggtgctggacgacgatgccgtgaactctctcaaacgccagtggtac
G D E D R V L DD DAV N S L K R Q W Y
accggaaaacgccagtggtacaccggtaagcgaagcggggtcgagcaagccgacgacgga
T G K R Q W ¥ T 6 K R S G V E Q A D D G
gacttggagcaacaatacaacaaacggcaatggtataccggtaaaagggccgacgacctt
D L E Q Q ¥ N K R Q W Y T G K R A D D L
gctgatgctgctgacctagaaaagcggcagtggtacaccgggaaaaggcagtggtacacc
A D A A DL E K R QW Y T G K R Q W Y T
ggtaaaagacaatggtataccggtagacgttaatcaaccaccaccactccttaatgaact
G K R Q W Y T G R R *
gtcaaaatatttcctggatattgcggggctattaaagactttttgttttcaaacacaaac
ggttgacgaatccctcceccgaatccagttgecattattgaatggaagaaacggtgtaagat
aacattaaaataagtttcaagttttgcataaataatttatggattttttgttttgttttc
tcgaacaaagaccgaagtcacactatagtcaaaatattattttcactaccttttctgaag
gttcaaagcaatgaaaacattttaggcctagcacatttgttttgaaacgataaggtaact
catgatcttcgtaaggtgacactgacaaaacgaaatccaccccatattttttaaatttaa
taattaacgattaatacggaagccccaaactgccattcaagatatacgtatatcgtatag
taatacagaagtttggtatagtttatctatatgttcttcaatttcttacatgacgaacgt
tttgacgtcactgttacgtcactacggcgagggctgtcccagtgacgatgataaggtgtc
acgaatattgtcggtgaccgtttacaagttcaatgtctgtgtttatggcgagattgtgtc
gtaaagcatattttaaataacatggccgctccgaggaaactcattaaaaaaaatgatgtt
ttcaaatcttgatttcttgtatctaagaacttgttattattcagggctacagtggccaat
cccgatgaaaacaatacaacgaccacatt
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Fig. S11. A. rubens thyrotropin-releasing hormone (TRH)-type precursor (ArTRHP).
The nucleotide sequence (lowercase, 1949 bases) encoding the precursor protein (uppercase,
225 amino acid residues) is shown. The predicted signal peptide is represented in blue, twelve
putative thyrotropin-releasing hormone (TRH)-type peptides are represented in red, C-
terminal glycine (G) residues that are putative substrates for amidation are represented in
orange and putative dibasic cleavage sites are represented in green. The asterisk shows the
position of the stop codon. This sequence was determined from contigs 1062625 [1-42] and

1105818 [43-225] and has been deposited in GenBank under accession number KT601714.
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Fig. S12. A. rubens calcitonin (CT)-type precursor (ArCTP). The nucleotide sequence
(lowercase, 633 bases) encoding the precursor protein (uppercase, 114 amino acid residues) is
shown. The predicted signal peptide is represented in blue, a putative calcitonin (CT)-type
peptide (with cysteine (C) residues underlined) is represented in red, C-terminal glycine (G)
residues that are putative substrates for amidation are represented in orange and putative
dibasic cleavage sites are represented in green. The asterisk shows the position of the stop

codon. This sequence was determined from contig 1064235 and has been deposited in

gt
aaaaatagcgcggggaaagtacgaaacagcgattgectttttacagecccggagaaaaggg
atcaagaccgcaagacaaacaaaaggagtttcaggcaaaggcaagggaagagatctatat
aatacaatcatgaagcctacaacagttttgacgctagcecgtcttctgecaccctttacacce
M K P T T V L T L A V F C T L Y T
atcatcacagccgcecctcgatatccagggatgatgacatgtttgacgtgacgggagacgat
I I T A A S I S R D D DM F DV TG D D
ctgaggcaattagcaaagaaagtagacacatacgcaagaaacaacgaaatacagtcacta
L R Q L A K K V D T Y A R NNUETI Q S L
ctaaaaagaaatggggaatctcgtggctgttcaggattcggecggetgtggggttctgact
L K RNGESTZ RGT CSGTFGGTC CGV L T
attggtcacaacgccgccatgcecgcatgetegectgaatccaactecgeectteggtgecagt
I G H N A A MR ML A E S N S P F G A s
ggtccaggcaagagaaggagatcggttgacgctgtagcaaaccaagaggcgtagaaagga
G P G K R R R S VvV D A V A N Q E A *
ttgaacaacgggagtagtgaaacaagaaaacatcaaagcgtactttaagcaactgetttg
cttctcaactgaacaacgccaaagattctacacagacgacgtattttttttgtcagectga
ttatgagtgttccggattttcaaacgtcatt

GenBank under accession number KT601715.
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cg
ggcttcaaacttcaacatctcttgttatgctcgtcagctatcgtggttctaaaatcgecat
actcttacaacgttccggctgcttacatctcteccccaattcecgtectgecatctaaccaaca
aagggacctcctctgttaatttgttcacttttttgatcgaattgatctgattttcagttt
tgattcccactaggaacacgaacttgacgtgtttaaaacgaactgtcggtattttggttce
cttcttgctgagctgcaaggggccacatcgctactgtttctctcgcattgecttgtatttt
gactgattgaacttatcaacacctatccgtatataggaagttctgctcgagatcataatg

M
agtagttggcttacagtcgccatagcaactgtgacatgeccttttgectttcgeccaatcacg
s S w L T v a1 ATV T CUL UL L S P I T
tgcctgcctcecttcatgacgtageccgacggtaaggaaaggcgggaactcctgcacagcacg
Cc L P L. H DV A DG K EIRZ RELLH S T
tggttagacccgtccggttcaacaggtcaaggcacggaggaattggccgagacgagcaag
W L D P S G S T G Q G T E E L A E T S K
cgactacttggggataacaacagggactcgggcattattgacctccttgtagcactgcga
R L L G D NNIRWDS G I I DL L V A L R
gacacaaacacaaacccgagagatctttatcttcacggcaacacagagacagctcgtaaa
D T N T N P R DL Y L H G N T E T A R K
cgaagacaatccaaggtggatgactacggccatggtctattctggggcaagagaggatcc
R R Q S K v D DY G H G L F W G K R G S
aactggtcagaccacggggtacgagcaatgacagataaggacaccaagaggggcggtgat
N W s D H G V R A M T D K D T K R G G D
gatcaatatggctttggcttattttttggcaagcgaaatgaagaagactacgaagacttt
D Q ¥ G F 6 L F F G K R NEE D Y E D F
acgttgtagattgtttagcaaataaggatacttaaaagctctaaagaatttggcaaagta
T L *
atgttttgtaaataggcatagtctttatgataagttaacgcaatatcaaactaatataac
tcgacacttcgttgggggttaagtctcaatagagtgtccaactatcggccaaatacaatt
gtgcaaaaaacgtctcgaaatcatttacaaataattcacacaaaccatgggtacttggta
attgtgtaatgcgtttgaacgtgcgatgtatcgagttaattagactgataaatacggata
aatcatgtaaagccagtacagctcacactgcaaattacaacattagctttagtttaagtt
taaagattgacttgtcatgttccgagcaaaggttgccatcatttgattttttttaatttyg
ataggaatcattgttcaaatgacgtttaccgcaagtggtattacacctctctttctgaac
tacatgacaggatcaaaatgacagtttagcagaagtattttgtgttatgcggttttataa
atataaaccccatgtttaagaaaccttgtattttagaacgcaagcagttgttgacgcecctt
ttggaagtcttgcaatctgtaaatgtatgtgggtaccattgaagctatatgccatctcaa
tcactgcttctctatcataacctttttggaaaaacacacattttataggcaaaatagtaa
agttatgagttaaccacaacgttgcgttgcaaatcggagecgctttcaatccgtcgatgtt
ttattggtttgaactgactgttgtttctcaataataacaaatctgtgcaactactgtgga
tttcgttgcgtcattctgaatattgtttcttttgtttaaactccaatgttgacaaactta
acgttaatccattgtaaattattttatgcataaccgtcttttgagtcaacttcgtaagcc
cgatgttttatttttgttaagtgtatataccttgaacatgaactagcagaaaagagttac
ttagcacgatttgcagatttgaatcatgtaggaagtataacacatttatatagttctcaa
caatgctttactaatctatctaaggaaagttgccgttctgaaaagaagcaggcttgagat
ggaggtatttcgtttcctactcacaacctctceccttcttgttgtacagattaatataacat
agttgtcaacctacattattaaaccgatcgtgtaatttgattggcggaacacgcgtcacg
tgtcatactttacagtattttgccaagtaaactgctccaacactttatatttatttagaa
gagttctatattattaaatattgtacgcttttgacgtttcgtaacttcgctttgagattt
acattgagaatcgtttgcattgattgcgctccaggacaggttaggctatggacgccgaac
gtgctttaaatagcatacttgtttatacacagctttatcgatcatttcatacagtaatgt
cgaaataggtcatatagtgttcaaaacagtgaattgaatttataaataatgtcaattgac
aaggatttatccatgggcactcacatatatactgcattttattcataataaagcagatca
caatccctagttgaaatctgaactgttttatttaacttgagctcgtgattctaatatgac
actctttacgcatcacacaatatttgtatcgtagcccctgacgcaaatgaatacaagtgt
cttatgtattatgcaaattatagttgagttgttatccaaagattagttaacattattttg
tcctatatcattagcgctaaaatgtaacatttactttgaagtgataaaacgtgtctctat
tcctttctgactgagcacttgggtagatacagtgcgcttaaatttcaacgtgctgactat
gacattaaacaataacgacttgcttaaattaagttttcaggtgataaatgcatcaccaaa
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Fig. S13. A. rubens cholecystokinin (CCK)-type precursor (ArCCKP). The nucleotide
sequence (lowercase, 3434 bases) encoding the precursor protein (uppercase, 163 amino acid
residues) is shown. The predicted signal peptide is represented in blue, two putative
cholecystokinin (CCK)-type peptides are represented in red and putative dibasic cleavage
sites are represented in green. The asterisk shows the position of the stop codon. This

sequence was determined from contig 1124413 and has been deposited in GenBank under

tgttggatatcattacaaagtctattaaattccgaaaccctaaatgtcaatttttgtgaa
caaattagttccaaaagttgtaacagaccaggtttgccattgtggcaacagttgtcaact
tttacggatacagtggtcattgtgttgtttactaaaatgtttgaagtctcgaagcaaaag
ctggaataaaaaagtttaaaaaacgattcataaaaaacatttatactgtatatttattca
ttttaactgttttgttgcgttgaagctaagtgtgttgcttatcaattgaaaacagtaaca
gtacaatgaaacatccagcaaaccaaaaatcgacagtaaaccaaaaatcgaaacaaacga
gcaaacaaacaaacaatgaaaaaaacaaaatcaagtctaaggcaaaagttttcaatcaaa
ttaacgaaggtgatatggcctaaattaagtaagcgattttaacgaacattgaaaacgaac
tttactcttcctaacttcaaatcgaaactaaccaataagaacaataaattataacataat
atcccttaaatttactggacacaaccatttactagtaaagacactggacgcttttggtaa
ttgtcaaagacc

accession number KT601716.
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Fig. S14. A. rubens orexin (OX)-type precursor 1 (ArOXP1). The nucleotide sequence
(lowercase, 860 bases) encoding the precursor protein (uppercase, 112 amino acid residues) is
shown. The predicted signal peptide is represented in blue, a putative orexin (OX)-type
peptide (with cysteine (C) residues underlined) is represented in red, a C-terminal glycine (G)
residue that is a putative substrate for amidation is represented in orange and a putative
dibasic cleavage site is represented in green. The asterisk shows the position of the stop

codon. This sequence was determined from contig 1086098 and has been deposited in

