Supplementary Table S2. Protein sequences of the putative conotoxin transcripts identified from C. generalis. 1
	A superfamily: CC-C-C

	1 MGMRMMFTVFLLVVLAINVVSVTSYRASHGR-----KDAADLSALNDNNNCCNHPACAGKNSDLCG
2 --------VFLLVALATTVVPFTSDRASASRNAATDNKASELKALNARIPCCSYPACAQSNIDLCGGRR 2, 3

	B1 superfamily(conontokin): cysteine free

	3 MQLYTHLYLLVPLVTFHLILGTGTLAHGDALTERRSADATALKPEPVLLQKSAARSTDDNGKDRLTQMNRILKKRGDTARGLEEDLELRLLENSKKQENEK
C superfamily(Contulakin): cysteine free
4 ---------------------------------------------MLTKFETKSARVKGLSFHPKRPWVL

	D superfamily: C-CC-C-CC-C-C-C-C
5 MPKLEMMLLVLLILPLPYCNAAGVTTVQWGGHGDGLDRYLQRGVRDVHRPCQSVRPGRVWGKCCLTRLCSTMCCARADCTCVYHTWRGHGCSC 2, 3
I1 superfamily: C-C-CC-CC-C-C
6 MKPSMTLLLILMILPSMTGEKSRERRLSSAAVKGFLRPARCTEFGKECNLPPECCGRMCCYNSLCMWSSKEC
I2 superfamily: C-C-CC-CC-C-C; C-C-C-C-CC-C-C
7  –MVGHTAV-RFLLLSILLLHMAAMVSCDCDYDYGKTCEGGEACECSNHICCDVLSQAKKDQCVRGHDVCYLLNQSSRRRRAIQMQKRSRGMLRGLA
8  ------------------LGMVATVICSCESGVSGETCDLSVEKRCSCSRHICCTHHALEQHKCMTWAKCMSVSLGVNGRRSIQMQDRFLRMLRAFDD
9  -------VGCFLLVIVFLNLAGVQVVLGGACRLEGMFCIHSPECCLQDCCSGICNSGACGKRAQHQRLHLRRF
10 MMFRLTSVGCFLLVIVFLNLV---VLT-DACTDEGEYCTDDLQCCKLQCCRASCSDICRFPGKRMHGHGLLRFFGQR
I3 superfamily: C-C-CC-CC-C-C
11 MKLFLVIVLNLMLLSLSTGAETSDNRASRSATALRDRLRRPKRCRNRFEECWEDSECCEELCCDGPNYCKDSIGRCH
L superfamily: C-C-C-C
12 MKLSVMFIVFLMLTMPMTGDGNNRRAANGGEVGMPAYERAAKLLALLRE-RQCPAPCYPNCEEC
13 MKLSVTFIVVLMLTTSLTCGFSLPSNKEERAFGPRDPDAADQLVREERASRACNPPCTGLSMCQAGRCGYIRFR
14 MKLSVTFIVVLMLTTSLTCGFSPPSNNGERAFGSHDPDAADQLVREVRASSACPEPCAKGSTCIGKTC

	M superfamily: CC-C-C-CC; C-C-CC
15 -MMKMGAMQFTFLVLFLLVALQVDADQPAERHAENKQDLNPVERKEIIVPALRQNTNSDEEDCCIYPWCDGDCLCC
16 MMFKLGVLLTICLVLFPLTALPLDGEQPVDRHAEHMQDDNSAAQNPW-VIAIRQ--------CCTS--CNFGCQPCC

	17 -MSKLGVALLIFIVLFPLANLQLDGDQPADRHAEERRGLLHELYKLLRRSQTRVKEPEELRVECPIYYCPDSVCCKK
18 –MSKLGVVLFTILVLLPLATLLLEADQPVER----QQDLNPQRGTRGIMKHVMSKGMSRRG-CCTGQGCWNVPICECCV 3

