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Figure S1. The alignment of highly homologous sequences in Table 2 reported from other Conus species. 
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Figure S2. Bayesian tree based on a concatenation of the COI, 16S and 12S genes for the reduced dataset of 326 specimens cited from reference 5. Conus species with red frame may generate a few same conopeptide sequences compare to C. literatus.
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Figure S3. Alignment of O1-superfamily conotoxins with or without rich cysteines.
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Figure S4. Alignment of O2-superfamily conotoxins with or without rich cysteines.
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Figure S5. Codon usage for cysteine in the O1-superfamily conotoxin genes.
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Figure S6. Total RNAs of each venom ducts were extracted from different individuals of C. litteratus. M: RNA Marker, 1-5: Small size cone snail; 6-10: Medium size cone snail; 11-15: Big size cone snail; C: Positive control.

Table S1. Total RNA concentrations for 15 specimens.
	No.
	1
	2
	3
	4
	5
	6
	7
	8
	9
	10
	11
	12
	13
	14
	15

	Conc. 
(ng/μl)
	476
	117
	726
	628
	308
	658
	1160
	1600
	514
	1120
	1320
	1080
	1800
	1140
	1380



Table S2.  Final RNA concentration of mixed samples of each group. 
	Group
	Conc. (ng/μl)

	Small size cone snail (Figure S5, 1-5)
	258

	Medium size cone snail (Figure S5, 6-10)
	335

	Big size cone snail (Figure S5, 11-15)
	300
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Figure S7. Alignment of the signal region of Lt065, Lt077 with the reported conotoxin belonging to H-superfamily in Conosever.
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Figure S8. Alignment of the signal region of Lt097 with the reported conotoxin belonging to P-superfamily in Conosever.

Generally, when the identity between two signal sequences is >75%, it is designated as members of the same gene superfamily according to Conoserver classification rules. Signal region of Lt065 shared 77.27% identity with known Mr6.26 precursor. Signal region of Lt077 shared 90.91% identity with known H_Vc1 precursor. Both Mr6.26 and H_Vc1 precursors belong to H-superfamily members reported inConoserver. So, Lt065 and Lt077 should be included in H-superfamily (S10-Figure S6). Signal sequence of Lt097 shared 100% identity with known Lt9a precursor, which belongs to P-superfamily in Conoserver. Then Lt097 should be included in the P-superfamily too (S10-Figure S7).
image5.tiff
! ' 1 1 ! ' ! '
Lto37 C-T \CATAAEIIGAACC AT CTCCC AGGACTTT GTAC[CA
Lt038 TGAG GGTGA CC[IGGAAA TTTACAA- - - CACAAAGCA
Lt039 TGAG GGTGA CClIGGAAA TTTA

L1040 TTGCC AGTCC CTUGTTAG GTTA

Lt041 AcccledeTeccee GAAGTATGACAATG ATGTI/AAGTCATCCGAACCCTCEGGIT

Consensus





image6.png




image7.png
- - -
En-mm TEREERTERN
— - - - -




image8.png
a identity% = 77.27%

VARV

Lt0és
Mré.26_precursor_-H-superfamily
Consensus Iyn grilllcl 1lglvE 1lg





image9.png
b
Lto77
H Vel _precursor-H-superfamily
Consensus

identity% = 90.91%

mrtsgrll 1 lavglllesga




image10.png
T identity% =100.00%

Lt097
Lt9a_precursor-P-superfamily 5 E
Consensus mytltksavlilvlllafdnfa




image1.png
Lt020 MGHRMMFIMIML VVLATT) [l]I‘T S[lALDA\{\'AAASI\Ki\SRL TALAVRGCCARAACAGTHQELCGGRR
Lpl. 1 MGHRMMFIMFMLVVLATT kl]FI'SII\LDMI\AM\SI\M\SRL1J\LA\"RGCCARAACAGIHQELCGGGR

Lt034  MALS Vj ILVLMLTTSLTCEE I\IFSN!\'GKRE\YGRHDP\IA[\DRI VREKQASRACYPPCFGSSVCYGGRCFFIGFR
Euld. 7 MELSV: j‘[ VVLMLTTSLI Cd*‘,\lFSNI\(}KRAY(jRHDPNM\DMVREKQASRACYPPCF GSSVCYGGRCFF1GFR