gcaaggtaaactacgctgagggtctttattagatgctgatcgtaggacgtgacgtacaca
acctccactgcctactactactceccttetaccecctggacceccaccaacccacaaaatcgge
ccccgcecatcatcagacgcgagcaaagtgagcaagcaatagectttaaagacttgggatcaa
ggcaggcggaattagtcagtcgcattttgtacgectgtaaaagtaacctgggatagagaga
ttgctgcttaacaacccggaggaggaagaggcgtccaatagcaccaagtgtagagaaaca
tcacagccgggagagagtggagggctcaatcggtgggagagatcggatcattttgtggga
ctgtctactgcgactacacctggtacatttatacaggtcttacggacagggaacttgatt
gtaacaaagttggatacgagtagagtcggcacaacgaggaaggtggtcgtacaggtgtac
aggatgatgacgcggtcctacctggtactctgectgtectggtaatctgggegtttetagea
M M T R S ¥ L V L C C L V I WA F L A
acgggcacgttaccaagcaacgcagacagcgcctgctgecgetecgaaccttcaggtgtaat
T 6 T L P S N A D S A CCAURTFIRCN
ttacggagcgattgcacttgtatggtcagagagatcctctgcagggatcccteccgagggg
L RSDGCTTGCMV VU RETITZLT CT®RTUDUP S E G
atgttaaacagcggaaaacgatcacccccgtcggataggcagcaacaacaactaaacgta
M L N S G K R S P P S DR QOQOQOQULN V
ttggagagtagtggttaccatgccaacccaaggatgatgccctcatcgtcaaagtaccgg
L E S S G Y H A NP R MMU&P S S S K Y R
agagcacttccactggcaacaatgaatgaggacttcttgtgatgacgattatgaaacatt
R A L P L A T MN E D F L *
accaacgaaaaagaaaaaaa

GenBank under accession number KT601717.
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Fig. S15. A. rubens orexin (OX)-type precursor 2 (ArOXP2). The nucleotide sequence
(lowercase, 802 bases) encoding the precursor protein (uppercase, 161 amino acid residues) is
shown. The predicted signal peptide is represented in blue, a putative orexin (OX)-type
peptide (with cysteine (C) residues underlined) is represented in red, a C-terminal glycine (G)
residue that is a putative substrate for amidation is represented in orange and a putative
dibasic cleavage site is represented in green. The asterisk shows the position of the stop

codon. This sequence was determined from contig 1081859 and has been deposited in

g9
agctacaggatgcggacgaccactcttttcgtaatacagacagtagttgttatcecgggtac
M R T T T L F VvV I Q@ T vV vV vV I G Y
ttcacctgttcgtcgacggcagecggeccaatgectgectgcaggggaacgtgtcatgacate
F T C S S TAAANA ATCTCURGTCHDI
ccaccaggttgcaactgcccgtataagtcttacttgtgeggggagttgaacgecacttaca
P P G CNCUP Y K S Y L C G E L N ATULT
atgggaaaacgaaaagcagacgacacttcttatctcctgacgcaagaacaggagacgcaa
M G K R KA DJDT S Y LULTGQEOQTET Q
caacaaaaccagcagcgaagaacgcaacagacccaaccctgggttgaccggcaaccagat
0O O NQ Q R RTOQOQOTOQUPWV DU RIOQ P D
gacgaccggatcgtagatgttttgaataatcttttgaaactcttcaaggaaactcatcaa
D D R I V DV L NNILLI L KL F K E T H Q
ggggatcaagatggtttcgatctccaagaccagagtgatgactgggaaccagtgacgtca
G D Q DGPFDUIL QD Q S DIDTWE®PV T S
agtcgaaagcaacaatccgagaatgcgcacaacgtgtaccgceccaccaaccgcttttetea
S R K Q Q S ENAUHNUV YU RUHOQU®PTULF S
gcggacatattgtagaatagacgagcgaaatttaaatttttattttctttaatcecctgaaa
A D I L =*
acaaaactactttaaaaaaataatgccgtacgtatttttgcagtcttttaaggettactt
tttaaagtttatttcattgtcagacattccttctgtcgacttctecctcaatctgaaatge
ttttcaaaacaattgcataatttcatccatgctttttgcaccacttcaaatttectgtga
acgtgacggttttcataatgtttaaatggcaacaataaactcaaaaatgattccgtggtt
tttgttttttgtttttttaa

GenBank under accession number KT601718.
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Fig.
(lowercase, 948 bases) encoding the precursor protein (uppercase, 149 amino acid residues) is
shown. The predicted signal peptide is represented in blue, a putative luqin (LQ)-type peptide
is represented in red, a C-terminal glycine (G) residue that is a putative substrate for
amidation is represented in orange and putative monobasic and dibasic cleavage sites are
represented in green. Two cysteine (C) residues characteristic of the C-terminal region of LQ-
type precursors are underlined. The asterisk shows the position of the stop codon. This

sequence was determined from contig 1091466 and has been deposited in GenBank under

tt
ttagttgctgcccggaaggctgtccegegetcecgecagttecggcaagagcaaagcatecgeg
gcacggtcagacattggaacccaacgtgtcagaaggaacggtcgtgttttttagteggtg
tgaaggctctgctataatagttagttataaacggggaaagaacagagacaccatcaattce
agcagcaaccaacttcgtttttgtaataccttgaacgaaagaacacgagctgaggaacgce
tttgaacagttttatttttttctgaaaagttatttaatcttggagagaggaccacagtga
gagttgcttgctattatgacgaacagaacggctcaggagcaatgcacaagggcaggcagce
M T N R T AOQTEIG QT CTURAG S
atttgtccaagcatcatccgcecttcagegettggetcttattgacgatactggtagcacaa
I ¢ P S I I R F S A W L L L T I L V A Q
gttctcctgggtaccacagccaaggcagaagagaaaactaggttccccaaattcatgaga
v L L 6 T T A K A E E K T R F P K F M R
tggggtaaaagatacagcccagattacgtggttatggacgacaatgaactaaaagacgag
W G K R Y s P DY V VM D DN E L K D E
atgaaattgcccgtatttggtaacggtgaagttttgtgcaaaaacgtggecgtccecggegge
M K L PV F G NG E VL C KNV A S G G
ctttaccgttgtggcaaagtaccagcgaccgcatgagaaccgttgaagatactaaaccga
LYREGKVPATA*
aacgacgagacatctaacaacagcaactttgcaccctgacggcatgaaatcaatttgaac
accgaccctttgaccatgcgacgatcttaaaaaaaaatgcttatatcaatcattatgcac
tcctttaactttaagcgaaatgcagtttgtagaattacaccagaccttttaaggtctggt
gttatttacaaactattattgtaatcttctgcggtgtttatttacacatatctggtgagg
tttgaatgccgagtgcaacacataatttgacgcaaactgatttgaa

S16. A. rubens luqin (LQ)-type precursor (ArLQP). The nucleotide sequence

accession number KT601719.
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Fig. S17. A. rubens pedal peptide (PP)/orcokinin-type precursor (ArPPLNP). The
nucleotide sequence (lowercase, 1415 bases) encoding a partial precursor protein sequence
(uppercase, 325 amino acid residues) is shown. The predicted signal peptide is represented in
blue, seven putative pedal-peptide (PP)-type peptides are represented in red and putative

dibasic cleavage sites are represented in green. This sequence was determined from contig

attaagtgcagatgatgcccaagcctgecgtagacttcccecccatcecccacacacatcatttg
aatacatttactcaaagcactgtatacagtgcgtgttttaaaggccgagtgggtgttgeca
agtggttgctacgttattgctcgecgtaagatcgactgggeccgtgtaaccattgacgcgga
taagtaccagacaacatctacaacgaaaaggggtttcataaaaataagagcgcggtgcge
agagctcggcattctactactgacagtcaagcgacacggacacgtacttactttcttgeg
agttgtagaaaactctggaggtttttttcagtgaaacacaacgtcttcgataagggataa
cagtttaatttttcagcgagacatcgagggtggttttgttggtttctatttggttggcga
aggattgcgattggaatgatggcgaggtgtggaggggaaactccacgggctcttecgcacyg
M A R C G G E T P R A L R T

tggtggctggtaggcctattctgtctggctctttcgectecgtectgeccaagecggagattgaa
W W L V 6 L F C L A L S L V C Q A E I E
gccaacgatgtggaactcgttccggaacctgaagagacgaaagcaaatgagatactgcett
A N DV E L V P E P E E T K A N E I L L
gaagaattgagggatgaacttttcaacgaactccttcaggagcttgaggacgaggttgca
E E L R D E L F N E L L Q E L E D E V A
aagggccttacccccgaaggacgcgatctgtttcacaagaggttgacaagtctcaactct
K G L T P E G RDUL F HZKURIULT S L N S
gagtggcgtgccaagagagggcgcaccaacatgtacgggtcgtctcaactatcaagacta
E W R A K R G R T N M Y G S S Q L S R L
agcagtggattcaacaagcggactctgactgacgatgagagcgcgcttgaagatttattyg
s §S G F N K R T L T D D E S A L E D L L
gatgacgcagaggtcaaacgcggacgttcttcatttgcaggctctagccgactaactaat
D b A E YV KRG R S S F A G S S R L T N
ctgggaagtggcttcaccaagaagagtgatcctggagtatggttggacagtgaggacaaa
L G S G F T K K S D P G V W L D S E D K
agagggcgctcttcattcacgggttcgageccgacttactaatctagcaagtggttttaac
R G R S §S F T G S S R L T NL A S G F N
aagagagatgaagacgcatacctactggatgacttcttaagtaaaaggggtcgctcggca
K R D E D A Y L L D D F L S K R G R S A
ttcagcggctcaagaggtttgaccaatttagcaagtggcttcaataagagagaagaagct
F S G S R G L T N L A S G F N K R E E A
gtcaaaagggggcgctcttcecectttgeccggtgtgagecgggectgacgcaccttggaagtgge
V K R G R S S F A GV S G L T H L G S G
ttcaataagagaggcgatttcttagaagatgtgtatgcaaatgaagataagagagggcgc
F N K R G D F L E D V Y A N E D K R G R
tccgectttttcagggtcgaaggggctgacaaacctggccagtggecttcaataagagaagce
S A F S G §S K G L T N L A S G F N K R S
gatggagaccagagcctatgggaggagaacgatgtcaagagagggcgcacttcgetgtca
D G D Q S L W EENDV KR G R T S L S
gggtcgagtgggttgacccatttaagtagcgggtt