	O1 superfamily: C-C-CC-C-C

	19 MKLTCVLIIAVLFLTACQLITGE-----------QKDHALRSTDKNSKLTRQCSPNGGYCTLHIHCCSNHCIKPIGRCVA

	20 MKLTCVMIVAVLFLTACQLTTAGDSRDKEG----YRAVRSIPSMQDGIDSRECRRRGQGCTQSTPCCDGLRCDGQRQGGMCVDS 2, 3

	21 MKLTCVLIVAVLFLTVCQLIPADYSRDKPGYPAWKLRTKMQN-SRRSKLARSCKERASSCETPSECCSGVCRTRIFYLC

	22 MKLTCALIVAMLLLTACQLITTDDFRGRQQYRTARARTKMQN-YKIFRLTKRCDAPNAPCEKFDNDCCDACMLREKQQPICAV 2, 3
23 MKLTCVLIITVLFLTACQLTTAVTYSRGE-----HKHRALMSTGTNYRLPKTCRSSGRYCRSPYDCCRRYCRRITDACV 3
24 MKLTCVLIVVVLFLTACQLIPADYSRDTPGYPAWKLKTKMQN-SRRWKLAKRCKGKGAGCDYSHECCSRQCTGRIFQTCN 2, 3
25 MKLTCMMIVAVLFLTAWTFVTADDTRYRLENPFLKARNELQKHEASQLNERGCLDPGYFCGTPFLGAYCCGGICLIVCIET 2, 3
26 MKLTCVLIITVLFLTACQLTTAVTYSRGK-----QKHRALRSTDKTSWLTKPCSRLMEPCTQHPQCCSNTCSKFTTKCIS
27 MKLTCMMIIAVLFLTVWTFVANDDPRNGRQNRFSKARHGMKNRGAHRLDQRVCIKDGEFCGTPVENDPLCCSLICDLVCL
28 ------------------------SRDKEG----YRAVRSRLGVRHGMRFSECSTRG--CTFSSHCCEGLRCQGTPQGGVCV
29 ----------------------------------KLRTKMQN-SRRSKFARTCRERGIGCDDPLECCSHQCTFTGFSTC
30 ---------------------------------------MQN-SRRSKLARECLPKGAGCDEPFECCSHLCTGRLHTTC

	O2 superfamily: C-C-CC-C-C; C-C-CC-C-C-C-C

	31 MEKLTALILVATVLLTTQVLVQSDGERPLKRRVKEYAAKRLSALMRGSRQCLPQYHPCIIGNEECCPHLECKCLPKP

	32 MEKLTTLILVATVLTTIQVLVKSDRERPPKRTVEQYAAERLLALMRGSRQCKPKGDICEE-DEECCPSLECECDSLPTCITNKRC

	33 MEKLTILLLVAAVLLSTQVLVQCDGEKP-KKTKLRFLKARMSSREE---PCKERRQPCER-NEECCNDS-CNRFYC
34 –QKLTILLLVAAVLISTHILGQGDGEKR-MKTKMDFFKARKHWAYKQARDCKGWLEECEEEN--CCDPYECIGFC

	O3 superfamily: C-C-CC-C-C
35 MSGLGIMVLTLLLLVSMATNHQDG-----------RVRRLMLRNRLRQMMCTTDEDCPTGQECCPDNINDPQGFCVDDCIV

	36 MSGLGIMVLTLLLLVFMETSHQDAGEKQATQRDAINVRRRRSLTRRVVTEACEESCEDEEKTCCGLENGEPVCARFCLG
37 ---------------------------------------LMLRNRLRQMMCSSNEDCPAGQECCPDNLGKPEGFCVDDCII
P superfamily: C-C-C-C-C-C
38 --------------LLFALGTFVGVQLEQITRDVDNGQPTDNRHNLQSVWKQMSLLRSVVKRCVGSCDLNNPCSSGCICNGDKC
39 -------------------GNFVGVQPGQITRDMENGQLMDNRRDLRSPWKQMSLFRSFKLVCGKGCKSRPDCPTECFCYMDMC
S superfamily: C-C-C-C-C-C-C-C-C-C
40 ----------KVGLPFVLLLLLTSTSPKQERDVQARKRSLNSDLYRSLARSTRGCGGTCYDSQHCDGTCYCPAGDCYCGTEGPHSGCTCIC