Lt048  MLAMGVVLFTFLVLEPLATIQLDADQPYVERYAENKQDLNPNERMKM IMSALGQRRCCISPACHEECYCCQ
S3-YO1 MLAMGVVLFTFLVLFPLATIQLDADQPVERYAENKQDLNPNERMKMIMSALGQRRCCISPACHEECYCCQ

L.t038 MKLTCYVPIVAMLFLMACQL I TADY SREKHGYSAEKSSDK TQDSFYSKLTKRCTDEGGDCDPGNHNCCRGSCLVLQHKATCGIVYTMVSR
Eub. 8 MALTCVPIVAMLILMACOLITADY SREKHGYSAEKSSDKIQDSEFYSKLTKRCTDEGGDCDPGNHNCCRGSCLVLQHKATCGIVYTMVSR

Lt019 e 71 vadLstovivedienapanraveRODNPDC SN VRRSGCPWEPICG
contryphan-G Mekr 7z vadlrrsroamvedionapaarnavropNPC Sl wlRRSGePYEPWCG

Lt079 MSGLGIMVLILLLL VFMATSHRGGKQLMLRNNLQKRTCSSPSNCPTGQECCPDKVDEPEGFCADECIIT
Eu6. 6 MSGLGIMVLTLLLLVEMATSHGARGGKQLMLRNNLQKRTCSSPSNCPTGQECCPDKVDEPEGFCADECTIT

Lt015 METEENLGEVRKVPCCLGVRDDWCCAGQIQI
Eub. 4 MLCLPVFITLLLIASPAARCSFETKVQSDLTRTDGNMETEENLDGNMETEENLGEVRKVPCCLGVRDDWCCAGQIQT

Lt044 MEARPVFITLLLIASPAARCSLETRIQNDLIRAGLTDADLKTEKGFLSGLLNVAGSVCCKVDTSCCSNQ
Lpb. 2 A@l’glPVF[]LLLLASPAAPr\'SI,ETRTQI\T)LTRAGI,TI)J\DLKTEKGFI,SGI,LNV.’\GSVCCKVDTSCCSN





image2.tiff
.
ke B Tesselliconus
21’{3’5‘"“5 tsutyratus ‘
il lozetl!
simonjs melvilli Quasiconus
achatinus . armoreus
”:>Hngs(clysrs Pionoconus N | andfznus_ Conus
! immelmani
joccatys vi ~locumtenens Lecptf;onus
urvus i
stercusmuscarum i alibanus
gadguin thc;ngleassmn:hus
L Cicumcisus ‘magnificus
Embrikena achus .
5 g%sac’?apatus Darioconus
Gastridium .
pennaceus
johri
il m?crongut;# ?g’[%ahs .
sutanor
australis canonicus Cylinder
1y moluccensis dalli 2 o
proximus nobilis Eugeniconus
Ia(e[rcult;[us
nu.
madecassina C l,nder
ms%/lgcr@ m Phasmoconus A Y
damanenss : Elisaconus
andarmanensis Hermes -
lynceus Lithoconus
0.1 subs /site adrgu[s quercinus
- radiatus lividus
L —




image3.png
RGGWGQAGGWGKL.
RGLTGEAGMLEGLSESRARDEMK . NSEAS] LENTERRI..
ENPEASILNTRDR . CCRANFVCDAF!
ENCEARRLNMRDDDCEPPGNECG.
LF“TIRi KNPEA

SKLDNTERRI. .

mwkltcomivavlifltaw vta le




image4.png
Ltoos

Ltoos
DilS5.1_precursor
EclSa_precursor
LvlSa_precursor
Consensus

i

mekl 1 lva

T"LS R

1

YGEVQR GNTNFIQKNV

GDG!
GEG!
GG

S

EHVQQYAAKRLHA
RRPRQYATKRLIA

YGEVIR INTNEFIQKNVRSW. ET. . .ARELV.
RI ET...ARELV.
PLMGRIKRNAAAG KR . CKGASAL

PRCCTPKDAP
HRCCTPQNVQ

JEDGECCSG. DCKCMHASGCTNDINLRCAA
[DNNQCCSGLECKCENMPDCQS. .GSTCRV
JEDDECCSNLECKCSTVPDCN. . . FPKCRP