G S S G L T H L S S G

1107802 and has been deposited in GenBank under accession number KT601720.
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Fig. S18. A. rubens glycoprotein hormone a-2 (GPA2)-type precursor 1 (ArGPA2-1).
The nucleotide sequence (lowercase, 671 bases) encoding the precursor protein (uppercase,
135 amino acid residues) is shown. The predicted signal peptide is represented in blue and the
putative glycoprotein hormone a-2-type (GPA2)-type subunit (with cysteine (C) residues
underlined) is represented in red. The asterisk shows the position of the stop codon. This

sequence was determined from contig 1069119 and has been deposited in GenBank under

g
agacccgtcttgctgttgggttacacgatgcagtggtgcaaggttgtecttgacgttgatg
M Q wWw C K VvV VvV L T L M
tcgctctetgtttgtectatgttetetttttgeccacggecccagcaaagaccctattgggag
s L s v C L C s L F A T A Q Q R P Y W E
aggagtggatgccatctagtcggttactctaccttggttcagataccaggctgeccataag
R S G C H L V GG Y S T L V Q I P G C H K
actagggtggatatgaatgcatgccgaggctactgecgtgacctacacactgctgtcaaca
T R VvV D M NACWIRGY C VT Y TULL S T
ttcaaccagatcgttagtaacaacatacgctattcatcgegtggtacctgctgegetata
F N Q I v 8 N N I R Y S S R G T C C A I
ggagatacacacgatgtaatcgtgatcctcgcatgtgaaaacaacgaacagaagagtgta
G DT H D V I v I L ACUENNE Q K S V
acgtataagtccgcectgecctcectgectcatgcacactgtgcacccaggaagatgectecgceaa
T Y K S A A S CSCTTULTC CTOQETDA A S Q
ttgaataatgtatagcaccaacgaaacgccctctattgggatcaacaatatagtttgaat
L N N VvV *
catccttgagggcgctgttatctcactatgagtcgtgtataaagtaaactagaagcttaa
ggactccttctgagttgaagtgacgtgtataggctcagaaatgcgaacattgacgtegtyg
taaagccccttcatacgagagaaatttatttagcaagggtccctcgectaaagtgaageat
ggttgtacaa

accession number KT601721.
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Fig.
The nucleotide sequence (lowercase, 504 bases) encoding the precursor protein (uppercase,
130 amino acid residues) is shown. The predicted signal peptide is represented in blue and the
putative glycoprotein hormone a-2-type (GPA2)-type subunit (with cysteine (C) residues
underlined) is represented in red. The asterisk shows the position of the stop codon. This

sequence was determined from contig 1041026 and has been deposited in GenBank under

aa
gagtgtgagggttaaaaaaaaaaccaaaccgattgaatccacccttttgeccgttttaact
tttggtgtggttatgacaatgaaagtgagcgtaacttttatatatgtcgcctgcacggcet

M T™M K V S VvV T F I Y V A C T A

gcactgctgatccttgtgagctcecccggtgaagggagecctgggaaccgacggctgggtge
A L L I L VvV s S P V K G A W E P T A G C
cacttagtgggttacagaaaagaagtcagggtaccagggtgccacatagaatatgtgaag
H L v G ¥ R K E V RV P G CH I E Y V K
atgaacgcctgcagaggttactgtatgacgtattccttcectatccgatacagcaacactt
M N A CRGYCMT Y S F L S DT AT L
gagagaagtggaggcacccaactatttacgtcacacggatcatgctgctccataacatcg
E R S G G T Q L F T S H G S C C s I T s
acacatgacgttcacatcacactacaatgcgaaaacaaccaagtatacaaagacaccttc
T H DV HITUL QCENNOQV Y KD T F
aagtctgcaaagacctgtagttgcgccctctgtagtacgcaataaaaaaccgccaaagtt
K s A K T C s €C A L C s T Q *
acccctgaggtggatttcacaa

accession number KT601722.
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S19. A. rubens glycoprotein hormone a-2 (GPA2)-type precursor 2 (ArGPA2-2).
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Fig. S20. A. rubens glycoprotein hormone p-5-type (GPB5)-type precursor 1 (ArGPBS5-
1). The nucleotide sequence (lowercase, 1582 bases) encoding the precursor protein
(uppercase, 136 amino acid residues) is shown. The predicted signal peptide is represented in
blue and the putative glycoprotein hormone p-5-type (GPBS5)-type subunit (with cysteine (C)
residues underlined) is represented in red. The asterisk shows the position of the stop codon.

This sequence was determined from contig 1111214 and has been deposited in GenBank

c

tctaaaggatctaagccaggaaagatccacatggaccaaggagcagcatacacatccata

M D Q G A A Y T s I
gtcatggtcacgttggtgatgatgtgggcatgcgcactggccatcaaccccgtcaccaca
v M V T L VM M W ACA AULATI N P V T T
acgaattgttacgtgcacaccgctatgaagcatctagtggaaaagecctggttgecggecyg
T N C Y vV H T A MK HUL V E K P G C R P
cacgaactggtggtgtttggatgttggggacgatgtgataccaacgaggttccttcgtta
H E L VYV F G CWGRCUDTNE V P S L
gatcccccattcgtagaggcctaccatccagtgtgtactctcaccaactacgaggatgta
b P P F VEAYHUPV CTULTNYE D V
aaagtcaagttaccagactgcgaccccgaggttgacccgacctacacgtaccaaagcgcec
K v K L. p D CDU?PEVDU?PT YT Y Q S A
ttatcctgcggctgcgccaacattgacgattcgagtactaagtatagctacaggccggac
L s ¢ 6 C A NI DD S S T K Y S Y R P D
tattttgtgtcagagaagtagatagtttaaacatcatagatgaaggtctatagaattggg
Y F v S E K *
ttacaataagttacctgaaagtcattaaccctcagtaaagggcagacaatgagtagcacc
actttgtgcggacaaacaattagaagtcaaagggccaaccccattgttaatttgttctaa
aatcctttgttcgaaacacttacgattgttttagaaccagtctaattctgttattgttta
acaatccatgacacctgaatctaatggttctttatggtttcttgtccectttecttacatt
ataaaacgaacgtgactctcatacatcacactgtcaatacatgtcgaacaaaaacaataa
ataacgaagaacacgaattttggaaaactagttgatgatcatattgttcaaacaaaatta
gaaataaatagtaaataataaagaaagtgtgaggttggggttactcattcaagatgcgtc
attgcaatttaagtgtatctcgcaaaattccactttattattcatgaagtcgatttaaga
accctaccctattataaagttggcgtgacaaaccttggccaatgtaaaacaatcaactga
acaaacactaatgtttaaaagaccgtcatatcaacatcattaatcatcaatgtttgctgg
ataccacattcaaccttctcttaagcaacggtgatacatgttggctattcaagatatgtt
ctcacgcttgtgtcaatttacattttacctctggataagacaatttcagaagttctagtt
ctaaaggaaacacccaatggtacaccaattaacattgagaaatggtttggcaacattgtt
tcgttaccccactaaggctatgctgcecccatttaactcaagecccaaattatcatgcaaata
ctctctgactcagtaggttatacaccaagtcagacttgacccggacttgacccgatctgg
gtcccgttgggcctgataccatatggtcagtatgaccaggaatctgtttcaaagttaccc
acaaatgtattggtcaaactgatgcagaatacaggtcaacattttgttttggtgaaaaat
ttccgggtcaaccagacccaagcacgggtcaagtcceccctectgaccecggaatccaagtcaa
ttctgacaggagttttttttt

under accession number KT601723.
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Fig. S21. A. rubens glycoprotein hormone B-5-type (GPB5)-type precursor 2 (ArGPB5-
2). The nucleotide sequence (lowercase, 817 bases) encoding the precursor protein
(uppercase, 141 amino acid residues) is shown. The predicted signal peptide is represented in
blue and the putative glycoprotein hormone p-5-type (GPBS5)-type subunit (with cysteine (C)
residues underlined) is represented in red. The asterisk shows the position of the stop codon.

This sequence was determined from contig 1083001 and has been deposited in GenBank

cacaacttatagatcaccggccgtgctgctgaaataaatgaatgtatatatcacttttcect
ccgccatcttaagagtttagtgcgaataacgtttatatatgtagtcaatttggatcgtta
aaagacacgtccgtcctgctccaacgagaacttctatttccatcgggtgctaaagcggaa
cgacatacacgtcgcacaatgttcttcaagtgtcaagcgaggcacagatggactgccacg
M F F K C Q A R H R W T A T

ttcctgcctectetttgecattggectctectcattggcaccatecgttgagggegetegttac
F L P L F A L A L L I G T I V E G A R Y
caaaaacagagcatgccctttttggacgtaagttgcagagttcgggagtacacaaagtat
Q K Q s M P F L DV s C R V RE Y T K Y
gaggctaagctgcccggatgtatggacgaagtagtgccggcaagagggtgectatggtegg
E A K L P GCMUDE VYV P ARGC Y G R
tgccagtcgttcgaggtaccagttttgctaccaccgcacaaagcgtcaagtcacaagatyg
c Q s F E V PV L L P P HKAS S HIKM
tgcttggtcgaggaaatagagcttcgtagecgtggagttgtcggattgectaccgggggte
c L v E E I E L R S V E L S D C L P G V
aacaggacctttgtctatcagagtgccgtacgatgcagatgcaagaaatgcatcgagtct
N R T F V Y Q S A VvV R C R C K K C I E S
aatacattctgtgcccgaaattgattatagagaaaacaacttttgctgtatgtatttact
N T F C A R N *

gtgtatatatttgttaaaacaaatttcaaactggttttcgctttggttttagagggttta
caaaatcaaacgtatttaacaaacattttataggtatagtatatgaatcaattccaaata
atgctagatgcatctacccgcgctgttcttgattaca

under accession number KT601724.
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Fig. S22. A. rubens glycoprotein hormone p-5-type (GPB5)-type precursor 3 (ArGPBS5-
3). The nucleotide sequence (lowercase, 1420 bases) encoding the precursor protein
(uppercase, 130 amino acid residues) is shown. The predicted signal peptide is represented in
blue and the putative glycoprotein hormone p-5-type (GPBS5)-type subunit (with cysteine (C)
residues underlined) is represented in red. The asterisk shows the position of the stop codon.

This sequence was determined from contig 1107934 and has been deposited in GenBank

ct
caaccgggcaaaagcacttccgggggatactgatgataataagcccacacagggacaggg
attatgaaaggcagattcaagccttaataaataacctgcgtttttcatacatttgataag
tagtacaaaaaggggcggtcagttgtatagttgctatgaacacacacgtacaagtgcgcet
cttctggtagtaccaaaactcgtgtgataacacattattgactgcgcgtgagattagact
tgtcgacatctcgtccaaagctaaaacacattgtgggcaggtcgaactcaaaagacacac
cttctccgcecgeccagtatgtcatgtgttcaacccacgecgcacgcagectgegtactgagta
ggccctaaggaggtgcacttcecttttttaattcctgtattacaagacgataaccacagtaa
aacttcgtgcatgatacaacacccgcattgcgcaactgtttaatgaactttacccgtgtyg
gcggctattttttatttgtgagaagtgcatcgggctcaaacgttatagaaagacaagcga
cagaaggtagcaccgtactccattgtcatatgaggcatcgttaagtcttaagatacagaa
caatctaaacacatgatggcaacccgaaggttaacagcggtacagaacctagcaatattt
M M AT RURUL T AV Q N L A I F
gggtttgtggtgttggtattgagcgctacattgtgcacatctcagggattgtcatgttta
G F VvvVv L VL S A TULCT S Q G L S C L
cctcgtcagtacatcaagtatgatgcggtcaaaccaggatgcagaacgcaacggatcact
P R Q ¥ I K Y D A V K P G CIRT Q R I T
atttatgggtgttttggacgctgtcatacgtctgagataccgaagttgttaccaccctac
I Yy 6 ¢ F G R CHT S E I P KULULUP P Y
aaagaatccaaccacgccatgtgttcctacggacaaaccgaaagcagagtgattctcectg
K E S N H A M C S Y G Q T E S R V I L L
gatgactgtgacccaggagtcgaccccactttccaatacgaggatgccctgtegtgtget
b bp ¢CDbD P GV D PTF Q Y EDATUL S C A
tgtaaaaaatgtgaaccttggaatacattctgtcagggattctaaaaaatcggaaaacca
C K K C E P WNTUFC Q G F *
aaatttacacacaaacagggaatagtttaaacgtgacgagacgaggtggcattgtctcaa
ctccaactgcacacacgacgctgttttgacgaccagcaagacatacttataataaaagtc
ggtctgggatgaagttattttcccecctctcecccecccattacattagettatttectcectacac
aatctgcgcccgtcececctceccaggaggaaaaatgatcecttcecgataacgttcattgtggattyg
accacggggaggtgttgcctttcagctcgctcaaacctaaaaagacattaggcttatcaa
cttttgcaagggatacggcaagtctgactacttctctgtattcagtttgcaaaactccgt
cgacagctcttacaagagaccttgcattgcatttcttt

under accession number KT601725.
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Fig. S23. A. rubens bursicon o-type precursor (ArBAP). The nucleotide sequence
(lowercase, 767 bases) encoding the precursor protein (uppercase, 139 amino acid residues) is
shown. The predicted signal peptide is represented in blue and the putative bursicon-a subunit
(with cysteine (C) residues underlined) is represented in red. The asterisk shows the position

of the stop codon. This sequence was determined from contig 1079029 and has been

ca
cggctcttcatcaacgactatcaaatgtgttcacgcctgctgccaagtggtatgttttag
ctgacactgtataacgtgaatattgctatcggtggaacgacgtttctcttgttattggcg
tgggaggtttttagtgtacgcttttacttttcttagageccggegtgcggggaaaaaggat
ttggaaaagttgacgaccatctcttcttcggtcgggaggacggtggggagattgtgtttt
ttgtgtgctgagaaggaggtttgttttttaacttgcttctgectgcaatctggttagagtt
ggagatacttcattcaagacgagataaatcatggattctcatcatcgaaacacgggcacc