	T superfamily: CC-CC

	41 MRCLPVFIILLLLVPSAVSVDVQPETKNFMTLVSRDFAKKSLKGLSNK-RDCCQRNFLCC
42 MRCLPVFIILLLLIASAPSVDAQPKTKYNAPLTSLHDNAKGILQEHWN-KRCCPRRLACCIIGRK 2
43 -------IIVLLLVPSAHGIDAEAKTKSDESHASLHDKAKGILQRLSSSRGCCPNHSSCC
44 ----------LVLIASAPGVDARPQTK-DDALASFHDSAKRHLQRLVNARKCCPESPPCCHYFGRRK 2, 3
[bookmark: _GoBack]45 --------------------------------------RILEDIVSTALATCCKFQFLNFCCNEK 3
Con-ikot-ikot: CC-C-C-C-CC-C-C-C
46 MATNMLMTLSVFVMVVMAATVVGSTPLPEPELSRSVRDSRTCCIDSTLQCLRGYPGEEYTYATMCNLEASGPCGLSVYQGCCNGYMNCIR
INVGNLRLEGAHNACKNRRC
conotoxin-like: CC-C-C
47 MRCLASLVVTLLLFTATATTGASNHVNAAASGKASDSISLAARDDCCPNPSCRQNHPERC
Divergent MSTLGMTLL-: C-C-C-CCC-C-C-C-C
48 MSTLGMLLLIALLLPLTNPADNGDGQAKPRSRNLRSLDFMRTHRRLDKRGCDPTDGCKKALCNTDTGPCCCQHGHNCQTQPSGRRACVRNCPH
NCP
Unknown superfamily: C-C-C-C-C-C
49 ----------------AVCVTLVGKKPTVDVCSLPADPGPCEALDRRFFFDKVDGTCKPFNYGGCQGNGNRFDSKSRCERAC
50 -----------------------------DVCALPKVTGPCFAAFPRFYFDQTAGRCKTFTYGGCHGNQNNFRSLRACRNTCA
51 -----------------------------EVCSLPRERGPCSNYEIVWYYDTAEQRCTRFYYGGCQGNGNRFANREECEERCVR
52 -----------------------------DLCYQPMKVGPCRSKVPCYYFDHEYGKCQLFYYGGCRGNDNRFETKDACLHTC
53 -------------------------------CQLEPDTGLCRAAFRRFYYNWNEQQCQAFIYGGCGGNENRFKSREECEQAC
54 -------------------------------CNLPKETGPCRALDHSFFYDVNAGQCKHFIYGGCGGNANRFKTMAECKWSCA
55 ----------------------------DACSLPLSTGKCEQQQTRWHYNYRSGSCEKFIYTGCLGNANNFPTADACQARC
56 -----------------------------ICQLEADVGPCSGTFPRWFYNSGMRKCQLFDYGGCRGNENRFDTEEECMELC
57 -------------------------DFVSICEMPEDPGPCRGRLPRWFYDPLDRQCRAFYWSGCQGNENNFLSVQECQQTCM
58 -----------------------------VCSLAPETGNCRANIPRWYYDAQFGQCRQFVYGGCRGNSNNFETEQDCLNYCRR
59 -------------------------DFVSICEMPEDPGPCRGRLPRWFYDPLDRQCRAFYWSGCQGNENNFLSVQECQQTCM
60 -----------------------------LCRLPAVPGPCRSRQPRYFYNYKVGKCQRFNYGGCKGNTNRFLTLGECQSRC
61 ----------------------------DICRMPKVVGPCRAGITRYYYDSASAACRQFIYGGCQGNLNNFGTLEACQGKCARH


1Signal regions are shown in red, mature regions are shown in green, and cysteine residues are marked in bold black. The sequences isolated and identified previously are highlighted in grey shading. 2Mature peptides in the sequences were aligned with previously recorded conotoxins in ConoServer. 3Mature peptides in the sequences were aligned with previously recorded conotoxins in GenBank.