M D S H H R N T G T

gcgtccgccacggtggtagtaaagtgcgccctcatcgeccatcectectactaggegtgatce
A S A T Vv V. v x. C A L I A I L L L G V I
agccagtgctcggceccgtgtgecgtcggcageccactaatacactccatagteccacgagggg
s g ¢ s AV CRURQ P L I H S I V HE G
tgccagacgaaacggctgcggacgttcggectgeccggggaacatgcaactecctactcetege
c 9 T K R L RTVF G CIRGTCNS Y S R
gtctctccaacggactacacccaaatggagagatcgtgccagtgctgccaagaatcccaa
v s P T D Y T Q M E R S C Q C C Q E S Q
cacgtggttggttttgtggaactcaactgcccgtccctgagecececgecgactcagategtg
H v Vv G F v ELNTCU®P S L S P P T Q I V
gaattcaggcatgttcgctcatgttcgtgtagaccatgcaactcggtgtcgggggtacca
E F R HV RS C s CR P CNSV S G V P
cgtgtaacgaggctagaggatctggaataatgataatacaaaaaa
R v T R L E D L E *

deposited in GenBank under accession number KT601726.
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Fig. S24. A. rubens bursicon P-type precursor (ArBBP). The nucleotide sequence
(lowercase, 766 bases) encoding the precursor protein (uppercase, 142 amino acid residues) is
shown. The predicted signal peptide is represented in blue and the putative bursicon-f subunit
(with cysteine (C) residues underlined) is represented in red. The asterisk shows the position

of the stop codon. This sequence was determined from contig 1078917 and has been

g
gtagctaccgtgtacagaatggcaccaatgcaacaccaccatcacctegecgecatttte
M A P M Q H H H HL A A I F
atattcagcgtactgtcaatgtgtcttectgecctgacctggttcaageecgteccgtagaggg
I F S v L s M C L L P D L V Q A V R R G
ccggccggcacgtgcgaggtagggatcagetttattacggtagaggaggagtttgaaagt
P A G T CUE V G I s F I T V EE E F E S
agtgacggggggtcagtcatctcgtgtacgggtacgactaccgtgaatcagtgtgagggce
s b G G s v I s CT G T T TV N Q C E G
gagtgcgttaccacctcgaccccaagtgtgactgaaccgactggatactcaaagatatge
E C v TT S T P S V T E P T G Y S K I C
aaatgctgcagggaacagagcttgagaccgaagcaggtaatgctaagtgattgctatgac
K C CRE QS LURUPIZ KOQVMTLSDC Y D
agcgcaggaaacgccatcaccggtcaacaatatccagtctacgttcecggageccagettcea
S A G NA I TG Q Q Y P VY V P E P A S
tgtagttgtcaaaaatgctctcgctaattaacataattagggcccgattaggaatctgta
C S C Q K C S R *
acttttgcccgtgtacgaatttgtgcactagacaaactgtatacattataagctatgtat
tttgttttacatgattacaagctggttataacaagtaggttctggaccgagtaaggtttg
agacaaaactagaactttcaagtatttcccattgtgagttaagtgggggtttccagectt
agcttcacttgggaaaagactgaccaccctcaccaaaagcaggttatatttttecagatt
tttgaacacgagttttgagatgaatatacagtgaaaaaaaagggg

deposited in GenBank under accession number KT601727.
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961

1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
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2221
2281
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2461
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2881

tccecgttttgattttgtggctgtttgttatcgecttgectactatcgacaactcagacgett
acatcccttcaaacacggtaaaaaatggcaaactaccgtctcatcctcgaggccacctgt
M A N Y R L I L E A T C
ctccttgtcctceccttataaacaccgecccectctacgecgaggectgectgaaaaatactgegat
L L VL L I NTAULYAUE AWM AEI K Y CD
gaggatttccacatggccgtctacagaacgtgtacagagcacaagcgcagtgggagatcce
E D F H M AV Y R TCTEHI KR S G R S
gccttcagcttgaacgacttttteccgaagtaactcaaaacggaccgctggatctceccececga
A F S L N D F F R S N S K R T A G S P R
ccagacgacgactttttcctgactatgcagaagagacctgagacttacgttggaatggga
Pp D D DF F L T M Q K R P E T Y V G M G
tcctactgctgtttggtggggtgcacacgtgaccaactatcacaagtctgctaaaactta
s ¥y c ¢ L v CTRD QL S Q V C *
aagaaatcccccattaccactttttgaaaccccttgacaacggaacacacccaacactcce
agttctattaatagctttgtcatgaacaaatttaagcatagcccaaccacatggttggaa
cagccccaaaataagtaatttttgcaatttctattgtccctgectctatgectctatgataa
taagcgacgtataaggatatttagttgactatttcatgggtggctttttatcagagatge
aatgaagtacttatcgaccccttcccaatggcgtcacccecttgeccagtgececctecactgtyg
gccaaaaagtgacctcacgaaggctaagaaggcaattggatggacgaaagctgttcttac
gtgtacgtgacctctgttacgttttacatgtatacaaggggtctattgttcatcaacgaa
ccctatctcttgttaaaaagagggttaagaaaaagacaactgtcagaaacgggaagtaag
gaatttgactctcaaataaataattacgaaaaaaatataattactcgctttaaaatgctt
taccgaccaaaatgacctctgcataagatatgataggcctatttaaaaaaaaactaaaaa
agcaacaaatagtttatggcctgtatgcatagagctatgecctgtatgacgttttgaccca
agcacaatccatcctttctcggtcatttageccttcgaaaaaagactctgctatatagggt
attttttgtaaatacttaagttcaactataatttaaaaacatgacgtcgctgaccaccat
ctttggtgtacaatggaaaagtgcacgcgagtacgcgctgcacacaatcagccaataata
gcctttcgcacgtgcacaatatcaaagatggcggtcaaggtctacacagcattttctcat
tgaatgctccccecctatgtgaacagagacgttgtataccaaacagatctgagacctttgtt
tgtaacctgtacgaaaacgctttgctggaatttgaggtcgagtgataagatcgtggagtyg
tttttgtgggggcgagtgcaatgacacgccagtgttaaatgattaggctcttccaaacca
cggcttgggcttaggcttccggecttaggcttgggcttagcactttctctcacacgtcttce
aaacagacagacggagcttatcaagcctgagccacaagccacctgggacagggcttcggg
agccgaagcaaaagctgtggttttgaaactatcagggtctatgttgagtgaagatggagg
cacactgtgacagttctccacttttaggcttttggtacaatcttaaaacttccgggtcag
aattgatccacattcagagtccagtgcctggtgtctgatgcctgacccatttctgggtca
tactgacccagaaaatgagtcttgatgacccagaaaagggtcaagtacacactgagttaa
gaccccaattttaaaccatgtttcttggccaacctgacctagaaatgggtcagctccatc
acccggaatccgggtcaatattattctgacccaggagattttagagtgecctcttgttatyg
taggctatgcaggtatcattaagtaaaatcatgctgaactatgtcttgactgttattcca
tttttgtttcaatttcacatccctgaccgtgattgtaaggataatccgagectgtctectcet
tcaccacactaaaataatgaatgaaatgactgatttacagggagtgagtgtttgggaata
tgtgcaaaggcttgaccaagttttgtcgtacctctcgtatgagtgtgagatgcttctgga
aaagtgtgtccataggaataatttgcctagtcagagaagaaggtggtgaaaagcttccac
caactgctgtggacgttgggtgtggggtaggggggcaaattaactccatcgagatacagt
agtatacgggatggatgtatttcgtaaatgtatatacttttcaacatctttgaattatga
cgccatcattataataatgattatttatctataatatttattgatcaatgttaaaccaga
tgtagaatatttcttcattatgcagagtagtaaatagtaggaatataagtttttaagttt
gaggagtaaaaaatctagttatttcaaaattgcattccaaatcatggtttatgttaactt
taaaaacatcttgtgttcaacagaaagtaggctttggctttgaagaaaccaataaaagga
aaataaatgaacttttcatcgtaaatgcatctgttattactatagactgtgtggcaggac
atgttgtgcccagtgatggcgaactgtgtacaaacctcttctattatagagcgttctttce
gaagcaacctcttccccatcgatgtaaatttcccatgagggactgaaatttcgagggaaa
gattttcctgtgatactaggagtgcgttttggcgacaccaaccagaaacatggttgagcec
ttttcgcgecttctecggttgaggecgecggtgacgatyg
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Fig. S25. A. rubens relaxin-like gonad-stimulating peptide (RGP) precursor (ArRGPP).
The nucleotide sequence (lowercase, 2915 bases) encoding the precursor protein (uppercase,
109 amino acid residues) is shown. The predicted signal peptide is represented in blue, two
putative relaxin-like gonad stimulating peptides (RGP) (with cysteine (C) residues
underlined) are represented in red, a putative C-peptide is represented in black and putative
dibasic cleavage sites are represented in green. The asterisk shows the position of the stop
codon. This sequence was determined from contig 1122961 and has been deposited in

GenBank under accession number KT601728.
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Fig. S26. A. rubens relaxin-like peptide (RLP) precursor 2 (ArRLPP2). The nucleotide
sequence (lowercase, 578 bases) encoding the precursor protein (uppercase, 119 amino acid
residues) is shown. The predicted signal peptide is represented in blue, two putative relaxin-
like peptides (RLP) (with cysteine (C) residues underlined) are represented in red, a putative
C-peptide is represented in black and putative dibasic cleavage sites are represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

g
gattcagcaggctatataaagagatcaacttttctcacaacttcttcacatttgttggcg
gtttgctactcactgtttacacagggatctctggtgttatactcaaaagtacttaagtcg
aaacccggagatcatcaacacacggagaggagcctctaacccgcagtattccaacgagat
tcggaaatgacatcgtgcagccaccaaatgctggecttgectgtcageegtttatattttg

M T s C S H Q M L A L L S A V Y I L
atcttcttceccttgggggtctaccagececgtccacgecagaagtgatcatgecgagtgtcaag
I F F L G G L P A V H A R S D H A S V K
cacttctgtggattggaattctcctacgctgtggtgacggecttgtggggaggectaaacga
H F C G L E F S Y A V VvV TATCGE A K R
tcaatacgctcggecgececttttttgacatgttteccagttttcaaatctccagaacggata
S I R S A P F F DM F P V F K S P E R I
ccagccgacttcgacgattcaagcatgatccatgtgcgaaagaggcaggattaccaggga
P A D F D D S S M I H V R K R Q D Y Q G
atggctacctattgctgtaccaacggatgcaccattagtcaactaaccaactcaggaatt
M ATYOCCTNGT CTTI S QULTNS G I

tgctgagagacccccgceccccacccaaccctcacccce
C*

1055767 and has been deposited in GenBank under accession number KT601729.
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722
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842
902
962
1022
1082
1142
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1442
1502
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1622
1682

1742
1802

g
aattttacgcgtatataaaagaaagtgtgtgactcctttctcgatccaatcagtctctgg

tggtcattgtgagctcgtgatcttagatgtctcaatagtttcttaaaaaacggcaaggag
aaacattcttcatcagatgctgagaactcagtttatttaagacttggacattacggagct
agttatagacaaagaagcttcatcagtactactacaagaagcttgtgtatagccaagatc
catcttcatcaaggatccatttgacgagtcttgttttgaggaacaaagagagaacacttt
caagacgtttttcaaggtgtggacatgttcagaaacacatcgacaatgagggcgcttctc
M F R N T S T M R A L L
ctacttgacgtcattttcgttgccttggttctaccaatcacggcatggccgaagatctge
L LDV I F VALV L P ITAWU?PI KTIC
ggagagcaactggtggagacagtgtctctagtttgcagtacacgaggtttctacagccat
G E Q L vV E T V S L VvV €C s T R G F Y S H
agagattcaaaacgagatgttgaggttttccagaatgaacgagcggctaagagcttcecctt
R D S K R DV E V F Q N E R A A K S F L
ggttcccgcatcggectcgaggcagecgacggcggacgggtagaatcgeccacggagtgetge
G S R I G S R Q R R R T G R I A T E C C
gacagaatatgtagcttcgacatcgtggagagttactgtaacccttggcccgtggcgata
b RIC S F D I VE S Y CNUZPW P V A I
gagtcgcgagacccgcctctatcteccecgtecgcaccgggcagggtacgggaagataaatct
E S R D P P L S P V A P G R V R E D K S
gcggacgtggactacatgtacaacccggatgttgtggacgtggaagaagccaactcggtc
A DV D Y M Y NP D V V DV E E A N S V
atacagcgcgaggaagatcttatcgatgacatcgagacgcaagaacaggaaatcgaacaa
I Q R E E D L I D D I E T Q E Q E I E Q
gatgaggaacagaacatgcaaactctacccgaagaagacgctgaagacacagatatacga
D E E Q NM Q T L P E E D A E D T D I R
gaaccagaggacgttgaagaatctttcccagttccagtcccgacgaaaaagaggagaaag
E P E D V E E S F P V P V P T K K R R K
gtcgagggaaggagatcgaaagagagcaagaacaaaggtggaaaatcggaagggaaaaac
vV E G R R S K E S K N K G G K S E G K N
aagaagagaagcgggagcagggaagggggacggtcttctegtecggagtecgtggaaaaagce
K K R S G S R E G G R S S R R S R G K S
tcccgatcgaagaagcagagggatggeccgggagagaagcaagagatgggaggggettgat
S R S K K Q R D G R E R S K R W E G L D
acatcgcacccagtaaaggaacctactgcaaggagtgttttaggtcgagtcgataccaga
T S H P V K E P T A R S V L G R V D T R
ccattccgtaactttctgtacaaccgctacactgtagacgagaagcgagacactgaaaga
P F R N F L ¥ N R Y T v D E K R D T E R
gaaagctatcgagcggtggcgccceccttactgggtacaattcacaccgagggggatcccaa
E S Y R A V A P L T G Y N S H R G G S Q
cctgacaaccacccaacactagcggcgctatacaaccttgcagttaaactcgeccaaggga
P D NH P T LA AUL Y NL A V K L A K G
cttcaacattgacgaataatagtacaagaggaatttatatgaaagtacagcgccctctaa
L Q H *
cgtggttataattataacctaaaaggggtcatgatagttcaattttgtccagttgtgata
agagtgaacaacaatgttcaaacgaatcagctgataaataatacttgtttgtgtttattc
gtttataattcaattttgtttcaacttaattaaatccactgccgatctttaaaagaatca
ccaacattgatattataactttttgaatctcattaattgacttcatgtatcaccattgga
aacgcaatgcttactgtctaaaacagtttgtttctaaagttatgtgttcaacaaatcttc
aattggcgacattcgccgacggtggcagcagacttatcagacatatctggtttgtttgcet
gccacctagcgtt
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Fig. S27. A. rubens insulin-like growth factor (IGF)-type precursor 1 (ArIGFP1). The
nucleotide sequence (lowercase, 1814 bases) encoding the precursor protein (uppercase, 355
amino acid residues) is shown. The predicted signal peptide is represented in blue, putative B-
domain and A-domains (with cysteine (C) residues underlined) are represented in red, a
putative C-peptide is represented in black, a putative D-domain is represented in olive, a
putative E-domain is represented in maroon and dibasic cleavage sites are represented in
green. The asterisk shows the position of the stop codon. This sequence was determined from

contig 1114876 and has been deposited in GenBank under accession number KT601730.
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1021
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agattattcaagatgaaccaatatcagctgatagtactattcgaagtgttggctcacgcc
M N Q ¥ 9 L T VvV L F E V L A H A
tctatgctaaactatgcctctccagtccagectgtgtggaagggagttaacggagacgcett
S M L N Y A S PV QL CGURE L T E T L
aggtcaatctgtggtgatagaggttactattcacctggacaaagtttttcacgtcgagcyg
R s I ¢ G D R G Y Y S P G Q S F S R R A
ccgacacacgacggcattgcgacaagatgttgccagtccctttgcgagtcttcaatcectce
P T H D G I A TR CC Q S L CE S S I L
gagacctactgcaatctaccagcaccgccatcgcaaacacaaccatccacagcagcecccca
E T Y C N L P A P P S Q T Q P S T A A P
acaacaacaacaaaaatggcgccattaacagaagaccgacggacgaaagatgtggtcgtce
T T T T K M A P L T E D R R T K D V V V
gactactcagaccagctagccaccgaaggctcccaaatgtcgecgtgtggacggecgtactce
DY S bQ L A T EG S QM S R V D G V L
acgcatgacaccgtgacgaacagaagtaaaaccacgacagagtcgaacgagggcagttat
T H D T v T N R S K T T T E S N E G S Y
gacaacgaagagggcgcaccttatgataaaccagacgatagcagtccatcagaacgagga
D N E E G A P Y D K P DD S S P S E R G
gaaagcatacaggatgaagataacgaagtaaataaaccggaaccaaacaacattagggac
E S I Q D E D N E V N K P E P N N I R D
aattcaaaagagcgaggtagaaataggacccacaagggggttagctcggagagaagagca
N S K E R G R N R T H K G V S S E R R A
aataacagcaggaggaggggtctaagcagtgaaaggagaggatcaagcagcagtagaagg
N N S R R R G L S S E R R G S S S S R R
gaagagaagcttagaaggagacgacagagacatcgggaaagggagctgagagaacaacgg
E E K L R R R R Q R H R E R E L R E Q R
aagcagtccaactccaagaggaagtcgaagggagataagaaagaccattctgttgcagece
K Q S N S K R K S K G D K K D H S vV A A
actactccactcgcagtacaagagcgccctctaaagaatggtggtcggaacagcacatcce
T T P L A V Q E R P L K N G G R N S T s
ggggaacattcgtcagtaaacggcaccgaaacagacacggcgggggcggggtcaccagag
G E H S S V N G T E T D T A G A G S P E
gtcaagaaagatgatctgatcaccacgattacggccgtgctcagtgatatgataggcecttce
vV K K b b L I T TTI T AV L S D MTI G F
caaccagacaatggtaatcgctgatcaccccatcaacgagtcgagaactagacgacttta
Q P D N G N R *
acccaatgatttaaagttcagtttgttagtattaactttcactgctcatcactgatcgat
ttcaaactgacttttataaaaactgggagcttggatttggaaagcaacggaaatatttat
tgatatttattatcccagaccccttggactatggataggtaaagacaatgagagatagag
agaggggaaggtgtaattagacatgatgagaaagctatatagcgatgtgacgatttgtgt
ctactttgcactcgggagttgagttttgtcggacgaggagggcggtatgcttaactgtga
accaaatgtacaatttacgaaataatttaaatggttgttaactcttagggcggatgaagc
gctctttcattgatcagatggaagttctcttcattttatacactttagaaggaaattttc
ttcccaagatcaaaaggacgtgttcttcccacgatcatgctcatagcgtccaaaaaactt
acagatacgaaatagcgctcttcctacaaggaattgctcacagtaaagtttataagggca
cccagtctgaaaaacctttttttccacaggcagctgacg
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Fig. S28. A. rubens insulin-like growth factor (IGF)-type precursor 2 (ArIGFP2). The
nucleotide sequence (lowercase, 1659 bases) encoding the precursor protein (uppercase, 343
amino acid residues) is shown. The predicted signal peptide is represented in blue, putative B-
domain and A-domains (with cysteine residues underlined) are represented in red, a putative
C-peptide is represented in black, a putative E-domain is represented in maroon and dibasic
cleavage sites are represented in green The asterisk shows the position of the stop codon. This
sequence was determined from contig 1112524 and has been deposited in GenBank under

accession number KT601731.
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ctcgagagtagctacttgacacatacacactgcgtaacactcgggtcgcaagectacttet
ttgctcgectggcecgtagacaactcectttgatatctectecgaccaccatcaaaaacgcagaca
caacacaatttcgcgtggtttatttaaacgcacacgaggggcctacctgececttgggtttt
ttccgggtgtttaattttgtgtactcaccgtcccaaatgaagggccaacaccttctagece
M K G Q H L L A

gtagcagtggttgtcgtcgececggttegtttggaatcatcgaggegtactectccatttggg
vV AV vV VvV A G §S F G I I E A Y S P F G
ggctataaccgagcaccttttgacaatgtttgggtgcgagecggacagcatggectegtgga
G Y N R A P F DNV WV R AD S M AR G
ggctcgacgggggaggacgaagccaacgaacagcgaatgacgggagceccaagcgaccggcet
G S T G E D E A N E Q R M T G A K R P A
ggggcctcagcgttceccactecegetectgtegtacggcaaacgaggcgacgatgacagegec
G A S A F H S A L S Y G K R G D D D s A
gaagtggagcgccgagcctaccactcggecctgeccttecggcaagagaacacccatcgag
E V E R R A Y H S A L P F G K R T P I E
aaacgcgcctaccacacaggtctcceccttcggaaagagggacgacgaagccgceccgaacaa
K R A Y H T G L P F G K R D D E A A E Q
gacgccatgatggagaggcgtggcttcaactcggeccctgatgttcggtaaacgactacac
p A M M E R R GUFN S AL MV F G K R L H
agtgctctaccgttcggtaagecgecggectaccacagtgctcectgecgttecgggaagagattyg
S A L P F G K R G Y H S A L P F G K R L
gataccactgatgaaggagatatcatcgagagaagaggttaccatagcgggctaccgtte
D T T b E G b I I E R R G Y H S G L P F
ggcaagcgcgctactgacgatgaagccgttaatgacatactagaccaattaagaagcgaa
G K R A T D D E A V N D I L D Q@ L R S E
gagaattgacttttataaagaactgtaatccttaaaaatcagcttatatactaatctaac
E N *
agtgcttaggatacgacaatatcggttggtgatcagtttagttaccttacaaaaccctct
ctcaactagtcatatcaaccttagcgaggacaacgcgggttacacaatgtttcgcatact

1021 taaaaaaa

Fig. S29. A. rubens L-type SALMFamide precursor. The nucleotide sequence (lowercase,
1028 bases) encoding the precursor protein (uppercase, 210 amino acid residues) is shown.
The predicted signal peptide is represented in blue, seven putative L-type SALMFamide
peptides are represented in red, C-terminal glycine (G) residues that are putative substrates for
amidation are represented in orange and putative dibasic cleavage sites are represented in
green. The asterisk shows the position of the stop codon. This sequence was determined from

contigs 1073975 [1-46], 192719 [47-61], 104468 [62-74] and 1057915 [75-210] and has been

deposited in GenBank under accession number KT601732.
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Fig. S30. A. rubens F-type SALMFamide precursor. The nucleotide sequence (lowercase,
1440 bases) encoding the precursor protein (uppercase, 233 amino acid residues) is shown.
The predicted signal peptide is represented in blue, seven putative F-type SALMFamide
peptides and one putative L-type SALMFamide peptide are represented in red, C-terminal
glycine (G) residues that are putative substrates for amidation are represented in orange and
putative dibasic cleavage sites are represented in green. The asterisk shows the position of the

stop codon. This sequence was determined from contig 1108394 and has been deposited in

agataacgacgggaaaaagtcaagataatttcacgtacacaactcttcagaagaagaacg
gaagcaagaaaggataagatgatggtgcgattcgtagccttactcggggcagtcagcecta
M M V R F V A L L G A V S L
ctggtatgtcaatctgcaggacttgatgccgcagacgtcgaggaacaagacgagttcaac
L v C Q S A G L D A A DV EE Q D E F N
aaaccctatgctcctgacagttcgtatgecggatttaaatgcacttttgggcaacaatgtyg
K P Y A P D S S Y A DL NATULTULGNNUV
ccaagtctacacagcgcctccaagecgtcaacaaagtgacagggagcgtgaggttgaagceca
P S L H S A S K R Q Q s D R E R E V E A
gcccagacgcaattttacccgtatggaagaagaactgatcccaggaaagegtctggtgga
A Q T Q F Y P Y G R R T D P R K A S G G
ttcacctttggcaagagagggcagtattttatccccattccgtacgagaaacgagagatg
F T F ¢ K R G Q ¥ F I P I P Y E K R E M
gatgaggtgaacccgtacagcgtagctaagcgcgacgacgagctgaccggactagaggag
D E V N P Y S V A K R DD E L T G L E E
taccaagctagcaagaggtcaggtccttattcctttaacagcgggectgacctttggcaag
Y Q A S K R S G P Y S F N S G L T F G K
agggaacccgagaagaggaacatattcggatcttatgacttcgggaagecgggecttacgge
R E P E K R N I F G S ¥ D F G K R A Y G
aacaatttcagcttcggcaagcgaggcatgggagtgtccagttttagectttggcaaacga
N N F S F G K R G M G V s S F S F G K R
tccggacttgagggtgaacaaatgatgccggaagacaaacgggcgttcggagacttttece
s G L E G E Q M M P E D K R A F G D F S
ttcggcaagcgcaataatggtctgtccagecttcacattcggcaagecgagagggtgaacga
F ¢6 K R N N G L S § F T F G K R E G E R
tagaacacgagagggcgccatactgtctacaatgtgataattatagtatcttaattattt
*
caaaaccatacttgataagaaataactgcttgcgttttgagttaaaacatcagttccaag
tatacaaacaaattttaaataacattgtttaaagcacggattttgaattaaaatgaaacg
ataacgcaaaagtgtgtaaatataagcatagtaagctatcaacatctagaattatggaag
atatttcaagatactaaaacttggaagctttagttaattttagatctggttgagattcaa
gtcttcttttctagattttgtttccagccagggecttttactatccttaacgtttggggaa
attgccagggttgtggtcaccttgttaaggtcctaaacaacacattttttgttagtaaaa
aattacccaattaagacaattcatgagtaagcgacaaaaacttaataatttagcatattt
gcttacgttagttactacaacaataattgaaactttcttaaacacggtttttctagtatg
ctttcctggtcagcaattaacttgtagatgtttttcaaatactatgaattcatatctacg
tagaaatcttaaagatgttttctgtgattaagtttagaacaaccttagccaacaatctcc

GenBank under accession number KP330476.
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acacttccatctcggcatcaacccggagcagacgaaaggaattgtacatcatctttttge
tgcgttacttttccecgeccagtattcacgaccctgactgaaacattggactacttgttgtt
aaagcaaacgacagacggggagacctactctcgtggaacttcgatttatctatctgataa
atcttgcaaccagagcttgaaatggcaagattggacttgattctacttcttctatcggtg
M A R L DL I L L L L S V
gtagtggctgcagtggtgctccagtgccgggctgacgatgaaaacaccgatgggcaaggce
v v. A A V V L. Q C R A D DENTD G Q G
gccgccgatgtagacgaagttctaaaacaactatatgcagaagatgagaatgatgacgat
A A DV D E V L K Q L Y A E D E N D D D
aaacgcgccaaccactacgctagtggacgccaacgtacaagggggaaggccggctaccgt
K R A N H Y A S G R Q R T R G K A G Y R
cgggtgactaaatccgacatggacgcagtagccggactagaagacatggatgaggagaaa
R v T K §S b M D AV A GL EDMUD E E K
cgggctaactaccgcgcctcagtcagtcgtggtggcaagaagggattccgtagatacacc
R A N Y R A S V S R G GG K K G F R R Y T
aaatccgatggagacgaagaggagatccccgaactggaagagatggatgaggaaaagaga
K s D G D E E E I P E L E E M D E E K R
gccaactacagagccactatgaacggcggacgtaaaccccaccgcttcaaccgattcacce
A N Y R A T MN G G R K P HR F N R F T
aaggccgacggagacggagaggaggaggaaggaccggaggatctggagggggaggatata
K A D G D G E E E E G P E DL E G E D I
gacgaagataaacgagccaactaccacgcccgaggtggcaagectagaggtggattcececge
D E D K R A N Y H A R G G K P R G G F R
aggtacacgaagtcggacgaggatcaagatgctatggagcaggcccctgceccgaggaaatyg
R ¥ T K S D E D Q D A M E Q A P A E E M
gacgaagataagagagccaactaccacgcacgaggcggcaagcctaggggtgggttcececge
D E D K R A N Y H A R G G K P R G G F R
aggtacacaaagtcagacgaagatctcgccatgggggaagcagcagccgatgaactggac
R ¥ T K §S b E D L A M G E A A A DE L D
gaggaaaagcgcgccaattaccacgcttcacgcgggagacagaggggcaacgggcgtcga
E E K R A N Y H A S R G R Q R G N G R R
aattagattgtgacaaaaaagtaaaatatcagttacacaacagtttaaactctttttcat
N *
tatctggtctggcggaaatcatgcagagggggaaggggggacacacatcaaaacaaaatc
taagcatcttaactttcagtaagttttcattttgacctagggatttattgccgcaatgtc
tttgacttaaattatcgctttagtgtattcaatcacgaaagctcgtttaaaccactcccc
aatttttagtggaaaacattcactcatggccagagaaattaatattgtcagatattatgt
ctttatctaaagacgactgacaaggtggcagcaacatggctaaaacaaattatgttttca
aaaaattggctttacacagacacccattgagctttgaagcaagtgttggcgaaaacagaa
acaaaacaaaccaataaaagatgaaaagttaaagtgaccttggacaaagacaagattttt
cggcaattataccagctcgacgtgatttgtggtatagagtatctgcgccacaatattgat
ggaggctcttgtgattagattgtatttttcttaagttcataaacaaatgtgcattatgta
taacttcacatgcatttggttaccgattactctgtaacattaatcattgtattttataag
tgtaaatatcctcatcattctatatttgtaagtgttgctggtgttgctcttcaaaaacaa
aacacaaaggcgaagaatgaaagaaaaagagtaacaaaacgcccataaactgagattcaa
attggttgcttggtgcattctggtgcattttagctgcaggtataaaagaaaaactgagtyg
tacataaaagcagaaaatagatgattgcccggagttggttttttctttaagtggaaaacc
ttctatttctttcgagggaaattttggacacttgatctggaggaaggctagattcagaag
ttctaacaaacaacaaagacctttcaagcttttaacacacaaactataaaagcgcgcaaa
aacaagctcggcataggcttacttattattatgaagtgcacttcaattagcaaccatgtc
accatacatacttattcaaatttatacatgcttattcaaaatttaatcttggaaaaatct
ggtaaaaataaatgtattagtttgccaatgcttaaaggaagaaagggtactgtgcgacaa
ctttgactggtaactaatggttaattagtggttgaattcgaaaagtctatggtttcattg
tgtggtaactaattttaatcaactgatcaaccatgttgacaaagaaggcgattgtcaaac
tataatcaaccggagttaccagtccagcttgctcgtaatgctattttttecgteccgttagt
gtaaaccacattctctcgatttaacagtagtttaaacatgaaacgcacctgagaattaag
tgatgagtagccgtaacagctgcaaattatgtggcttttcttgtcatcgaaagcaaaata
aagaagtagtcaaagttaaaccaaaaaaaaaaa
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Fig. S31. A. rubens AN peptide-type precursor (ArANPP). The nucleotide sequence
(lowercase, 2553 bases) encoding the precursor protein (uppercase, 274 amino acid residues)
is shown. The predicted signal peptide is represented in blue, six putative AN-type peptides
are represented in red, C-terminal glycine (G) residues that are putative substrates for
amidation are represented in orange and putative dibasic cleavage sites are represented in
green. The asterisk shows the position of the stop codon. This sequence was determined from

contig 1121231 and has been deposited in GenBank under accession number KT601733.
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encoding the precursor protein (uppercase, 103 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnpl1 peptide (with cysteine (C) residues
underlined) is represented in red and a putative dibasic cleavage site is represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

cttgggtaggtggacgtcagagagatgaacagcacggtgggttgggtaggcggactcctyg
gtgagtataaatggcccgaatgtcacagctcaaactggcaatagacacaactcagatacc
tgtgagcttgatcagttagagaattctactctggaattgagaagtgcgaaacacagcaac
gaattgaacaggtatacacccagcatcctccgtaaactacagttatctgcatcacctgceg
aaacacagccaccacatattcacaaagatgaggacagcactggtaacgtttttageccatg

M R T A L VvV T F L A M
cttctggttggcgacctgatagtctcagcattacccatcgacaatgaacaagacagtgac
L L v G DL I Vs A L P I DNUEOQD S D
cccatcttcgatcacctctacacccgaaacatagtcgaacgcaggagccgaaaagaccte
P I F D H L Y T R N I V E R R S R K D L
accaaatgcatctctgagtgtgtatcctgecgctaagtatgeccggactcectacgectgataaa
T K ¢ I S ECV S CAZ KUY AGTUL Y A DK
tgcgtacgaggctgcagtagtaaaacaagcgggaaagggatcatcaataagacggagtte
C VRGC CS S KT SGE K G I I NI KTTE F
gacgcgtggagtgcatgtgagcagttcttacaccgttgagtcttaagttactattacgtt
DAWSAEEQFLHR*
tctttgtttttegttectectectttgttatgaactctttcgaccataaacattgacctttt
tgcttttacttgaactggaagacacaattaaaaaccccgatcctcatcagttaaagtcett
tgagatgtctgaagtaagcagagagtaggtaccaagttataggaatacatgggtttgaga
tggtaccgaccccttggttgttcaccca

S32. A. rubens Arnpll precursor. The nucleotide sequence (lowercase, 808 bases)

1082355 and has been deposited in GenBank under accession number KT601734.
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Fig. S33. A. rubens Arnpl5a precursor. The nucleotide sequence (lowercase, 1258 bases)
encoding the precursor protein (uppercase, 111 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnpl5 peptide (with cysteine (C) residues
underlined) is represented in red, a C-terminal glycine (G) residue that is a putative substrate
for amidation is represented in orange and putative dibasic/tribasic cleavage sites are
represented in green. The asterisk shows the position of the stop codon. This sequence was

determined from contig 1103866 and has been deposited in GenBank under accession number

ca
gagctttaggtcagttacaaagtcagtgtggatttcttagtgctgtaaagccatgeccgta
caatgtataaaggagcaggctcaaagtgtcctaggctaccttgtctaaaactcaggcgat
cctatctactgcaacatacagtgataacacaccaacgtagaacaaccaaatgctcatatc
atttcactgagactgagattttgcgttgggatcaagtccctacggtgattttgtattgeg
tttgctcatctccaaagacagccaaggatttctacgtctcagaaagagttggagttaacg
accatcgcaagactcgtctttcecctggaagagataacaagccaaataaaattttcaaaatg
M
aaatctattttgtgcatatgcgccatcecgegetgetggttgaggtecgtcataggagecacct
K §s I L. ¢ 1 €Cc A I A L L V E V V I G A P
tttgcagaaatggccggcgacatgtccgatgaagactcgcaactcttcagtaagagagta
F A E M A G D M S D ED S Q L F S K R V
cgagacatcatctcaccacttagtcacgatctggacaagaggaaggcaaacctttgecgec
R D I I §S P L S H D L DI KR KA ANTLC A
atggactgtttcagctgcttcaaaatgatccgaaacgtctceccccagaccagtgtgtaaca
M DCF S CFKMTIR RNVSUPDIGQTC CUVT
ggctgccagaagaagtctatcagtgatggatcatacagctacgacaggatgtggaaccgce
G C Q K K 5 I s D GG s ¥ s Y D R MW N R
tgttcaagttacctcaccggacgacgaagataaagccttgaccgaagactagatgaaagg
C S S Y L T G R R R *
gccaccagttttgaacgaagactagtaaaaaaaagggccaccagttttaaaatgataacg
gaatgtttcaacaaataataattgtaaccgagtatataaccacaaacagcagcaagtaca
ttcccatttgcagaagagtgaattgacttccaaagtcccacaggtctatgecgggatttet
ttcttteecttttcecgetcaaaccattgtatacacacaatctataaatggtgtgggttgag
taaaacacgagaaggaaaccttcgttaagttatctcaatgtaaatacagctcttgatttg
gggccaaattgccttggagtttcggttggttaaatgtcaacagettctgacacattttag
cccagtcgttaaactgtaagccaaaaatcaacaatcagcaacaaaaaataaaactatcat
aagcacgtgatcggtcatgtgattattccaggagatttggcacttaaaaacaaaacaagt
gcaatcattttgtgctaacccaagtaagagaatagtattcaatattgcacaaaaaa

KT601735.
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Fig. S34. A. rubens Arnp15b precursor. The nucleotide sequence (lowercase, 1216 bases)
encoding the precursor protein (uppercase, 111 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnpl5 peptide (with cysteine (C) residues
underlined) is represented in red and a putative dibasic cleavage site is represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

gacgtttcgatcagtatgcctgttcgtcatcagaacctaccaataaattagtcactttgt
gattaaaaagccaggcaggctgatcgtgctattattggattcgccececctectggectceccagt
actgagacagaaaccctaattgattaagccagttttcacacttcatattaacgactgcgt
cacaatgctgtactctcaaaatatatagttccagtgatgtattatacggtgacaaccgga
aactgtgggtgtttttaattacttgtgtatgtatcaagtgatatcaatccgeccgacatgg
tttatgcgcgtgcgcacatatgcaattatgtcgtaagcatgacgtcataaccatgtacat
attcaaatcacttcgggtgtaaccttttctttataaagtggtgcaagctttccaagcaac
aacactgtcgatattgttcacacacgaaacgccacaacgaagttgcacaacgcaagtagce
ccgatccacgtagttcatcaacgcatattgctatcaaatgtaccatcgcagttggtacca
cagcctggtcgtgtatacatacaacttgagataacaacagtcgecgtctgacttggatgag
agtgtgaaaaaaacacatttggagagtcttaaaactgtatttatttgctgcttcgcacca
actgctggcttacaccgaccaaaagacaaaatgtccgcatctacaatcacaacccttetyg
M S A S T I T T L L
ctctcactcgccgcactttcagtcectttectgeccaaacgecteccgcagaatggtcaceccgac
L S L. A AL S V F L P NA S A E W S P D
aacgacaacaacaacgaccacaagagggcgcaaatgtcagcccatgattggectgaacagce
N D N NNDUHI KU R AOQM S A HDWUL N S
cttttggcgggaaatgacgtcggacacgcaaagaccaaaaggattgccaaagcatgtgceca
L L A G ND V G HA KT KR I A KA C A
attgactgtttgaactgcggtatgatgttccaggtccaagecctactcacaaggagattge
I pc¢c L NCGMMVFQV Q A Y S Q G D C
ctcacagcttgccagaatgatgacaaccacagggaccctagttgccatgaacacatcaca
L T A C Q N D DNHRD P S CHEHIT
atgtaaaagaaactattggacaatatccatgatggggaacttcttaaaaaaacaacagca
M *
gggaccaacattatgtcatcgagaaatttgttttattgaggggttgagcactaatagtgg
gtttgctgatacagctatgagcccgtcccgcagtacgttttgttaaaagcactatggaca
ctattggtaattactc

1102592 and has been deposited in GenBank under accession number KT601736.
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Fig. S35. A. rubens Arnpl8 precursor. The nucleotide sequence (lowercase, 1368 bases)
encoding the precursor protein (uppercase, 113 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnp18 peptide (with cysteine (C) residues
underlined) is represented in red and a putative dibasic cleavage site is represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

a
cagtgtcactacaacgggagcccccecctcectectcectettectgtcactggtacgttattgtcac
caatcacgcgtgtgacaggatataaaagcaatagcattgtatgggtagtcaaagcatttc
aaagtcgccccatcacagtgtcactacaacgggaaccggtgattttttactctacttett
cttctgttttttagtgcatctttcgtcgaagtccgtacctcatcaaagttaatcgeccac
atagtgtaaaacaccaccacacacacaatccacacgatgcagtcgtcaacagtagttacc

M Q S § T vV V T
ttggcaacgtgtctgatcatcgccacaattgtaacagagtcagccagcgcattagectte
L AT CULw I I A T I V T E S A S A L A F
caaggttctcaagacagagcgaaaagattgttctgggtggacaaaaagagtgtgaatgaa
Q G S Q D R A KURUL F W V D K K S V N E
gatacaacagtttgcgtcagagcttcttcagcggacgatatagctgagtgtttcatcacg
b T T Vv CV R A S S A DDTTIAZECU? FTIT
gagtgcattaaacatcagatcaactgcgagatgatctgcggaagtgacagcgaaccgtge
E C I K H Q I N C EMTICG S D s E P C
cattctctttgcaaagccaagaagtccgattgcgccatcaactgcctagaaagggaacaa
H s L C K A K K S D CATINITU CULERE Q
caatccatgagccaatgaggacagccgacctatcagcagatgactgcaaagtgaacaggce

Q S M s Q *

tgtacaattctgaccaataaaaatcctcgacccactaaaacctcaatgtcttgacctgac
ctttgaccggaaaatgatttttccttccattgtttttccgggtgggttggaaacaaatct
tcttgtttttttgttgttgaatccagactgataattaatttatcaatccttgaacgaact
tgatttctttcttttttgaaaatgttgttgtttaatcaaatggtttataaaacaacacat
caagaaggagataacacaataattaaatatctacgaataagcaacatagttttacttact
ttaaaatactagtttctttgatttaacaacgcgttttaaagggaatgctaactatctgac
cgaatcagaatcaattacaaaatgttcagaagtttatattacagacttgaatataaaaaa
atatgtattttttttatccacgtaaaatcctcgtggatttatgtttgaagaagactcgtc
taattttaaaacaatattgatataaacatttattgtaaatataattgttgaataatgcac
aggaaaagtcaacattgtgaaagtaaggcagtttttaagtgatcgttatgcaaataagac
aggagtagtacacaccggaattaaacaacttggttccgagattcacattttagaagcecttg
tgttgaaaatagcgccgccaacagacagagagagtagaaacaaaaaa

1106730 and has been deposited in GenBank under accession number KT601737.

28

48

68

88

108

113



61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561

1621

1681

1741

1801

1861

1921
1981
2041
2101
2161
2221
2281
2341
2401
2461
2521
2581
2641
2701
2761
2821
2881
2941
3001
3061

atgcagagaaaaaaatgaaaaaacaaacacacaaacagagaaaaaatgaataaaatgggt
gcagtaaacaaatgggtttattggagaagaggtctgaatgggctcactgtgtccgcaagt
tcatctctctagttctctceccttccactctgggtcattctgectcagtcactgcactaaat
ccctgtaagttattggattcaggtgtatccacaagatcgectgagtttgacattgtccagt
ctctggatgatggcttcaagttcgtcttcatcttcctcaaagtggcatceccgtgtaggcea
ttattctccatacagtaacgtaggaaattgttccagttgttgtccttgcatagcatgtat
gggttacccactaaaaccaacaacgccttcgectecgtgtgactgcaacattcaatcttttg
gggttcttgagaaagccgagttggtagtcaatgtccatctggatgtgttctgectttagtyg
ctgcggactgtggacacgatgatgaccaacctctcctgaccttgaaactcttcaacggac
cccaccttgatgttcttatggtgacgcttctgtaggactttctgtagecttttgaacctgt
cgacgatatggtgaaatgatcccaatgtcagactccttaatttgtctcceccecctecgetta
ttcagcaaatcctccacatattccacaacgatcgtcacctcggctaggttgaagaaggac
ggactatgtccctcacgctcatccecttcececttctaccccatgaaacaaaatgggaaagttce
ttctgaggtagcctgtcccaactgcacagcgacgtcctcacagecttcatctgcatgaacc
tccagctcatttgcatagaacatctgattgggcagtttgaggatagcagggtgagagecga
tagttacgcagtagcttggtcaggactctgctgtcgtaatgcggctcagecctecctgacgt
tgatagatatcgcattcagtcatcagtcgctcaagtaaagataaacctagtccatgttca
atagcaagaggtgacctcagaatgggaccaagttgcttggggtcaccggccagaaccact
tgacctcctttggtgttctttggattcaggagattagacagggctataatggecttcecggt
tctactgcatgaccagcctcatcaatgaatacatgagtgaaatgattcgagggaaagtca
gctgtagacagtctgcctgcagtacacagtgtggtcaccaggattcttttttccatcage
tcttctttagaagggtagaaggtttccctggttceccecgettatcaaagttacacacatcce
ttctccttcaggatttcatcaacagtcttccaatctcgactctgtgegttgattctecatg
aggctagtcttggcaatgggcgtgccceccggtcagaaggecgtgtecgecgatgaggtcaget
gcactattagatggcgcgcacgcaaggatataacttccacgaagttgatggtatgtctgce
ttgatggcctctacaatggtgactgtcttgecctgtgectggtgggeccaaagactaggtaa
ggactagggcgagatgacccacaaacaatgtgcttaacggctttgatctgttccacgttyg
M C L T A L I C S T L

gtggcgagtttcttgtcaaagaacagtctggcaaaatcactgtcatcacctggcacggtyg
vV A S F L S K N S L A K S L s s P G T V
cagagtttctttgtcgttccgatgttggatcggtcgggaaagaggagtttacccagatca
Q S ¥ F V V P M L D R S G K R S L P R S
ttcttgagggcgtcctctatagcattgtgctgtagtcgcaacggcaaacggttgaacgta
F L R A S 8 I A L C C S R N G K R L NV
aactcaatgtcaaacttgagtccttgggtaaacctattcaccaaatctttggagaatccc
N S M S N L S P WV N L F T K S L E N P
aagaccacttcttccatttccacccggtggacataacccttgtaggtcttgeccatcttca
K T T S S I S T R W T *
gagtcagtactgaagcgggcaaacagatgatcacctttgaggaccgagggacggttctca
gcaagacctggaattctaagtcgtaggaatttgccgtcctgctgcatgggcactceccctte
atatcgtacctcttgatgtcaacttccatctggcactcctctacgtagagaaggttggat
aacttactgacgtagttcacccaagccagatcaggcttaatggtttttctgacttcctcet
attttgtgtttattgttcagcatccagcggagatggtctggaattgggtaatacttggcet
tgtctcatcttcagtttgctecttggaggactgtggtaggggcacteccttcaacagtctct
cctttcegttgecttettgeccaccecttggtgggegttggtaaggaacagacgggggtaga
tccttecgctacctecgectcectceccacctceccacagtcacaaagecgcagaatatgaaataccteg
ttggatggtactttcttgaaggcaagtatgagtgggctgctgagaacacccacggagtct
cccactacagccacctgaatacagtactcactccctggtttgaggtggaccactttctta
gactgggtcacatcatactcatccgtcagcacaaaggcaggctggactttcaacagcaca
caagataggaatgcggtagttaagtcatcacttacattcttgatggtaatcctgaaggtt
tgactggcactccgcgccagtttcattgcaatggtcccatecctgaccatcatgctcactg
gcaacctctacgccattcttattttcaatgaactttgacctgctcttcttgacacatttg
aagatcatttgctgtcgatgtctactcccttggagatgtgcattaaaagactgatgagaa
ttccecctggacgccacactcecctcecgecagtaaaacgggtacggectcececggeccgttggacttyg
cctcctttacctgggectcectgettcattgcaccggecctegttgecaccggecctegttgta
ctggccctcecgttgtgtectttctggtcaagggcatgecttcectttagggtggtgaactgatcce
acagaaacaaaactgttctgaacttggactcggccatctttgatgttgatcttgccattg
gtcttcaaagcatagagtatgcttgaaaagttgaaacctattcctcctttctctaatcett
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3121 ggcttgtattctttcaggaaagctgtcttcatttgetecttgetgtecacatectectega

3181 tcactctcttgaagaaacttgagaaacccgagtccgacacgtcgattcectgagecaccgag

3241 ggcctgectgttectectgattggtcatgacgtcaacacttttatcataacttegecageaat

3301 aattgctctccctcagetggtcagtttectgecaggectggtaaaaacgtttatttagteca

3361 cttggcttgctcgectctacgtecgtataaagaaaaccccacatctgacacacgtgtgaaat

3421 aatagcagaaaccttgactcggccgeccgggcagtggtttttgttggtttttttetecacgt

3481 gtgtcaga

Fig. S36. A. rubens Arnp21 precursor. The nucleotide sequence (lowercase, 3488 bases)
encoding the precursor protein (uppercase, 102 amino acid residues) is shown. The predicted
signal peptide is represented in blue, putative Arnp21 peptides (with cysteine (C) residues
underlined) is represented in red, C-terminal glycine (G) residues that are putative substrates
for amidation are represented in orange and putative dibasic cleavage sites are represented in
green. The asterisk shows the position of the stop codon. This sequence was determined from

contig 1124521 and has been deposited in GenBank under accession number KT601738.
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Fig. S37. A. rubens Arnp22 precursor. The nucleotide sequence (lowercase, 1103 bases)
encoding the precursor protein (uppercase, 157 amino acid residues) is shown. The predicted
signal peptide is represented in blue, putative Arnp22 peptides (with cysteine (C) residues
underlined) is represented in red and putative dibasic cleavage sites are represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

tt
ggtatagcatacaagtagagtcacgagtctgccggaacttatgggtttctgegtcaaact
gttttggcgggtaattcatgacttaaccgtgtacgtgtcggegtcatagttgecatttgga
gatgccgcecccgcectcatactececctcecccacctacgecatecgtaccacctecttaaatctaca
agctcgtagatgaccgctccatagatcgtaaacgttgcactcataacacgctgagtgggt
ctagctaactgtcactactcgacgttgaaacccttcactgtgagagtctggtgtacggta
ctatcttacaggtgttcagtgggcataatatgcggacatgattacaacgtgtacggtcga
gtacaacaagtgatgagcattttcccgeggttttaacgtcteccatgtagtagaacttaac
aaaagtgattgaattaactcatcagacaggcactaccaaagtttacgcgaacttgtgggt
tcaactaaagaaacaataacaatttacataatgcatattcaggcaatgacgtctttegtt
M H I Q A M T S F V
gtcgctttcatattggttagtttgacttcggggagtttcggectggcaaacaacagatgag
v A F I L VvV 8 L T S G S F G W Q T T D E
gaaaactatgacgtcaagatggttggttacccgaacctattccaccaccattctgecacte
E N Y DV K MV G Y P N L F H H H S A L
gacgtgcccataacgtcagaagaagtcgcggaactagacaatcgcataccgttacagega
D v P I T S E E V A E L D N R I P L Q R
ttggctttacgtctactcgaggctaacaaagagggcgctgcatttcgacgagataccagg
L A L R L L E A N K E G A A F R R D T R
aatccccactactttccaagtaaaccaacatgtcacggtaactcatgtaaccaacgagga
N P H Y F P S K P T C H G N S C N Q R G
tggaaacgtagtctggcccccactggecggcaatggtgaggagtttcgaagggatettegg
W K R S L. A P T G G NGE E F R R D L R
caacgctattccccgcgtaaaccaacatgccagggtaacacgtgtaaccaaagaggatgg
Q R Y S PR KUZPTUCOQGNTTUCNGO QT RG W
aagcgcagctgggccactaagtaaacaaactcttggttttcectagttaaactctggaactt
K R S W A T K *
tattgcgtgtgtttggacggttttcatgtttgacaattcagtgcttttaagcaacaaagce
tgcacaaaaagtatacattac

1098506 and has been deposited in GenBank under accession number KT601739.
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Fig. S38. A. rubens Arnp23 precursor. The nucleotide sequence (lowercase, 918 bases)
encoding the precursor protein (uppercase, 118 amino acid residues) is shown. The predicted
signal peptide is represented in blue, putative Arnp23 peptides (with cysteine (C) residues
underlined) are represented in red and putative dibasic cleavage sites are represented in green.

The asterisk shows the position of the stop codon. This sequence was determined from contig

t
agactcgtccacagtcgcttggcagaacacaaccacccttaacttaatcatttecgataca
ggacaaactatatactgcatcagatcctcatagacaatctctttaatctattgcaagaaa
taataatctacagaaggacttgtttaagtctattgacgtccctggtttaaaataacgatce
gtgagtcctggtgggtttatagtttggaggcagggtgcttecgatagtcagttgtctcetag
tgatcaaaacaacgtgaaccttcagtctacacgaacaccttgacgaacaccaaaccaaag
ctcatttctcacttcagtccagactctccaaagattgagttcaacttgcaagcaaggtygg
gatttaatcaacgtcaaaacagagataatcatgcagaactacattctctcaatcgectctg

M Q@ N ¥ I L S I A L
gtggtcgccatgttggcactgctcgeccacgcccacaacctecgatgaagecctecaatgge
v va M L A L L A T P T T S D E A L N G
gacatggaaatggacgaggaggcaatgcagacactgaaagaccttatagagcagtcgggg
D M EMDE E A M Q T L K DL I E Q S G
aaacgagtagagcgctcatggcgtaaaccatgccaggacaactcctgecatccagtetggg
K RV E R S W R K P C QDN S C I Q S G
aatcgaggttggaagaggactggacaagccgcccecgggatcecctatctcagtcaaccaacgt
N R G W K R T G Q A A R D P I S V N Q R
ggtagccccttcagtatggacaactttaagtgtgttggtgaaagctgcagcagaggectgg
G S P F S MDNTFE KT CVGEST CSTRG W
aagcgaaccccagaacagaagcgttaagcaaccatccaaatgaggcggcaaccagatcac
K R T P E Q K R *
tagtctagagaatataatttcaacgtggacaataatttaagatctaataattttcagttt
gtagaaatgagtcaatattttgtacgtgcaatacaaatcgtcaataatagtcgggtttta
ttcatcattgacttttt

1089690 and has been deposited in GenBank under accession number KT601740.
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Fig. S39. A. rubens Arnp24 precursor. The nucleotide sequence (lowercase, 510 bases)
encoding the precursor protein (uppercase, 83 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnp24 peptide (with cysteine (C) residues
underlined) is represented in red, a C-terminal glycine (G) residue that is a putative substrate
for amidation is represented in orange and putative dibasic cleavage sites are represented in

green. The asterisk shows the position of the stop codon. This sequence was determined from

g
cgaagtatgctgtacattgttgcgtttttggtgttecgttactgectacgagtggectttage
M L ¥ I V A F L VvV F v T A T S G F s
gtcggagcggtagacggcaacccacctecgeccgggagtacaacgatccectgtecggegaagtt
vV G AV D G NP P R RE Y ND P V G E V
tttgagtctatggagctaccttccaagectcccggagtctgagcagcaacacaatgcaaag
F E S M E L P S K L P E S E Q Q H N A K
gagaggcgttgttggtcagcaatccccaatatgtgttctggtacttttggcaaacggcga
E R R CW S A I P NMUC S G T F G K R R
gtacgctcaacagtctaacccaagcataaaacggaccaataaaaggctgaacctgctage
vV R § T VvV *
ccttgcattgacatccacaaagaacgcctaccgecctectegtggteteccatgagecaacy
cctcgcattcatcccactecgattagtcacgttgtgtctatacgtcatcaatggtcecgeta
caatcaaccaatcagacagtgatctagccgccttecgttcatggactagtatccaatcaac
ggatagactgtgtaactatagtgttcaat
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contig 1042300 and has been deposited in GenBank under accession number KT601741.
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Fig.
encoding the precursor protein (uppercase, 97 amino acid residues) is shown. The predicted
signal peptide is represented in blue, a putative Arnp25 peptide (with cysteine (C) residues
underlined) is represented in red, a C-terminal glycine (G) residue that is a putative substrate
for amidation is represented in orange and a putative dibasic cleavage site is represented in

green. The asterisk shows the position of the stop codon. This sequence was determined from

agatcacattcgctgattcacatttcaacgttaacgcaaggacagtgcgcaacctgactg
aggctcgtctttgecttatatactcgagtgtgcaagttcaagacagtaagcgaggaacacce
ttagagaggctgattgaagtgagatcgtacccgatcatcccaaaatacagaaacatggcet

M A
gtggtgccaggaaagacaaataacgggttggcgtggctgttgettttectgatggtatca
V vV P G K T N NGUL A WL L L F L M V s
acggtgtgcctaagaccatgccacgcaagcaggagatgctecggtcaagggatgtatggtt
T v C L R P C HA A SR RZC S V K G C MV
cacttcggcaaaagaatagctccatttcccgaacaagatgaagagcaagcagttcaaaaa
H F G K R I A P F P E QDTETETOQA AUV Q K
gctacggattatcaaaacgaacggcaaaacaacctgcttcecgtctagtggaccgactcate
A T D Y Q@ N E R Q N N L L R L V D R L I
tccaactcgatgacgtcacggaattctccaatagatgacgacgcatgattggaaacaatt
S N sSs M T S R N s P I D D D A *
cttgtatgaaactcggacttgtaattaaaatgattatatcgaacatacgtggaaggcatg
gaccgttatactttgcgtttactttataccttttecgagtttttgtgttaaatgatecgtag
accttatgcacatgacgtca

S40. A. rubens Arnp25 precursor. The nucleotide sequence (lowercase, 620 bases)
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contig 1062339 and has been deposited in GenBank under accession number KT601742.



